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lncRNA ID Chromosome NO.Exon start Exon end strand Transcript ID Exon Number

lincRNA_1 Scaffold00833 61860 62614 +    "TCONS_LINC_00001296" exon_number "1"

lincRNA_1 Scaffold00833 65121 65192 +    "TCONS_LINC_00001296" exon_number "2"

lincRNA_10 Chromosome10 17455266 17455667 -    "TCONS_LINC_00000720" exon_number "1"

lincRNA_10 Chromosome10 17457713 17457795 -    "TCONS_LINC_00000720" exon_number "2"

lincRNA_10 Chromosome10 17457960 17458830 -    "TCONS_LINC_00000720" exon_number "3"

lincRNA_10 Chromosome10 17456507 17456982 -    "TCONS_LINC_00000721" exon_number "1"

lincRNA_10 Chromosome10 17457073 17457201 -    "TCONS_LINC_00000721" exon_number "2"

lincRNA_10 Chromosome10 17457292 17457442 -    "TCONS_LINC_00000721" exon_number "3"

lincRNA_10 Chromosome10 17457713 17457795 -    "TCONS_LINC_00000721" exon_number "4"

lincRNA_10 Chromosome10 17458036 17458109 -    "TCONS_LINC_00000721" exon_number "5"

lincRNA_10 Chromosome10 17458908 17458971 -    "TCONS_LINC_00000721" exon_number "6"

lincRNA_100 Chromosome15 2648079 2648223 -    "TCONS_LINC_00001046" exon_number "1"

lincRNA_100 Chromosome15 2660414 2660490 -    "TCONS_LINC_00001046" exon_number "2"

lincRNA_101 Chromosome15 275056 277228 +    "TCONS_LINC_00001015" exon_number "1"

lincRNA_101 Chromosome15 280310 280888 +    "TCONS_LINC_00001015" exon_number "2"

lincRNA_102 Chromosome15 3498537 3500112 -    "TCONS_LINC_00001047" exon_number "1"

lincRNA_102 Chromosome15 3500328 3500460 -    "TCONS_LINC_00001047" exon_number "2"

lincRNA_102 Chromosome15 3500593 3500663 -    "TCONS_LINC_00001047" exon_number "3"

lincRNA_102 Chromosome15 3500775 3501557 -    "TCONS_LINC_00001047" exon_number "4"

lincRNA_103 Chromosome15 3585329 3587760 -    "TCONS_LINC_00001048" exon_number "1"

lincRNA_104 Chromosome15 38256 38689 +    "TCONS_LINC_00001013" exon_number "1"

lincRNA_104 Chromosome15 39619 40344 +    "TCONS_LINC_00001013" exon_number "2"

lincRNA_105 Chromosome15 4452059 4453000 -    "TCONS_LINC_00001050" exon_number "1"

lincRNA_105 Chromosome15 4453260 4454245 -    "TCONS_LINC_00001050" exon_number "2"

lincRNA_106 Chromosome15 5442135 5443058 -    "TCONS_LINC_00001053" exon_number "1"

lincRNA_106 Chromosome15 5445285 5445537 -    "TCONS_LINC_00001053" exon_number "2"

lincRNA_107 Chromosome15 5529132 5529800 +    "TCONS_LINC_00001017" exon_number "1"

lincRNA_107 Chromosome15 5548970 5549206 +    "TCONS_LINC_00001017" exon_number "2"

lincRNA_108 Chromosome15 581701 581854 -    "TCONS_LINC_00001041" exon_number "1"

lincRNA_108 Chromosome15 594304 594418 -    "TCONS_LINC_00001041" exon_number "2"

lincRNA_108 Chromosome15 595337 596288 -    "TCONS_LINC_00001041" exon_number "3"

lincRNA_108 Chromosome15 596656 596728 -    "TCONS_LINC_00001041" exon_number "4"

lincRNA_108 Chromosome15 593853 594418 -    "TCONS_LINC_00001043" exon_number "1"

lincRNA_108 Chromosome15 595337 596457 -    "TCONS_LINC_00001043" exon_number "2"

lincRNA_108 Chromosome15 596656 596814 -    "TCONS_LINC_00001043" exon_number "3"

lincRNA_109 Chromosome15 6118621 6118958 +    "TCONS_LINC_00001018" exon_number "1"

lincRNA_109 Chromosome15 6120808 6121814 +    "TCONS_LINC_00001018" exon_number "2"

lincRNA_109 Chromosome15 6118625 6118958 +    "TCONS_LINC_00001019" exon_number "1"

lincRNA_109 Chromosome15 6124893 6124959 +    "TCONS_LINC_00001019" exon_number "2"

lincRNA_109 Chromosome15 6125117 6125215 +    "TCONS_LINC_00001019" exon_number "3"

lincRNA_109 Chromosome15 6125308 6125465 +    "TCONS_LINC_00001019" exon_number "4"

lincRNA_109 Chromosome15 6127038 6127109 +    "TCONS_LINC_00001019" exon_number "5"

lincRNA_109 Chromosome15 6127235 6127295 +    "TCONS_LINC_00001019" exon_number "6"

lincRNA_109 Chromosome15 6127401 6128186 +    "TCONS_LINC_00001019" exon_number "7"

lincRNA_109 Chromosome15 6128445 6129620 +    "TCONS_LINC_00001019" exon_number "8"

lincRNA_11 Chromosome10 18403881 18403891 +    "TCONS_LINC_00000675" exon_number "1"

lincRNA_11 Chromosome10 18431428 18431875 +    "TCONS_LINC_00000675" exon_number "2"

lincRNA_110 Chromosome15 7796474 7797013 +    "TCONS_LINC_00001021" exon_number "1"

lincRNA_110 Chromosome15 7797158 7797241 +    "TCONS_LINC_00001021" exon_number "2"

lincRNA_110 Chromosome15 7798327 7798385 +    "TCONS_LINC_00001021" exon_number "3"

lincRNA_110 Chromosome15 7798690 7799826 +    "TCONS_LINC_00001021" exon_number "4"

lincRNA_111 Chromosome15 9643756 9644527 +    "TCONS_LINC_00001024" exon_number "1"

lincRNA_111 Chromosome15 9647657 9647978 +    "TCONS_LINC_00001024" exon_number "2"

lincRNA_112 Chromosome12 10607945 10607991 +    "TCONS_LINC_00000807" exon_number "1"

lincRNA_112 Chromosome12 10610807 10611835 +    "TCONS_LINC_00000807" exon_number "2"
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lincRNA_113 Chromosome12 14050830 14051361 +    "TCONS_LINC_00000811" exon_number "1"

lincRNA_113 Chromosome12 14054091 14054243 +    "TCONS_LINC_00000811" exon_number "2"

lincRNA_113 Chromosome12 14059686 14059709 +    "TCONS_LINC_00000811" exon_number "3"

lincRNA_113 Chromosome12 14050860 14051361 +    "TCONS_LINC_00000812" exon_number "1"

lincRNA_113 Chromosome12 14054091 14054243 +    "TCONS_LINC_00000812" exon_number "2"

lincRNA_113 Chromosome12 14055699 14055752 +    "TCONS_LINC_00000812" exon_number "3"

lincRNA_114 Chromosome12 14339998 14340005 -    "TCONS_LINC_00000835" exon_number "1"

lincRNA_114 Chromosome12 14354489 14355012 -    "TCONS_LINC_00000835" exon_number "2"

lincRNA_115 Chromosome12 15249153 15250397 -    "TCONS_LINC_00000836" exon_number "1"

lincRNA_115 Chromosome12 15251383 15251505 -    "TCONS_LINC_00000836" exon_number "2"

lincRNA_116 Chromosome12 18520189 18521017 -    "TCONS_LINC_00000839" exon_number "1"

lincRNA_116 Chromosome12 18522050 18522212 -    "TCONS_LINC_00000839" exon_number "2"

lincRNA_117 Chromosome12 19266328 19267228 +    "TCONS_LINC_00000815" exon_number "1"

lincRNA_117 Chromosome12 19279506 19279557 +    "TCONS_LINC_00000815" exon_number "2"

lincRNA_118 Chromosome12 19426138 19429461 +    "TCONS_LINC_00000818" exon_number "1"

lincRNA_118 Chromosome12 19432486 19432515 +    "TCONS_LINC_00000818" exon_number "2"

lincRNA_119 Chromosome12 21548623 21549785 +    "TCONS_LINC_00000820" exon_number "1"

lincRNA_119 Chromosome12 21553496 21554818 +    "TCONS_LINC_00000820" exon_number "2"

lincRNA_12 Chromosome10 18627406 18627620 -    "TCONS_LINC_00000723" exon_number "1"

lincRNA_12 Chromosome10 18686621 18686623 -    "TCONS_LINC_00000723" exon_number "2"

lincRNA_120 Chromosome12 21705909 21706208 +    "TCONS_LINC_00000822" exon_number "1"

lincRNA_120 Chromosome12 21707118 21707176 +    "TCONS_LINC_00000822" exon_number "2"

lincRNA_120 Chromosome12 21710496 21710553 +    "TCONS_LINC_00000822" exon_number "3"

lincRNA_120 Chromosome12 21710638 21710647 +    "TCONS_LINC_00000822" exon_number "4"

lincRNA_120 Chromosome12 21710393 21710459 +    "TCONS_LINC_00000823" exon_number "1"

lincRNA_120 Chromosome12 21710482 21710543 +    "TCONS_LINC_00000823" exon_number "2"

lincRNA_120 Chromosome12 21710628 21711110 +    "TCONS_LINC_00000823" exon_number "3"

lincRNA_120 Chromosome12 21711196 21711494 +    "TCONS_LINC_00000823" exon_number "4"

lincRNA_121 Chromosome12 27172631 27173132 +    "TCONS_LINC_00000826" exon_number "1"

lincRNA_121 Chromosome12 27175862 27176304 +    "TCONS_LINC_00000826" exon_number "2"

lincRNA_121 Chromosome12 27176395 27177399 +    "TCONS_LINC_00000826" exon_number "3"

lincRNA_122 Chromosome12 27372648 27372661 -    "TCONS_LINC_00000841" exon_number "1"

lincRNA_122 Chromosome12 27373516 27378975 -    "TCONS_LINC_00000841" exon_number "2"

lincRNA_123 Chromosome12 27727632 27728668 +    "TCONS_LINC_00000827" exon_number "1"

lincRNA_123 Chromosome12 27732776 27732782 +    "TCONS_LINC_00000827" exon_number "2"

lincRNA_124 Chromosome12 28598538 28598554 +    "TCONS_LINC_00000829" exon_number "1"

lincRNA_124 Chromosome12 28602677 28603348 +    "TCONS_LINC_00000829" exon_number "2"

lincRNA_125 Chromosome12 29407321 29407523 -    "TCONS_LINC_00000842" exon_number "1"

lincRNA_125 Chromosome12 29408390 29408514 -    "TCONS_LINC_00000842" exon_number "2"

lincRNA_125 Chromosome12 29409512 29409566 -    "TCONS_LINC_00000842" exon_number "3"

lincRNA_126 Chromosome12 30142431 30142461 -    "TCONS_LINC_00000843" exon_number "1"

lincRNA_126 Chromosome12 30143552 30145507 -    "TCONS_LINC_00000843" exon_number "2"

lincRNA_127 Chromosome12 3580588 3580900 +    "TCONS_LINC_00000798" exon_number "1"

lincRNA_127 Chromosome12 3583067 3583114 +    "TCONS_LINC_00000798" exon_number "2"

lincRNA_127 Chromosome12 3583207 3583433 +    "TCONS_LINC_00000798" exon_number "3"

lincRNA_127 Chromosome12 3582481 3583114 +    "TCONS_LINC_00000799" exon_number "1"

lincRNA_127 Chromosome12 3583207 3583356 +    "TCONS_LINC_00000799" exon_number "2"

lincRNA_127 Chromosome12 3583535 3583652 +    "TCONS_LINC_00000799" exon_number "3"

lincRNA_127 Chromosome12 3583798 3584204 +    "TCONS_LINC_00000799" exon_number "4"

lincRNA_128 Chromosome12 6450920 6450959 +    "TCONS_LINC_00000802" exon_number "1"

lincRNA_128 Chromosome12 6450981 6452986 +    "TCONS_LINC_00000802" exon_number "2"

lincRNA_129 Chromosome12 9238858 9238870 -    "TCONS_LINC_00000830" exon_number "1"

lincRNA_129 Chromosome12 9247430 9247955 -    "TCONS_LINC_00000830" exon_number "2"

lincRNA_13 Chromosome10 19349060 19349091 +    "TCONS_LINC_00000676" exon_number "1"

lincRNA_13 Chromosome10 19349255 19352309 +    "TCONS_LINC_00000676" exon_number "2"

lincRNA_130 Chromosome12 9266720 9267227 -    "TCONS_LINC_00000831" exon_number "1"

lincRNA_130 Chromosome12 9268812 9269119 -    "TCONS_LINC_00000831" exon_number "2"



lincRNA_130 Chromosome12 9266720 9267227 -    "TCONS_LINC_00000832" exon_number "1"

lincRNA_130 Chromosome12 9274280 9274354 -    "TCONS_LINC_00000832" exon_number "2"

lincRNA_130 Chromosome12 9274469 9277533 -    "TCONS_LINC_00000832" exon_number "3"

lincRNA_131 Chromosome13 1045081 1045681 -    "TCONS_LINC_00000889" exon_number "1"

lincRNA_131 Chromosome13 1046221 1046293 -    "TCONS_LINC_00000889" exon_number "2"

lincRNA_131 Chromosome13 1047825 1047995 -    "TCONS_LINC_00000889" exon_number "3"

lincRNA_131 Chromosome13 1049064 1049184 -    "TCONS_LINC_00000889" exon_number "4"

lincRNA_131 Chromosome13 1049382 1049517 -    "TCONS_LINC_00000889" exon_number "5"

lincRNA_131 Chromosome13 1049690 1049925 -    "TCONS_LINC_00000889" exon_number "6"

lincRNA_131 Chromosome13 1046206 1046298 -    "TCONS_LINC_00000890" exon_number "1"

lincRNA_131 Chromosome13 1047825 1047995 -    "TCONS_LINC_00000890" exon_number "2"

lincRNA_131 Chromosome13 1049064 1049184 -    "TCONS_LINC_00000890" exon_number "3"

lincRNA_131 Chromosome13 1049382 1049941 -    "TCONS_LINC_00000890" exon_number "4"

lincRNA_132 Chromosome13 10690525 10690545 -    "TCONS_LINC_00000903" exon_number "1"

lincRNA_132 Chromosome13 10751656 10752133 -    "TCONS_LINC_00000903" exon_number "2"

lincRNA_132 Chromosome13 10761498 10761672 -    "TCONS_LINC_00000903" exon_number "3"

lincRNA_133 Chromosome13 10944515 10946613 -    "TCONS_LINC_00000904" exon_number "1"

lincRNA_133 Chromosome13 10950165 10951422 -    "TCONS_LINC_00000904" exon_number "2"

lincRNA_134 Chromosome13 11220046 11220299 +    "TCONS_LINC_00000864" exon_number "1"

lincRNA_134 Chromosome13 11223479 11223778 +    "TCONS_LINC_00000864" exon_number "2"

lincRNA_135 Chromosome13 11269886 11269986 +    "TCONS_LINC_00000875" exon_number "1"

lincRNA_135 Chromosome13 11273533 11274254 +    "TCONS_LINC_00000875" exon_number "2"

lincRNA_136 Chromosome13 13515892 13516775 +    "TCONS_LINC_00000879" exon_number "1"

lincRNA_136 Chromosome13 13519164 13519203 +    "TCONS_LINC_00000879" exon_number "2"

lincRNA_137 Chromosome13 13712676 13712700 -    "TCONS_LINC_00000906" exon_number "1"

lincRNA_137 Chromosome13 13713454 13714897 -    "TCONS_LINC_00000906" exon_number "2"

lincRNA_137 Chromosome13 13715519 13715547 -    "TCONS_LINC_00000906" exon_number "3"

lincRNA_138 Chromosome13 1439343 1440089 +    "TCONS_LINC_00000848" exon_number "1"

lincRNA_138 Chromosome13 1449636 1449826 +    "TCONS_LINC_00000848" exon_number "2"

lincRNA_139 Chromosome13 15279612 15279654 +    "TCONS_LINC_00000880" exon_number "1"

lincRNA_139 Chromosome13 15283690 15284094 +    "TCONS_LINC_00000880" exon_number "2"

lincRNA_14 Chromosome10 19763805 19763828 +    "TCONS_LINC_00000679" exon_number "1"

lincRNA_14 Chromosome10 19763952 19764002 +    "TCONS_LINC_00000679" exon_number "2"

lincRNA_14 Chromosome10 19764808 19764928 +    "TCONS_LINC_00000679" exon_number "3"

lincRNA_14 Chromosome10 19765039 19765101 +    "TCONS_LINC_00000679" exon_number "4"

lincRNA_14 Chromosome10 19765261 19765332 +    "TCONS_LINC_00000679" exon_number "5"

lincRNA_14 Chromosome10 19766272 19766358 +    "TCONS_LINC_00000679" exon_number "6"

lincRNA_14 Chromosome10 19767464 19767763 +    "TCONS_LINC_00000679" exon_number "7"

lincRNA_14 Chromosome10 19767891 19767941 +    "TCONS_LINC_00000679" exon_number "8"

lincRNA_14 Chromosome10 19768041 19768538 +    "TCONS_LINC_00000679" exon_number "9"

lincRNA_140 Chromosome13 15583085 15583512 -    "TCONS_LINC_00000908" exon_number "1"

lincRNA_140 Chromosome13 15583698 15585008 -    "TCONS_LINC_00000908" exon_number "2"

lincRNA_140 Chromosome13 15585190 15585514 -    "TCONS_LINC_00000908" exon_number "3"

lincRNA_141 Chromosome13 16163551 16164521 -    "TCONS_LINC_00000909" exon_number "1"

lincRNA_141 Chromosome13 16166327 16166949 -    "TCONS_LINC_00000909" exon_number "2"

lincRNA_141 Chromosome13 16163551 16164291 -    "TCONS_LINC_00000910" exon_number "1"

lincRNA_141 Chromosome13 16166969 16168076 -    "TCONS_LINC_00000910" exon_number "2"

lincRNA_141 Chromosome13 16168159 16168356 -    "TCONS_LINC_00000910" exon_number "3"

lincRNA_142 Chromosome13 22865361 22865643 +    "TCONS_LINC_00000882" exon_number "1"

lincRNA_142 Chromosome13 22865701 22865829 +    "TCONS_LINC_00000882" exon_number "2"

lincRNA_142 Chromosome13 22867274 22867912 +    "TCONS_LINC_00000882" exon_number "3"

lincRNA_143 Chromosome13 24246954 24247540 +    "TCONS_LINC_00000883" exon_number "1"

lincRNA_143 Chromosome13 24251567 24251990 +    "TCONS_LINC_00000883" exon_number "2"

lincRNA_144 Chromosome13 24319702 24319755 -    "TCONS_LINC_00000918" exon_number "1"

lincRNA_144 Chromosome13 24319792 24320261 -    "TCONS_LINC_00000918" exon_number "2"

lincRNA_144 Chromosome13 24328077 24328086 -    "TCONS_LINC_00000918" exon_number "3"

lincRNA_145 Chromosome13 25646111 25647436 -    "TCONS_LINC_00000921" exon_number "1"



lincRNA_145 Chromosome13 25647564 25648048 -    "TCONS_LINC_00000921" exon_number "2"

lincRNA_145 Chromosome13 25648252 25648289 -    "TCONS_LINC_00000921" exon_number "3"

lincRNA_146 Chromosome13 25755879 25756489 -    "TCONS_LINC_00000922" exon_number "1"

lincRNA_146 Chromosome13 25756849 25757251 -    "TCONS_LINC_00000922" exon_number "2"

lincRNA_146 Chromosome13 25757349 25757542 -    "TCONS_LINC_00000922" exon_number "3"

lincRNA_146 Chromosome13 25758020 25758030 -    "TCONS_LINC_00000922" exon_number "4"

lincRNA_147 Chromosome13 26981862 26982290 -    "TCONS_LINC_00000923" exon_number "1"

lincRNA_147 Chromosome13 26983860 26985007 -    "TCONS_LINC_00000923" exon_number "2"

lincRNA_148 Chromosome13 27275240 27275717 +    "TCONS_LINC_00000885" exon_number "1"

lincRNA_148 Chromosome13 27275818 27275905 +    "TCONS_LINC_00000885" exon_number "2"

lincRNA_148 Chromosome13 27286284 27286324 +    "TCONS_LINC_00000885" exon_number "3"

lincRNA_148 Chromosome13 27275615 27275717 +    "TCONS_LINC_00000886" exon_number "1"

lincRNA_148 Chromosome13 27275818 27276513 +    "TCONS_LINC_00000886" exon_number "2"

lincRNA_149 Chromosome13 3235896 3236328 -    "TCONS_LINC_00000894" exon_number "1"

lincRNA_149 Chromosome13 3238346 3238373 -    "TCONS_LINC_00000894" exon_number "2"

lincRNA_15 Chromosome10 20661891 20662371 +    "TCONS_LINC_00000682" exon_number "1"

lincRNA_15 Chromosome10 20663208 20663340 +    "TCONS_LINC_00000682" exon_number "2"

lincRNA_15 Chromosome10 20663759 20664088 +    "TCONS_LINC_00000682" exon_number "3"

lincRNA_150 Chromosome13 3865996 3866352 -    "TCONS_LINC_00000896" exon_number "1"

lincRNA_150 Chromosome13 3873741 3876348 -    "TCONS_LINC_00000896" exon_number "2"

lincRNA_150 Chromosome13 3866550 3866579 -    "TCONS_LINC_00000897" exon_number "1"

lincRNA_150 Chromosome13 3873855 3875481 -    "TCONS_LINC_00000897" exon_number "2"

lincRNA_151 Chromosome13 6054517 6055665 -    "TCONS_LINC_00000898" exon_number "1"

lincRNA_151 Chromosome13 6055760 6068557 -    "TCONS_LINC_00000898" exon_number "2"

lincRNA_152 Chromosome13 6120570 6120858 -    "TCONS_LINC_00000899" exon_number "1"

lincRNA_152 Chromosome13 6128203 6128224 -    "TCONS_LINC_00000899" exon_number "2"

lincRNA_153 Chromosome13 8001072 8001113 -    "TCONS_LINC_00000902" exon_number "1"

lincRNA_153 Chromosome13 8004286 8004579 -    "TCONS_LINC_00000902" exon_number "2"

lincRNA_154 Chromosome13 949389 950137 +    "TCONS_LINC_00000845" exon_number "1"

lincRNA_154 Chromosome13 950249 951422 +    "TCONS_LINC_00000845" exon_number "2"

lincRNA_155 Scaffold01331 44 371 -    "TCONS_LINC_00001330" exon_number "1"

lincRNA_155 Scaffold01331 21166 28454 -    "TCONS_LINC_00001330" exon_number "2"

lincRNA_155 Scaffold01331 16717 16723 -    "TCONS_LINC_00001331" exon_number "1"

lincRNA_155 Scaffold01331 18067 28456 -    "TCONS_LINC_00001331" exon_number "2"

lincRNA_156 Chromosome11 10428200 10428797 -    "TCONS_LINC_00000774" exon_number "1"

lincRNA_156 Chromosome11 10430667 10430683 -    "TCONS_LINC_00000774" exon_number "2"

lincRNA_157 Chromosome11 10607066 10608222 +    "TCONS_LINC_00000740" exon_number "1"

lincRNA_157 Chromosome11 10644957 10645016 +    "TCONS_LINC_00000740" exon_number "2"

lincRNA_158 Chromosome11 12540887 12541288 +    "TCONS_LINC_00000744" exon_number "1"

lincRNA_158 Chromosome11 12541832 12542166 +    "TCONS_LINC_00000744" exon_number "2"

lincRNA_158 Chromosome11 12542493 12542981 +    "TCONS_LINC_00000744" exon_number "3"

lincRNA_159 Chromosome11 15638407 15642882 -    "TCONS_LINC_00000780" exon_number "1"

lincRNA_16 Chromosome10 21546988 21546999 -    "TCONS_LINC_00000726" exon_number "1"

lincRNA_16 Chromosome10 21574456 21576638 -    "TCONS_LINC_00000726" exon_number "2"

lincRNA_160 Chromosome11 1625419 1625679 +    "TCONS_LINC_00000735" exon_number "1"

lincRNA_160 Chromosome11 1627543 1629140 +    "TCONS_LINC_00000735" exon_number "2"

lincRNA_161 Chromosome11 17803778 17804379 -    "TCONS_LINC_00000784" exon_number "1"

lincRNA_161 Chromosome11 17815255 17815344 -    "TCONS_LINC_00000784" exon_number "2"

lincRNA_161 Chromosome11 17818139 17818594 -    "TCONS_LINC_00000784" exon_number "3"

lincRNA_162 Chromosome11 17889931 17890412 +    "TCONS_LINC_00000748" exon_number "1"

lincRNA_162 Chromosome11 17897814 17898075 +    "TCONS_LINC_00000748" exon_number "2"

lincRNA_163 Chromosome11 19317343 19318020 -    "TCONS_LINC_00000790" exon_number "1"

lincRNA_163 Chromosome11 19324249 19324332 -    "TCONS_LINC_00000790" exon_number "2"

lincRNA_163 Chromosome11 19324403 19324532 -    "TCONS_LINC_00000790" exon_number "3"

lincRNA_163 Chromosome11 19325543 19325640 -    "TCONS_LINC_00000790" exon_number "4"

lincRNA_163 Chromosome11 19319441 19319482 -    "TCONS_LINC_00000791" exon_number "1"

lincRNA_163 Chromosome11 19324052 19325692 -    "TCONS_LINC_00000791" exon_number "2"



lincRNA_164 Chromosome11 20129516 20129548 +    "TCONS_LINC_00000749" exon_number "1"

lincRNA_164 Chromosome11 20135306 20135583 +    "TCONS_LINC_00000749" exon_number "2"

lincRNA_165 Chromosome11 21170740 21172212 -    "TCONS_LINC_00000792" exon_number "1"

lincRNA_165 Chromosome11 21186138 21186370 -    "TCONS_LINC_00000792" exon_number "2"

lincRNA_166 Chromosome11 24942228 24942365 +    "TCONS_LINC_00000754" exon_number "1"

lincRNA_166 Chromosome11 24942463 24944575 +    "TCONS_LINC_00000754" exon_number "2"

lincRNA_166 Chromosome11 24944684 24945391 +    "TCONS_LINC_00000754" exon_number "3"

lincRNA_166 Chromosome11 24945882 24946183 +    "TCONS_LINC_00000754" exon_number "4"

lincRNA_166 Chromosome11 24943385 24944575 +    "TCONS_LINC_00000755" exon_number "1"

lincRNA_166 Chromosome11 24944663 24946511 +    "TCONS_LINC_00000755" exon_number "2"

lincRNA_166 Chromosome11 24946673 24947132 +    "TCONS_LINC_00000755" exon_number "3"

lincRNA_167 Chromosome11 26398432 26399353 +    "TCONS_LINC_00000757" exon_number "1"

lincRNA_167 Chromosome11 26403813 26404565 +    "TCONS_LINC_00000757" exon_number "2"

lincRNA_167 Chromosome11 26399274 26400518 +    "TCONS_LINC_00000758" exon_number "1"

lincRNA_167 Chromosome11 26405145 26405937 +    "TCONS_LINC_00000758" exon_number "2"

lincRNA_167 Chromosome11 26401700 26404565 +    "TCONS_LINC_00000759" exon_number "1"

lincRNA_168 Chromosome11 6559595 6560049 -    "TCONS_LINC_00000767" exon_number "1"

lincRNA_168 Chromosome11 6566863 6568504 -    "TCONS_LINC_00000767" exon_number "2"

lincRNA_168 Chromosome11 6568968 6570017 -    "TCONS_LINC_00000767" exon_number "3"

lincRNA_168 Chromosome11 6559595 6559951 -    "TCONS_LINC_00000768" exon_number "1"

lincRNA_168 Chromosome11 6566863 6566951 -    "TCONS_LINC_00000768" exon_number "2"

lincRNA_168 Chromosome11 6569512 6569851 -    "TCONS_LINC_00000768" exon_number "3"

lincRNA_168 Chromosome11 6570513 6570576 -    "TCONS_LINC_00000768" exon_number "4"

lincRNA_168 Chromosome11 6570659 6570679 -    "TCONS_LINC_00000768" exon_number "5"

lincRNA_168 Chromosome11 6565954 6569851 -    "TCONS_LINC_00000769" exon_number "1"

lincRNA_168 Chromosome11 6570226 6570476 -    "TCONS_LINC_00000769" exon_number "2"

lincRNA_168 Chromosome11 6565954 6569851 -    "TCONS_LINC_00000770" exon_number "1"

lincRNA_168 Chromosome11 6570513 6570729 -    "TCONS_LINC_00000770" exon_number "2"

lincRNA_169 Chromosome11 8222978 8223021 +    "TCONS_LINC_00000739" exon_number "1"

lincRNA_169 Chromosome11 8229211 8229990 +    "TCONS_LINC_00000739" exon_number "2"

lincRNA_17 Chromosome10 21650521 21651122 -    "TCONS_LINC_00000728" exon_number "1"

lincRNA_17 Chromosome10 21652498 21652528 -    "TCONS_LINC_00000728" exon_number "2"

lincRNA_170 Chromosome11 9760591 9760597 -    "TCONS_LINC_00000773" exon_number "1"

lincRNA_170 Chromosome11 9763086 9763359 -    "TCONS_LINC_00000773" exon_number "2"

lincRNA_171 Chromosome14 10728419 10728470 -    "TCONS_LINC_00000985" exon_number "1"

lincRNA_171 Chromosome14 10729221 10729286 -    "TCONS_LINC_00000985" exon_number "2"

lincRNA_171 Chromosome14 10729652 10730000 -    "TCONS_LINC_00000985" exon_number "3"

lincRNA_171 Chromosome14 10728746 10729286 -    "TCONS_LINC_00000986" exon_number "1"

lincRNA_171 Chromosome14 10729652 10729835 -    "TCONS_LINC_00000986" exon_number "2"

lincRNA_171 Chromosome14 10730816 10730865 -    "TCONS_LINC_00000986" exon_number "3"

lincRNA_172 Chromosome14 11986453 11991568 -    "TCONS_LINC_00000990" exon_number "1"

lincRNA_172 Chromosome14 11991681 11992422 -    "TCONS_LINC_00000990" exon_number "2"

lincRNA_172 Chromosome14 11992448 11993528 -    "TCONS_LINC_00000990" exon_number "3"

lincRNA_173 Chromosome14 12572034 12573059 +    "TCONS_LINC_00000951" exon_number "1"

lincRNA_173 Chromosome14 12573936 12575320 +    "TCONS_LINC_00000951" exon_number "2"

lincRNA_173 Chromosome14 12575352 12575621 +    "TCONS_LINC_00000951" exon_number "3"

lincRNA_174 Chromosome14 12844755 12845002 +    "TCONS_LINC_00000953" exon_number "1"

lincRNA_174 Chromosome14 12846376 12846443 +    "TCONS_LINC_00000953" exon_number "2"

lincRNA_174 Chromosome14 12850376 12850869 +    "TCONS_LINC_00000953" exon_number "3"

lincRNA_174 Chromosome14 12850943 12851069 +    "TCONS_LINC_00000953" exon_number "4"

lincRNA_174 Chromosome14 12851155 12851448 +    "TCONS_LINC_00000953" exon_number "5"

lincRNA_174 Chromosome14 12851538 12852194 +    "TCONS_LINC_00000953" exon_number "6"

lincRNA_174 Chromosome14 12850209 12850285 +    "TCONS_LINC_00000954" exon_number "1"

lincRNA_174 Chromosome14 12850376 12850869 +    "TCONS_LINC_00000954" exon_number "2"

lincRNA_174 Chromosome14 12850943 12851069 +    "TCONS_LINC_00000954" exon_number "3"

lincRNA_174 Chromosome14 12851155 12851448 +    "TCONS_LINC_00000954" exon_number "4"

lincRNA_174 Chromosome14 12851538 12852194 +    "TCONS_LINC_00000954" exon_number "5"



lincRNA_175 Chromosome14 13155182 13156326 -    "TCONS_LINC_00000991" exon_number "1"

lincRNA_175 Chromosome14 13160875 13161893 -    "TCONS_LINC_00000991" exon_number "2"

lincRNA_176 Chromosome14 13479464 13479882 -    "TCONS_LINC_00000995" exon_number "1"

lincRNA_176 Chromosome14 13480881 13481703 -    "TCONS_LINC_00000995" exon_number "2"

lincRNA_177 Chromosome14 14770498 14772664 +    "TCONS_LINC_00000955" exon_number "1"

lincRNA_177 Chromosome14 14772727 14772954 +    "TCONS_LINC_00000955" exon_number "2"

lincRNA_177 Chromosome14 14780266 14780897 +    "TCONS_LINC_00000955" exon_number "3"

lincRNA_178 Chromosome14 14848764 14849507 +    "TCONS_LINC_00000956" exon_number "1"

lincRNA_178 Chromosome14 14850783 14851294 +    "TCONS_LINC_00000956" exon_number "2"

lincRNA_178 Chromosome14 14848764 14849507 +    "TCONS_LINC_00000957" exon_number "1"

lincRNA_178 Chromosome14 14854832 14854901 +    "TCONS_LINC_00000957" exon_number "2"

lincRNA_178 Chromosome14 14855327 14855693 +    "TCONS_LINC_00000957" exon_number "3"

lincRNA_179 Chromosome14 15622732 15623415 -    "TCONS_LINC_00000997" exon_number "1"

lincRNA_179 Chromosome14 15624238 15624395 -    "TCONS_LINC_00000997" exon_number "2"

lincRNA_179 Chromosome14 15624584 15624924 -    "TCONS_LINC_00000997" exon_number "3"

lincRNA_18 Chromosome10 21679028 21679349 -    "TCONS_LINC_00000729" exon_number "1"

lincRNA_18 Chromosome10 21684892 21684908 -    "TCONS_LINC_00000729" exon_number "2"

lincRNA_180 Chromosome14 20156581 20156633 +    "TCONS_LINC_00000961" exon_number "1"

lincRNA_180 Chromosome14 20165761 20165926 +    "TCONS_LINC_00000961" exon_number "2"

lincRNA_180 Chromosome14 20166286 20166820 +    "TCONS_LINC_00000961" exon_number "3"

lincRNA_180 Chromosome14 20166128 20166517 +    "TCONS_LINC_00000963" exon_number "1"

lincRNA_180 Chromosome14 20167093 20167188 +    "TCONS_LINC_00000963" exon_number "2"

lincRNA_180 Chromosome14 20167973 20172542 +    "TCONS_LINC_00000963" exon_number "3"

lincRNA_181 Chromosome14 20237460 20239628 -    "TCONS_LINC_00001003" exon_number "1"

lincRNA_181 Chromosome14 20237460 20239424 -    "TCONS_LINC_00001004" exon_number "1"

lincRNA_181 Chromosome14 20240300 20240837 -    "TCONS_LINC_00001004" exon_number "2"

lincRNA_181 Chromosome14 20241286 20241357 -    "TCONS_LINC_00001004" exon_number "3"

lincRNA_181 Chromosome14 20243170 20243577 -    "TCONS_LINC_00001004" exon_number "4"

lincRNA_181 Chromosome14 20242734 20243260 -    "TCONS_LINC_00001005" exon_number "1"

lincRNA_181 Chromosome14 20243369 20243496 -    "TCONS_LINC_00001005" exon_number "2"

lincRNA_181 Chromosome14 20243583 20243918 -    "TCONS_LINC_00001005" exon_number "3"

lincRNA_182 Chromosome14 21217248 21217606 -    "TCONS_LINC_00001006" exon_number "1"

lincRNA_182 Chromosome14 21219381 21220090 -    "TCONS_LINC_00001006" exon_number "2"

lincRNA_183 Chromosome14 22382789 22383163 -    "TCONS_LINC_00001008" exon_number "1"

lincRNA_183 Chromosome14 22384012 22384186 -    "TCONS_LINC_00001008" exon_number "2"

lincRNA_183 Chromosome14 22386019 22386220 -    "TCONS_LINC_00001008" exon_number "3"

lincRNA_184 Chromosome14 22658378 22660072 +    "TCONS_LINC_00000965" exon_number "1"

lincRNA_184 Chromosome14 22669583 22669725 +    "TCONS_LINC_00000965" exon_number "2"

lincRNA_185 Chromosome14 22810245 22810289 -    "TCONS_LINC_00001011" exon_number "1"

lincRNA_185 Chromosome14 22833012 22834284 -    "TCONS_LINC_00001011" exon_number "2"

lincRNA_186 Chromosome14 3214497 3214611 -    "TCONS_LINC_00000972" exon_number "1"

lincRNA_186 Chromosome14 3215893 3215955 -    "TCONS_LINC_00000972" exon_number "2"

lincRNA_186 Chromosome14 3216070 3216200 -    "TCONS_LINC_00000972" exon_number "3"

lincRNA_186 Chromosome14 3224662 3224740 -    "TCONS_LINC_00000972" exon_number "4"

lincRNA_186 Chromosome14 3224921 3225017 -    "TCONS_LINC_00000972" exon_number "5"

lincRNA_186 Chromosome14 3225362 3225461 -    "TCONS_LINC_00000972" exon_number "6"

lincRNA_186 Chromosome14 3225638 3225892 -    "TCONS_LINC_00000972" exon_number "7"

lincRNA_186 Chromosome14 3214655 3215764 -    "TCONS_LINC_00000973" exon_number "1"

lincRNA_186 Chromosome14 3215893 3215955 -    "TCONS_LINC_00000973" exon_number "2"

lincRNA_186 Chromosome14 3216070 3216200 -    "TCONS_LINC_00000973" exon_number "3"

lincRNA_186 Chromosome14 3224662 3224740 -    "TCONS_LINC_00000973" exon_number "4"

lincRNA_186 Chromosome14 3224921 3225017 -    "TCONS_LINC_00000973" exon_number "5"

lincRNA_186 Chromosome14 3225362 3225461 -    "TCONS_LINC_00000973" exon_number "6"

lincRNA_186 Chromosome14 3225638 3225783 -    "TCONS_LINC_00000973" exon_number "7"

lincRNA_186 Chromosome14 3222625 3224751 -    "TCONS_LINC_00000975" exon_number "1"

lincRNA_186 Chromosome14 3224921 3225018 -    "TCONS_LINC_00000975" exon_number "2"

lincRNA_186 Chromosome14 3225363 3225461 -    "TCONS_LINC_00000975" exon_number "3"



lincRNA_186 Chromosome14 3225638 3225691 -    "TCONS_LINC_00000975" exon_number "4"

lincRNA_187 Chromosome14 5592159 5593671 -    "TCONS_LINC_00000977" exon_number "1"

lincRNA_187 Chromosome14 5593865 5594684 -    "TCONS_LINC_00000977" exon_number "2"

lincRNA_188 Chromosome14 5868514 5868899 +    "TCONS_LINC_00000936" exon_number "1"

lincRNA_188 Chromosome14 5868976 5869290 +    "TCONS_LINC_00000936" exon_number "2"

lincRNA_188 Chromosome14 5870155 5870350 +    "TCONS_LINC_00000936" exon_number "3"

lincRNA_188 Chromosome14 5870669 5870717 +    "TCONS_LINC_00000936" exon_number "4"

lincRNA_188 Chromosome14 5870843 5870958 +    "TCONS_LINC_00000936" exon_number "5"

lincRNA_188 Chromosome14 5871053 5871879 +    "TCONS_LINC_00000936" exon_number "6"

lincRNA_188 Chromosome14 5869302 5870717 +    "TCONS_LINC_00000937" exon_number "1"

lincRNA_188 Chromosome14 5870843 5870958 +    "TCONS_LINC_00000937" exon_number "2"

lincRNA_188 Chromosome14 5871053 5871879 +    "TCONS_LINC_00000937" exon_number "3"

lincRNA_189 Chromosome14 6116199 6116225 -    "TCONS_LINC_00000982" exon_number "1"

lincRNA_189 Chromosome14 6124692 6124771 -    "TCONS_LINC_00000982" exon_number "2"

lincRNA_189 Chromosome14 6124946 6126198 -    "TCONS_LINC_00000982" exon_number "3"

lincRNA_19 Chromosome10 22671258 22671467 +    "TCONS_LINC_00000684" exon_number "1"

lincRNA_19 Chromosome10 22671503 22671610 +    "TCONS_LINC_00000684" exon_number "2"

lincRNA_19 Chromosome10 22684418 22684501 +    "TCONS_LINC_00000684" exon_number "3"

lincRNA_190 Chromosome14 6209003 6209504 +    "TCONS_LINC_00000938" exon_number "1"

lincRNA_190 Chromosome14 6212965 6214955 +    "TCONS_LINC_00000938" exon_number "2"

lincRNA_190 Chromosome14 6209096 6209504 +    "TCONS_LINC_00000939" exon_number "1"

lincRNA_190 Chromosome14 6209617 6209723 +    "TCONS_LINC_00000939" exon_number "2"

lincRNA_190 Chromosome14 6212965 6214955 +    "TCONS_LINC_00000939" exon_number "3"

lincRNA_191 Chromosome14 6837615 6837621 +    "TCONS_LINC_00000943" exon_number "1"

lincRNA_191 Chromosome14 6839035 6839078 +    "TCONS_LINC_00000943" exon_number "2"

lincRNA_191 Chromosome14 6839426 6840098 +    "TCONS_LINC_00000943" exon_number "3"

lincRNA_191 Chromosome14 6838489 6839350 +    "TCONS_LINC_00000944" exon_number "1"

lincRNA_192 Chromosome18 133332 133421 +    "TCONS_LINC_00001206" exon_number "1"

lincRNA_192 Chromosome18 135888 136278 +    "TCONS_LINC_00001206" exon_number "2"

lincRNA_193 Chromosome18 1590561 1593849 -    "TCONS_LINC_00001238" exon_number "1"

lincRNA_194 Chromosome18 16678138 16678378 +    "TCONS_LINC_00001225" exon_number "1"

lincRNA_194 Chromosome18 16693524 16693540 +    "TCONS_LINC_00001225" exon_number "2"

lincRNA_195 Chromosome18 1692151 1692766 +    "TCONS_LINC_00001209" exon_number "1"

lincRNA_195 Chromosome18 1693084 1693161 +    "TCONS_LINC_00001209" exon_number "2"

lincRNA_195 Chromosome18 1694769 1694903 +    "TCONS_LINC_00001209" exon_number "3"

lincRNA_195 Chromosome18 1695008 1695119 +    "TCONS_LINC_00001209" exon_number "4"

lincRNA_195 Chromosome18 1695250 1695848 +    "TCONS_LINC_00001209" exon_number "5"

lincRNA_195 Chromosome18 1692653 1692766 +    "TCONS_LINC_00001210" exon_number "1"

lincRNA_195 Chromosome18 1693084 1694081 +    "TCONS_LINC_00001210" exon_number "2"

lincRNA_195 Chromosome18 1694769 1694903 +    "TCONS_LINC_00001210" exon_number "3"

lincRNA_195 Chromosome18 1695008 1695119 +    "TCONS_LINC_00001210" exon_number "4"

lincRNA_195 Chromosome18 1695250 1695848 +    "TCONS_LINC_00001210" exon_number "5"

lincRNA_196 Chromosome18 17543138 17543159 -    "TCONS_LINC_00001248" exon_number "1"

lincRNA_196 Chromosome18 17546033 17546340 -    "TCONS_LINC_00001248" exon_number "2"

lincRNA_197 Chromosome18 17637169 17637329 -    "TCONS_LINC_00001249" exon_number "1"

lincRNA_197 Chromosome18 17658914 17659602 -    "TCONS_LINC_00001249" exon_number "2"

lincRNA_198 Chromosome18 23153483 23154224 +    "TCONS_LINC_00001228" exon_number "1"

lincRNA_198 Chromosome18 23163207 23163218 +    "TCONS_LINC_00001228" exon_number "2"

lincRNA_199 Chromosome18 24253125 24253273 +    "TCONS_LINC_00001234" exon_number "1"

lincRNA_199 Chromosome18 24303204 24304097 +    "TCONS_LINC_00001234" exon_number "2"

lincRNA_2 Scaffold00833 6362 10098 +    "TCONS_LINC_00001294" exon_number "1"

lincRNA_2 Scaffold00833 10168 11115 +    "TCONS_LINC_00001294" exon_number "2"

lincRNA_20 Chromosome10 23536211 23537725 +    "TCONS_LINC_00000687" exon_number "1"

lincRNA_20 Chromosome10 23537801 23538419 +    "TCONS_LINC_00000687" exon_number "2"

lincRNA_200 Chromosome18 24404062 24404066 +    "TCONS_LINC_00001236" exon_number "1"

lincRNA_200 Chromosome18 24404155 24404331 +    "TCONS_LINC_00001236" exon_number "2"

lincRNA_200 Chromosome18 24404468 24404886 +    "TCONS_LINC_00001236" exon_number "3"



lincRNA_200 Chromosome18 24404968 24405150 +    "TCONS_LINC_00001236" exon_number "4"

lincRNA_200 Chromosome18 24405225 24406183 +    "TCONS_LINC_00001236" exon_number "5"

lincRNA_201 Chromosome18 24466024 24466214 +    "TCONS_LINC_00001237" exon_number "1"

lincRNA_201 Chromosome18 24479957 24479966 +    "TCONS_LINC_00001237" exon_number "2"

lincRNA_202 Chromosome18 3712066 3712114 -    "TCONS_LINC_00001240" exon_number "1"

lincRNA_202 Chromosome18 3717637 3718018 -    "TCONS_LINC_00001240" exon_number "2"

lincRNA_203 Chromosome18 3864871 3865490 +    "TCONS_LINC_00001212" exon_number "1"

lincRNA_203 Chromosome18 3866821 3867259 +    "TCONS_LINC_00001212" exon_number "2"

lincRNA_204 Chromosome18 4073548 4075447 +    "TCONS_LINC_00001213" exon_number "1"

lincRNA_204 Chromosome18 4075924 4075980 +    "TCONS_LINC_00001213" exon_number "2"

lincRNA_204 Chromosome18 4076700 4076766 +    "TCONS_LINC_00001213" exon_number "3"

lincRNA_204 Chromosome18 4077375 4077972 +    "TCONS_LINC_00001213" exon_number "4"

lincRNA_204 Chromosome18 4074264 4074813 +    "TCONS_LINC_00001214" exon_number "1"

lincRNA_204 Chromosome18 4075384 4075468 +    "TCONS_LINC_00001214" exon_number "2"

lincRNA_204 Chromosome18 4075924 4075980 +    "TCONS_LINC_00001214" exon_number "3"

lincRNA_204 Chromosome18 4076700 4076766 +    "TCONS_LINC_00001214" exon_number "4"

lincRNA_204 Chromosome18 4077375 4077972 +    "TCONS_LINC_00001214" exon_number "5"

lincRNA_205 Chromosome18 4319119 4319759 +    "TCONS_LINC_00001215" exon_number "1"

lincRNA_205 Chromosome18 4319912 4321159 +    "TCONS_LINC_00001215" exon_number "2"

lincRNA_206 Chromosome18 4619996 4620186 +    "TCONS_LINC_00001216" exon_number "1"

lincRNA_206 Chromosome18 4620356 4620530 +    "TCONS_LINC_00001216" exon_number "2"

lincRNA_206 Chromosome18 4621955 4622720 +    "TCONS_LINC_00001216" exon_number "3"

lincRNA_207 Chromosome18 538139 538264 +    "TCONS_LINC_00001207" exon_number "1"

lincRNA_207 Chromosome18 538995 539225 +    "TCONS_LINC_00001207" exon_number "2"

lincRNA_207 Chromosome18 539428 539729 +    "TCONS_LINC_00001207" exon_number "3"

lincRNA_207 Chromosome18 540397 540609 +    "TCONS_LINC_00001207" exon_number "4"

lincRNA_207 Chromosome18 540691 540833 +    "TCONS_LINC_00001207" exon_number "5"

lincRNA_208 Chromosome18 6597681 6598456 +    "TCONS_LINC_00001222" exon_number "1"

lincRNA_208 Chromosome18 6602648 6602721 +    "TCONS_LINC_00001222" exon_number "2"

lincRNA_209 Chromosome18 7063207 7063224 +    "TCONS_LINC_00001223" exon_number "1"

lincRNA_209 Chromosome18 7067104 7071465 +    "TCONS_LINC_00001223" exon_number "2"

lincRNA_209 Chromosome18 7066250 7071465 +    "TCONS_LINC_00001224" exon_number "1"

lincRNA_21 Chromosome10 23922234 23922526 +    "TCONS_LINC_00000689" exon_number "1"

lincRNA_21 Chromosome10 23928778 23928789 +    "TCONS_LINC_00000689" exon_number "2"

lincRNA_210 Chromosome18 8560422 8561195 -    "TCONS_LINC_00001244" exon_number "1"

lincRNA_210 Chromosome18 8561525 8562430 -    "TCONS_LINC_00001244" exon_number "2"

lincRNA_211 Scaffold00587 210467 211308 +    "TCONS_LINC_00001272" exon_number "1"

lincRNA_211 Scaffold00587 218813 218878 +    "TCONS_LINC_00001272" exon_number "2"

lincRNA_212 Scaffold00742 164957 165377 -    "TCONS_LINC_00001282" exon_number "1"

lincRNA_212 Scaffold00742 170532 170692 -    "TCONS_LINC_00001282" exon_number "2"

lincRNA_213 Scaffold00766 95567 97471 +    "TCONS_LINC_00001285" exon_number "1"

lincRNA_213 Scaffold00766 97613 97705 +    "TCONS_LINC_00001285" exon_number "2"

lincRNA_214 Scaffold00927 25401 25967 -    "TCONS_LINC_00001304" exon_number "1"

lincRNA_214 Scaffold00927 26329 27576 -    "TCONS_LINC_00001304" exon_number "2"

lincRNA_215 Scaffold00640 90578 90822 +    "TCONS_LINC_00001277" exon_number "1"

lincRNA_215 Scaffold00640 91681 91854 +    "TCONS_LINC_00001277" exon_number "2"

lincRNA_215 Scaffold00640 94934 95194 +    "TCONS_LINC_00001277" exon_number "3"

lincRNA_215 Scaffold00640 103324 103395 +    "TCONS_LINC_00001277" exon_number "4"

lincRNA_216 Scaffold00994 48779 49317 +    "TCONS_LINC_00001309" exon_number "1"

lincRNA_216 Scaffold00994 50249 50331 +    "TCONS_LINC_00001309" exon_number "2"

lincRNA_216 Scaffold00994 52719 55301 +    "TCONS_LINC_00001309" exon_number "3"

lincRNA_217 Scaffold00806 66665 66687 -    "TCONS_LINC_00001289" exon_number "1"

lincRNA_217 Scaffold00806 147630 147817 -    "TCONS_LINC_00001289" exon_number "2"

lincRNA_218 Scaffold00346 111820 113325 +    "TCONS_LINC_00001260" exon_number "1"

lincRNA_218 Scaffold00346 118125 118167 +    "TCONS_LINC_00001260" exon_number "2"

lincRNA_218 Scaffold00346 117509 118167 +    "TCONS_LINC_00001261" exon_number "1"

lincRNA_219 Chromosome07 10229606 10229639 +    "TCONS_LINC_00000446" exon_number "1"



lincRNA_219 Chromosome07 10251121 10251819 +    "TCONS_LINC_00000446" exon_number "2"

lincRNA_22 Chromosome10 24205774 24205837 -    "TCONS_LINC_00000731" exon_number "1"

lincRNA_22 Chromosome10 24211947 24212155 -    "TCONS_LINC_00000731" exon_number "2"

lincRNA_220 Chromosome07 10919217 10919876 +    "TCONS_LINC_00000448" exon_number "1"

lincRNA_220 Chromosome07 10924822 10925281 +    "TCONS_LINC_00000448" exon_number "2"

lincRNA_221 Chromosome07 12169339 12170511 +    "TCONS_LINC_00000449" exon_number "1"

lincRNA_221 Chromosome07 12174687 12174769 +    "TCONS_LINC_00000449" exon_number "2"

lincRNA_222 Chromosome07 12550726 12550844 -    "TCONS_LINC_00000486" exon_number "1"

lincRNA_222 Chromosome07 12554771 12555470 -    "TCONS_LINC_00000486" exon_number "2"

lincRNA_223 Chromosome07 15100441 15102050 -    "TCONS_LINC_00000487" exon_number "1"

lincRNA_223 Chromosome07 15100441 15100582 -    "TCONS_LINC_00000488" exon_number "1"

lincRNA_223 Chromosome07 15102195 15103525 -    "TCONS_LINC_00000488" exon_number "2"

lincRNA_224 Chromosome07 16401350 16401620 +    "TCONS_LINC_00000451" exon_number "1"

lincRNA_224 Chromosome07 16407862 16408246 +    "TCONS_LINC_00000451" exon_number "2"

lincRNA_224 Chromosome07 16408594 16408823 +    "TCONS_LINC_00000451" exon_number "3"

lincRNA_224 Chromosome07 16401390 16403583 +    "TCONS_LINC_00000452" exon_number "1"

lincRNA_225 Chromosome07 1710117 1710578 +    "TCONS_LINC_00000434" exon_number "1"

lincRNA_225 Chromosome07 1711383 1711818 +    "TCONS_LINC_00000434" exon_number "2"

lincRNA_225 Chromosome07 1713623 1713739 +    "TCONS_LINC_00000434" exon_number "3"

lincRNA_225 Chromosome07 1714517 1714621 +    "TCONS_LINC_00000434" exon_number "4"

lincRNA_225 Chromosome07 1711745 1713739 +    "TCONS_LINC_00000436" exon_number "1"

lincRNA_225 Chromosome07 1713992 1714077 +    "TCONS_LINC_00000436" exon_number "2"

lincRNA_225 Chromosome07 1714245 1714360 +    "TCONS_LINC_00000436" exon_number "3"

lincRNA_225 Chromosome07 1714526 1714621 +    "TCONS_LINC_00000436" exon_number "4"

lincRNA_225 Chromosome07 1714252 1714351 +    "TCONS_LINC_00000437" exon_number "1"

lincRNA_225 Chromosome07 1714517 1714608 +    "TCONS_LINC_00000437" exon_number "2"

lincRNA_225 Chromosome07 1714689 1714765 +    "TCONS_LINC_00000437" exon_number "3"

lincRNA_225 Chromosome07 1714973 1715533 +    "TCONS_LINC_00000437" exon_number "4"

lincRNA_226 Chromosome07 18125864 18126288 -    "TCONS_LINC_00000491" exon_number "1"

lincRNA_226 Chromosome07 18145518 18145573 -    "TCONS_LINC_00000491" exon_number "2"

lincRNA_227 Chromosome07 18846040 18846350 -    "TCONS_LINC_00000492" exon_number "1"

lincRNA_227 Chromosome07 18846433 18846519 -    "TCONS_LINC_00000492" exon_number "2"

lincRNA_227 Chromosome07 18850469 18850555 -    "TCONS_LINC_00000492" exon_number "3"

lincRNA_227 Chromosome07 18862859 18862936 -    "TCONS_LINC_00000492" exon_number "4"

lincRNA_227 Chromosome07 18863316 18863494 -    "TCONS_LINC_00000492" exon_number "5"

lincRNA_227 Chromosome07 18865000 18865119 -    "TCONS_LINC_00000492" exon_number "6"

lincRNA_227 Chromosome07 18866151 18866315 -    "TCONS_LINC_00000492" exon_number "7"

lincRNA_228 Chromosome07 19046176 19047186 -    "TCONS_LINC_00000493" exon_number "1"

lincRNA_228 Chromosome07 19047672 19048953 -    "TCONS_LINC_00000493" exon_number "2"

lincRNA_229 Chromosome07 22895210 22895456 +    "TCONS_LINC_00000459" exon_number "1"

lincRNA_229 Chromosome07 22896245 22896296 +    "TCONS_LINC_00000459" exon_number "2"

lincRNA_229 Chromosome07 22897769 22897775 +    "TCONS_LINC_00000459" exon_number "3"

lincRNA_229 Chromosome07 22895210 22895795 +    "TCONS_LINC_00000458" exon_number "1"

lincRNA_229 Chromosome07 22896242 22896293 +    "TCONS_LINC_00000458" exon_number "2"

lincRNA_229 Chromosome07 22897766 22897775 +    "TCONS_LINC_00000458" exon_number "3"

lincRNA_23 Chromosome10 4518160 4518266 +    "TCONS_LINC_00000667" exon_number "1"

lincRNA_23 Chromosome10 4530537 4530858 +    "TCONS_LINC_00000667" exon_number "2"

lincRNA_230 Chromosome07 22984810 22985619 -    "TCONS_LINC_00000497" exon_number "1"

lincRNA_230 Chromosome07 22986297 22987533 -    "TCONS_LINC_00000497" exon_number "2"

lincRNA_231 Chromosome07 24096263 24096372 +    "TCONS_LINC_00000461" exon_number "1"

lincRNA_231 Chromosome07 24099914 24100171 +    "TCONS_LINC_00000461" exon_number "2"

lincRNA_232 Chromosome07 24115163 24115839 +    "TCONS_LINC_00000462" exon_number "1"

lincRNA_232 Chromosome07 24116219 24116344 +    "TCONS_LINC_00000462" exon_number "2"

lincRNA_232 Chromosome07 24116432 24116998 +    "TCONS_LINC_00000462" exon_number "3"

lincRNA_232 Chromosome07 24117088 24117170 +    "TCONS_LINC_00000462" exon_number "4"

lincRNA_232 Chromosome07 24118345 24119026 +    "TCONS_LINC_00000462" exon_number "5"

lincRNA_233 Chromosome07 24463555 24464320 +    "TCONS_LINC_00000464" exon_number "1"



lincRNA_233 Chromosome07 24464698 24465561 +    "TCONS_LINC_00000464" exon_number "2"

lincRNA_234 Chromosome07 25560600 25561950 +    "TCONS_LINC_00000466" exon_number "1"

lincRNA_234 Chromosome07 25593162 25593391 +    "TCONS_LINC_00000466" exon_number "2"

lincRNA_234 Chromosome07 25594513 25594661 +    "TCONS_LINC_00000466" exon_number "3"

lincRNA_234 Chromosome07 25593190 25593894 +    "TCONS_LINC_00000467" exon_number "1"

lincRNA_235 Chromosome07 26168504 26168811 +    "TCONS_LINC_00000468" exon_number "1"

lincRNA_235 Chromosome07 26168881 26169544 +    "TCONS_LINC_00000468" exon_number "2"

lincRNA_235 Chromosome07 26169697 26171825 +    "TCONS_LINC_00000468" exon_number "3"

lincRNA_236 Chromosome07 4618218 4618950 -    "TCONS_LINC_00000475" exon_number "1"

lincRNA_236 Chromosome07 4619859 4620432 -    "TCONS_LINC_00000475" exon_number "2"

lincRNA_237 Chromosome07 5079957 5081342 -    "TCONS_LINC_00000477" exon_number "1"

lincRNA_237 Chromosome07 5081751 5082948 -    "TCONS_LINC_00000477" exon_number "2"

lincRNA_238 Chromosome07 6828197 6828206 +    "TCONS_LINC_00000440" exon_number "1"

lincRNA_238 Chromosome07 6866311 6866868 +    "TCONS_LINC_00000440" exon_number "2"

lincRNA_239 Chromosome07 9040003 9041031 +    "TCONS_LINC_00000444" exon_number "1"

lincRNA_239 Chromosome07 9041189 9042159 +    "TCONS_LINC_00000444" exon_number "2"

lincRNA_24 Chromosome10 4559460 4559540 +    "TCONS_LINC_00000668" exon_number "1"

lincRNA_24 Chromosome10 4566133 4566275 +    "TCONS_LINC_00000668" exon_number "2"

lincRNA_240 Chromosome02 13198998 13200783 -    "TCONS_LINC_00000138" exon_number "1"

lincRNA_240 Chromosome02 13201133 13203262 -    "TCONS_LINC_00000138" exon_number "2"

lincRNA_241 Chromosome02 15429372 15429615 -    "TCONS_LINC_00000139" exon_number "1"

lincRNA_241 Chromosome02 15433289 15434783 -    "TCONS_LINC_00000139" exon_number "2"

lincRNA_242 Chromosome02 21340388 21340451 +    "TCONS_LINC_00000101" exon_number "1"

lincRNA_242 Chromosome02 21345158 21345337 +    "TCONS_LINC_00000101" exon_number "2"

lincRNA_243 Chromosome02 22663567 22663628 +    "TCONS_LINC_00000105" exon_number "1"

lincRNA_243 Chromosome02 22667368 22667733 +    "TCONS_LINC_00000105" exon_number "2"

lincRNA_244 Chromosome02 22700249 22700823 +    "TCONS_LINC_00000107" exon_number "1"

lincRNA_244 Chromosome02 22706182 22706215 +    "TCONS_LINC_00000107" exon_number "2"

lincRNA_245 Chromosome02 24509281 24510164 -    "TCONS_LINC_00000144" exon_number "1"

lincRNA_245 Chromosome02 24521739 24521809 -    "TCONS_LINC_00000144" exon_number "2"

lincRNA_246 Chromosome02 24530550 24530969 -    "TCONS_LINC_00000145" exon_number "1"

lincRNA_246 Chromosome02 24532945 24532969 -    "TCONS_LINC_00000145" exon_number "2"

lincRNA_247 Chromosome02 25890846 25890996 +    "TCONS_LINC_00000111" exon_number "1"

lincRNA_247 Chromosome02 25893741 25893952 +    "TCONS_LINC_00000111" exon_number "2"

lincRNA_248 Chromosome02 2746172 2749808 +    "TCONS_LINC_00000076" exon_number "1"

lincRNA_249 Chromosome02 27875634 27875860 +    "TCONS_LINC_00000112" exon_number "1"

lincRNA_249 Chromosome02 27895963 27895979 +    "TCONS_LINC_00000112" exon_number "2"

lincRNA_25 Chromosome10 4584308 4585339 -    "TCONS_LINC_00000693" exon_number "1"

lincRNA_25 Chromosome10 4584308 4584559 -    "TCONS_LINC_00000694" exon_number "1"

lincRNA_25 Chromosome10 4593283 4593641 -    "TCONS_LINC_00000694" exon_number "2"

lincRNA_250 Chromosome02 28057116 28060025 -    "TCONS_LINC_00000147" exon_number "1"

lincRNA_250 Chromosome02 28060867 28062453 -    "TCONS_LINC_00000147" exon_number "2"

lincRNA_250 Chromosome02 28057116 28061072 -    "TCONS_LINC_00000148" exon_number "1"

lincRNA_250 Chromosome02 28067019 28067213 -    "TCONS_LINC_00000148" exon_number "2"

lincRNA_250 Chromosome02 28067319 28067419 -    "TCONS_LINC_00000148" exon_number "3"

lincRNA_250 Chromosome02 28068588 28068733 -    "TCONS_LINC_00000148" exon_number "4"

lincRNA_250 Chromosome02 28069094 28069357 -    "TCONS_LINC_00000148" exon_number "5"

lincRNA_250 Chromosome02 28057116 28060020 -    "TCONS_LINC_00000149" exon_number "1"

lincRNA_250 Chromosome02 28060862 28061072 -    "TCONS_LINC_00000149" exon_number "2"

lincRNA_250 Chromosome02 28067019 28067213 -    "TCONS_LINC_00000149" exon_number "3"

lincRNA_250 Chromosome02 28067319 28067419 -    "TCONS_LINC_00000149" exon_number "4"

lincRNA_250 Chromosome02 28068592 28068733 -    "TCONS_LINC_00000149" exon_number "5"

lincRNA_250 Chromosome02 28069094 28069367 -    "TCONS_LINC_00000149" exon_number "6"

lincRNA_251 Chromosome02 29380963 29383185 +    "TCONS_LINC_00000114" exon_number "1"

lincRNA_251 Chromosome02 29382518 29382526 +    "TCONS_LINC_00000115" exon_number "1"

lincRNA_251 Chromosome02 29419888 29421081 +    "TCONS_LINC_00000115" exon_number "2"

lincRNA_252 Chromosome02 30158404 30158749 +    "TCONS_LINC_00000120" exon_number "1"



lincRNA_252 Chromosome02 30164980 30165062 +    "TCONS_LINC_00000120" exon_number "2"

lincRNA_253 Chromosome02 32175672 32177887 -    "TCONS_LINC_00000152" exon_number "1"

lincRNA_253 Chromosome02 32185226 32187378 -    "TCONS_LINC_00000152" exon_number "2"

lincRNA_254 Chromosome02 3401114 3401482 +    "TCONS_LINC_00000077" exon_number "1"

lincRNA_254 Chromosome02 3401610 3402060 +    "TCONS_LINC_00000077" exon_number "2"

lincRNA_254 Chromosome02 3401303 3401482 +    "TCONS_LINC_00000078" exon_number "1"

lincRNA_254 Chromosome02 3401610 3401685 +    "TCONS_LINC_00000078" exon_number "2"

lincRNA_254 Chromosome02 3402250 3402299 +    "TCONS_LINC_00000078" exon_number "3"

lincRNA_254 Chromosome02 3402415 3403594 +    "TCONS_LINC_00000078" exon_number "4"

lincRNA_255 Chromosome02 6122934 6123619 +    "TCONS_LINC_00000083" exon_number "1"

lincRNA_255 Chromosome02 6125381 6125461 +    "TCONS_LINC_00000083" exon_number "2"

lincRNA_256 Chromosome02 8589165 8589190 -    "TCONS_LINC_00000134" exon_number "1"

lincRNA_256 Chromosome02 8591545 8592798 -    "TCONS_LINC_00000134" exon_number "2"

lincRNA_257 Chromosome02 9012674 9012698 -    "TCONS_LINC_00000135" exon_number "1"

lincRNA_257 Chromosome02 9021210 9022157 -    "TCONS_LINC_00000135" exon_number "2"

lincRNA_257 Chromosome02 9012674 9012716 -    "TCONS_LINC_00000136" exon_number "1"

lincRNA_257 Chromosome02 9021228 9022623 -    "TCONS_LINC_00000136" exon_number "2"

lincRNA_258 Chromosome02 9695152 9695403 +    "TCONS_LINC_00000091" exon_number "1"

lincRNA_258 Chromosome02 9695748 9695883 +    "TCONS_LINC_00000091" exon_number "2"

lincRNA_258 Chromosome02 9697253 9697350 +    "TCONS_LINC_00000091" exon_number "3"

lincRNA_258 Chromosome02 9697798 9697991 +    "TCONS_LINC_00000091" exon_number "4"

lincRNA_258 Chromosome02 9698859 9699196 +    "TCONS_LINC_00000091" exon_number "5"

lincRNA_258 Chromosome02 9695788 9697350 +    "TCONS_LINC_00000092" exon_number "1"

lincRNA_258 Chromosome02 9697798 9698030 +    "TCONS_LINC_00000092" exon_number "2"

lincRNA_258 Chromosome02 9698544 9698653 +    "TCONS_LINC_00000092" exon_number "3"

lincRNA_259 Scaffold00824 78697 80911 -    "TCONS_LINC_00001291" exon_number "1"

lincRNA_259 Scaffold00824 86471 87251 -    "TCONS_LINC_00001291" exon_number "2"

lincRNA_259 Scaffold00824 93341 94917 -    "TCONS_LINC_00001291" exon_number "3"

lincRNA_26 Chromosome10 5598578 5598819 +    "TCONS_LINC_00000670" exon_number "1"

lincRNA_26 Chromosome10 5598916 5599048 +    "TCONS_LINC_00000670" exon_number "2"

lincRNA_26 Chromosome10 5600316 5600821 +    "TCONS_LINC_00000670" exon_number "3"

lincRNA_260 Scaffold00817 118598 118671 -    "TCONS_LINC_00001290" exon_number "1"

lincRNA_260 Scaffold00817 140694 140958 -    "TCONS_LINC_00001290" exon_number "2"

lincRNA_261 Scaffold00334 265428 265494 -    "TCONS_LINC_00001256" exon_number "1"

lincRNA_261 Scaffold00334 273132 273711 -    "TCONS_LINC_00001256" exon_number "2"

lincRNA_262 Scaffold00334 278573 280666 -    "TCONS_LINC_00001258" exon_number "1"

lincRNA_263 Scaffold00334 282351 285596 -    "TCONS_LINC_00001259" exon_number "1"

lincRNA_263 Scaffold00334 286055 286688 -    "TCONS_LINC_00001259" exon_number "2"

lincRNA_263 Scaffold00334 286781 286986 -    "TCONS_LINC_00001259" exon_number "3"

lincRNA_264 Scaffold00334 67029 67569 -    "TCONS_LINC_00001253" exon_number "1"

lincRNA_264 Scaffold00334 90829 91738 -    "TCONS_LINC_00001253" exon_number "2"

lincRNA_265 Scaffold00829 13332 13574 +    "TCONS_LINC_00001292" exon_number "1"

lincRNA_265 Scaffold00829 25374 26269 +    "TCONS_LINC_00001292" exon_number "2"

lincRNA_265 Scaffold00829 13334 13574 +    "TCONS_LINC_00001293" exon_number "1"

lincRNA_265 Scaffold00829 20591 20648 +    "TCONS_LINC_00001293" exon_number "2"

lincRNA_265 Scaffold00829 21278 23466 +    "TCONS_LINC_00001293" exon_number "3"

lincRNA_266 Scaffold00476 235855 235985 +    "TCONS_LINC_00001266" exon_number "1"

lincRNA_266 Scaffold00476 236070 236212 +    "TCONS_LINC_00001266" exon_number "2"

lincRNA_266 Scaffold00476 241076 241385 +    "TCONS_LINC_00001266" exon_number "3"

lincRNA_266 Scaffold00476 259735 259746 +    "TCONS_LINC_00001266" exon_number "4"

lincRNA_267 Scaffold01245 11444 11571 -    "TCONS_LINC_00001327" exon_number "1"

lincRNA_267 Scaffold01245 13385 13533 -    "TCONS_LINC_00001327" exon_number "2"

lincRNA_267 Scaffold01245 12661 13109 -    "TCONS_LINC_00001328" exon_number "1"

lincRNA_267 Scaffold01245 13385 13524 -    "TCONS_LINC_00001328" exon_number "2"

lincRNA_268 Chromosome06 10208924 10210223 -    "TCONS_LINC_00000401" exon_number "1"

lincRNA_268 Chromosome06 10210358 10210435 -    "TCONS_LINC_00000401" exon_number "2"

lincRNA_268 Chromosome06 10210537 10211264 -    "TCONS_LINC_00000401" exon_number "3"



lincRNA_268 Chromosome06 10211285 10211350 -    "TCONS_LINC_00000401" exon_number "4"

lincRNA_268 Chromosome06 10208924 10210070 -    "TCONS_LINC_00000402" exon_number "1"

lincRNA_268 Chromosome06 10210358 10211264 -    "TCONS_LINC_00000402" exon_number "2"

lincRNA_268 Chromosome06 10211285 10211375 -    "TCONS_LINC_00000402" exon_number "3"

lincRNA_269 Chromosome06 10922028 10922041 -    "TCONS_LINC_00000404" exon_number "1"

lincRNA_269 Chromosome06 10967207 10969884 -    "TCONS_LINC_00000404" exon_number "2"

lincRNA_27 Chromosome10 7216793 7222522 -    "TCONS_LINC_00000697" exon_number "1"

lincRNA_27 Chromosome10 7222575 7224126 -    "TCONS_LINC_00000697" exon_number "2"

lincRNA_27 Chromosome10 7216793 7218399 -    "TCONS_LINC_00000698" exon_number "1"

lincRNA_27 Chromosome10 7223167 7224806 -    "TCONS_LINC_00000698" exon_number "2"

lincRNA_270 Chromosome06 13256992 13257007 +    "TCONS_LINC_00000365" exon_number "1"

lincRNA_270 Chromosome06 13330091 13330357 +    "TCONS_LINC_00000365" exon_number "2"

lincRNA_271 Chromosome06 15905297 15905940 -    "TCONS_LINC_00000410" exon_number "1"

lincRNA_271 Chromosome06 15907345 15907455 -    "TCONS_LINC_00000410" exon_number "2"

lincRNA_271 Chromosome06 15907647 15908534 -    "TCONS_LINC_00000410" exon_number "3"

lincRNA_272 Chromosome06 16333951 16333984 -    "TCONS_LINC_00000411" exon_number "1"

lincRNA_272 Chromosome06 16334619 16334696 -    "TCONS_LINC_00000411" exon_number "2"

lincRNA_272 Chromosome06 16334892 16335105 -    "TCONS_LINC_00000411" exon_number "3"

lincRNA_272 Chromosome06 16336158 16336862 -    "TCONS_LINC_00000411" exon_number "4"

lincRNA_273 Chromosome06 1828751 1829448 -    "TCONS_LINC_00000389" exon_number "1"

lincRNA_273 Chromosome06 1829555 1830085 -    "TCONS_LINC_00000389" exon_number "2"

lincRNA_273 Chromosome06 1830629 1830701 -    "TCONS_LINC_00000389" exon_number "3"

lincRNA_273 Chromosome06 1830882 1830882 -    "TCONS_LINC_00000389" exon_number "4"

lincRNA_274 Chromosome06 20525127 20526346 -    "TCONS_LINC_00000414" exon_number "1"

lincRNA_274 Chromosome06 20527088 20527236 -    "TCONS_LINC_00000414" exon_number "2"

lincRNA_274 Chromosome06 20525127 20526234 -    "TCONS_LINC_00000415" exon_number "1"

lincRNA_274 Chromosome06 20527166 20527242 -    "TCONS_LINC_00000415" exon_number "2"

lincRNA_275 Chromosome06 2134862 2136354 +    "TCONS_LINC_00000359" exon_number "1"

lincRNA_275 Chromosome06 2136975 2137018 +    "TCONS_LINC_00000359" exon_number "2"

lincRNA_276 Chromosome06 21835688 21836100 -    "TCONS_LINC_00000419" exon_number "1"

lincRNA_276 Chromosome06 21836945 21837712 -    "TCONS_LINC_00000419" exon_number "2"

lincRNA_277 Chromosome06 22674073 22675381 +    "TCONS_LINC_00000370" exon_number "1"

lincRNA_277 Chromosome06 22675636 22676322 +    "TCONS_LINC_00000370" exon_number "2"

lincRNA_278 Chromosome06 22917129 22917597 -    "TCONS_LINC_00000421" exon_number "1"

lincRNA_278 Chromosome06 22917709 22918115 -    "TCONS_LINC_00000421" exon_number "2"

lincRNA_278 Chromosome06 22920505 22920962 -    "TCONS_LINC_00000421" exon_number "3"

lincRNA_279 Chromosome06 23307514 23308056 +    "TCONS_LINC_00000371" exon_number "1"

lincRNA_279 Chromosome06 23310210 23310618 +    "TCONS_LINC_00000371" exon_number "2"

lincRNA_28 Chromosome10 7229138 7230209 -    "TCONS_LINC_00000700" exon_number "1"

lincRNA_28 Chromosome10 7237796 7237853 -    "TCONS_LINC_00000700" exon_number "2"

lincRNA_280 Chromosome06 23440553 23440947 +    "TCONS_LINC_00000372" exon_number "1"

lincRNA_280 Chromosome06 23441989 23442152 +    "TCONS_LINC_00000372" exon_number "2"

lincRNA_280 Chromosome06 23442240 23442395 +    "TCONS_LINC_00000372" exon_number "3"

lincRNA_280 Chromosome06 23442587 23443838 +    "TCONS_LINC_00000372" exon_number "4"

lincRNA_281 Chromosome06 23739168 23740578 +    "TCONS_LINC_00000373" exon_number "1"

lincRNA_281 Chromosome06 23740678 23741432 +    "TCONS_LINC_00000373" exon_number "2"

lincRNA_281 Chromosome06 23739206 23739307 +    "TCONS_LINC_00000374" exon_number "1"

lincRNA_281 Chromosome06 23740678 23741432 +    "TCONS_LINC_00000374" exon_number "2"

lincRNA_282 Chromosome06 241979 242521 -    "TCONS_LINC_00000388" exon_number "1"

lincRNA_282 Chromosome06 296613 296659 -    "TCONS_LINC_00000388" exon_number "2"

lincRNA_283 Chromosome06 24220198 24220259 +    "TCONS_LINC_00000376" exon_number "1"

lincRNA_283 Chromosome06 24221128 24221307 +    "TCONS_LINC_00000376" exon_number "2"

lincRNA_283 Chromosome06 24222410 24223084 +    "TCONS_LINC_00000376" exon_number "3"

lincRNA_284 Chromosome06 24623421 24623999 +    "TCONS_LINC_00000377" exon_number "1"

lincRNA_284 Chromosome06 24636469 24637126 +    "TCONS_LINC_00000377" exon_number "2"

lincRNA_284 Chromosome06 24624163 24624173 +    "TCONS_LINC_00000378" exon_number "1"

lincRNA_284 Chromosome06 24636469 24637126 +    "TCONS_LINC_00000378" exon_number "2"



lincRNA_285 Chromosome06 24972483 24973982 +    "TCONS_LINC_00000381" exon_number "1"

lincRNA_285 Chromosome06 24974122 24974516 +    "TCONS_LINC_00000381" exon_number "2"

lincRNA_285 Chromosome06 24975755 24975971 +    "TCONS_LINC_00000381" exon_number "3"

lincRNA_285 Chromosome06 24979852 24980968 +    "TCONS_LINC_00000381" exon_number "4"

lincRNA_286 Chromosome06 26443800 26443874 -    "TCONS_LINC_00000427" exon_number "1"

lincRNA_286 Chromosome06 26445385 26445545 -    "TCONS_LINC_00000427" exon_number "2"

lincRNA_286 Chromosome06 26445685 26446989 -    "TCONS_LINC_00000427" exon_number "3"

lincRNA_287 Chromosome06 26683522 26684093 +    "TCONS_LINC_00000383" exon_number "1"

lincRNA_287 Chromosome06 26684316 26684492 +    "TCONS_LINC_00000383" exon_number "2"

lincRNA_287 Chromosome06 26690027 26691452 +    "TCONS_LINC_00000383" exon_number "3"

lincRNA_287 Chromosome06 26683548 26684093 +    "TCONS_LINC_00000384" exon_number "1"

lincRNA_287 Chromosome06 26684316 26684492 +    "TCONS_LINC_00000384" exon_number "2"

lincRNA_287 Chromosome06 26689445 26691452 +    "TCONS_LINC_00000384" exon_number "3"

lincRNA_287 Chromosome06 26683560 26684093 +    "TCONS_LINC_00000385" exon_number "1"

lincRNA_287 Chromosome06 26684316 26684496 +    "TCONS_LINC_00000385" exon_number "2"

lincRNA_287 Chromosome06 26689449 26691452 +    "TCONS_LINC_00000385" exon_number "3"

lincRNA_288 Chromosome06 27861074 27861089 +    "TCONS_LINC_00000387" exon_number "1"

lincRNA_288 Chromosome06 27866504 27867552 +    "TCONS_LINC_00000387" exon_number "2"

lincRNA_289 Chromosome06 7475096 7476479 -    "TCONS_LINC_00000395" exon_number "1"

lincRNA_289 Chromosome06 7476746 7477376 -    "TCONS_LINC_00000395" exon_number "2"

lincRNA_29 Chromosome10 7291278 7292001 -    "TCONS_LINC_00000701" exon_number "1"

lincRNA_29 Chromosome10 7294028 7294150 -    "TCONS_LINC_00000701" exon_number "2"

lincRNA_290 Chromosome06 7844407 7844985 +    "TCONS_LINC_00000360" exon_number "1"

lincRNA_290 Chromosome06 7847136 7847142 +    "TCONS_LINC_00000360" exon_number "2"

lincRNA_291 Chromosome06 8517885 8519569 +    "TCONS_LINC_00000363" exon_number "1"

lincRNA_291 Chromosome06 8519672 8520314 +    "TCONS_LINC_00000363" exon_number "2"

lincRNA_292 Chromosome06 9409013 9409168 -    "TCONS_LINC_00000397" exon_number "1"

lincRNA_292 Chromosome06 9428858 9428957 -    "TCONS_LINC_00000397" exon_number "2"

lincRNA_293 Chromosome06 9701803 9702609 +    "TCONS_LINC_00000364" exon_number "1"

lincRNA_293 Chromosome06 9706322 9706328 +    "TCONS_LINC_00000364" exon_number "2"

lincRNA_294 Chromosome06 9772485 9772503 -    "TCONS_LINC_00000398" exon_number "1"

lincRNA_294 Chromosome06 9775896 9777836 -    "TCONS_LINC_00000398" exon_number "2"

lincRNA_295 Chromosome06 9778143 9779356 -    "TCONS_LINC_00000399" exon_number "1"

lincRNA_295 Chromosome06 9778143 9779068 -    "TCONS_LINC_00000400" exon_number "1"

lincRNA_295 Chromosome06 9781400 9781481 -    "TCONS_LINC_00000400" exon_number "2"

lincRNA_296 Chromosome01 12205503 12205848 +    "TCONS_LINC_00000011" exon_number "1"

lincRNA_296 Chromosome01 12212443 12212513 +    "TCONS_LINC_00000011" exon_number "2"

lincRNA_297 Chromosome01 12830717 12830729 +    "TCONS_LINC_00000012" exon_number "1"

lincRNA_297 Chromosome01 12896121 12896814 +    "TCONS_LINC_00000012" exon_number "2"

lincRNA_298 Chromosome01 13122894 13123284 +    "TCONS_LINC_00000013" exon_number "1"

lincRNA_298 Chromosome01 13124796 13125290 +    "TCONS_LINC_00000013" exon_number "2"

lincRNA_299 Chromosome01 14261223 14261535 +    "TCONS_LINC_00000014" exon_number "1"

lincRNA_299 Chromosome01 14322830 14323231 +    "TCONS_LINC_00000014" exon_number "2"

lincRNA_3 Scaffold00833 79830 79864 +    "TCONS_LINC_00001300" exon_number "1"

lincRNA_3 Scaffold00833 93576 95871 +    "TCONS_LINC_00001300" exon_number "2"

lincRNA_30 Chromosome10 7417182 7421739 +    "TCONS_LINC_00000671" exon_number "1"

lincRNA_30 Chromosome10 7421874 7423433 +    "TCONS_LINC_00000671" exon_number "2"

lincRNA_300 Chromosome01 14322389 14322783 -    "TCONS_LINC_00000048" exon_number "1"

lincRNA_300 Chromosome01 14327140 14327146 -    "TCONS_LINC_00000048" exon_number "2"

lincRNA_301 Chromosome01 14701645 14701663 +    "TCONS_LINC_00000015" exon_number "1"

lincRNA_301 Chromosome01 14804538 14804869 +    "TCONS_LINC_00000015" exon_number "2"

lincRNA_302 Chromosome01 17561509 17566214 -    "TCONS_LINC_00000050" exon_number "1"

lincRNA_303 Chromosome01 17722472 17725020 +    "TCONS_LINC_00000017" exon_number "1"

lincRNA_303 Chromosome01 17725043 17725838 +    "TCONS_LINC_00000017" exon_number "2"

lincRNA_303 Chromosome01 17722472 17723940 +    "TCONS_LINC_00000018" exon_number "1"

lincRNA_303 Chromosome01 17744062 17744113 +    "TCONS_LINC_00000018" exon_number "2"

lincRNA_304 Chromosome01 22897040 22897503 +    "TCONS_LINC_00000025" exon_number "1"



lincRNA_304 Chromosome01 22899068 22899289 +    "TCONS_LINC_00000025" exon_number "2"

lincRNA_305 Chromosome01 22898343 22898387 +    "TCONS_LINC_00000026" exon_number "1"

lincRNA_305 Chromosome01 22901027 22901569 +    "TCONS_LINC_00000026" exon_number "2"

lincRNA_306 Chromosome01 24067001 24069440 +    "TCONS_LINC_00000028" exon_number "1"

lincRNA_307 Chromosome01 24543457 24543513 +    "TCONS_LINC_00000029" exon_number "1"

lincRNA_307 Chromosome01 24544536 24544636 +    "TCONS_LINC_00000029" exon_number "2"

lincRNA_307 Chromosome01 24544830 24544842 +    "TCONS_LINC_00000029" exon_number "3"

lincRNA_307 Chromosome01 24545349 24545436 +    "TCONS_LINC_00000029" exon_number "4"

lincRNA_307 Chromosome01 24551735 24551821 +    "TCONS_LINC_00000029" exon_number "5"

lincRNA_307 Chromosome01 24552413 24552507 +    "TCONS_LINC_00000029" exon_number "6"

lincRNA_307 Chromosome01 24553314 24553443 +    "TCONS_LINC_00000029" exon_number "7"

lincRNA_307 Chromosome01 24553537 24553885 +    "TCONS_LINC_00000029" exon_number "8"

lincRNA_307 Chromosome01 24544778 24544842 +    "TCONS_LINC_00000030" exon_number "1"

lincRNA_307 Chromosome01 24545349 24551821 +    "TCONS_LINC_00000030" exon_number "2"

lincRNA_307 Chromosome01 24552413 24552507 +    "TCONS_LINC_00000030" exon_number "3"

lincRNA_307 Chromosome01 24553314 24553443 +    "TCONS_LINC_00000030" exon_number "4"

lincRNA_307 Chromosome01 24553537 24553885 +    "TCONS_LINC_00000030" exon_number "5"

lincRNA_308 Chromosome01 24682413 24683350 +    "TCONS_LINC_00000032" exon_number "1"

lincRNA_308 Chromosome01 24684708 24685475 +    "TCONS_LINC_00000032" exon_number "2"

lincRNA_309 Chromosome01 25602210 25602585 +    "TCONS_LINC_00000034" exon_number "1"

lincRNA_309 Chromosome01 25605935 25606531 +    "TCONS_LINC_00000034" exon_number "2"

lincRNA_31 Chromosome10 7735038 7735676 -    "TCONS_LINC_00000703" exon_number "1"

lincRNA_31 Chromosome10 7735992 7737241 -    "TCONS_LINC_00000703" exon_number "2"

lincRNA_310 Chromosome01 25725376 25725918 -    "TCONS_LINC_00000056" exon_number "1"

lincRNA_310 Chromosome01 25726132 25726382 -    "TCONS_LINC_00000056" exon_number "2"

lincRNA_310 Chromosome01 25726909 25726971 -    "TCONS_LINC_00000056" exon_number "3"

lincRNA_310 Chromosome01 25727602 25728057 -    "TCONS_LINC_00000056" exon_number "4"

lincRNA_310 Chromosome01 25725960 25726218 -    "TCONS_LINC_00000057" exon_number "1"

lincRNA_310 Chromosome01 25726290 25726378 -    "TCONS_LINC_00000057" exon_number "2"

lincRNA_310 Chromosome01 25726719 25726792 -    "TCONS_LINC_00000057" exon_number "3"

lincRNA_311 Chromosome01 27169349 27169767 -    "TCONS_LINC_00000061" exon_number "1"

lincRNA_311 Chromosome01 27169897 27170679 -    "TCONS_LINC_00000061" exon_number "2"

lincRNA_311 Chromosome01 27170983 27171416 -    "TCONS_LINC_00000061" exon_number "3"

lincRNA_311 Chromosome01 27169914 27171210 -    "TCONS_LINC_00000062" exon_number "1"

lincRNA_311 Chromosome01 27172036 27172301 -    "TCONS_LINC_00000062" exon_number "2"

lincRNA_312 Chromosome01 27221945 27223337 -    "TCONS_LINC_00000063" exon_number "1"

lincRNA_312 Chromosome01 27224413 27224650 -    "TCONS_LINC_00000063" exon_number "2"

lincRNA_313 Chromosome01 27771982 27774245 +    "TCONS_LINC_00000039" exon_number "1"

lincRNA_314 Chromosome01 29689323 29691751 +    "TCONS_LINC_00000040" exon_number "1"

lincRNA_314 Chromosome01 29692081 29693454 +    "TCONS_LINC_00000040" exon_number "2"

lincRNA_315 Chromosome01 29956371 29957929 -    "TCONS_LINC_00000066" exon_number "1"

lincRNA_315 Chromosome01 29958015 29958213 -    "TCONS_LINC_00000066" exon_number "2"

lincRNA_315 Chromosome01 29958384 29958522 -    "TCONS_LINC_00000066" exon_number "3"

lincRNA_315 Chromosome01 29962528 29962910 -    "TCONS_LINC_00000066" exon_number "4"

lincRNA_315 Chromosome01 29963083 29963314 -    "TCONS_LINC_00000066" exon_number "5"

lincRNA_315 Chromosome01 29963730 29963811 -    "TCONS_LINC_00000066" exon_number "6"

lincRNA_315 Chromosome01 29964463 29964518 -    "TCONS_LINC_00000066" exon_number "7"

lincRNA_315 Chromosome01 29964644 29965411 -    "TCONS_LINC_00000066" exon_number "8"

lincRNA_316 Chromosome01 29969179 29971421 -    "TCONS_LINC_00000067" exon_number "1"

lincRNA_316 Chromosome01 29971455 29971529 -    "TCONS_LINC_00000067" exon_number "2"

lincRNA_317 Chromosome01 30071306 30075768 -    "TCONS_LINC_00000068" exon_number "1"

lincRNA_317 Chromosome01 30082739 30083167 -    "TCONS_LINC_00000068" exon_number "2"

lincRNA_318 Chromosome01 32700298 32700389 -    "TCONS_LINC_00000070" exon_number "1"

lincRNA_318 Chromosome01 32701175 32701311 -    "TCONS_LINC_00000070" exon_number "2"

lincRNA_318 Chromosome01 32701465 32701542 -    "TCONS_LINC_00000070" exon_number "3"

lincRNA_318 Chromosome01 32701757 32701925 -    "TCONS_LINC_00000070" exon_number "4"

lincRNA_318 Chromosome01 32702165 32702643 -    "TCONS_LINC_00000070" exon_number "5"



lincRNA_319 Chromosome01 6700602 6700763 +    "TCONS_LINC_00000008" exon_number "1"

lincRNA_319 Chromosome01 6705178 6705315 +    "TCONS_LINC_00000008" exon_number "2"

lincRNA_32 Chromosome10 8110867 8111745 -    "TCONS_LINC_00000704" exon_number "1"

lincRNA_32 Chromosome10 8116710 8116855 -    "TCONS_LINC_00000704" exon_number "2"

lincRNA_32 Chromosome10 8116886 8117489 -    "TCONS_LINC_00000704" exon_number "3"

lincRNA_320 Chromosome01 8813133 8813474 -    "TCONS_LINC_00000046" exon_number "1"

lincRNA_320 Chromosome01 8864363 8864369 -    "TCONS_LINC_00000046" exon_number "2"

lincRNA_321 Chromosome03 10796787 10797133 +    "TCONS_LINC_00000178" exon_number "1"

lincRNA_321 Chromosome03 10809648 10809652 +    "TCONS_LINC_00000178" exon_number "2"

lincRNA_322 Chromosome03 11371090 11371244 -    "TCONS_LINC_00000218" exon_number "1"

lincRNA_322 Chromosome03 11371316 11371613 -    "TCONS_LINC_00000218" exon_number "2"

lincRNA_322 Chromosome03 11378751 11383309 -    "TCONS_LINC_00000218" exon_number "3"

lincRNA_323 Chromosome03 121853 123094 +    "TCONS_LINC_00000153" exon_number "1"

lincRNA_323 Chromosome03 123249 123404 +    "TCONS_LINC_00000153" exon_number "2"

lincRNA_323 Chromosome03 123797 123890 +    "TCONS_LINC_00000153" exon_number "3"

lincRNA_324 Chromosome03 14415262 14416356 +    "TCONS_LINC_00000181" exon_number "1"

lincRNA_324 Chromosome03 14416727 14417443 +    "TCONS_LINC_00000181" exon_number "2"

lincRNA_325 Chromosome03 14652820 14653721 -    "TCONS_LINC_00000219" exon_number "1"

lincRNA_325 Chromosome03 14657145 14657166 -    "TCONS_LINC_00000219" exon_number "2"

lincRNA_326 Chromosome03 1484604 1485353 +    "TCONS_LINC_00000160" exon_number "1"

lincRNA_326 Chromosome03 1486203 1486276 +    "TCONS_LINC_00000160" exon_number "2"

lincRNA_326 Chromosome03 1486364 1486865 +    "TCONS_LINC_00000160" exon_number "3"

lincRNA_327 Chromosome03 15716956 15719312 -    "TCONS_LINC_00000222" exon_number "1"

lincRNA_327 Chromosome03 15721243 15721574 -    "TCONS_LINC_00000222" exon_number "2"

lincRNA_327 Chromosome03 15720306 15721599 -    "TCONS_LINC_00000223" exon_number "1"

lincRNA_328 Chromosome03 19197963 19198342 +    "TCONS_LINC_00000184" exon_number "1"

lincRNA_328 Chromosome03 19201915 19202796 +    "TCONS_LINC_00000184" exon_number "2"

lincRNA_329 Chromosome03 19283957 19284579 +    "TCONS_LINC_00000185" exon_number "1"

lincRNA_329 Chromosome03 19283960 19284343 +    "TCONS_LINC_00000186" exon_number "1"

lincRNA_329 Chromosome03 19291805 19291944 +    "TCONS_LINC_00000186" exon_number "2"

lincRNA_33 Chromosome10 914445 914583 -    "TCONS_LINC_00000692" exon_number "1"

lincRNA_33 Chromosome10 914743 915015 -    "TCONS_LINC_00000692" exon_number "2"

lincRNA_33 Chromosome10 915089 915211 -    "TCONS_LINC_00000692" exon_number "3"

lincRNA_33 Chromosome10 916918 917269 -    "TCONS_LINC_00000692" exon_number "4"

lincRNA_330 Chromosome03 2050412 2050996 +    "TCONS_LINC_00000162" exon_number "1"

lincRNA_330 Chromosome03 2051658 2052826 +    "TCONS_LINC_00000162" exon_number "2"

lincRNA_331 Chromosome03 23905070 23905911 -    "TCONS_LINC_00000229" exon_number "1"

lincRNA_331 Chromosome03 23907063 23907513 -    "TCONS_LINC_00000229" exon_number "2"

lincRNA_332 Chromosome03 24817842 24819499 -    "TCONS_LINC_00000230" exon_number "1"

lincRNA_332 Chromosome03 24819573 24819995 -    "TCONS_LINC_00000230" exon_number "2"

lincRNA_333 Chromosome03 2547183 2548410 +    "TCONS_LINC_00000164" exon_number "1"

lincRNA_333 Chromosome03 2550208 2551527 +    "TCONS_LINC_00000164" exon_number "2"

lincRNA_334 Chromosome03 2553402 2553483 +    "TCONS_LINC_00000165" exon_number "1"

lincRNA_334 Chromosome03 2553612 2553737 +    "TCONS_LINC_00000165" exon_number "2"

lincRNA_334 Chromosome03 2554389 2555526 +    "TCONS_LINC_00000165" exon_number "3"

lincRNA_335 Chromosome03 27818390 27818544 -    "TCONS_LINC_00000232" exon_number "1"

lincRNA_335 Chromosome03 27820016 27820111 -    "TCONS_LINC_00000232" exon_number "2"

lincRNA_335 Chromosome03 27820225 27820408 -    "TCONS_LINC_00000232" exon_number "3"

lincRNA_335 Chromosome03 27818665 27820111 -    "TCONS_LINC_00000233" exon_number "1"

lincRNA_335 Chromosome03 27820225 27820400 -    "TCONS_LINC_00000233" exon_number "2"

lincRNA_336 Chromosome03 29275231 29275478 +    "TCONS_LINC_00000195" exon_number "1"

lincRNA_336 Chromosome03 29279915 29280070 +    "TCONS_LINC_00000195" exon_number "2"

lincRNA_337 Chromosome03 4759121 4759348 +    "TCONS_LINC_00000166" exon_number "1"

lincRNA_337 Chromosome03 4760318 4762370 +    "TCONS_LINC_00000166" exon_number "2"

lincRNA_338 Chromosome03 6479541 6479659 -    "TCONS_LINC_00000205" exon_number "1"

lincRNA_338 Chromosome03 6480414 6481192 -    "TCONS_LINC_00000205" exon_number "2"

lincRNA_338 Chromosome03 6481581 6481709 -    "TCONS_LINC_00000205" exon_number "3"



lincRNA_338 Chromosome03 6482302 6482363 -    "TCONS_LINC_00000205" exon_number "4"

lincRNA_338 Chromosome03 6482813 6482826 -    "TCONS_LINC_00000205" exon_number "5"

lincRNA_338 Chromosome03 6480379 6481192 -    "TCONS_LINC_00000206" exon_number "1"

lincRNA_338 Chromosome03 6481581 6481709 -    "TCONS_LINC_00000206" exon_number "2"

lincRNA_338 Chromosome03 6482302 6482362 -    "TCONS_LINC_00000206" exon_number "3"

lincRNA_338 Chromosome03 6482686 6482807 -    "TCONS_LINC_00000206" exon_number "4"

lincRNA_339 Chromosome03 7105681 7105770 +    "TCONS_LINC_00000168" exon_number "1"

lincRNA_339 Chromosome03 7106278 7108924 +    "TCONS_LINC_00000168" exon_number "2"

lincRNA_339 Chromosome03 7111086 7111135 +    "TCONS_LINC_00000168" exon_number "3"

lincRNA_339 Chromosome03 7105900 7105935 +    "TCONS_LINC_00000169" exon_number "1"

lincRNA_339 Chromosome03 7106443 7109804 +    "TCONS_LINC_00000169" exon_number "2"

lincRNA_339 Chromosome03 7112007 7112328 +    "TCONS_LINC_00000169" exon_number "3"

lincRNA_34 Chromosome10 9551687 9553659 -    "TCONS_LINC_00000706" exon_number "1"

lincRNA_34 Chromosome10 9554347 9555634 -    "TCONS_LINC_00000706" exon_number "2"

lincRNA_340 Chromosome03 773378 773913 +    "TCONS_LINC_00000156" exon_number "1"

lincRNA_340 Chromosome03 773378 773589 +    "TCONS_LINC_00000157" exon_number "1"

lincRNA_340 Chromosome03 773957 774038 +    "TCONS_LINC_00000157" exon_number "2"

lincRNA_340 Chromosome03 774129 774208 +    "TCONS_LINC_00000157" exon_number "3"

lincRNA_340 Chromosome03 774333 774423 +    "TCONS_LINC_00000157" exon_number "4"

lincRNA_340 Chromosome03 774504 774560 +    "TCONS_LINC_00000157" exon_number "5"

lincRNA_340 Chromosome03 774934 775010 +    "TCONS_LINC_00000157" exon_number "6"

lincRNA_340 Chromosome03 775102 775708 +    "TCONS_LINC_00000157" exon_number "7"

lincRNA_340 Chromosome03 775829 775976 +    "TCONS_LINC_00000157" exon_number "8"

lincRNA_340 Chromosome03 776612 776769 +    "TCONS_LINC_00000157" exon_number "9"

lincRNA_340 Chromosome03 776923 776987 +    "TCONS_LINC_00000157" exon_number "10"

lincRNA_340 Chromosome03 777075 778236 +    "TCONS_LINC_00000157" exon_number "11"

lincRNA_340 Chromosome03 774565 775010 +    "TCONS_LINC_00000158" exon_number "1"

lincRNA_340 Chromosome03 775102 775205 +    "TCONS_LINC_00000158" exon_number "2"

lincRNA_340 Chromosome03 775612 775708 +    "TCONS_LINC_00000158" exon_number "3"

lincRNA_340 Chromosome03 775829 775976 +    "TCONS_LINC_00000158" exon_number "4"

lincRNA_340 Chromosome03 776612 776769 +    "TCONS_LINC_00000158" exon_number "5"

lincRNA_340 Chromosome03 776923 778236 +    "TCONS_LINC_00000158" exon_number "6"

lincRNA_341 Chromosome03 780142 780442 -    "TCONS_LINC_00000196" exon_number "1"

lincRNA_341 Chromosome03 780552 782926 -    "TCONS_LINC_00000196" exon_number "2"

lincRNA_342 Chromosome03 8396277 8398178 -    "TCONS_LINC_00000211" exon_number "1"

lincRNA_342 Chromosome03 8398498 8398734 -    "TCONS_LINC_00000211" exon_number "2"

lincRNA_343 Chromosome03 8424907 8425211 +    "TCONS_LINC_00000173" exon_number "1"

lincRNA_343 Chromosome03 8428035 8428519 +    "TCONS_LINC_00000173" exon_number "2"

lincRNA_343 Chromosome03 8428799 8428977 +    "TCONS_LINC_00000173" exon_number "3"

lincRNA_343 Chromosome03 8424963 8425211 +    "TCONS_LINC_00000174" exon_number "1"

lincRNA_343 Chromosome03 8428035 8428115 +    "TCONS_LINC_00000174" exon_number "2"

lincRNA_343 Chromosome03 8428264 8428519 +    "TCONS_LINC_00000174" exon_number "3"

lincRNA_343 Chromosome03 8429251 8429491 +    "TCONS_LINC_00000174" exon_number "4"

lincRNA_344 Chromosome03 8634854 8634874 -    "TCONS_LINC_00000213" exon_number "1"

lincRNA_344 Chromosome03 8641772 8646680 -    "TCONS_LINC_00000213" exon_number "2"

lincRNA_344 Chromosome03 8635393 8635403 -    "TCONS_LINC_00000214" exon_number "1"

lincRNA_344 Chromosome03 8642301 8644479 -    "TCONS_LINC_00000214" exon_number "2"

lincRNA_345 Chromosome03 8664206 8664729 -    "TCONS_LINC_00000215" exon_number "1"

lincRNA_345 Chromosome03 8669254 8669345 -    "TCONS_LINC_00000215" exon_number "2"

lincRNA_346 Chromosome03 8915066 8915499 +    "TCONS_LINC_00000176" exon_number "1"

lincRNA_346 Chromosome03 8939861 8939972 +    "TCONS_LINC_00000176" exon_number "2"

lincRNA_347 Chromosome03 9263744 9263801 +    "TCONS_LINC_00000177" exon_number "1"

lincRNA_347 Chromosome03 9307860 9308313 +    "TCONS_LINC_00000177" exon_number "2"

lincRNA_348 Chromosome09 10271508 10271590 -    "TCONS_LINC_00000631" exon_number "1"

lincRNA_348 Chromosome09 10276642 10277063 -    "TCONS_LINC_00000631" exon_number "2"

lincRNA_349 Chromosome09 11331739 11332416 +    "TCONS_LINC_00000597" exon_number "1"

lincRNA_349 Chromosome09 11336691 11336819 +    "TCONS_LINC_00000597" exon_number "2"



lincRNA_35 Scaffold01189 38720 38961 +    "TCONS_LINC_00001326" exon_number "1"

lincRNA_35 Scaffold01189 45829 45906 +    "TCONS_LINC_00001326" exon_number "2"

lincRNA_350 Chromosome09 11337442 11337526 +    "TCONS_LINC_00000598" exon_number "1"

lincRNA_350 Chromosome09 11337624 11337723 +    "TCONS_LINC_00000598" exon_number "2"

lincRNA_350 Chromosome09 11339087 11339552 +    "TCONS_LINC_00000598" exon_number "3"

lincRNA_350 Chromosome09 11341166 11341201 +    "TCONS_LINC_00000598" exon_number "4"

lincRNA_350 Chromosome09 11341305 11342048 +    "TCONS_LINC_00000598" exon_number "5"

lincRNA_351 Chromosome09 12043491 12043504 -    "TCONS_LINC_00000634" exon_number "1"

lincRNA_351 Chromosome09 12049786 12050393 -    "TCONS_LINC_00000634" exon_number "2"

lincRNA_352 Chromosome09 12462288 12462637 +    "TCONS_LINC_00000599" exon_number "1"

lincRNA_352 Chromosome09 12463291 12463400 +    "TCONS_LINC_00000599" exon_number "2"

lincRNA_352 Chromosome09 12464238 12464465 +    "TCONS_LINC_00000599" exon_number "3"

lincRNA_352 Chromosome09 12471737 12472530 +    "TCONS_LINC_00000599" exon_number "4"

lincRNA_352 Chromosome09 12462433 12462637 +    "TCONS_LINC_00000600" exon_number "1"

lincRNA_352 Chromosome09 12463286 12464461 +    "TCONS_LINC_00000600" exon_number "2"

lincRNA_352 Chromosome09 12471733 12472530 +    "TCONS_LINC_00000600" exon_number "3"

lincRNA_352 Chromosome09 12462443 12462637 +    "TCONS_LINC_00000601" exon_number "1"

lincRNA_352 Chromosome09 12463291 12464461 +    "TCONS_LINC_00000601" exon_number "2"

lincRNA_352 Chromosome09 12471210 12472530 +    "TCONS_LINC_00000601" exon_number "3"

lincRNA_353 Chromosome09 12620129 12620362 -    "TCONS_LINC_00000635" exon_number "1"

lincRNA_353 Chromosome09 12622120 12622976 -    "TCONS_LINC_00000635" exon_number "2"

lincRNA_353 Chromosome09 12620129 12623023 -    "TCONS_LINC_00000636" exon_number "1"

lincRNA_354 Chromosome09 14202877 14203229 +    "TCONS_LINC_00000602" exon_number "1"

lincRNA_354 Chromosome09 14204207 14204262 +    "TCONS_LINC_00000602" exon_number "2"

lincRNA_354 Chromosome09 14204344 14204391 +    "TCONS_LINC_00000602" exon_number "3"

lincRNA_354 Chromosome09 14204595 14205376 +    "TCONS_LINC_00000602" exon_number "4"

lincRNA_354 Chromosome09 14203981 14204262 +    "TCONS_LINC_00000603" exon_number "1"

lincRNA_354 Chromosome09 14204344 14204391 +    "TCONS_LINC_00000603" exon_number "2"

lincRNA_354 Chromosome09 14204595 14205376 +    "TCONS_LINC_00000603" exon_number "3"

lincRNA_355 Chromosome09 14477338 14478186 -    "TCONS_LINC_00000637" exon_number "1"

lincRNA_355 Chromosome09 14479632 14479763 -    "TCONS_LINC_00000637" exon_number "2"

lincRNA_355 Chromosome09 14477338 14478182 -    "TCONS_LINC_00000638" exon_number "1"

lincRNA_355 Chromosome09 14479632 14480212 -    "TCONS_LINC_00000638" exon_number "2"

lincRNA_356 Chromosome09 14586329 14586755 -    "TCONS_LINC_00000639" exon_number "1"

lincRNA_356 Chromosome09 14589840 14589995 -    "TCONS_LINC_00000639" exon_number "2"

lincRNA_356 Chromosome09 14590397 14590713 -    "TCONS_LINC_00000639" exon_number "3"

lincRNA_357 Chromosome09 14592291 14592413 -    "TCONS_LINC_00000640" exon_number "1"

lincRNA_357 Chromosome09 14592527 14594757 -    "TCONS_LINC_00000640" exon_number "2"

lincRNA_358 Chromosome09 15566340 15566437 -    "TCONS_LINC_00000641" exon_number "1"

lincRNA_358 Chromosome09 15568628 15569692 -    "TCONS_LINC_00000641" exon_number "2"

lincRNA_359 Chromosome09 19420501 19420702 -    "TCONS_LINC_00000644" exon_number "1"

lincRNA_359 Chromosome09 19424582 19425023 -    "TCONS_LINC_00000644" exon_number "2"

lincRNA_36 Scaffold00460 337370 337746 +    "TCONS_LINC_00001263" exon_number "1"

lincRNA_36 Scaffold00460 365626 365632 +    "TCONS_LINC_00001263" exon_number "2"

lincRNA_360 Chromosome09 19624231 19624897 -    "TCONS_LINC_00000645" exon_number "1"

lincRNA_360 Chromosome09 19624953 19625097 -    "TCONS_LINC_00000645" exon_number "2"

lincRNA_360 Chromosome09 19626114 19626396 -    "TCONS_LINC_00000645" exon_number "3"

lincRNA_360 Chromosome09 19626431 19626463 -    "TCONS_LINC_00000645" exon_number "4"

lincRNA_360 Chromosome09 19625842 19626396 -    "TCONS_LINC_00000646" exon_number "1"

lincRNA_360 Chromosome09 19626431 19626463 -    "TCONS_LINC_00000646" exon_number "2"

lincRNA_361 Chromosome09 1985852 1986885 -    "TCONS_LINC_00000613" exon_number "1"

lincRNA_361 Chromosome09 1987057 1988005 -    "TCONS_LINC_00000613" exon_number "2"

lincRNA_362 Chromosome09 1991504 1991720 -    "TCONS_LINC_00000615" exon_number "1"

lincRNA_362 Chromosome09 1991763 1992375 -    "TCONS_LINC_00000615" exon_number "2"

lincRNA_362 Chromosome09 1993750 1993980 -    "TCONS_LINC_00000615" exon_number "3"

lincRNA_363 Chromosome09 21733910 21733951 -    "TCONS_LINC_00000649" exon_number "1"

lincRNA_363 Chromosome09 21735850 21737465 -    "TCONS_LINC_00000649" exon_number "2"



lincRNA_364 Chromosome09 22797252 22797274 -    "TCONS_LINC_00000651" exon_number "1"

lincRNA_364 Chromosome09 22799582 22800361 -    "TCONS_LINC_00000651" exon_number "2"

lincRNA_365 Chromosome09 26611553 26611610 -    "TCONS_LINC_00000656" exon_number "1"

lincRNA_365 Chromosome09 26618896 26620633 -    "TCONS_LINC_00000656" exon_number "2"

lincRNA_366 Chromosome09 27273975 27275189 -    "TCONS_LINC_00000659" exon_number "1"

lincRNA_366 Chromosome09 27275313 27275397 -    "TCONS_LINC_00000659" exon_number "2"

lincRNA_366 Chromosome09 27275575 27275976 -    "TCONS_LINC_00000659" exon_number "3"

lincRNA_367 Chromosome09 2761927 2762282 +    "TCONS_LINC_00000581" exon_number "1"

lincRNA_367 Chromosome09 2769940 2770737 +    "TCONS_LINC_00000581" exon_number "2"

lincRNA_368 Chromosome09 28119088 28119606 +    "TCONS_LINC_00000608" exon_number "1"

lincRNA_368 Chromosome09 28119841 28119958 +    "TCONS_LINC_00000608" exon_number "2"

lincRNA_368 Chromosome09 28120448 28120563 +    "TCONS_LINC_00000608" exon_number "3"

lincRNA_368 Chromosome09 28121310 28121850 +    "TCONS_LINC_00000608" exon_number "4"

lincRNA_368 Chromosome09 28123383 28123433 +    "TCONS_LINC_00000608" exon_number "5"

lincRNA_368 Chromosome09 28121073 28121161 +    "TCONS_LINC_00000609" exon_number "1"

lincRNA_368 Chromosome09 28121310 28121853 +    "TCONS_LINC_00000609" exon_number "2"

lincRNA_368 Chromosome09 28122594 28122671 +    "TCONS_LINC_00000609" exon_number "3"

lincRNA_368 Chromosome09 28124444 28124937 +    "TCONS_LINC_00000609" exon_number "4"

lincRNA_368 Chromosome09 28122641 28122671 +    "TCONS_LINC_00000610" exon_number "1"

lincRNA_368 Chromosome09 28124290 28124349 +    "TCONS_LINC_00000610" exon_number "2"

lincRNA_368 Chromosome09 28124444 28124937 +    "TCONS_LINC_00000610" exon_number "3"

lincRNA_369 Chromosome09 28443451 28443568 -    "TCONS_LINC_00000661" exon_number "1"

lincRNA_369 Chromosome09 28443652 28445067 -    "TCONS_LINC_00000661" exon_number "2"

lincRNA_369 Chromosome09 28443451 28443568 -    "TCONS_LINC_00000662" exon_number "1"

lincRNA_369 Chromosome09 28443652 28444113 -    "TCONS_LINC_00000662" exon_number "2"

lincRNA_369 Chromosome09 28450805 28451561 -    "TCONS_LINC_00000662" exon_number "3"

lincRNA_369 Chromosome09 28448741 28448786 -    "TCONS_LINC_00000663" exon_number "1"

lincRNA_369 Chromosome09 28448931 28450805 -    "TCONS_LINC_00000663" exon_number "2"

lincRNA_37 Scaffold01371 90 286 +    "TCONS_LINC_00001338" exon_number "1"

lincRNA_37 Scaffold01371 1182 3073 +    "TCONS_LINC_00001338" exon_number "2"

lincRNA_37 Scaffold01371 3320 4164 +    "TCONS_LINC_00001338" exon_number "3"

lincRNA_370 Chromosome09 413252 413649 +    "TCONS_LINC_00000576" exon_number "1"

lincRNA_370 Chromosome09 419326 419332 +    "TCONS_LINC_00000576" exon_number "2"

lincRNA_371 Chromosome09 5582370 5582982 +    "TCONS_LINC_00000586" exon_number "1"

lincRNA_371 Chromosome09 5584881 5584918 +    "TCONS_LINC_00000586" exon_number "2"

lincRNA_371 Chromosome09 5582399 5583367 +    "TCONS_LINC_00000587" exon_number "1"

lincRNA_372 Chromosome09 6130933 6131069 -    "TCONS_LINC_00000621" exon_number "1"

lincRNA_372 Chromosome09 6134505 6134685 -    "TCONS_LINC_00000621" exon_number "2"

lincRNA_373 Chromosome09 6605159 6605946 -    "TCONS_LINC_00000623" exon_number "1"

lincRNA_373 Chromosome09 6606453 6607339 -    "TCONS_LINC_00000623" exon_number "2"

lincRNA_374 Chromosome09 7187474 7188128 -    "TCONS_LINC_00000624" exon_number "1"

lincRNA_374 Chromosome09 7189030 7189101 -    "TCONS_LINC_00000624" exon_number "2"

lincRNA_374 Chromosome09 7189485 7189494 -    "TCONS_LINC_00000624" exon_number "3"

lincRNA_374 Chromosome09 7187474 7188126 -    "TCONS_LINC_00000625" exon_number "1"

lincRNA_374 Chromosome09 7189485 7189644 -    "TCONS_LINC_00000625" exon_number "2"

lincRNA_374 Chromosome09 7190145 7190179 -    "TCONS_LINC_00000625" exon_number "3"

lincRNA_375 Chromosome09 81672 81783 -    "TCONS_LINC_00000612" exon_number "1"

lincRNA_375 Chromosome09 81804 82178 -    "TCONS_LINC_00000612" exon_number "2"

lincRNA_375 Chromosome09 90354 90659 -    "TCONS_LINC_00000612" exon_number "3"

lincRNA_376 Chromosome09 8414260 8414317 +    "TCONS_LINC_00000592" exon_number "1"

lincRNA_376 Chromosome09 8433752 8435826 +    "TCONS_LINC_00000592" exon_number "2"

lincRNA_377 Chromosome09 9693419 9695450 +    "TCONS_LINC_00000595" exon_number "1"

lincRNA_377 Chromosome09 9727786 9728134 +    "TCONS_LINC_00000595" exon_number "2"

lincRNA_378 Scaffold01367 19519 22128 -    "TCONS_LINC_00001336" exon_number "1"

lincRNA_378 Scaffold01367 24089 24395 -    "TCONS_LINC_00001336" exon_number "2"

lincRNA_378 Scaffold01367 24496 24528 -    "TCONS_LINC_00001336" exon_number "3"

lincRNA_379 Scaffold01404 12711 12990 -    "TCONS_LINC_00001340" exon_number "1"



lincRNA_379 Scaffold01404 14771 14892 -    "TCONS_LINC_00001340" exon_number "2"

lincRNA_379 Scaffold01404 16935 17925 -    "TCONS_LINC_00001340" exon_number "3"

lincRNA_38 Scaffold00600 176287 176413 +    "TCONS_LINC_00001273" exon_number "1"

lincRNA_38 Scaffold00600 188739 188971 +    "TCONS_LINC_00001273" exon_number "2"

lincRNA_380 Scaffold01045 42233 42267 -    "TCONS_LINC_00001314" exon_number "1"

lincRNA_380 Scaffold01045 42309 43739 -    "TCONS_LINC_00001314" exon_number "2"

lincRNA_380 Scaffold01045 45540 45963 -    "TCONS_LINC_00001314" exon_number "3"

lincRNA_381 Chromosome05 11726601 11727102 -    "TCONS_LINC_00000340" exon_number "1"

lincRNA_381 Chromosome05 11735963 11736665 -    "TCONS_LINC_00000340" exon_number "2"

lincRNA_382 Chromosome05 11794103 11796382 +    "TCONS_LINC_00000294" exon_number "1"

lincRNA_382 Chromosome05 11796424 11796448 +    "TCONS_LINC_00000294" exon_number "2"

lincRNA_383 Chromosome05 11920689 11923029 +    "TCONS_LINC_00000296" exon_number "1"

lincRNA_383 Chromosome05 11923229 11923390 +    "TCONS_LINC_00000296" exon_number "2"

lincRNA_383 Chromosome05 11923488 11926950 +    "TCONS_LINC_00000296" exon_number "3"

lincRNA_384 Chromosome05 1351845 1351862 -    "TCONS_LINC_00000321" exon_number "1"

lincRNA_384 Chromosome05 1351900 1353733 -    "TCONS_LINC_00000321" exon_number "2"

lincRNA_384 Chromosome05 1354007 1354449 -    "TCONS_LINC_00000321" exon_number "3"

lincRNA_385 Chromosome05 14476672 14477628 +    "TCONS_LINC_00000299" exon_number "1"

lincRNA_385 Chromosome05 14518005 14518018 +    "TCONS_LINC_00000299" exon_number "2"

lincRNA_386 Chromosome05 15371301 15371673 -    "TCONS_LINC_00000342" exon_number "1"

lincRNA_386 Chromosome05 15378527 15378651 -    "TCONS_LINC_00000342" exon_number "2"

lincRNA_387 Chromosome05 15668813 15668847 -    "TCONS_LINC_00000345" exon_number "1"

lincRNA_387 Chromosome05 15676340 15676925 -    "TCONS_LINC_00000345" exon_number "2"

lincRNA_388 Chromosome05 16343587 16345291 +    "TCONS_LINC_00000301" exon_number "1"

lincRNA_388 Chromosome05 16352985 16353374 +    "TCONS_LINC_00000301" exon_number "2"

lincRNA_389 Chromosome05 16422715 16422726 +    "TCONS_LINC_00000302" exon_number "1"

lincRNA_389 Chromosome05 16466572 16466816 +    "TCONS_LINC_00000302" exon_number "2"

lincRNA_39 Chromosome16 1147643 1148041 +    "TCONS_LINC_00001077" exon_number "1"

lincRNA_39 Chromosome16 1148505 1149193 +    "TCONS_LINC_00001077" exon_number "2"

lincRNA_39 Chromosome16 1151346 1152655 +    "TCONS_LINC_00001077" exon_number "3"

lincRNA_390 Chromosome05 17729450 17730753 +    "TCONS_LINC_00000306" exon_number "1"

lincRNA_390 Chromosome05 17759951 17759967 +    "TCONS_LINC_00000306" exon_number "2"

lincRNA_391 Chromosome05 18345278 18347212 +    "TCONS_LINC_00000307" exon_number "1"

lincRNA_391 Chromosome05 18349351 18349361 +    "TCONS_LINC_00000307" exon_number "2"

lincRNA_392 Chromosome05 2110140 2110646 -    "TCONS_LINC_00000323" exon_number "1"

lincRNA_392 Chromosome05 2112177 2112828 -    "TCONS_LINC_00000323" exon_number "2"

lincRNA_393 Chromosome05 22337454 22338243 -    "TCONS_LINC_00000348" exon_number "1"

lincRNA_393 Chromosome05 22340873 22340938 -    "TCONS_LINC_00000348" exon_number "2"

lincRNA_394 Chromosome05 23994731 23994741 -    "TCONS_LINC_00000349" exon_number "1"

lincRNA_394 Chromosome05 23995376 23997056 -    "TCONS_LINC_00000349" exon_number "2"

lincRNA_395 Chromosome05 25170926 25171957 -    "TCONS_LINC_00000350" exon_number "1"

lincRNA_395 Chromosome05 25172033 25172118 -    "TCONS_LINC_00000350" exon_number "2"

lincRNA_395 Chromosome05 25173096 25173143 -    "TCONS_LINC_00000350" exon_number "3"

lincRNA_395 Chromosome05 25173259 25173291 -    "TCONS_LINC_00000350" exon_number "4"

lincRNA_395 Chromosome05 25173841 25174194 -    "TCONS_LINC_00000350" exon_number "5"

lincRNA_396 Chromosome05 25651906 25652209 +    "TCONS_LINC_00000312" exon_number "1"

lincRNA_396 Chromosome05 25652859 25653451 +    "TCONS_LINC_00000312" exon_number "2"

lincRNA_396 Chromosome05 25654952 25654989 +    "TCONS_LINC_00000312" exon_number "3"

lincRNA_397 Chromosome05 25917520 25917906 +    "TCONS_LINC_00000313" exon_number "1"

lincRNA_397 Chromosome05 25919691 25919957 +    "TCONS_LINC_00000313" exon_number "2"

lincRNA_398 Chromosome05 26898456 26899087 -    "TCONS_LINC_00000351" exon_number "1"

lincRNA_398 Chromosome05 26899855 26900009 -    "TCONS_LINC_00000351" exon_number "2"

lincRNA_398 Chromosome05 26900144 26900577 -    "TCONS_LINC_00000351" exon_number "3"

lincRNA_399 Chromosome05 27394465 27394708 +    "TCONS_LINC_00000317" exon_number "1"

lincRNA_399 Chromosome05 27396151 27396314 +    "TCONS_LINC_00000317" exon_number "2"

lincRNA_399 Chromosome05 27396711 27396783 +    "TCONS_LINC_00000317" exon_number "3"

lincRNA_399 Chromosome05 27394465 27394705 +    "TCONS_LINC_00000318" exon_number "1"



lincRNA_399 Chromosome05 27396154 27396314 +    "TCONS_LINC_00000318" exon_number "2"

lincRNA_399 Chromosome05 27397240 27399203 +    "TCONS_LINC_00000318" exon_number "3"

lincRNA_4 Chromosome10 10320409 10320614 -    "TCONS_LINC_00000709" exon_number "1"

lincRNA_4 Chromosome10 10332130 10332170 -    "TCONS_LINC_00000709" exon_number "2"

lincRNA_4 Chromosome10 10332964 10333303 -    "TCONS_LINC_00000709" exon_number "3"

lincRNA_4 Chromosome10 10326086 10326089 -    "TCONS_LINC_00000710" exon_number "1"

lincRNA_4 Chromosome10 10332130 10332170 -    "TCONS_LINC_00000710" exon_number "2"

lincRNA_4 Chromosome10 10332964 10333292 -    "TCONS_LINC_00000710" exon_number "3"

lincRNA_4 Chromosome10 10332289 10333284 -    "TCONS_LINC_00000711" exon_number "1"

lincRNA_4 Chromosome10 10333387 10333514 -    "TCONS_LINC_00000711" exon_number "2"

lincRNA_4 Chromosome10 10333631 10333707 -    "TCONS_LINC_00000711" exon_number "3"

lincRNA_4 Chromosome10 10334352 10334808 -    "TCONS_LINC_00000711" exon_number "4"

lincRNA_40 Chromosome16 16078068 16078085 -    "TCONS_LINC_00001125" exon_number "1"

lincRNA_40 Chromosome16 16080629 16081666 -    "TCONS_LINC_00001125" exon_number "2"

lincRNA_400 Chromosome05 27702806 27703019 -    "TCONS_LINC_00000354" exon_number "1"

lincRNA_400 Chromosome05 27706031 27706902 -    "TCONS_LINC_00000354" exon_number "2"

lincRNA_400 Chromosome05 27705094 27706092 -    "TCONS_LINC_00000355" exon_number "1"

lincRNA_401 Chromosome05 3611165 3612586 -    "TCONS_LINC_00000326" exon_number "1"

lincRNA_401 Chromosome05 3614033 3614157 -    "TCONS_LINC_00000326" exon_number "2"

lincRNA_401 Chromosome05 3614713 3615318 -    "TCONS_LINC_00000326" exon_number "3"

lincRNA_401 Chromosome05 3615685 3615900 -    "TCONS_LINC_00000326" exon_number "4"

lincRNA_401 Chromosome05 3615995 3616027 -    "TCONS_LINC_00000326" exon_number "5"

lincRNA_401 Chromosome05 3611165 3611542 -    "TCONS_LINC_00000327" exon_number "1"

lincRNA_401 Chromosome05 3612512 3612586 -    "TCONS_LINC_00000327" exon_number "2"

lincRNA_401 Chromosome05 3614033 3614157 -    "TCONS_LINC_00000327" exon_number "3"

lincRNA_401 Chromosome05 3614988 3615318 -    "TCONS_LINC_00000327" exon_number "4"

lincRNA_401 Chromosome05 3615685 3616288 -    "TCONS_LINC_00000327" exon_number "5"

lincRNA_401 Chromosome05 3611165 3611542 -    "TCONS_LINC_00000328" exon_number "1"

lincRNA_401 Chromosome05 3612512 3612586 -    "TCONS_LINC_00000328" exon_number "2"

lincRNA_401 Chromosome05 3614033 3614157 -    "TCONS_LINC_00000328" exon_number "3"

lincRNA_401 Chromosome05 3614713 3614831 -    "TCONS_LINC_00000328" exon_number "4"

lincRNA_401 Chromosome05 3614988 3615318 -    "TCONS_LINC_00000328" exon_number "5"

lincRNA_401 Chromosome05 3615685 3615900 -    "TCONS_LINC_00000328" exon_number "6"

lincRNA_401 Chromosome05 3615995 3616034 -    "TCONS_LINC_00000328" exon_number "7"

lincRNA_401 Chromosome05 3616341 3616394 -    "TCONS_LINC_00000328" exon_number "8"

lincRNA_401 Chromosome05 3613752 3614157 -    "TCONS_LINC_00000329" exon_number "1"

lincRNA_401 Chromosome05 3614988 3615318 -    "TCONS_LINC_00000329" exon_number "2"

lincRNA_401 Chromosome05 3615685 3616027 -    "TCONS_LINC_00000329" exon_number "3"

lincRNA_402 Chromosome05 4391453 4392285 +    "TCONS_LINC_00000288" exon_number "1"

lincRNA_402 Chromosome05 4393676 4395686 +    "TCONS_LINC_00000288" exon_number "2"

lincRNA_402 Chromosome05 4396280 4396412 +    "TCONS_LINC_00000288" exon_number "3"

lincRNA_403 Chromosome05 4879921 4880158 +    "TCONS_LINC_00000289" exon_number "1"

lincRNA_403 Chromosome05 4886617 4886734 +    "TCONS_LINC_00000289" exon_number "2"

lincRNA_404 Chromosome05 5350191 5350383 -    "TCONS_LINC_00000330" exon_number "1"

lincRNA_404 Chromosome05 5352665 5353150 -    "TCONS_LINC_00000330" exon_number "2"

lincRNA_405 Chromosome05 6659643 6659820 -    "TCONS_LINC_00000333" exon_number "1"

lincRNA_405 Chromosome05 6659919 6659976 -    "TCONS_LINC_00000333" exon_number "2"

lincRNA_405 Chromosome05 6665832 6665911 -    "TCONS_LINC_00000333" exon_number "3"

lincRNA_406 Chromosome05 8348731 8348831 -    "TCONS_LINC_00000335" exon_number "1"

lincRNA_406 Chromosome05 8349032 8349212 -    "TCONS_LINC_00000335" exon_number "2"

lincRNA_406 Chromosome05 8350280 8350353 -    "TCONS_LINC_00000335" exon_number "3"

lincRNA_406 Chromosome05 8350459 8350550 -    "TCONS_LINC_00000335" exon_number "4"

lincRNA_406 Chromosome05 8350962 8352965 -    "TCONS_LINC_00000335" exon_number "5"

lincRNA_407 Chromosome04 10799991 10800056 +    "TCONS_LINC_00000239" exon_number "1"

lincRNA_407 Chromosome04 10802069 10802700 +    "TCONS_LINC_00000239" exon_number "2"

lincRNA_408 Chromosome04 11214069 11214830 +    "TCONS_LINC_00000241" exon_number "1"

lincRNA_408 Chromosome04 11222884 11223039 +    "TCONS_LINC_00000241" exon_number "2"



lincRNA_409 Chromosome04 1213246 1213286 -    "TCONS_LINC_00000258" exon_number "1"

lincRNA_409 Chromosome04 1217763 1217972 -    "TCONS_LINC_00000258" exon_number "2"

lincRNA_41 Chromosome16 16338403 16338510 +    "TCONS_LINC_00001083" exon_number "1"

lincRNA_41 Chromosome16 16339223 16339312 +    "TCONS_LINC_00001083" exon_number "2"

lincRNA_41 Chromosome16 16340097 16342992 +    "TCONS_LINC_00001083" exon_number "3"

lincRNA_41 Chromosome16 16339585 16339709 +    "TCONS_LINC_00001084" exon_number "1"

lincRNA_41 Chromosome16 16339767 16342992 +    "TCONS_LINC_00001084" exon_number "2"

lincRNA_410 Chromosome04 12662949 12662965 -    "TCONS_LINC_00000265" exon_number "1"

lincRNA_410 Chromosome04 12690138 12690747 -    "TCONS_LINC_00000265" exon_number "2"

lincRNA_411 Chromosome04 12942331 12943406 +    "TCONS_LINC_00000242" exon_number "1"

lincRNA_411 Chromosome04 12970723 12971124 +    "TCONS_LINC_00000242" exon_number "2"

lincRNA_412 Chromosome04 12971650 12972046 +    "TCONS_LINC_00000243" exon_number "1"

lincRNA_412 Chromosome04 12974316 12974375 +    "TCONS_LINC_00000243" exon_number "2"

lincRNA_413 Chromosome04 13131926 13132330 -    "TCONS_LINC_00000266" exon_number "1"

lincRNA_413 Chromosome04 13134214 13134472 -    "TCONS_LINC_00000266" exon_number "2"

lincRNA_413 Chromosome04 13143376 13143701 -    "TCONS_LINC_00000266" exon_number "3"

lincRNA_414 Chromosome04 1529961 1530548 -    "TCONS_LINC_00000259" exon_number "1"

lincRNA_414 Chromosome04 1532180 1532403 -    "TCONS_LINC_00000259" exon_number "2"

lincRNA_414 Chromosome04 1529961 1531925 -    "TCONS_LINC_00000260" exon_number "1"

lincRNA_414 Chromosome04 1531978 1532231 -    "TCONS_LINC_00000260" exon_number "2"

lincRNA_414 Chromosome04 1532591 1533066 -    "TCONS_LINC_00000260" exon_number "3"

lincRNA_414 Chromosome04 1533162 1533725 -    "TCONS_LINC_00000260" exon_number "4"

lincRNA_414 Chromosome04 1532573 1533066 -    "TCONS_LINC_00000261" exon_number "1"

lincRNA_414 Chromosome04 1533162 1533363 -    "TCONS_LINC_00000261" exon_number "2"

lincRNA_414 Chromosome04 1533920 1534278 -    "TCONS_LINC_00000261" exon_number "3"

lincRNA_415 Chromosome04 16013302 16013349 -    "TCONS_LINC_00000270" exon_number "1"

lincRNA_415 Chromosome04 16020920 16024263 -    "TCONS_LINC_00000270" exon_number "2"

lincRNA_416 Chromosome04 18326843 18330522 +    "TCONS_LINC_00000244" exon_number "1"

lincRNA_416 Chromosome04 18328835 18329213 +    "TCONS_LINC_00000245" exon_number "1"

lincRNA_416 Chromosome04 18336493 18336914 +    "TCONS_LINC_00000245" exon_number "2"

lincRNA_417 Chromosome04 18717980 18719288 +    "TCONS_LINC_00000246" exon_number "1"

lincRNA_417 Chromosome04 18719794 18720015 +    "TCONS_LINC_00000246" exon_number "2"

lincRNA_418 Chromosome04 22606193 22609547 -    "TCONS_LINC_00000278" exon_number "1"

lincRNA_418 Chromosome04 22610024 22610126 -    "TCONS_LINC_00000278" exon_number "2"

lincRNA_418 Chromosome04 22606193 22610485 -    "TCONS_LINC_00000279" exon_number "1"

lincRNA_418 Chromosome04 22610562 22610583 -    "TCONS_LINC_00000279" exon_number "2"

lincRNA_419 Chromosome04 25523115 25523118 -    "TCONS_LINC_00000280" exon_number "1"

lincRNA_419 Chromosome04 25523322 25523392 -    "TCONS_LINC_00000280" exon_number "2"

lincRNA_419 Chromosome04 25525043 25525430 -    "TCONS_LINC_00000280" exon_number "3"

lincRNA_42 Chromosome16 17005384 17005395 -    "TCONS_LINC_00001126" exon_number "1"

lincRNA_42 Chromosome16 17011739 17012196 -    "TCONS_LINC_00001126" exon_number "2"

lincRNA_420 Chromosome04 27545765 27545854 -    "TCONS_LINC_00000285" exon_number "1"

lincRNA_420 Chromosome04 27545952 27546024 -    "TCONS_LINC_00000285" exon_number "2"

lincRNA_420 Chromosome04 27546406 27546510 -    "TCONS_LINC_00000285" exon_number "3"

lincRNA_420 Chromosome04 27547136 27548382 -    "TCONS_LINC_00000285" exon_number "4"

lincRNA_421 Chromosome04 28445682 28447491 +    "TCONS_LINC_00000255" exon_number "1"

lincRNA_421 Chromosome04 28446728 28447036 +    "TCONS_LINC_00000256" exon_number "1"

lincRNA_421 Chromosome04 28454136 28456821 +    "TCONS_LINC_00000256" exon_number "2"

lincRNA_422 Chromosome04 3477396 3477518 +    "TCONS_LINC_00000234" exon_number "1"

lincRNA_422 Chromosome04 3477618 3477801 +    "TCONS_LINC_00000234" exon_number "2"

lincRNA_422 Chromosome04 3479846 3480886 +    "TCONS_LINC_00000234" exon_number "3"

lincRNA_423 Chromosome04 7388431 7390017 -    "TCONS_LINC_00000263" exon_number "1"

lincRNA_423 Chromosome04 7392069 7392388 -    "TCONS_LINC_00000263" exon_number "2"

lincRNA_424 Scaffold00584 51480 51541 -    "TCONS_LINC_00001271" exon_number "1"

lincRNA_424 Scaffold00584 54213 54559 -    "TCONS_LINC_00001271" exon_number "2"

lincRNA_425 Scaffold00259 146498 146559 -    "TCONS_LINC_00001251" exon_number "1"

lincRNA_425 Scaffold00259 147569 147671 -    "TCONS_LINC_00001251" exon_number "2"



lincRNA_425 Scaffold00259 147765 147806 -    "TCONS_LINC_00001251" exon_number "3"

lincRNA_425 Scaffold00259 148585 148606 -    "TCONS_LINC_00001251" exon_number "4"

lincRNA_425 Scaffold00259 146830 148699 -    "TCONS_LINC_00001252" exon_number "1"

lincRNA_425 Scaffold00259 149021 149066 -    "TCONS_LINC_00001252" exon_number "2"

lincRNA_425 Scaffold00259 149830 150187 -    "TCONS_LINC_00001252" exon_number "3"

lincRNA_426 Scaffold00755 28830 29062 +    "TCONS_LINC_00001283" exon_number "1"

lincRNA_426 Scaffold00755 29089 29169 +    "TCONS_LINC_00001283" exon_number "2"

lincRNA_426 Scaffold00755 73002 73062 +    "TCONS_LINC_00001283" exon_number "3"

lincRNA_427 Scaffold01336 14759 16566 -    "TCONS_LINC_00001332" exon_number "1"

lincRNA_427 Scaffold01336 14759 15358 -    "TCONS_LINC_00001333" exon_number "1"

lincRNA_427 Scaffold01336 16760 18204 -    "TCONS_LINC_00001333" exon_number "2"

lincRNA_428 Scaffold00997 55574 56815 +    "TCONS_LINC_00001310" exon_number "1"

lincRNA_428 Scaffold00997 79101 80043 +    "TCONS_LINC_00001310" exon_number "2"

lincRNA_428 Scaffold00997 77387 77743 +    "TCONS_LINC_00001311" exon_number "1"

lincRNA_428 Scaffold00997 78721 78901 +    "TCONS_LINC_00001311" exon_number "2"

lincRNA_428 Scaffold00997 79268 79335 +    "TCONS_LINC_00001311" exon_number "3"

lincRNA_428 Scaffold00997 79464 80043 +    "TCONS_LINC_00001311" exon_number "4"

lincRNA_429 Chromosome08 11749192 11749844 +    "TCONS_LINC_00000515" exon_number "1"

lincRNA_429 Chromosome08 11749950 11750030 +    "TCONS_LINC_00000515" exon_number "2"

lincRNA_429 Chromosome08 11761938 11761987 +    "TCONS_LINC_00000515" exon_number "3"

lincRNA_43 Chromosome16 18647664 18647792 +    "TCONS_LINC_00001087" exon_number "1"

lincRNA_43 Chromosome16 18737316 18737429 +    "TCONS_LINC_00001087" exon_number "2"

lincRNA_430 Chromosome08 1382037 1382714 +    "TCONS_LINC_00000506" exon_number "1"

lincRNA_430 Chromosome08 1385514 1385562 +    "TCONS_LINC_00000506" exon_number "2"

lincRNA_430 Chromosome08 1382037 1382724 +    "TCONS_LINC_00000507" exon_number "1"

lincRNA_430 Chromosome08 1385590 1387413 +    "TCONS_LINC_00000507" exon_number "2"

lincRNA_431 Chromosome08 17971707 17972639 +    "TCONS_LINC_00000518" exon_number "1"

lincRNA_431 Chromosome08 18040812 18040819 +    "TCONS_LINC_00000518" exon_number "2"

lincRNA_432 Chromosome08 18552311 18552680 -    "TCONS_LINC_00000549" exon_number "1"

lincRNA_432 Chromosome08 18554439 18554723 -    "TCONS_LINC_00000549" exon_number "2"

lincRNA_432 Chromosome08 18554800 18554924 -    "TCONS_LINC_00000549" exon_number "3"

lincRNA_432 Chromosome08 18554994 18555489 -    "TCONS_LINC_00000549" exon_number "4"

lincRNA_432 Chromosome08 18562555 18562715 -    "TCONS_LINC_00000549" exon_number "5"

lincRNA_432 Chromosome08 18553466 18554322 -    "TCONS_LINC_00000550" exon_number "1"

lincRNA_432 Chromosome08 18554439 18554723 -    "TCONS_LINC_00000550" exon_number "2"

lincRNA_432 Chromosome08 18554813 18554924 -    "TCONS_LINC_00000550" exon_number "3"

lincRNA_432 Chromosome08 18562166 18562175 -    "TCONS_LINC_00000550" exon_number "4"

lincRNA_433 Chromosome08 20829798 20829806 -    "TCONS_LINC_00000552" exon_number "1"

lincRNA_433 Chromosome08 20875861 20876261 -    "TCONS_LINC_00000552" exon_number "2"

lincRNA_434 Chromosome08 23915086 23915110 -    "TCONS_LINC_00000553" exon_number "1"

lincRNA_434 Chromosome08 23915566 23915637 -    "TCONS_LINC_00000553" exon_number "2"

lincRNA_434 Chromosome08 23923157 23923228 -    "TCONS_LINC_00000553" exon_number "3"

lincRNA_434 Chromosome08 23923836 23927556 -    "TCONS_LINC_00000553" exon_number "4"

lincRNA_434 Chromosome08 23922527 23922656 -    "TCONS_LINC_00000554" exon_number "1"

lincRNA_434 Chromosome08 23923157 23923228 -    "TCONS_LINC_00000554" exon_number "2"

lincRNA_434 Chromosome08 23923836 23923935 -    "TCONS_LINC_00000554" exon_number "3"

lincRNA_434 Chromosome08 23924020 23925720 -    "TCONS_LINC_00000554" exon_number "4"

lincRNA_434 Chromosome08 23922729 23923352 -    "TCONS_LINC_00000555" exon_number "1"

lincRNA_434 Chromosome08 23925873 23926694 -    "TCONS_LINC_00000556" exon_number "1"

lincRNA_434 Chromosome08 23930905 23931276 -    "TCONS_LINC_00000556" exon_number "2"

lincRNA_435 Chromosome08 266658 267071 +    "TCONS_LINC_00000502" exon_number "1"

lincRNA_435 Chromosome08 267176 267330 +    "TCONS_LINC_00000502" exon_number "2"

lincRNA_435 Chromosome08 267453 267523 +    "TCONS_LINC_00000502" exon_number "3"

lincRNA_435 Chromosome08 268705 268823 +    "TCONS_LINC_00000502" exon_number "4"

lincRNA_435 Chromosome08 266677 267071 +    "TCONS_LINC_00000503" exon_number "1"

lincRNA_435 Chromosome08 267176 268823 +    "TCONS_LINC_00000503" exon_number "2"

lincRNA_436 Chromosome08 27818373 27818696 +    "TCONS_LINC_00000522" exon_number "1"



lincRNA_436 Chromosome08 27831387 27831613 +    "TCONS_LINC_00000522" exon_number "2"

lincRNA_437 Chromosome08 29455420 29455742 +    "TCONS_LINC_00000525" exon_number "1"

lincRNA_437 Chromosome08 29456098 29456175 +    "TCONS_LINC_00000525" exon_number "2"

lincRNA_437 Chromosome08 29457177 29457286 +    "TCONS_LINC_00000525" exon_number "3"

lincRNA_437 Chromosome08 29457442 29457528 +    "TCONS_LINC_00000525" exon_number "4"

lincRNA_437 Chromosome08 29457673 29457729 +    "TCONS_LINC_00000525" exon_number "5"

lincRNA_437 Chromosome08 29457843 29458035 +    "TCONS_LINC_00000525" exon_number "6"

lincRNA_438 Chromosome08 2963596 2964412 -    "TCONS_LINC_00000535" exon_number "1"

lincRNA_438 Chromosome08 2965971 2966032 -    "TCONS_LINC_00000535" exon_number "2"

lincRNA_438 Chromosome08 2966175 2966378 -    "TCONS_LINC_00000535" exon_number "3"

lincRNA_439 Chromosome08 30096435 30096453 +    "TCONS_LINC_00000527" exon_number "1"

lincRNA_439 Chromosome08 30099258 30100384 +    "TCONS_LINC_00000527" exon_number "2"

lincRNA_44 Chromosome16 1906991 1907243 -    "TCONS_LINC_00001115" exon_number "1"

lincRNA_44 Chromosome16 1907650 1909190 -    "TCONS_LINC_00001115" exon_number "2"

lincRNA_440 Chromosome08 3037846 3040048 -    "TCONS_LINC_00000536" exon_number "1"

lincRNA_440 Chromosome08 3037846 3039451 -    "TCONS_LINC_00000537" exon_number "1"

lincRNA_440 Chromosome08 3041311 3041539 -    "TCONS_LINC_00000537" exon_number "2"

lincRNA_441 Chromosome08 30956037 30957189 -    "TCONS_LINC_00000565" exon_number "1"

lincRNA_441 Chromosome08 30958052 30958672 -    "TCONS_LINC_00000565" exon_number "2"

lincRNA_441 Chromosome08 30956037 30957186 -    "TCONS_LINC_00000566" exon_number "1"

lincRNA_441 Chromosome08 30958049 30958346 -    "TCONS_LINC_00000566" exon_number "2"

lincRNA_441 Chromosome08 30958905 30958931 -    "TCONS_LINC_00000566" exon_number "3"

lincRNA_442 Chromosome08 31107540 31108404 -    "TCONS_LINC_00000567" exon_number "1"

lincRNA_442 Chromosome08 31108561 31108853 -    "TCONS_LINC_00000567" exon_number "2"

lincRNA_442 Chromosome08 31109662 31111434 -    "TCONS_LINC_00000567" exon_number "3"

lincRNA_442 Chromosome08 31109396 31109692 -    "TCONS_LINC_00000569" exon_number "1"

lincRNA_442 Chromosome08 31109714 31111089 -    "TCONS_LINC_00000569" exon_number "2"

lincRNA_443 Chromosome08 31933469 31933871 -    "TCONS_LINC_00000570" exon_number "1"

lincRNA_443 Chromosome08 31935450 31935729 -    "TCONS_LINC_00000570" exon_number "2"

lincRNA_444 Chromosome08 32727487 32727519 +    "TCONS_LINC_00000532" exon_number "1"

lincRNA_444 Chromosome08 32728836 32731120 +    "TCONS_LINC_00000532" exon_number "2"

lincRNA_445 Chromosome08 32743349 32743408 +    "TCONS_LINC_00000533" exon_number "1"

lincRNA_445 Chromosome08 32743851 32746051 +    "TCONS_LINC_00000533" exon_number "2"

lincRNA_446 Chromosome08 33216800 33216979 -    "TCONS_LINC_00000573" exon_number "1"

lincRNA_446 Chromosome08 33223235 33223497 -    "TCONS_LINC_00000573" exon_number "2"

lincRNA_446 Chromosome08 33228806 33228868 -    "TCONS_LINC_00000573" exon_number "3"

lincRNA_446 Chromosome08 33229005 33229277 -    "TCONS_LINC_00000573" exon_number "4"

lincRNA_446 Chromosome08 33216980 33217336 -    "TCONS_LINC_00000574" exon_number "1"

lincRNA_446 Chromosome08 33222840 33223497 -    "TCONS_LINC_00000574" exon_number "2"

lincRNA_446 Chromosome08 33223682 33224858 -    "TCONS_LINC_00000574" exon_number "3"

lincRNA_447 Chromosome08 4585331 4585886 -    "TCONS_LINC_00000538" exon_number "1"

lincRNA_447 Chromosome08 4586016 4586102 -    "TCONS_LINC_00000538" exon_number "2"

lincRNA_447 Chromosome08 4586283 4586375 -    "TCONS_LINC_00000538" exon_number "3"

lincRNA_447 Chromosome08 4591621 4591707 -    "TCONS_LINC_00000538" exon_number "4"

lincRNA_447 Chromosome08 4596548 4596776 -    "TCONS_LINC_00000538" exon_number "5"

lincRNA_447 Chromosome08 4591691 4591952 -    "TCONS_LINC_00000539" exon_number "1"

lincRNA_448 Chromosome08 5435036 5435049 +    "TCONS_LINC_00000511" exon_number "1"

lincRNA_448 Chromosome08 5435209 5436407 +    "TCONS_LINC_00000511" exon_number "2"

lincRNA_448 Chromosome08 5436501 5437347 +    "TCONS_LINC_00000511" exon_number "3"

lincRNA_449 Chromosome08 625046 625072 +    "TCONS_LINC_00000504" exon_number "1"

lincRNA_449 Chromosome08 625154 627640 +    "TCONS_LINC_00000504" exon_number "2"

lincRNA_45 Chromosome16 19170893 19171352 -    "TCONS_LINC_00001131" exon_number "1"

lincRNA_45 Chromosome16 19178563 19178944 -    "TCONS_LINC_00001131" exon_number "2"

lincRNA_450 Chromosome08 7803698 7804012 +    "TCONS_LINC_00000512" exon_number "1"

lincRNA_450 Chromosome08 7805444 7805631 +    "TCONS_LINC_00000512" exon_number "2"

lincRNA_450 Chromosome08 7805719 7805779 +    "TCONS_LINC_00000512" exon_number "3"

lincRNA_450 Chromosome08 7806119 7806297 +    "TCONS_LINC_00000512" exon_number "4"



lincRNA_450 Chromosome08 7803698 7804012 +    "TCONS_LINC_00000513" exon_number "1"

lincRNA_450 Chromosome08 7805444 7805631 +    "TCONS_LINC_00000513" exon_number "2"

lincRNA_450 Chromosome08 7805719 7805779 +    "TCONS_LINC_00000513" exon_number "3"

lincRNA_450 Chromosome08 7807335 7807415 +    "TCONS_LINC_00000513" exon_number "4"

lincRNA_451 Chromosome08 8069321 8069327 -    "TCONS_LINC_00000542" exon_number "1"

lincRNA_451 Chromosome08 8072009 8072494 -    "TCONS_LINC_00000542" exon_number "2"

lincRNA_452 Chromosome08 8756697 8756780 -    "TCONS_LINC_00000545" exon_number "1"

lincRNA_452 Chromosome08 8757545 8757607 -    "TCONS_LINC_00000545" exon_number "2"

lincRNA_452 Chromosome08 8761968 8762271 -    "TCONS_LINC_00000545" exon_number "3"

lincRNA_453 Scaffold01351 9023 9063 +    "TCONS_LINC_00001335" exon_number "1"

lincRNA_453 Scaffold01351 12848 13773 +    "TCONS_LINC_00001335" exon_number "2"

lincRNA_453 Scaffold01351 17404 17499 +    "TCONS_LINC_00001335" exon_number "3"

lincRNA_46 Chromosome16 20101572 20101802 -    "TCONS_LINC_00001133" exon_number "1"

lincRNA_46 Chromosome16 20103821 20103904 -    "TCONS_LINC_00001133" exon_number "2"

lincRNA_47 Chromosome16 20941514 20941780 -    "TCONS_LINC_00001134" exon_number "1"

lincRNA_47 Chromosome16 20959647 20959658 -    "TCONS_LINC_00001134" exon_number "2"

lincRNA_48 Chromosome16 21462133 21462268 +    "TCONS_LINC_00001089" exon_number "1"

lincRNA_48 Chromosome16 21465163 21465289 +    "TCONS_LINC_00001089" exon_number "2"

lincRNA_48 Chromosome16 21465410 21467925 +    "TCONS_LINC_00001089" exon_number "3"

lincRNA_48 Chromosome16 21464414 21464717 +    "TCONS_LINC_00001090" exon_number "1"

lincRNA_48 Chromosome16 21464915 21465289 +    "TCONS_LINC_00001090" exon_number "2"

lincRNA_48 Chromosome16 21465410 21465517 +    "TCONS_LINC_00001090" exon_number "3"

lincRNA_48 Chromosome16 21465917 21465980 +    "TCONS_LINC_00001090" exon_number "4"

lincRNA_48 Chromosome16 21466075 21466215 +    "TCONS_LINC_00001090" exon_number "5"

lincRNA_48 Chromosome16 21467240 21467925 +    "TCONS_LINC_00001090" exon_number "6"

lincRNA_49 Chromosome16 22797327 22797636 -    "TCONS_LINC_00001135" exon_number "1"

lincRNA_49 Chromosome16 22799444 22799817 -    "TCONS_LINC_00001135" exon_number "2"

lincRNA_49 Chromosome16 22799976 22800474 -    "TCONS_LINC_00001135" exon_number "3"

lincRNA_5 Chromosome10 11906991 11907185 +    "TCONS_LINC_00000673" exon_number "1"

lincRNA_5 Chromosome10 11909919 11910046 +    "TCONS_LINC_00000673" exon_number "2"

lincRNA_50 Chromosome16 23840360 23840438 +    "TCONS_LINC_00001091" exon_number "1"

lincRNA_50 Chromosome16 23843185 23844399 +    "TCONS_LINC_00001091" exon_number "2"

lincRNA_50 Chromosome16 23844565 23844589 +    "TCONS_LINC_00001091" exon_number "3"

lincRNA_50 Chromosome16 23842577 23843914 +    "TCONS_LINC_00001092" exon_number "1"

lincRNA_51 Chromosome16 24516650 24517046 +    "TCONS_LINC_00001093" exon_number "1"

lincRNA_51 Chromosome16 24518543 24519178 +    "TCONS_LINC_00001093" exon_number "2"

lincRNA_51 Chromosome16 24520384 24520443 +    "TCONS_LINC_00001093" exon_number "3"

lincRNA_51 Chromosome16 24520521 24520571 +    "TCONS_LINC_00001093" exon_number "4"

lincRNA_51 Chromosome16 24521344 24521349 +    "TCONS_LINC_00001093" exon_number "5"

lincRNA_51 Chromosome16 24517318 24517342 +    "TCONS_LINC_00001094" exon_number "1"

lincRNA_51 Chromosome16 24517420 24517780 +    "TCONS_LINC_00001094" exon_number "2"

lincRNA_51 Chromosome16 24518543 24518732 +    "TCONS_LINC_00001094" exon_number "3"

lincRNA_51 Chromosome16 24518968 24520571 +    "TCONS_LINC_00001095" exon_number "1"

lincRNA_51 Chromosome16 24520708 24521240 +    "TCONS_LINC_00001095" exon_number "2"

lincRNA_52 Chromosome16 25100556 25100561 +    "TCONS_LINC_00001097" exon_number "1"

lincRNA_52 Chromosome16 25100636 25100768 +    "TCONS_LINC_00001097" exon_number "2"

lincRNA_52 Chromosome16 25110019 25110090 +    "TCONS_LINC_00001097" exon_number "3"

lincRNA_52 Chromosome16 25110598 25111121 +    "TCONS_LINC_00001097" exon_number "4"

lincRNA_52 Chromosome16 25100748 25100768 +    "TCONS_LINC_00001098" exon_number "1"

lincRNA_52 Chromosome16 25100851 25100930 +    "TCONS_LINC_00001098" exon_number "2"

lincRNA_52 Chromosome16 25110019 25111121 +    "TCONS_LINC_00001098" exon_number "3"

lincRNA_52 Chromosome16 25101623 25101812 +    "TCONS_LINC_00001099" exon_number "1"

lincRNA_52 Chromosome16 25109304 25109966 +    "TCONS_LINC_00001099" exon_number "2"

lincRNA_52 Chromosome16 25109223 25109369 +    "TCONS_LINC_00001100" exon_number "1"

lincRNA_52 Chromosome16 25110021 25111121 +    "TCONS_LINC_00001100" exon_number "2"

lincRNA_53 Chromosome16 26366611 26367762 +    "TCONS_LINC_00001101" exon_number "1"

lincRNA_53 Chromosome16 26368062 26368714 +    "TCONS_LINC_00001101" exon_number "2"



lincRNA_53 Chromosome16 26368746 26369162 +    "TCONS_LINC_00001101" exon_number "3"

lincRNA_53 Chromosome16 26367338 26369162 +    "TCONS_LINC_00001102" exon_number "1"

lincRNA_54 Chromosome16 27804168 27804242 +    "TCONS_LINC_00001107" exon_number "1"

lincRNA_54 Chromosome16 27806807 27807334 +    "TCONS_LINC_00001107" exon_number "2"

lincRNA_55 Chromosome16 27935066 27935445 +    "TCONS_LINC_00001108" exon_number "1"

lincRNA_55 Chromosome16 27936627 27936706 +    "TCONS_LINC_00001108" exon_number "2"

lincRNA_55 Chromosome16 27937227 27937288 +    "TCONS_LINC_00001108" exon_number "3"

lincRNA_55 Chromosome16 27943467 27943988 +    "TCONS_LINC_00001108" exon_number "4"

lincRNA_55 Chromosome16 27935251 27936706 +    "TCONS_LINC_00001109" exon_number "1"

lincRNA_55 Chromosome16 27937227 27937288 +    "TCONS_LINC_00001109" exon_number "2"

lincRNA_55 Chromosome16 27938550 27938921 +    "TCONS_LINC_00001109" exon_number "3"

lincRNA_55 Chromosome16 27936536 27937288 +    "TCONS_LINC_00001110" exon_number "1"

lincRNA_55 Chromosome16 27943467 27943988 +    "TCONS_LINC_00001110" exon_number "2"

lincRNA_56 Chromosome16 28068913 28069840 -    "TCONS_LINC_00001139" exon_number "1"

lincRNA_56 Chromosome16 28070417 28071249 -    "TCONS_LINC_00001139" exon_number "2"

lincRNA_57 Chromosome16 28212936 28213385 -    "TCONS_LINC_00001140" exon_number "1"

lincRNA_57 Chromosome16 28213703 28215471 -    "TCONS_LINC_00001140" exon_number "2"

lincRNA_58 Chromosome16 28591836 28591872 -    "TCONS_LINC_00001141" exon_number "1"

lincRNA_58 Chromosome16 28596052 28596792 -    "TCONS_LINC_00001141" exon_number "2"

lincRNA_59 Chromosome16 5948927 5953190 +    "TCONS_LINC_00001078" exon_number "1"

lincRNA_59 Chromosome16 5953227 5957306 +    "TCONS_LINC_00001078" exon_number "2"

lincRNA_6 Chromosome10 12486684 12488478 -    "TCONS_LINC_00000714" exon_number "1"

lincRNA_6 Chromosome10 12489068 12489650 -    "TCONS_LINC_00000714" exon_number "2"

lincRNA_60 Chromosome16 6064757 6065251 -    "TCONS_LINC_00001117" exon_number "1"

lincRNA_60 Chromosome16 6076819 6076890 -    "TCONS_LINC_00001117" exon_number "2"

lincRNA_60 Chromosome16 6077607 6077691 -    "TCONS_LINC_00001117" exon_number "3"

lincRNA_60 Chromosome16 6080200 6080256 -    "TCONS_LINC_00001117" exon_number "4"

lincRNA_60 Chromosome16 6080541 6080580 -    "TCONS_LINC_00001117" exon_number "5"

lincRNA_60 Chromosome16 6080699 6081408 -    "TCONS_LINC_00001117" exon_number "6"

lincRNA_60 Chromosome16 6076795 6076890 -    "TCONS_LINC_00001118" exon_number "1"

lincRNA_60 Chromosome16 6077607 6077691 -    "TCONS_LINC_00001118" exon_number "2"

lincRNA_60 Chromosome16 6077800 6077845 -    "TCONS_LINC_00001118" exon_number "3"

lincRNA_60 Chromosome16 6079848 6079941 -    "TCONS_LINC_00001118" exon_number "4"

lincRNA_60 Chromosome16 6080200 6080220 -    "TCONS_LINC_00001118" exon_number "5"

lincRNA_60 Chromosome16 6076795 6076895 -    "TCONS_LINC_00001119" exon_number "1"

lincRNA_60 Chromosome16 6077611 6077691 -    "TCONS_LINC_00001119" exon_number "2"

lincRNA_60 Chromosome16 6077800 6077845 -    "TCONS_LINC_00001119" exon_number "3"

lincRNA_60 Chromosome16 6080200 6080256 -    "TCONS_LINC_00001119" exon_number "4"

lincRNA_60 Chromosome16 6080541 6080580 -    "TCONS_LINC_00001119" exon_number "5"

lincRNA_60 Chromosome16 6080699 6080783 -    "TCONS_LINC_00001119" exon_number "6"

lincRNA_60 Chromosome16 6082243 6084114 -    "TCONS_LINC_00001119" exon_number "7"

lincRNA_61 Chromosome16 9632681 9632730 +    "TCONS_LINC_00001080" exon_number "1"

lincRNA_61 Chromosome16 9639438 9639616 +    "TCONS_LINC_00001080" exon_number "2"

lincRNA_62 Chromosome17 10026803 10028219 +    "TCONS_LINC_00001157" exon_number "1"

lincRNA_62 Chromosome17 10030388 10030452 +    "TCONS_LINC_00001157" exon_number "2"

lincRNA_63 Chromosome17 11713658 11714166 +    "TCONS_LINC_00001158" exon_number "1"

lincRNA_63 Chromosome17 11714524 11714955 +    "TCONS_LINC_00001158" exon_number "2"

lincRNA_63 Chromosome17 11713666 11714166 +    "TCONS_LINC_00001159" exon_number "1"

lincRNA_63 Chromosome17 11715993 11716044 +    "TCONS_LINC_00001159" exon_number "2"

lincRNA_64 Chromosome17 12673341 12673352 +    "TCONS_LINC_00001160" exon_number "1"

lincRNA_64 Chromosome17 12682812 12683007 +    "TCONS_LINC_00001160" exon_number "2"

lincRNA_64 Chromosome17 12724652 12724665 +    "TCONS_LINC_00001160" exon_number "3"

lincRNA_65 Chromosome17 13187604 13188600 -    "TCONS_LINC_00001182" exon_number "1"

lincRNA_65 Chromosome17 13188675 13189059 -    "TCONS_LINC_00001182" exon_number "2"

lincRNA_65 Chromosome17 13189179 13189304 -    "TCONS_LINC_00001182" exon_number "3"

lincRNA_65 Chromosome17 13189511 13189598 -    "TCONS_LINC_00001182" exon_number "4"

lincRNA_65 Chromosome17 13189699 13190157 -    "TCONS_LINC_00001182" exon_number "5"



lincRNA_65 Chromosome17 13190243 13190401 -    "TCONS_LINC_00001182" exon_number "6"

lincRNA_66 Chromosome17 14970962 14971017 -    "TCONS_LINC_00001183" exon_number "1"

lincRNA_66 Chromosome17 14971118 14971221 -    "TCONS_LINC_00001183" exon_number "2"

lincRNA_66 Chromosome17 14971800 14972383 -    "TCONS_LINC_00001183" exon_number "3"

lincRNA_66 Chromosome17 14973740 14973828 -    "TCONS_LINC_00001183" exon_number "4"

lincRNA_66 Chromosome17 14973963 14974608 -    "TCONS_LINC_00001183" exon_number "5"

lincRNA_67 Chromosome17 1542857 1544819 +    "TCONS_LINC_00001142" exon_number "1"

lincRNA_67 Chromosome17 1544885 1545388 +    "TCONS_LINC_00001142" exon_number "2"

lincRNA_68 Chromosome17 18194185 18194690 -    "TCONS_LINC_00001184" exon_number "1"

lincRNA_68 Chromosome17 18194794 18195199 -    "TCONS_LINC_00001184" exon_number "2"

lincRNA_68 Chromosome17 18196232 18196473 -    "TCONS_LINC_00001184" exon_number "3"

lincRNA_69 Chromosome17 18283410 18285404 -    "TCONS_LINC_00001187" exon_number "1"

lincRNA_69 Chromosome17 18285506 18285935 -    "TCONS_LINC_00001187" exon_number "2"

lincRNA_69 Chromosome17 18283410 18284805 -    "TCONS_LINC_00001188" exon_number "1"

lincRNA_69 Chromosome17 18285345 18285404 -    "TCONS_LINC_00001188" exon_number "2"

lincRNA_69 Chromosome17 18285575 18285958 -    "TCONS_LINC_00001188" exon_number "3"

lincRNA_7 Chromosome10 12927211 12928698 +    "TCONS_LINC_00000674" exon_number "1"

lincRNA_7 Chromosome10 12929520 12929808 +    "TCONS_LINC_00000674" exon_number "2"

lincRNA_70 Chromosome17 19616118 19618471 +    "TCONS_LINC_00001165" exon_number "1"

lincRNA_70 Chromosome17 19644692 19644894 +    "TCONS_LINC_00001165" exon_number "2"

lincRNA_71 Chromosome17 19772945 19773346 -    "TCONS_LINC_00001190" exon_number "1"

lincRNA_71 Chromosome17 19773518 19773639 -    "TCONS_LINC_00001190" exon_number "2"

lincRNA_71 Chromosome17 19773756 19773865 -    "TCONS_LINC_00001190" exon_number "3"

lincRNA_71 Chromosome17 19773955 19774041 -    "TCONS_LINC_00001190" exon_number "4"

lincRNA_71 Chromosome17 19774117 19774221 -    "TCONS_LINC_00001190" exon_number "5"

lincRNA_71 Chromosome17 19775450 19775586 -    "TCONS_LINC_00001190" exon_number "6"

lincRNA_71 Chromosome17 19773627 19773639 -    "TCONS_LINC_00001191" exon_number "1"

lincRNA_71 Chromosome17 19773756 19773867 -    "TCONS_LINC_00001191" exon_number "2"

lincRNA_71 Chromosome17 19773955 19774041 -    "TCONS_LINC_00001191" exon_number "3"

lincRNA_71 Chromosome17 19774117 19774634 -    "TCONS_LINC_00001191" exon_number "4"

lincRNA_72 Chromosome17 20779468 20779741 +    "TCONS_LINC_00001166" exon_number "1"

lincRNA_72 Chromosome17 20789680 20789732 +    "TCONS_LINC_00001166" exon_number "2"

lincRNA_73 Chromosome17 21409547 21409796 -    "TCONS_LINC_00001192" exon_number "1"

lincRNA_73 Chromosome17 21409819 21410444 -    "TCONS_LINC_00001192" exon_number "2"

lincRNA_73 Chromosome17 21412215 21412347 -    "TCONS_LINC_00001192" exon_number "3"

lincRNA_74 Chromosome17 2307656 2307769 +    "TCONS_LINC_00001144" exon_number "1"

lincRNA_74 Chromosome17 2307856 2308104 +    "TCONS_LINC_00001144" exon_number "2"

lincRNA_74 Chromosome17 2312391 2312595 +    "TCONS_LINC_00001144" exon_number "3"

lincRNA_74 Chromosome17 2312692 2313466 +    "TCONS_LINC_00001144" exon_number "4"

lincRNA_74 Chromosome17 2313550 2313636 +    "TCONS_LINC_00001144" exon_number "5"

lincRNA_74 Chromosome17 2313725 2313812 +    "TCONS_LINC_00001144" exon_number "6"

lincRNA_74 Chromosome17 2326092 2326208 +    "TCONS_LINC_00001144" exon_number "7"

lincRNA_74 Chromosome17 2326291 2326381 +    "TCONS_LINC_00001144" exon_number "8"

lincRNA_74 Chromosome17 2342832 2342875 +    "TCONS_LINC_00001144" exon_number "9"

lincRNA_74 Chromosome17 2343091 2343194 +    "TCONS_LINC_00001144" exon_number "10"

lincRNA_74 Chromosome17 2343613 2343859 +    "TCONS_LINC_00001144" exon_number "11"

lincRNA_75 Chromosome17 23722971 23727447 -    "TCONS_LINC_00001198" exon_number "1"

lincRNA_75 Chromosome17 23727539 23727799 -    "TCONS_LINC_00001198" exon_number "2"

lincRNA_75 Chromosome17 23728117 23728258 -    "TCONS_LINC_00001198" exon_number "3"

lincRNA_76 Chromosome17 24444802 24444888 -    "TCONS_LINC_00001201" exon_number "1"

lincRNA_76 Chromosome17 24445142 24445241 -    "TCONS_LINC_00001201" exon_number "2"

lincRNA_76 Chromosome17 24445320 24447456 -    "TCONS_LINC_00001201" exon_number "3"

lincRNA_77 Chromosome17 25284528 25285401 +    "TCONS_LINC_00001170" exon_number "1"

lincRNA_77 Chromosome17 25286618 25286964 +    "TCONS_LINC_00001170" exon_number "2"

lincRNA_78 Chromosome17 26678258 26678476 +    "TCONS_LINC_00001171" exon_number "1"

lincRNA_78 Chromosome17 26720028 26720037 +    "TCONS_LINC_00001171" exon_number "2"

lincRNA_79 Chromosome17 26779341 26779873 +    "TCONS_LINC_00001172" exon_number "1"



lincRNA_79 Chromosome17 26780363 26780548 +    "TCONS_LINC_00001172" exon_number "2"

lincRNA_79 Chromosome17 26780741 26780865 +    "TCONS_LINC_00001172" exon_number "3"

lincRNA_79 Chromosome17 26786146 26788279 +    "TCONS_LINC_00001172" exon_number "4"

lincRNA_79 Chromosome17 26780876 26782323 +    "TCONS_LINC_00001173" exon_number "1"

lincRNA_79 Chromosome17 26782701 26786841 +    "TCONS_LINC_00001173" exon_number "2"

lincRNA_79 Chromosome17 26788611 26788654 +    "TCONS_LINC_00001173" exon_number "3"

lincRNA_8 Chromosome10 13147147 13149519 -    "TCONS_LINC_00000716" exon_number "1"

lincRNA_80 Chromosome17 26952765 26952817 -    "TCONS_LINC_00001204" exon_number "1"

lincRNA_80 Chromosome17 26959938 26960022 -    "TCONS_LINC_00001204" exon_number "2"

lincRNA_80 Chromosome17 26960131 26960176 -    "TCONS_LINC_00001204" exon_number "3"

lincRNA_80 Chromosome17 26962573 26962629 -    "TCONS_LINC_00001204" exon_number "4"

lincRNA_80 Chromosome17 26962901 26962940 -    "TCONS_LINC_00001204" exon_number "5"

lincRNA_80 Chromosome17 26963059 26963182 -    "TCONS_LINC_00001204" exon_number "6"

lincRNA_80 Chromosome17 26958277 26958644 -    "TCONS_LINC_00001205" exon_number "1"

lincRNA_80 Chromosome17 26959207 26959338 -    "TCONS_LINC_00001205" exon_number "2"

lincRNA_80 Chromosome17 26959938 26960022 -    "TCONS_LINC_00001205" exon_number "3"

lincRNA_80 Chromosome17 26962573 26962629 -    "TCONS_LINC_00001205" exon_number "4"

lincRNA_80 Chromosome17 26962901 26962940 -    "TCONS_LINC_00001205" exon_number "5"

lincRNA_80 Chromosome17 26963059 26963261 -    "TCONS_LINC_00001205" exon_number "6"

lincRNA_81 Chromosome17 4624320 4624585 -    "TCONS_LINC_00001176" exon_number "1"

lincRNA_81 Chromosome17 4626150 4626221 -    "TCONS_LINC_00001176" exon_number "2"

lincRNA_81 Chromosome17 4626377 4626442 -    "TCONS_LINC_00001176" exon_number "3"

lincRNA_81 Chromosome17 4627072 4627168 -    "TCONS_LINC_00001176" exon_number "4"

lincRNA_82 Chromosome17 4764758 4764766 -    "TCONS_LINC_00001177" exon_number "1"

lincRNA_82 Chromosome17 4813605 4813850 -    "TCONS_LINC_00001177" exon_number "2"

lincRNA_83 Chromosome17 5569122 5569140 +    "TCONS_LINC_00001146" exon_number "1"

lincRNA_83 Chromosome17 5574074 5575076 +    "TCONS_LINC_00001146" exon_number "2"

lincRNA_84 Chromosome17 5857587 5857814 +    "TCONS_LINC_00001147" exon_number "1"

lincRNA_84 Chromosome17 5862608 5863420 +    "TCONS_LINC_00001147" exon_number "2"

lincRNA_85 Chromosome17 6262487 6262991 +    "TCONS_LINC_00001149" exon_number "1"

lincRNA_85 Chromosome17 6264369 6269807 +    "TCONS_LINC_00001149" exon_number "2"

lincRNA_85 Chromosome17 6273760 6273960 +    "TCONS_LINC_00001149" exon_number "3"

lincRNA_86 Chromosome17 7600471 7600564 +    "TCONS_LINC_00001153" exon_number "1"

lincRNA_86 Chromosome17 7614381 7614445 +    "TCONS_LINC_00001153" exon_number "2"

lincRNA_86 Chromosome17 7614534 7615419 +    "TCONS_LINC_00001153" exon_number "3"

lincRNA_86 Chromosome17 7600564 7600564 +    "TCONS_LINC_00001154" exon_number "1"

lincRNA_86 Chromosome17 7600647 7602159 +    "TCONS_LINC_00001154" exon_number "2"

lincRNA_87 Scaffold01443 1045 1904 -    "TCONS_LINC_00001341" exon_number "1"

lincRNA_87 Scaffold01443 4747 4923 -    "TCONS_LINC_00001341" exon_number "2"

lincRNA_87 Scaffold01443 5735 5862 -    "TCONS_LINC_00001341" exon_number "3"

lincRNA_87 Scaffold01443 5984 6111 -    "TCONS_LINC_00001341" exon_number "4"

lincRNA_87 Scaffold01443 4483 4923 -    "TCONS_LINC_00001342" exon_number "1"

lincRNA_87 Scaffold01443 5735 6374 -    "TCONS_LINC_00001342" exon_number "2"

lincRNA_87 Scaffold01443 5020 5866 -    "TCONS_LINC_00001343" exon_number "1"

lincRNA_87 Scaffold01443 5984 6101 -    "TCONS_LINC_00001343" exon_number "2"

lincRNA_88 Chromosome15 10327315 10327323 -    "TCONS_LINC_00001058" exon_number "1"

lincRNA_88 Chromosome15 10331301 10331788 -    "TCONS_LINC_00001058" exon_number "2"

lincRNA_89 Chromosome15 11832083 11832279 +    "TCONS_LINC_00001026" exon_number "1"

lincRNA_89 Chromosome15 11832388 11832422 +    "TCONS_LINC_00001026" exon_number "2"

lincRNA_89 Chromosome15 11833266 11833523 +    "TCONS_LINC_00001026" exon_number "3"

lincRNA_89 Chromosome15 11839759 11839791 +    "TCONS_LINC_00001026" exon_number "4"

lincRNA_9 Chromosome10 14167856 14167936 -    "TCONS_LINC_00000717" exon_number "1"

lincRNA_9 Chromosome10 14168377 14168446 -    "TCONS_LINC_00000717" exon_number "2"

lincRNA_9 Chromosome10 14194011 14194253 -    "TCONS_LINC_00000717" exon_number "3"

lincRNA_90 Chromosome15 18388935 18389412 +    "TCONS_LINC_00001029" exon_number "1"

lincRNA_90 Chromosome15 18393482 18393618 +    "TCONS_LINC_00001029" exon_number "2"

lincRNA_91 Chromosome15 20709750 20709758 -    "TCONS_LINC_00001067" exon_number "1"



lincRNA_91 Chromosome15 20759032 20760581 -    "TCONS_LINC_00001067" exon_number "2"

lincRNA_92 Chromosome15 21151501 21151701 -    "TCONS_LINC_00001069" exon_number "1"

lincRNA_92 Chromosome15 21159396 21159609 -    "TCONS_LINC_00001069" exon_number "2"

lincRNA_93 Chromosome15 23076113 23077533 +    "TCONS_LINC_00001030" exon_number "1"

lincRNA_93 Chromosome15 23079826 23079950 +    "TCONS_LINC_00001030" exon_number "2"

lincRNA_94 Chromosome15 23156497 23156516 -    "TCONS_LINC_00001073" exon_number "1"

lincRNA_94 Chromosome15 23187831 23188620 -    "TCONS_LINC_00001073" exon_number "2"

lincRNA_95 Chromosome15 23335607 23335963 +    "TCONS_LINC_00001031" exon_number "1"

lincRNA_95 Chromosome15 23344081 23344087 +    "TCONS_LINC_00001031" exon_number "2"

lincRNA_96 Chromosome15 23906993 23907320 +    "TCONS_LINC_00001034" exon_number "1"

lincRNA_96 Chromosome15 23909529 23909700 +    "TCONS_LINC_00001034" exon_number "2"

lincRNA_96 Chromosome15 23909840 23909948 +    "TCONS_LINC_00001034" exon_number "3"

lincRNA_97 Chromosome15 23913036 23913365 +    "TCONS_LINC_00001035" exon_number "1"

lincRNA_97 Chromosome15 23919018 23919649 +    "TCONS_LINC_00001035" exon_number "2"

lincRNA_97 Chromosome15 23926051 23926119 +    "TCONS_LINC_00001035" exon_number "3"

lincRNA_98 Chromosome15 24484377 24485218 +    "TCONS_LINC_00001037" exon_number "1"

lincRNA_98 Chromosome15 24489352 24490465 +    "TCONS_LINC_00001037" exon_number "2"

lincRNA_99 Chromosome15 25949598 25949609 -    "TCONS_LINC_00001075" exon_number "1"

lincRNA_99 Chromosome15 26013198 26014008 -    "TCONS_LINC_00001075" exon_number "2"

lncNAT_1 Chromosome04	19402156 	19403375		-	    "TCONS_NAT_00000098" exon_number "1"

lncNAT_1 Chromosome04	19407467 	19408711		-	    "TCONS_NAT_00000098" exon_number "2"

lncNAT_10 Chromosome05	22580911	 22585586		-	    "TCONS_NAT_00000127" exon_number "1"

lncNAT_100 Chromosome13	5135947 	5136098	 	+	    "TCONS_NAT_00000303" exon_number "1"

lncNAT_100 Chromosome13	5136205 	5138806	 	+	    "TCONS_NAT_00000303" exon_number "2"

lncNAT_101 Chromosome13	939146 	939492	 	+	    "TCONS_NAT_00000299" exon_number "1"

lncNAT_101 Chromosome13	956348 	956950	 	+	    "TCONS_NAT_00000299" exon_number "2"

lncNAT_101 Chromosome13	955778 	956950	 	+	    "TCONS_NAT_00000300" exon_number "1"

lncNAT_102 Chromosome12	1074950 	1076307	 	+	    "TCONS_NAT_00000280" exon_number "1"

lncNAT_102 Chromosome12	1076368 	1077932	 	+	    "TCONS_NAT_00000280" exon_number "2"

lncNAT_102 Chromosome12	1082125 	1082801	 	+	    "TCONS_NAT_00000280" exon_number "3"

lncNAT_103 Chromosome12	15994211 	15994454		+	    "TCONS_NAT_00000285" exon_number "1"

lncNAT_103 Chromosome12	16163464 	16164219		+	    "TCONS_NAT_00000285" exon_number "2"

lncNAT_104 Chromosome12	21532778 	21532792		-	    "TCONS_NAT_00000294" exon_number "1"

lncNAT_104 Chromosome12	21557740 	21558355		-	    "TCONS_NAT_00000294" exon_number "2"

lncNAT_105 Chromosome12	30110663 	30110719		-	    "TCONS_NAT_00000296" exon_number "1"

lncNAT_105 Chromosome12	30110948 	30111081		-	    "TCONS_NAT_00000296" exon_number "2"

lncNAT_105 Chromosome12	30111208 	30111293		-	    "TCONS_NAT_00000296" exon_number "3"

lncNAT_105 Chromosome12	30113063 	30113134		-	    "TCONS_NAT_00000296" exon_number "4"

lncNAT_105 Chromosome12	30113367 	30113423		-	    "TCONS_NAT_00000296" exon_number "5"

lncNAT_105 Chromosome12	30113620 	30113730		-	    "TCONS_NAT_00000296" exon_number "6"

lncNAT_105 Chromosome12	30113846 	30113957		-	    "TCONS_NAT_00000296" exon_number "7"

lncNAT_105 Chromosome12	30119563 	30119634		-	    "TCONS_NAT_00000296" exon_number "8"

lncNAT_105 Chromosome12	30119742 	30119798		-	    "TCONS_NAT_00000296" exon_number "9"

lncNAT_105 Chromosome12	30119875 	30119971		-	    "TCONS_NAT_00000296" exon_number "10"

lncNAT_105 Chromosome12	30120224 	30120308		-	    "TCONS_NAT_00000296" exon_number "11"

lncNAT_105 Chromosome12	30128888 	30128959		-	    "TCONS_NAT_00000296" exon_number "12"

lncNAT_105 Chromosome12	30129067 	30129123		-	    "TCONS_NAT_00000296" exon_number "13"

lncNAT_105 Chromosome12	30129200 	30129296		-	    "TCONS_NAT_00000296" exon_number "14"

lncNAT_105 Chromosome12	30129388 	30129427		-	    "TCONS_NAT_00000296" exon_number "15"

lncNAT_105 Chromosome12	30129549 	30129633		-	    "TCONS_NAT_00000296" exon_number "16"

lncNAT_105 Chromosome12	30132111 	30132204		-	    "TCONS_NAT_00000296" exon_number "17"

lncNAT_105 Chromosome12	30132312 	30132368		-	    "TCONS_NAT_00000296" exon_number "18"

lncNAT_105 Chromosome12	30136074 	30136170		-	    "TCONS_NAT_00000296" exon_number "19"

lncNAT_105 Chromosome12	30136262 	30136302		-	    "TCONS_NAT_00000296" exon_number "20"

lncNAT_105 Chromosome12	30140946 	30141003		-	    "TCONS_NAT_00000296" exon_number "21"

lncNAT_106 Chromosome12	30663547 	30663875		-	    "TCONS_NAT_00000297" exon_number "1"

lncNAT_106 Chromosome12	30731477 	30731512		-	    "TCONS_NAT_00000297" exon_number "2"



lncNAT_107 Chromosome12	30872521 	30872776		+	    "TCONS_NAT_00000286" exon_number "1"

lncNAT_107 Chromosome12	30876984 	30877245		+	    "TCONS_NAT_00000286" exon_number "2"

lncNAT_107 Chromosome12	30877335 	30879003		+	    "TCONS_NAT_00000286" exon_number "3"

lncNAT_107 Chromosome12	30876539 	30877695		+	    "TCONS_NAT_00000287" exon_number "1"

lncNAT_107 Chromosome12	30877832 	30879003		+	    "TCONS_NAT_00000287" exon_number "2"

lncNAT_108 Chromosome12	3820523 	3821324	 	-	    "TCONS_NAT_00000290" exon_number "1"

lncNAT_108 Chromosome12	3823101 	3823236	 	-	    "TCONS_NAT_00000290" exon_number "2"

lncNAT_109 Chromosome12	4651677 	4652036	 	+	    "TCONS_NAT_00000281" exon_number "1"

lncNAT_109 Chromosome12	4652239 	4659439	 	+	    "TCONS_NAT_00000281" exon_number "2"

lncNAT_109 Chromosome12	4651681 	4652036	 	+	    "TCONS_NAT_00000282" exon_number "1"

lncNAT_109 Chromosome12	4652239 	4657092	 	+	    "TCONS_NAT_00000282" exon_number "2"

lncNAT_109 Chromosome12	4658095 	4659439	 	+	    "TCONS_NAT_00000282" exon_number "3"

lncNAT_11 Chromosome05	25497673 	25501856		+	    "TCONS_NAT_00000112" exon_number "1"

lncNAT_110 Chromosome12	5812321 	5818860	 	+	    "TCONS_NAT_00000284" exon_number "1"

lncNAT_110 Chromosome12	5837679 	5837689	 	+	    "TCONS_NAT_00000284" exon_number "2"

lncNAT_111 Chromosome12	6044139 	6044382	 	-	    "TCONS_NAT_00000291" exon_number "1"

lncNAT_111 Chromosome12	6045173 	6048019	 	-	    "TCONS_NAT_00000291" exon_number "2"

lncNAT_112 Chromosome11	1166998 	1168011	 	-	    "TCONS_NAT_00000266" exon_number "1"

lncNAT_112 Chromosome11	1166998 	1167759	 	-	    "TCONS_NAT_00000267" exon_number "1"

lncNAT_112 Chromosome11	1168387 	1168494	 	-	    "TCONS_NAT_00000267" exon_number "2"

lncNAT_112 Chromosome11	1168589 	1169449	 	-	    "TCONS_NAT_00000267" exon_number "3"

lncNAT_113 Chromosome11	11806992	 11807000		+	    "TCONS_NAT_00000264" exon_number "1"

lncNAT_113 Chromosome11	11835550	 11835762		+	    "TCONS_NAT_00000264" exon_number "2"

lncNAT_114 Chromosome11	1469224 	1470013	 	-	    "TCONS_NAT_00000268" exon_number "1"

lncNAT_114 Chromosome11	1470126 	1470285	 	-	    "TCONS_NAT_00000268" exon_number "2"

lncNAT_114 Chromosome11	1470993 	1471032	 	-	    "TCONS_NAT_00000268" exon_number "3"

lncNAT_114 Chromosome11	1471140 	1473429	 	-	    "TCONS_NAT_00000268" exon_number "4"

lncNAT_115 Chromosome11	19869429 	19869437		-	    "TCONS_NAT_00000275" exon_number "1"

lncNAT_115 Chromosome11	19876317 	19877764		-	    "TCONS_NAT_00000275" exon_number "2"

lncNAT_116 Chromosome11	24450681 	24450801		-	    "TCONS_NAT_00000276" exon_number "1"

lncNAT_116 Chromosome11	24451057 	24451165		-	    "TCONS_NAT_00000276" exon_number "2"

lncNAT_116 Chromosome11	24451237 	24451347		-	    "TCONS_NAT_00000276" exon_number "3"

lncNAT_116 Chromosome11	24451585 	24451787		-	    "TCONS_NAT_00000276" exon_number "4"

lncNAT_116 Chromosome11	24451929 	24452130		-	    "TCONS_NAT_00000276" exon_number "5"

lncNAT_116 Chromosome11	24452672 	24453264		-	    "TCONS_NAT_00000276" exon_number "6"

lncNAT_117 Chromosome11	24645975 	24646230		-	    "TCONS_NAT_00000277" exon_number "1"

lncNAT_117 Chromosome11	24663996 	24664228		-	    "TCONS_NAT_00000277" exon_number "2"

lncNAT_118 Chromosome11	254168 	256751	 	+	    "TCONS_NAT_00000257" exon_number "1"

lncNAT_119 Chromosome11	27080746 	27082321		-	    "TCONS_NAT_00000278" exon_number "1"

lncNAT_119 Chromosome11	27082845 	27083558		-	    "TCONS_NAT_00000278" exon_number "2"

lncNAT_12 Chromosome05	27125230 	27125654		+	    "TCONS_NAT_00000118" exon_number "1"

lncNAT_12 Chromosome05	27126523 	27127328		+	    "TCONS_NAT_00000118" exon_number "2"

lncNAT_12 Chromosome05	27127697 	27129242		+	    "TCONS_NAT_00000118" exon_number "3"

lncNAT_120 Chromosome11	27095392 	27095745		-	    "TCONS_NAT_00000279" exon_number "1"

lncNAT_120 Chromosome11	27095853 	27097421		-	    "TCONS_NAT_00000279" exon_number "2"

lncNAT_121 Chromosome11	300503 	303941	 	+	    "TCONS_NAT_00000258" exon_number "1"

lncNAT_121 Chromosome11	304015 	304161	 	+	    "TCONS_NAT_00000258" exon_number "2"

lncNAT_122 Chromosome11	5566422 	5568462	 	+	    "TCONS_NAT_00000261" exon_number "1"

lncNAT_122 Chromosome11	5568495 	5568799	 	+	    "TCONS_NAT_00000261" exon_number "2"

lncNAT_123 Chromosome11	6442261 	6444403	 	+	    "TCONS_NAT_00000262" exon_number "1"

lncNAT_123 Chromosome11	6461727 	6461758	 	+	    "TCONS_NAT_00000262" exon_number "2"

lncNAT_124 Chromosome11	7185434 	7190494	 	-	    "TCONS_NAT_00000272" exon_number "1"

lncNAT_124 Chromosome11	7190519 	7191172	 	-	    "TCONS_NAT_00000272" exon_number "2"

lncNAT_124 Chromosome11	7185434 	7188913	 	-	    "TCONS_NAT_00000273" exon_number "1"

lncNAT_124 Chromosome11	7192294 	7192380	 	-	    "TCONS_NAT_00000273" exon_number "2"

lncNAT_125 Chromosome11	8081783 	8083228	 	+	    "TCONS_NAT_00000263" exon_number "1"

lncNAT_125 Chromosome11	8083361 	8083556	 	+	    "TCONS_NAT_00000263" exon_number "2"



lncNAT_125 Chromosome11	8083649 	8084436	 	+	    "TCONS_NAT_00000263" exon_number "3"

lncNAT_126 Chromosome10	10129151 	10129195		-	    "TCONS_NAT_00000245" exon_number "1"

lncNAT_126 Chromosome10	10131640 	10132373		-	    "TCONS_NAT_00000245" exon_number "2"

lncNAT_126 Chromosome10	10132477 	10132767		-	    "TCONS_NAT_00000245" exon_number "3"

lncNAT_127 Chromosome10	1114750 	1115035	 	+	    "TCONS_NAT_00000229" exon_number "1"

lncNAT_127 Chromosome10	1115168 	1117054	 	+	    "TCONS_NAT_00000229" exon_number "2"

lncNAT_128 Chromosome10	134290 	138475	 	-	    "TCONS_NAT_00000241" exon_number "1"

lncNAT_128 Chromosome10	138505	 139379	 	-	    "TCONS_NAT_00000241" exon_number "2"

lncNAT_129 Chromosome10	13772455 	13775323		-	    "TCONS_NAT_00000246" exon_number "1"

lncNAT_129 Chromosome10	13772455 	13774944		-	    "TCONS_NAT_00000247" exon_number "1"

lncNAT_129 Chromosome10	13776420 	13776420		-	    "TCONS_NAT_00000247" exon_number "2"

lncNAT_13 Chromosome05	27571373 	27575495		+	    "TCONS_NAT_00000119" exon_number "1"

lncNAT_13 Chromosome05	27575613 	27575776		+	    "TCONS_NAT_00000119" exon_number "2"

lncNAT_13 Chromosome05	27587027 	27588309		+	    "TCONS_NAT_00000119" exon_number "3"

lncNAT_130 Chromosome10	1802636 	1806615	 	+	    "TCONS_NAT_00000230" exon_number "1"

lncNAT_130 Chromosome10	1806807 	1807037	 	+	    "TCONS_NAT_00000230" exon_number "2"

lncNAT_131 Chromosome10	18960616 	18961777		-	    "TCONS_NAT_00000248" exon_number "1"

lncNAT_131 Chromosome10	18961941 	18964449		-	    "TCONS_NAT_00000248" exon_number "2"

lncNAT_132 Chromosome10	19317679 	19318266		-	    "TCONS_NAT_00000249" exon_number "1"

lncNAT_132 Chromosome10	19319559 	19320246		-	    "TCONS_NAT_00000249" exon_number "2"

lncNAT_132 Chromosome10	19320357 	19320815		-	    "TCONS_NAT_00000249" exon_number "3"

lncNAT_132 Chromosome10	19319053 	19320246		-	    "TCONS_NAT_00000250" exon_number "1"

lncNAT_132 Chromosome10	19320357 	19320793		-	    "TCONS_NAT_00000250" exon_number "2"

lncNAT_133 Chromosome10	19668200 	19668474		-	    "TCONS_NAT_00000252" exon_number "1"

lncNAT_133 Chromosome10	19692128 	19692280		-	    "TCONS_NAT_00000252" exon_number "2"

lncNAT_134 Chromosome10	21050432 	21051028		+	    "TCONS_NAT_00000234" exon_number "1"

lncNAT_134 Chromosome10	21064705 	21064715		+	    "TCONS_NAT_00000234" exon_number "2"

lncNAT_135 Chromosome10	22134494 	22134507		+	    "TCONS_NAT_00000235" exon_number "1"

lncNAT_135 Chromosome10	22172417 	22172603		+	    "TCONS_NAT_00000235" exon_number "2"

lncNAT_136 Chromosome10	23047861 	23048091		+	    "TCONS_NAT_00000236" exon_number "1"

lncNAT_136 Chromosome10	23048221 	23048307		+	    "TCONS_NAT_00000236" exon_number "2"

lncNAT_136 Chromosome10	23050015 	23050887		+	    "TCONS_NAT_00000236" exon_number "3"

lncNAT_137 Chromosome10	24162122 	24166754		-	    "TCONS_NAT_00000255" exon_number "1"

lncNAT_138 Chromosome10	8230747 	8231229	 	+	    "TCONS_NAT_00000232" exon_number "1"

lncNAT_138 Chromosome10	8237690 	8237765	 	+	    "TCONS_NAT_00000232" exon_number "2"

lncNAT_139 Chromosome10	8641591 	8642032	 	-	    "TCONS_NAT_00000243" exon_number "1"

lncNAT_139 Chromosome10	8644636	 8644854	 	-	    "TCONS_NAT_00000243" exon_number "2"

lncNAT_14 Chromosome05	28252300 	28252661		+	    "TCONS_NAT_00000120" exon_number "1"

lncNAT_14 Chromosome05	28252766 	28252875		+	    "TCONS_NAT_00000120" exon_number "2"

lncNAT_14 Chromosome05	28253599 	28254967		+	    "TCONS_NAT_00000120" exon_number "3"

lncNAT_140 Chromosome08	25872731 	25874156		+	    "TCONS_NAT_00000183" exon_number "1"

lncNAT_140 Chromosome08	25882040 	25882058		+	    "TCONS_NAT_00000183" exon_number "2"

lncNAT_140 Chromosome08	25872734 	25874156		+	    "TCONS_NAT_00000184" exon_number "1"

lncNAT_140 Chromosome08	25875460 	25875601		+	    "TCONS_NAT_00000184" exon_number "2"

lncNAT_141 Chromosome08	28780826 	28782264		+	    "TCONS_NAT_00000186" exon_number "1"

lncNAT_141 Chromosome08	28782924 	28783023		+	    "TCONS_NAT_00000186" exon_number "2"

lncNAT_142 Chromosome08	32055139 	32057255		-	    "TCONS_NAT_00000201" exon_number "1"

lncNAT_142 Chromosome08	32057745 	32057998		-	    "TCONS_NAT_00000201" exon_number "2"

lncNAT_143 Chromosome08	32618062 	32619146		-	    "TCONS_NAT_00000202" exon_number "1"

lncNAT_143 Chromosome08	32619289 	32621207		-	    "TCONS_NAT_00000202" exon_number "2"

lncNAT_144 Chromosome08	33776257 	33776680		+	    "TCONS_NAT_00000188" exon_number "1"

lncNAT_144 Chromosome08	33793893 	33794154		+	    "TCONS_NAT_00000188" exon_number "2"

lncNAT_144 Chromosome08	33794297 	33795526		+	    "TCONS_NAT_00000188" exon_number "3"

lncNAT_144 Chromosome08	33795610 	33798151		+	    "TCONS_NAT_00000188" exon_number "4"

lncNAT_144 Chromosome08	33776263 	33780103		+	    "TCONS_NAT_00000189" exon_number "1"

lncNAT_144 Chromosome08	33780133 	33780938		+	    "TCONS_NAT_00000189" exon_number "2"

lncNAT_144 Chromosome08	33791493 	33794154		+	    "TCONS_NAT_00000190" exon_number "1"



lncNAT_144 Chromosome08	33794297 	33795526		+	    "TCONS_NAT_00000190" exon_number "2"

lncNAT_144 Chromosome08	33795610 	33798151		+	    "TCONS_NAT_00000190" exon_number "3"

lncNAT_145 Chromosome08	3643943 	3647119	 	+	    "TCONS_NAT_00000179" exon_number "1"

lncNAT_146 Chromosome08	416004 	416240	 	-	    "TCONS_NAT_00000191" exon_number "1"

lncNAT_146 Chromosome08	437012	 437386	 	-	    "TCONS_NAT_00000191" exon_number "2"

lncNAT_147 Chromosome08	4375303 	4375566	 	+	    "TCONS_NAT_00000180" exon_number "1"

lncNAT_147 Chromosome08	4375767 	4375917	 	+	    "TCONS_NAT_00000180" exon_number "2"

lncNAT_147 Chromosome08	4377941 	4380719	 	+	    "TCONS_NAT_00000180" exon_number "3"

lncNAT_148 Chromosome08	4501849 	4501856	 	-	    "TCONS_NAT_00000194" exon_number "1"

lncNAT_148 Chromosome08	4508309 	4509311	 	-	    "TCONS_NAT_00000194" exon_number "2"

lncNAT_148 Chromosome08	4507615 	4509311	 	-	    "TCONS_NAT_00000195" exon_number "1"

lncNAT_149 Chromosome08	5738681 	5739111	 	+	    "TCONS_NAT_00000181" exon_number "1"

lncNAT_149 Chromosome08	5741275 	5743632	 	+	    "TCONS_NAT_00000181" exon_number "2"

lncNAT_149 Chromosome08	5744443 	5746320	 	+	    "TCONS_NAT_00000181" exon_number "3"

lncNAT_149 Chromosome08	5746411 	5746488	 	+	    "TCONS_NAT_00000181" exon_number "4"

lncNAT_149 Chromosome08	5747649 	5747822	 	+	    "TCONS_NAT_00000181" exon_number "5"

lncNAT_149 Chromosome08	5741244 	5746488	 	+	    "TCONS_NAT_00000182" exon_number "1"

lncNAT_149 Chromosome08	5747649 	5747822	 	+	    "TCONS_NAT_00000182" exon_number "2"

lncNAT_15 Chromosome05	3279406 	3282241	 	-	    "TCONS_NAT_00000122" exon_number "1"

lncNAT_15 Chromosome05	3296735 	3297835	 	-	    "TCONS_NAT_00000122" exon_number "2"

lncNAT_150 Chromosome08	8043421 	8043493	 	-	    "TCONS_NAT_00000196" exon_number "1"

lncNAT_150 Chromosome08	8072009 	8072462	 	-	    "TCONS_NAT_00000196" exon_number "2"

lncNAT_151 Chromosome09	12462288 	12462637		+	    "TCONS_NAT_00000206" exon_number "1"

lncNAT_151 Chromosome09	12463286 	12463400		+	    "TCONS_NAT_00000206" exon_number "2"

lncNAT_151 Chromosome09	12475423 	12475678		+	    "TCONS_NAT_00000206" exon_number "3"

lncNAT_152 Chromosome09	12683518 	12684064		-	    "TCONS_NAT_00000219" exon_number "1"

lncNAT_152 Chromosome09	12684101 	12684721		-	    "TCONS_NAT_00000219" exon_number "2"

lncNAT_152 Chromosome09	12685495 	12685538		-	    "TCONS_NAT_00000219" exon_number "3"

lncNAT_153 Chromosome09	14207775 	14210323		+	    "TCONS_NAT_00000208" exon_number "1"

lncNAT_153 Chromosome09	14210488 	14211468		+	    "TCONS_NAT_00000208" exon_number "2"

lncNAT_153 Chromosome09	14211503 	14211698		+	    "TCONS_NAT_00000208" exon_number "3"

lncNAT_154 Chromosome09	14483054 	14484152		-	    "TCONS_NAT_00000220" exon_number "1"

lncNAT_154 Chromosome09	14486470 	14486532		-	    "TCONS_NAT_00000220" exon_number "2"

lncNAT_155 Chromosome09	1595018 	1596990	 	+	    "TCONS_NAT_00000204" exon_number "1"

lncNAT_155 Chromosome09	1597593 	1601166	 	+	    "TCONS_NAT_00000204" exon_number "2"

lncNAT_156 Chromosome09	1776902 	1777047	 	-	    "TCONS_NAT_00000212" exon_number "1"

lncNAT_156 Chromosome09	1780268 	1781678	 	-	    "TCONS_NAT_00000212" exon_number "2"

lncNAT_157 Chromosome09	215933	 216473	 	+	    "TCONS_NAT_00000203" exon_number "1"

lncNAT_157 Chromosome09	237024	 237031	 	+	    "TCONS_NAT_00000203" exon_number "2"

lncNAT_158 Chromosome09	26031057 	26031073		-	    "TCONS_NAT_00000226" exon_number "1"

lncNAT_158 Chromosome09	26033505 	26034905		-	    "TCONS_NAT_00000226" exon_number "2"

lncNAT_158 Chromosome09	26032148 	26032177		-	    "TCONS_NAT_00000227" exon_number "1"

lncNAT_158 Chromosome09	26033505 	26036162		-	    "TCONS_NAT_00000227" exon_number "2"

lncNAT_158 Chromosome09	26036185 	26037975		-	    "TCONS_NAT_00000227" exon_number "3"

lncNAT_159 Chromosome09	26507412 	26508193		+	    "TCONS_NAT_00000210" exon_number "1"

lncNAT_159 Chromosome09	26508588 	26510475		+	    "TCONS_NAT_00000210" exon_number "2"

lncNAT_16 Chromosome05	3612595 	3614157	 	-	    "TCONS_NAT_00000123" exon_number "1"

lncNAT_16 Chromosome05	3614713 	3614831	 	-	    "TCONS_NAT_00000123" exon_number "2"

lncNAT_16 Chromosome05	3614988 	3615318	 	-	    "TCONS_NAT_00000123" exon_number "3"

lncNAT_16 Chromosome05	3615685 	3615900	 	-	    "TCONS_NAT_00000123" exon_number "4"

lncNAT_16 Chromosome05	3616802 	3617268	 	-	    "TCONS_NAT_00000123" exon_number "5"

lncNAT_160 Chromosome09	28399682 	28400517		+	    "TCONS_NAT_00000211" exon_number "1"

lncNAT_160 Chromosome09	28401423 	28402483		+	    "TCONS_NAT_00000211" exon_number "2"

lncNAT_160 Chromosome09	28402640 	28405084		+	    "TCONS_NAT_00000211" exon_number "3"

lncNAT_161 Chromosome09	4525724 	4526560	 	-	    "TCONS_NAT_00000214" exon_number "1"

lncNAT_161 Chromosome09	4526638 	4528735	 	-	    "TCONS_NAT_00000214" exon_number "2"

lncNAT_162 Chromosome09	5533665 	5538043	 	-	    "TCONS_NAT_00000215" exon_number "1"



lncNAT_162 Chromosome09	5533665 	5536888	 	-	    "TCONS_NAT_00000216" exon_number "1"

lncNAT_162 Chromosome09	5537194 	5538724	 	-	    "TCONS_NAT_00000216" exon_number "2"

lncNAT_163 Chromosome09	7748687 	7749425	 	-	    "TCONS_NAT_00000218" exon_number "1"

lncNAT_163 Chromosome09	7753813 	7754617	 	-	    "TCONS_NAT_00000218" exon_number "2"

lncNAT_164 Chromosome09	9328679 	9329746	 	+	    "TCONS_NAT_00000205" exon_number "1"

lncNAT_164 Chromosome09	9330054 	9333604	 	+	    "TCONS_NAT_00000205" exon_number "2"

lncNAT_165 Chromosome15	12225459 	12225999		+	    "TCONS_NAT_00000365" exon_number "1"

lncNAT_165 Chromosome15	12229965 	12232997		+	    "TCONS_NAT_00000365" exon_number "2"

lncNAT_166 Chromosome15	12387781 	12390311		-	    "TCONS_NAT_00000377" exon_number "1"

lncNAT_167 Chromosome15	1240952 	1243787	 	-	    "TCONS_NAT_00000370" exon_number "1"

lncNAT_167 Chromosome15	1243813 	1245909	 	-	    "TCONS_NAT_00000370" exon_number "2"

lncNAT_168 Chromosome15	1692974 	1697359	 	-	    "TCONS_NAT_00000371" exon_number "1"

lncNAT_168 Chromosome15	1692974 	1696111	 	-	    "TCONS_NAT_00000372" exon_number "1"

lncNAT_168 Chromosome15	1699266 	1701333	 	-	    "TCONS_NAT_00000372" exon_number "2"

lncNAT_169 Chromosome15	19062963 	19063138		+	    "TCONS_NAT_00000367" exon_number "1"

lncNAT_169 Chromosome15	19063236 	19063302		+	    "TCONS_NAT_00000367" exon_number "2"

lncNAT_169 Chromosome15	19063996 	19066708		+	    "TCONS_NAT_00000367" exon_number "3"

lncNAT_169 Chromosome15	19063679 	19066708		+	    "TCONS_NAT_00000368" exon_number "1"

lncNAT_17 Chromosome05	4074477 	4074494	 	-	    "TCONS_NAT_00000124" exon_number "1"

lncNAT_17 Chromosome05	4076266 	4077077	 	-	    "TCONS_NAT_00000124" exon_number "2"

lncNAT_170 Chromosome15	2168771 	2168810	 	-	    "TCONS_NAT_00000373" exon_number "1"

lncNAT_170 Chromosome15	2168842 	2170793	 	-	    "TCONS_NAT_00000373" exon_number "2"

lncNAT_171 Chromosome15	2297390 	2297859	 	+	    "TCONS_NAT_00000359" exon_number "1"

lncNAT_171 Chromosome15	2297893 	2299013	 	+	    "TCONS_NAT_00000359" exon_number "2"

lncNAT_171 Chromosome15	2299121 	2299594	 	+	    "TCONS_NAT_00000359" exon_number "3"

lncNAT_172 Chromosome15	22975585 	22975611		-	    "TCONS_NAT_00000378" exon_number "1"

lncNAT_172 Chromosome15	23005562 	23006049		-	    "TCONS_NAT_00000378" exon_number "2"

lncNAT_173 Chromosome15	4259127 	4259318	 	+	    "TCONS_NAT_00000361" exon_number "1"

lncNAT_173 Chromosome15	4272660 	4276282	 	+	    "TCONS_NAT_00000361" exon_number "2"

lncNAT_174 Chromosome15	4616695 	4616836	 	+	    "TCONS_NAT_00000362" exon_number "1"

lncNAT_174 Chromosome15	4619949 	4621298	 	+	    "TCONS_NAT_00000362" exon_number "2"

lncNAT_175 Chromosome14	1114548 	1115849	 	+	    "TCONS_NAT_00000332" exon_number "1"

lncNAT_175 Chromosome14	1116257 	1116749	 	+	    "TCONS_NAT_00000332" exon_number "2"

lncNAT_176 Chromosome14	11974525 	11974657		-	    "TCONS_NAT_00000353" exon_number "1"

lncNAT_176 Chromosome14	11974826 	11978251		-	    "TCONS_NAT_00000353" exon_number "2"

lncNAT_177 Chromosome14	20171713 	20171728		-	    "TCONS_NAT_00000355" exon_number "1"

lncNAT_177 Chromosome14	20240321 	20241270		-	    "TCONS_NAT_00000355" exon_number "2"

lncNAT_178 Chromosome14	2688331 	2690293	 	+	    "TCONS_NAT_00000333" exon_number "1"

lncNAT_178 Chromosome14	2690928 	2691907	 	+	    "TCONS_NAT_00000333" exon_number "2"

lncNAT_179 Chromosome14	3161893 	3165280	 	+	    "TCONS_NAT_00000335" exon_number "1"

lncNAT_179 Chromosome14	3167387 	3167401	 	+	    "TCONS_NAT_00000335" exon_number "2"

lncNAT_18 Chromosome05	8609508 	8609561	 	+	    "TCONS_NAT_00000108" exon_number "1"

lncNAT_18 Chromosome05	8612060 	8612119	 	+	    "TCONS_NAT_00000108" exon_number "2"

lncNAT_18 Chromosome05	8612472 	8612516	 	+	    "TCONS_NAT_00000108" exon_number "3"

lncNAT_18 Chromosome05	8613556 	8613638	 	+	    "TCONS_NAT_00000108" exon_number "4"

lncNAT_18 Chromosome05	8609743 	8612119	 	+	    "TCONS_NAT_00000109" exon_number "1"

lncNAT_18 Chromosome05	8612472 	8612629	 	+	    "TCONS_NAT_00000109" exon_number "2"

lncNAT_180 Chromosome14	3606554 	3607189	 	-	    "TCONS_NAT_00000347" exon_number "1"

lncNAT_180 Chromosome14	3613309 	3613366	 	-	    "TCONS_NAT_00000347" exon_number "2"

lncNAT_181 Chromosome14	379961	 383451	 	+	    "TCONS_NAT_00000330" exon_number "1"

lncNAT_182 Chromosome14	473730 	473911	 	-	    "TCONS_NAT_00000342" exon_number "1"

lncNAT_182 Chromosome14	476821 	477041	 	-	    "TCONS_NAT_00000342" exon_number "2"

lncNAT_182 Chromosome14	477748 	478160	 	-	    "TCONS_NAT_00000342" exon_number "3"

lncNAT_182 Chromosome14	474031 	477041	 	-	    "TCONS_NAT_00000343" exon_number "1"

lncNAT_182 Chromosome14	477748 	477869	 	-	    "TCONS_NAT_00000343" exon_number "2"

lncNAT_182 Chromosome14	478083 	478548	 	-	    "TCONS_NAT_00000343" exon_number "3"

lncNAT_183 Chromosome14	6132365 	6133119	 	-	    "TCONS_NAT_00000349" exon_number "1"



lncNAT_183 Chromosome14	6133268 	6133557	 	-	    "TCONS_NAT_00000349" exon_number "2"

lncNAT_183 Chromosome14	6133645 	6133755	 	-	    "TCONS_NAT_00000349" exon_number "3"

lncNAT_183 Chromosome14	6133863 	6133948	 	-	    "TCONS_NAT_00000349" exon_number "4"

lncNAT_183 Chromosome14	6136008 	6136041	 	-	    "TCONS_NAT_00000349" exon_number "5"

lncNAT_184 Chromosome14	6713639 	6715190	 	+	    "TCONS_NAT_00000338" exon_number "1"

lncNAT_184 Chromosome14	6715284 	6717158	 	+	    "TCONS_NAT_00000338" exon_number "2"

lncNAT_185 Chromosome14	8259796 	8260395	 	-	    "TCONS_NAT_00000352" exon_number "1"

lncNAT_185 Chromosome14	8260892 	8262900	 	-	    "TCONS_NAT_00000352" exon_number "2"

lncNAT_186 Chromosome14	8880068 	8880132	 	+	    "TCONS_NAT_00000339" exon_number "1"

lncNAT_186 Chromosome14	8881584 	8882571	 	+	    "TCONS_NAT_00000339" exon_number "2"

lncNAT_187 Chromosome14	965936 	965986	 	-	    "TCONS_NAT_00000344" exon_number "1"

lncNAT_187 Chromosome14	966023 	967918	 	-	    "TCONS_NAT_00000344" exon_number "2"

lncNAT_187 Chromosome14	968015 	968199	 	-	    "TCONS_NAT_00000344" exon_number "3"

lncNAT_188 Chromosome18	10476574 	10476625		+	    "TCONS_NAT_00000430" exon_number "1"

lncNAT_188 Chromosome18	10476741 	10477101		+	    "TCONS_NAT_00000430" exon_number "2"

lncNAT_188 Chromosome18	10477287 	10478686		+	    "TCONS_NAT_00000430" exon_number "3"

lncNAT_189 Chromosome18	12159322 	12159343		-	    "TCONS_NAT_00000441" exon_number "1"

lncNAT_189 Chromosome18	12174223 	12175143		-	    "TCONS_NAT_00000441" exon_number "2"

lncNAT_19 Chromosome05	955338	 959796	 	-	    "TCONS_NAT_00000121" exon_number "1"

lncNAT_190 Chromosome18	13994835 	13994845		-	    "TCONS_NAT_00000442" exon_number "1"

lncNAT_190 Chromosome18	14048218 	14049028		-	    "TCONS_NAT_00000442" exon_number "2"

lncNAT_191 Chromosome18	14160111 	14160387		-	    "TCONS_NAT_00000443" exon_number "1"

lncNAT_191 Chromosome18	14173359 	14173410		-	    "TCONS_NAT_00000443" exon_number "2"

lncNAT_192 Chromosome18	25222432 	25222940		+	    "TCONS_NAT_00000431" exon_number "1"

lncNAT_192 Chromosome18	25225030 	25225045		+	    "TCONS_NAT_00000431" exon_number "2"

lncNAT_193 Chromosome18	2554488 	2556206	 	-	    "TCONS_NAT_00000432" exon_number "1"

lncNAT_193 Chromosome18	2554488 	2555872	 	-	    "TCONS_NAT_00000433" exon_number "1"

lncNAT_193 Chromosome18	2557350 	2557580	 	-	    "TCONS_NAT_00000433" exon_number "2"

lncNAT_193 Chromosome18	2557722 	2557753	 	-	    "TCONS_NAT_00000433" exon_number "3"

lncNAT_193 Chromosome18	2557846 	2557926	 	-	    "TCONS_NAT_00000433" exon_number "4"

lncNAT_193 Chromosome18	2559396 	2559409	 	-	    "TCONS_NAT_00000433" exon_number "5"

lncNAT_194 Chromosome18	2786836 	2787955	 	-	    "TCONS_NAT_00000434" exon_number "1"

lncNAT_194 Chromosome18	2788011 	2788417	 	-	    "TCONS_NAT_00000434" exon_number "2"

lncNAT_194 Chromosome18	2788587 	2788678	 	-	    "TCONS_NAT_00000434" exon_number "3"

lncNAT_194 Chromosome18	2788852 	2790487	 	-	    "TCONS_NAT_00000434" exon_number "4"

lncNAT_195 Chromosome18	3256436 	3262294	 	-	    "TCONS_NAT_00000435" exon_number "1"

lncNAT_196 Chromosome18	4314373 	4316241	 	-	    "TCONS_NAT_00000436" exon_number "1"

lncNAT_196 Chromosome18	4316262 	4316892	 	-	    "TCONS_NAT_00000436" exon_number "2"

lncNAT_197 Chromosome18	4720836 	4721463	 	-	    "TCONS_NAT_00000437" exon_number "1"

lncNAT_197 Chromosome18	4722368 	4724674	 	-	    "TCONS_NAT_00000437" exon_number "2"

lncNAT_197 Chromosome18	4720836 	4721707	 	-	    "TCONS_NAT_00000438" exon_number "1"

lncNAT_197 Chromosome18	4722612 	4732159	 	-	    "TCONS_NAT_00000438" exon_number "2"

lncNAT_198 Chromosome18	5163717 	5164000	 	+	    "TCONS_NAT_00000425" exon_number "1"

lncNAT_198 Chromosome18	5168628 	5168662	 	+	    "TCONS_NAT_00000425" exon_number "2"

lncNAT_199 Chromosome18	5822912 	5823896	 	-	    "TCONS_NAT_00000439" exon_number "1"

lncNAT_199 Chromosome18	5823923 	5827833	 	-	    "TCONS_NAT_00000439" exon_number "2"

lncNAT_2 Chromosome04	22598891 	22602258		-	    "TCONS_NAT_00000101" exon_number "1"

lncNAT_2 Chromosome04	22602333 	22604560		-	    "TCONS_NAT_00000101" exon_number "2"

lncNAT_20 Chromosome06	10897444 	10897741		-	    "TCONS_NAT_00000141" exon_number "1"

lncNAT_20 Chromosome06	10958636 	10958942		-	    "TCONS_NAT_00000141" exon_number "2"

lncNAT_200 Chromosome18	6050559 	6056829	 	+	    "TCONS_NAT_00000427" exon_number "1"

lncNAT_201 Chromosome18	7206826 	7207341	 	+	    "TCONS_NAT_00000428" exon_number "1"

lncNAT_201 Chromosome18	7210907 	7211006	 	+	    "TCONS_NAT_00000428" exon_number "2"

lncNAT_202 Chromosome18	9044130 	9044892	 	+	    "TCONS_NAT_00000429" exon_number "1"

lncNAT_202 Chromosome18	9045158 	9048347	 	+	    "TCONS_NAT_00000429" exon_number "2"

lncNAT_203 Chromosome17	12129437 	12129680		+	    "TCONS_NAT_00000406" exon_number "1"

lncNAT_203 Chromosome17	12145395 	12145421		+	    "TCONS_NAT_00000406" exon_number "2"



lncNAT_204 Chromosome17	17566712 	17567115		-	    "TCONS_NAT_00000416" exon_number "1"

lncNAT_204 Chromosome17	17567292 	17567450		-	    "TCONS_NAT_00000416" exon_number "2"

lncNAT_204 Chromosome17	17567868 	17569443		-	    "TCONS_NAT_00000416" exon_number "3"

lncNAT_204 Chromosome17	17580071 	17580126		-	    "TCONS_NAT_00000416" exon_number "4"

lncNAT_204 Chromosome17	17567818 	17568103		-	    "TCONS_NAT_00000417" exon_number "1"

lncNAT_204 Chromosome17	17568489 	17568864		-	    "TCONS_NAT_00000417" exon_number "2"

lncNAT_204 Chromosome17	17570321 	17571059		-	    "TCONS_NAT_00000417" exon_number "3"

lncNAT_205 Chromosome17	17891909 	17893767		+	    "TCONS_NAT_00000407" exon_number "1"

lncNAT_205 Chromosome17	17894179 	17894339		+	    "TCONS_NAT_00000407" exon_number "2"

lncNAT_205 Chromosome17	17894529 	17894597		+	    "TCONS_NAT_00000407" exon_number "3"

lncNAT_206 Chromosome17	18052393 	18052418		+	    "TCONS_NAT_00000408" exon_number "1"

lncNAT_206 Chromosome17	18053911 	18054911		+	    "TCONS_NAT_00000408" exon_number "2"

lncNAT_206 Chromosome17	18055323 	18055481		+	    "TCONS_NAT_00000408" exon_number "3"

lncNAT_206 Chromosome17	18055657 	18056263		+	    "TCONS_NAT_00000408" exon_number "4"

lncNAT_206 Chromosome17	18053156 	18054286		+	    "TCONS_NAT_00000409" exon_number "1"

lncNAT_206 Chromosome17	18054676 	18054911		+	    "TCONS_NAT_00000409" exon_number "2"

lncNAT_206 Chromosome17	18055323 	18055481		+	    "TCONS_NAT_00000409" exon_number "3"

lncNAT_206 Chromosome17	18055657 	18056263		+	    "TCONS_NAT_00000409" exon_number "4"

lncNAT_206 Chromosome17	18055022 	18055481		+	    "TCONS_NAT_00000410" exon_number "1"

lncNAT_206 Chromosome17	18055657 	18056263		+	    "TCONS_NAT_00000410" exon_number "2"

lncNAT_207 Chromosome17	18484712 	18486234		-	    "TCONS_NAT_00000418" exon_number "1"

lncNAT_207 Chromosome17	18486291 	18486712		-	    "TCONS_NAT_00000418" exon_number "2"

lncNAT_208 Chromosome17	20716773 	20716787		-	    "TCONS_NAT_00000419" exon_number "1"

lncNAT_208 Chromosome17	20716876 	20720089		-	    "TCONS_NAT_00000419" exon_number "2"

lncNAT_209 Chromosome17	21211945 	21213782		+	    "TCONS_NAT_00000411" exon_number "1"

lncNAT_209 Chromosome17	21213970 	21214457		+	    "TCONS_NAT_00000411" exon_number "2"

lncNAT_21 Chromosome06	16352033 	16354123		-	    "TCONS_NAT_00000145" exon_number "1"

lncNAT_21 Chromosome06	16354416 	16355447		-	    "TCONS_NAT_00000145" exon_number "2"

lncNAT_21 Chromosome06	16355565 	16356924		-	    "TCONS_NAT_00000145" exon_number "3"

lncNAT_21 Chromosome06	16354346 	16355438		-	    "TCONS_NAT_00000146" exon_number "1"

lncNAT_21 Chromosome06	16355565 	16356035		-	    "TCONS_NAT_00000146" exon_number "2"

lncNAT_21 Chromosome06	16356125 	16356398		-	    "TCONS_NAT_00000146" exon_number "3"

lncNAT_210 Chromosome17	23140014 	23140053		+	    "TCONS_NAT_00000412" exon_number "1"

lncNAT_210 Chromosome17	23162544 	23163348		+	    "TCONS_NAT_00000412" exon_number "2"

lncNAT_210 Chromosome17	23163428 	23163454		+	    "TCONS_NAT_00000412" exon_number "3"

lncNAT_211 Chromosome17	24412969 	24413030		-	    "TCONS_NAT_00000421" exon_number "1"

lncNAT_211 Chromosome17	24415760 	24416129		-	    "TCONS_NAT_00000421" exon_number "2"

lncNAT_211 Chromosome17	24413215 	24413342		-	    "TCONS_NAT_00000422" exon_number "1"

lncNAT_211 Chromosome17	24414438 	24416129		-	    "TCONS_NAT_00000422" exon_number "2"

lncNAT_212 Chromosome17	8482008	 8484236	 	+	    "TCONS_NAT_00000405" exon_number "1"

lncNAT_213 Scaffold01115	42626 	43293	 	-	    "TCONS_NAT_00000450" exon_number "1"

lncNAT_213 Scaffold01115	56818 	56827	 	-	    "TCONS_NAT_00000450" exon_number "2"

lncNAT_213 Scaffold01115	56274 	56827	 	-	    "TCONS_NAT_00000451" exon_number "1"

lncNAT_214 Scaffold01105	12808 	12819	 	-	    "TCONS_NAT_00000449" exon_number "1"

lncNAT_214 Scaffold01105	34460 	35288	 	-	    "TCONS_NAT_00000449" exon_number "2"

lncNAT_215 Chromosome16	14334523 	14334815		-	    "TCONS_NAT_00000399" exon_number "1"

lncNAT_215 Chromosome16	14334853 	14337098		-	    "TCONS_NAT_00000399" exon_number "2"

lncNAT_216 Chromosome16	16339092 	16339706		+	    "TCONS_NAT_00000384" exon_number "1"

lncNAT_216 Chromosome16	16339767 	16342434		+	    "TCONS_NAT_00000384" exon_number "2"

lncNAT_216 Chromosome16	16435007 	16435019		+	    "TCONS_NAT_00000384" exon_number "3"

lncNAT_217 Chromosome16	1740919 	1741206	 	-	    "TCONS_NAT_00000393" exon_number "1"

lncNAT_217 Chromosome16	1752391 	1753199	 	-	    "TCONS_NAT_00000393" exon_number "2"

lncNAT_217 Chromosome16	1752159 	1753245	 	-	    "TCONS_NAT_00000394" exon_number "1"

lncNAT_218 Chromosome16	1854440 	1856241	 	+	    "TCONS_NAT_00000381" exon_number "1"

lncNAT_218 Chromosome16	1856263 	1856554	 	+	    "TCONS_NAT_00000381" exon_number "2"

lncNAT_219 Chromosome16	26904678 	26905312		-	    "TCONS_NAT_00000401" exon_number "1"

lncNAT_219 Chromosome16	26905393 	26905507		-	    "TCONS_NAT_00000401" exon_number "2"



lncNAT_219 Chromosome16	26906012 	26906100		-	    "TCONS_NAT_00000401" exon_number "3"

lncNAT_219 Chromosome16	26914592 	26914630		-	    "TCONS_NAT_00000401" exon_number "4"

lncNAT_22 Chromosome06	17667573 	17669582		+	    "TCONS_NAT_00000130" exon_number "1"

lncNAT_220 Chromosome16	2709426 	2710385	 	-	    "TCONS_NAT_00000396" exon_number "1"

lncNAT_220 Chromosome16	2711573 	2711989	 	-	    "TCONS_NAT_00000396" exon_number "2"

lncNAT_221 Chromosome16	27334117 	27334590		-	    "TCONS_NAT_00000402" exon_number "1"

lncNAT_221 Chromosome16	27334682 	27335081		-	    "TCONS_NAT_00000402" exon_number "2"

lncNAT_221 Chromosome16	27335166 	27338399		-	    "TCONS_NAT_00000402" exon_number "3"

lncNAT_222 Chromosome16	27935064 	27935445		+	    "TCONS_NAT_00000387" exon_number "1"

lncNAT_222 Chromosome16	27936627 	27936706		+	    "TCONS_NAT_00000387" exon_number "2"

lncNAT_222 Chromosome16	27937227 	27937288		+	    "TCONS_NAT_00000387" exon_number "3"

lncNAT_222 Chromosome16	27943467 	27943631		+	    "TCONS_NAT_00000387" exon_number "4"

lncNAT_222 Chromosome16	27944010 	27944698		+	    "TCONS_NAT_00000387" exon_number "5"

lncNAT_222 Chromosome16	27935251 	27936706		+	    "TCONS_NAT_00000388" exon_number "1"

lncNAT_222 Chromosome16	27937227 	27937288		+	    "TCONS_NAT_00000388" exon_number "2"

lncNAT_222 Chromosome16	27944010 	27944698		+	    "TCONS_NAT_00000388" exon_number "3"

lncNAT_222 Chromosome16	27938739 	27943631		+	    "TCONS_NAT_00000389" exon_number "1"

lncNAT_222 Chromosome16	27944010 	27944698		+	    "TCONS_NAT_00000389" exon_number "2"

lncNAT_223 Chromosome16	28018359 	28019289		-	    "TCONS_NAT_00000403" exon_number "1"

lncNAT_223 Chromosome16	28019365 	28019759		-	    "TCONS_NAT_00000403" exon_number "2"

lncNAT_223 Chromosome16	28019827 	28021458		-	    "TCONS_NAT_00000403" exon_number "3"

lncNAT_224 Chromosome16	28278034 	28279638		-	    "TCONS_NAT_00000404" exon_number "1"

lncNAT_224 Chromosome16	28279823 	28280258		-	    "TCONS_NAT_00000404" exon_number "2"

lncNAT_225 Chromosome16	3374286 	3374792	 	+	    "TCONS_NAT_00000382" exon_number "1"

lncNAT_225 Chromosome16	3375521 	3376328	 	+	    "TCONS_NAT_00000382" exon_number "2"

lncNAT_226 Chromosome16	4348052 	4348749	 	+	    "TCONS_NAT_00000383" exon_number "1"

lncNAT_226 Chromosome16	4380767 	4380888	 	+	    "TCONS_NAT_00000383" exon_number "2"

lncNAT_227 Chromosome16	542845 	543138	 	+	    "TCONS_NAT_00000380" exon_number "1"

lncNAT_227 Chromosome16	543239 	543538	 	+	    "TCONS_NAT_00000380" exon_number "2"

lncNAT_227 Chromosome16	543660 	544162	 	+	    "TCONS_NAT_00000380" exon_number "3"

lncNAT_227 Chromosome16	544439 	544495	 	+	    "TCONS_NAT_00000380" exon_number "4"

lncNAT_227 Chromosome16	546778 	547506	 	+	    "TCONS_NAT_00000380" exon_number "5"

lncNAT_228 Chromosome16	6925106 	6925800	 	-	    "TCONS_NAT_00000398" exon_number "1"

lncNAT_228 Chromosome16	6927072 	6927456	 	-	    "TCONS_NAT_00000398" exon_number "2"

lncNAT_229 Scaffold00550	204963 	204993	 	-	    "TCONS_NAT_00000446" exon_number "1"

lncNAT_229 Scaffold00550	227363 	227780	 	-	    "TCONS_NAT_00000446" exon_number "2"

lncNAT_23 Chromosome06	18405021 	18405027		-	    "TCONS_NAT_00000147" exon_number "1"

lncNAT_23 Chromosome06	18460500 	18460942		-	    "TCONS_NAT_00000147" exon_number "2"

lncNAT_24 Chromosome06	18819081 	18819774		-	    "TCONS_NAT_00000148" exon_number "1"

lncNAT_24 Chromosome06	18820920 	18822428		-	    "TCONS_NAT_00000148" exon_number "2"

lncNAT_25 Chromosome06	19785006 	19786245		+	    "TCONS_NAT_00000133" exon_number "1"

lncNAT_25 Chromosome06	19786345 	19789628		+	    "TCONS_NAT_00000133" exon_number "2"

lncNAT_26 Chromosome06	20523482 	20524015		-	    "TCONS_NAT_00000149" exon_number "1"

lncNAT_26 Chromosome06	20524126 	20524726		-	    "TCONS_NAT_00000149" exon_number "2"

lncNAT_26 Chromosome06	20525549 	20527242		-	    "TCONS_NAT_00000149" exon_number "3"

lncNAT_27 Chromosome06	22878444 	22878940		+	    "TCONS_NAT_00000134" exon_number "1"

lncNAT_27 Chromosome06	22880506 	22880687		+	    "TCONS_NAT_00000134" exon_number "2"

lncNAT_27 Chromosome06	22881492 	22881700		+	    "TCONS_NAT_00000134" exon_number "3"

lncNAT_28 Chromosome06	23595376 	23595876		+	    "TCONS_NAT_00000135" exon_number "1"

lncNAT_28 Chromosome06	23596774 	23596847		+	    "TCONS_NAT_00000135" exon_number "2"

lncNAT_28 Chromosome06	23597738 	23599225		+	    "TCONS_NAT_00000135" exon_number "3"

lncNAT_28 Chromosome06	23597040 	23599225		+	    "TCONS_NAT_00000136" exon_number "1"

lncNAT_29 Chromosome06	24663166 	24663636		+	    "TCONS_NAT_00000137" exon_number "1"

lncNAT_29 Chromosome06	24663725 	24663802		+	    "TCONS_NAT_00000137" exon_number "2"

lncNAT_29 Chromosome06	24664287 	24670483		+	    "TCONS_NAT_00000137" exon_number "3"

lncNAT_3 Chromosome04	23348274 	23350949		+	    "TCONS_NAT_00000091" exon_number "1"

lncNAT_30 Chromosome06	24767166 	24769746		-	    "TCONS_NAT_00000150" exon_number "1"



lncNAT_30 Chromosome06	24769872 	24770178		-	    "TCONS_NAT_00000150" exon_number "2"

lncNAT_31 Chromosome06	25752846 	25755310		-	    "TCONS_NAT_00000151" exon_number "1"

lncNAT_32 Chromosome06	3235115	 3237203	 	+	    "TCONS_NAT_00000129" exon_number "1"

lncNAT_32 Chromosome06	3237294 	3238313	 	+	    "TCONS_NAT_00000129" exon_number "2"

lncNAT_33 Chromosome07	12452208 	12452221		-	    "TCONS_NAT_00000168" exon_number "1"

lncNAT_33 Chromosome07	12470451 	12470660		-	    "TCONS_NAT_00000168" exon_number "2"

lncNAT_34 Chromosome07	17793820 	17793897		-	    "TCONS_NAT_00000171" exon_number "1"

lncNAT_34 Chromosome07	17799339 	17799479		-	    "TCONS_NAT_00000171" exon_number "2"

lncNAT_35 Chromosome07	21954676 	21956042		-	    "TCONS_NAT_00000173" exon_number "1"

lncNAT_35 Chromosome07	21979861 	21979919		-	    "TCONS_NAT_00000173" exon_number "2"

lncNAT_36 Chromosome07	23447479 	23447789		+	    "TCONS_NAT_00000156" exon_number "1"

lncNAT_36 Chromosome07	23451450 	23451548		+	    "TCONS_NAT_00000156" exon_number "2"

lncNAT_36 Chromosome07	23447479 	23449354		+	    "TCONS_NAT_00000155" exon_number "1"

lncNAT_36 Chromosome07	23451450 	23451548		+	    "TCONS_NAT_00000155" exon_number "2"

lncNAT_37 Chromosome07	26168512 	26168811		+	    "TCONS_NAT_00000158" exon_number "1"

lncNAT_37 Chromosome07	26168886 	26169009		+	    "TCONS_NAT_00000158" exon_number "2"

lncNAT_37 Chromosome07	26169396 	26169544		+	    "TCONS_NAT_00000158" exon_number "3"

lncNAT_37 Chromosome07	26169697 	26173146		+	    "TCONS_NAT_00000158" exon_number "4"

lncNAT_38 Chromosome07	26586457 	26586557		-	    "TCONS_NAT_00000176" exon_number "1"

lncNAT_38 Chromosome07	26590265 	26590696		-	    "TCONS_NAT_00000176" exon_number "2"

lncNAT_38 Chromosome07	26586457 	26586758		-	    "TCONS_NAT_00000177" exon_number "1"

lncNAT_38 Chromosome07	26587199 	26587400		-	    "TCONS_NAT_00000177" exon_number "2"

lncNAT_38 Chromosome07	26593133 	26593386		-	    "TCONS_NAT_00000177" exon_number "3"

lncNAT_38 Chromosome07	26593534 	26593594		-	    "TCONS_NAT_00000177" exon_number "4"

lncNAT_38 Chromosome07	26593702 	26593809		-	    "TCONS_NAT_00000177" exon_number "5"

lncNAT_38 Chromosome07	26593902 	26594297		-	    "TCONS_NAT_00000177" exon_number "6"

lncNAT_39 Chromosome07	4538196 	4539140	 	-	    "TCONS_NAT_00000161" exon_number "1"

lncNAT_39 Chromosome07	4539183 	4541165	 	-	    "TCONS_NAT_00000161" exon_number "2"

lncNAT_4 Chromosome04	26012670 	26013112		+	    "TCONS_NAT_00000092" exon_number "1"

lncNAT_4 Chromosome04	26019851 	26020142		+	    "TCONS_NAT_00000092" exon_number "2"

lncNAT_4 Chromosome04	26012795 	26013166		+	    "TCONS_NAT_00000093" exon_number "1"

lncNAT_4 Chromosome04	26019905 	26020142		+	    "TCONS_NAT_00000093" exon_number "2"

lncNAT_40 Chromosome07	8458425 	8459587	 	-	    "TCONS_NAT_00000163" exon_number "1"

lncNAT_40 Chromosome07	8530250 	8530369	 	-	    "TCONS_NAT_00000163" exon_number "2"

lncNAT_40 Chromosome07	8532446 	8532972	 	-	    "TCONS_NAT_00000163" exon_number "3"

lncNAT_41 Chromosome07	8613919 	8614908	 	-	    "TCONS_NAT_00000165" exon_number "1"

lncNAT_41 Chromosome07	8619635 	8619754	 	-	    "TCONS_NAT_00000165" exon_number "2"

lncNAT_41 Chromosome07	8621804 	8622979	 	-	    "TCONS_NAT_00000165" exon_number "3"

lncNAT_42 Chromosome07	9051920 	9052743	 	-	    "TCONS_NAT_00000166" exon_number "1"

lncNAT_42 Chromosome07	9052766 	9054171	 	-	    "TCONS_NAT_00000166" exon_number "2"

lncNAT_43 Scaffold01150	39090 	40240	 	+	    "TCONS_NAT_00000454" exon_number "1"

lncNAT_43 Scaffold01150	43222 	44252	 	+	    "TCONS_NAT_00000454" exon_number "2"

lncNAT_43 Scaffold01150	39108 	40433	 	+	    "TCONS_NAT_00000455" exon_number "1"

lncNAT_43 Scaffold01150	43412 	44252	 	+	    "TCONS_NAT_00000455" exon_number "2"

lncNAT_44 Chromosome01	16406762 	16406770		-	    "TCONS_NAT_00000017" exon_number "1"

lncNAT_44 Chromosome01	16497487 	16498352		-	    "TCONS_NAT_00000017" exon_number "2"

lncNAT_45 Chromosome01	19519296 	19519327		+	    "TCONS_NAT_00000004" exon_number "1"

lncNAT_45 Chromosome01	19520788 	19522478		+	    "TCONS_NAT_00000004" exon_number "2"

lncNAT_45 Chromosome01	19520531 	19522478		+	    "TCONS_NAT_00000005" exon_number "1"

lncNAT_46 Chromosome01	27639790 	27640207		+	    "TCONS_NAT_00000007" exon_number "1"

lncNAT_46 Chromosome01	27641745 	27643763		+	    "TCONS_NAT_00000007" exon_number "2"

lncNAT_47 Chromosome01	28019078 	28022150		+	    "TCONS_NAT_00000008" exon_number "1"

lncNAT_48 Chromosome01	28238856 	28239144		+	    "TCONS_NAT_00000009" exon_number "1"

lncNAT_48 Chromosome01	28252672 	28252682		+	    "TCONS_NAT_00000009" exon_number "2"

lncNAT_49 Chromosome01	29419782 	29421001		+	    "TCONS_NAT_00000010" exon_number "1"

lncNAT_49 Chromosome01	29421887 	29421928		+	    "TCONS_NAT_00000010" exon_number "2"

lncNAT_5 Chromosome04	26361972 	26364005		+	    "TCONS_NAT_00000094" exon_number "1"



lncNAT_5 Chromosome04	26365772 	26365774		+	    "TCONS_NAT_00000094" exon_number "2"

lncNAT_50 Chromosome01	29840090 	29840226		+	    "TCONS_NAT_00000011" exon_number "1"

lncNAT_50 Chromosome01	29840335 	29840508		+	    "TCONS_NAT_00000011" exon_number "2"

lncNAT_50 Chromosome01	29841606 	29842120		+	    "TCONS_NAT_00000011" exon_number "3"

lncNAT_51 Chromosome01	30430186 	30431750		+	    "TCONS_NAT_00000012" exon_number "1"

lncNAT_51 Chromosome01	30431827 	30431896		+	    "TCONS_NAT_00000012" exon_number "2"

lncNAT_51 Chromosome01	30433789 	30434305		+	    "TCONS_NAT_00000012" exon_number "3"

lncNAT_52 Chromosome01	31255714 	31258358		+	    "TCONS_NAT_00000014" exon_number "1"

lncNAT_53 Chromosome01	31620195 	31622995		-	    "TCONS_NAT_00000022" exon_number "1"

lncNAT_54 Chromosome01	32413115 	32414300		-	    "TCONS_NAT_00000023" exon_number "1"

lncNAT_54 Chromosome01	32415150 	32415381		-	    "TCONS_NAT_00000023" exon_number "2"

lncNAT_54 Chromosome01	32413115 	32413283		-	    "TCONS_NAT_00000024" exon_number "1"

lncNAT_54 Chromosome01	32414774 	32415411		-	    "TCONS_NAT_00000024" exon_number "2"

lncNAT_55 Chromosome01	32605209 	32605642		+	    "TCONS_NAT_00000015" exon_number "1"

lncNAT_55 Chromosome01	32605724 	32606072		+	    "TCONS_NAT_00000015" exon_number "2"

lncNAT_55 Chromosome01	32606250 	32607737		+	    "TCONS_NAT_00000015" exon_number "3"

lncNAT_56 Chromosome01	3666824	 3668995	 	+	    "TCONS_NAT_00000002" exon_number "1"

lncNAT_56 Chromosome01	3670238	 3670880	 	+	    "TCONS_NAT_00000002" exon_number "2"

lncNAT_57 Chromosome01	6396168	 6396264	 	+	    "TCONS_NAT_00000003" exon_number "1"

lncNAT_57 Chromosome01	6400166 	6401091	 	+	    "TCONS_NAT_00000003" exon_number "2"

lncNAT_58 Chromosome02	10544946 	10546698		-	    "TCONS_NAT_00000048" exon_number "1"

lncNAT_58 Chromosome02	10548302 	10548337		-	    "TCONS_NAT_00000048" exon_number "2"

lncNAT_59 Chromosome02	11882313 	11884502		-	    "TCONS_NAT_00000049" exon_number "1"

lncNAT_59 Chromosome02	11882313 	11883282		-	    "TCONS_NAT_00000050" exon_number "1"

lncNAT_59 Chromosome02	11886723 	11888203		-	    "TCONS_NAT_00000050" exon_number "2"

lncNAT_6 Chromosome04	26418797 	26419895		-	    "TCONS_NAT_00000103" exon_number "1"

lncNAT_6 Chromosome04	26420119 	26421119		-	    "TCONS_NAT_00000103" exon_number "2"

lncNAT_60 Chromosome02	1223212 	1224211	 	+	    "TCONS_NAT_00000027" exon_number "1"

lncNAT_60 Chromosome02	1224375 	1229208	 	+	    "TCONS_NAT_00000027" exon_number "2"

lncNAT_61 Chromosome02	15032431 	15032937		+	    "TCONS_NAT_00000036" exon_number "1"

lncNAT_61 Chromosome02	15033012 	15034430		+	    "TCONS_NAT_00000036" exon_number "2"

lncNAT_61 Chromosome02	15034691 	15035017		+	    "TCONS_NAT_00000036" exon_number "3"

lncNAT_61 Chromosome02	15035107 	15036174		+	    "TCONS_NAT_00000036" exon_number "4"

lncNAT_62 Chromosome02	18074463 	18075805		-	    "TCONS_NAT_00000053" exon_number "1"

lncNAT_62 Chromosome02	18076560 	18076588		-	    "TCONS_NAT_00000053" exon_number "2"

lncNAT_63 Chromosome02	18803284 	18803559		+	    "TCONS_NAT_00000037" exon_number "1"

lncNAT_63 Chromosome02	18810283 	18810602		+	    "TCONS_NAT_00000037" exon_number "2"

lncNAT_63 Chromosome02	18812897 	18813458		+	    "TCONS_NAT_00000037" exon_number "3"

lncNAT_63 Chromosome02	18808449 	18810299		+	    "TCONS_NAT_00000038" exon_number "1"

lncNAT_64 Chromosome02	2193194 	2193258	 	-	    "TCONS_NAT_00000041" exon_number "1"

lncNAT_64 Chromosome02	2194339 	2194408	 	-	    "TCONS_NAT_00000041" exon_number "2"

lncNAT_64 Chromosome02	2194533 	2195639	 	-	    "TCONS_NAT_00000041" exon_number "3"

lncNAT_65 Chromosome02	25909299 	25909642		+	    "TCONS_NAT_00000039" exon_number "1"

lncNAT_65 Chromosome02	25917595 	25917622		+	    "TCONS_NAT_00000039" exon_number "2"

lncNAT_66 Chromosome02	3467220 	3468590	 	-	    "TCONS_NAT_00000042" exon_number "1"

lncNAT_66 Chromosome02	3468865 	3469223	 	-	    "TCONS_NAT_00000042" exon_number "2"

lncNAT_67 Chromosome02	3532635 	3535867	 	-	    "TCONS_NAT_00000043" exon_number "1"

lncNAT_67 Chromosome02	3536098 	3536410	 	-	    "TCONS_NAT_00000043" exon_number "2"

lncNAT_68 Chromosome02	4364743 	4370052	 	+	    "TCONS_NAT_00000028" exon_number "1"

lncNAT_69 Chromosome02	4878840 	4879534	 	-	    "TCONS_NAT_00000045" exon_number "1"

lncNAT_69 Chromosome02	4922533 	4922543	 	-	    "TCONS_NAT_00000045" exon_number "2"

lncNAT_7 Chromosome04	27389899 	27390393		-	    "TCONS_NAT_00000104" exon_number "1"

lncNAT_7 Chromosome04	27390642 	27390687		-	    "TCONS_NAT_00000104" exon_number "2"

lncNAT_7 Chromosome04	27390829 	27391610		-	    "TCONS_NAT_00000104" exon_number "3"

lncNAT_7 Chromosome04	27391706 	27391854		-	    "TCONS_NAT_00000104" exon_number "4"

lncNAT_7 Chromosome04	27391898 	27391943		-	    "TCONS_NAT_00000104" exon_number "5"

lncNAT_70 Chromosome02	5635531 	5635573	 	+	    "TCONS_NAT_00000030" exon_number "1"



lncNAT_70 Chromosome02	5635601 	5637552	 	+	    "TCONS_NAT_00000030" exon_number "2"

lncNAT_71 Chromosome02	8329413 	8329646	 	+	    "TCONS_NAT_00000032" exon_number "1"

lncNAT_71 Chromosome02	8329806 	8329963	 	+	    "TCONS_NAT_00000032" exon_number "2"

lncNAT_71 Chromosome02	8331661 	8333404	 	+	    "TCONS_NAT_00000032" exon_number "3"

lncNAT_71 Chromosome02	8329413 	8332075	 	+	    "TCONS_NAT_00000031" exon_number "1"

lncNAT_71 Chromosome02	8332301 	8333404	 	+	    "TCONS_NAT_00000031" exon_number "2"

lncNAT_72 Chromosome03	1244980 	1246142	 	-	    "TCONS_NAT_00000078" exon_number "1"

lncNAT_72 Chromosome03	1244980 	1245420	 	-	    "TCONS_NAT_00000079" exon_number "1"

lncNAT_72 Chromosome03	1247345 	1247991	 	-	    "TCONS_NAT_00000079" exon_number "2"

lncNAT_72 Chromosome03	1247341 	1247710	 	-	    "TCONS_NAT_00000080" exon_number "1"

lncNAT_72 Chromosome03	1248472 	1248704	 	-	    "TCONS_NAT_00000080" exon_number "2"

lncNAT_73 Chromosome03	1384922 	1386956	 	+	    "TCONS_NAT_00000057" exon_number "1"

lncNAT_73 Chromosome03	1387080 	1387149	 	+	    "TCONS_NAT_00000057" exon_number "2"

lncNAT_74 Chromosome03	1484903 	1486264	 	+	    "TCONS_NAT_00000058" exon_number "1"

lncNAT_74 Chromosome03	1486352 	1488926	 	+	    "TCONS_NAT_00000058" exon_number "2"

lncNAT_75 Chromosome03	15714319 	15714457		-	    "TCONS_NAT_00000083" exon_number "1"

lncNAT_75 Chromosome03	15719066 	15719407		-	    "TCONS_NAT_00000083" exon_number "2"

lncNAT_76 Chromosome03	18161672 	18163376		-	    "TCONS_NAT_00000084" exon_number "1"

lncNAT_76 Chromosome03	18163736 	18165529		-	    "TCONS_NAT_00000084" exon_number "2"

lncNAT_77 Chromosome03	2533883 	2534067	 	+	    "TCONS_NAT_00000059" exon_number "1"

lncNAT_77 Chromosome03	2534195 	2534292	 	+	    "TCONS_NAT_00000059" exon_number "2"

lncNAT_77 Chromosome03	2534363 	2534487	 	+	    "TCONS_NAT_00000059" exon_number "3"

lncNAT_77 Chromosome03	2540167 	2540259	 	+	    "TCONS_NAT_00000059" exon_number "4"

lncNAT_77 Chromosome03	2540361 	2540477	 	+	    "TCONS_NAT_00000059" exon_number "5"

lncNAT_77 Chromosome03	2540562 	2540568	 	+	    "TCONS_NAT_00000059" exon_number "6"

lncNAT_77 Chromosome03	2533912 	2534067	 	+	    "TCONS_NAT_00000060" exon_number "1"

lncNAT_77 Chromosome03	2534195 	2534292	 	+	    "TCONS_NAT_00000060" exon_number "2"

lncNAT_77 Chromosome03	2534363 	2534487	 	+	    "TCONS_NAT_00000060" exon_number "3"

lncNAT_77 Chromosome03	2534589 	2534701	 	+	    "TCONS_NAT_00000060" exon_number "4"

lncNAT_77 Chromosome03	2540171 	2540259	 	+	    "TCONS_NAT_00000060" exon_number "5"

lncNAT_77 Chromosome03	2540361 	2540645	 	+	    "TCONS_NAT_00000060" exon_number "6"

lncNAT_77 Chromosome03	2551901 	2552583	 	+	    "TCONS_NAT_00000060" exon_number "7"

lncNAT_78 Chromosome03	25404963	 25406105		+	    "TCONS_NAT_00000066" exon_number "1"

lncNAT_78 Chromosome03	25406825	 25407941		+	    "TCONS_NAT_00000066" exon_number "2"

lncNAT_78 Chromosome03	25405077	 25407003		+	    "TCONS_NAT_00000067" exon_number "1"

lncNAT_78 Chromosome03	25407780	 25407906		+	    "TCONS_NAT_00000067" exon_number "2"

lncNAT_78 Chromosome03	25408238	 25409051		+	    "TCONS_NAT_00000067" exon_number "3"

lncNAT_79 Chromosome03	26572380 	26573187		-	    "TCONS_NAT_00000085" exon_number "1"

lncNAT_79 Chromosome03	26573344 	26573728		-	    "TCONS_NAT_00000085" exon_number "2"

lncNAT_79 Chromosome03	26575382 	26575412		-	    "TCONS_NAT_00000085" exon_number "3"

lncNAT_8 Chromosome04	947390		 947885 	-	    "TCONS_NAT_00000095" exon_number "1"

lncNAT_8 Chromosome04	957236	 958734	 	-	    "TCONS_NAT_00000095" exon_number "2"

lncNAT_80 Chromosome03	26901226	 26903120		+	    "TCONS_NAT_00000071" exon_number "1"

lncNAT_80 Chromosome03	26906601	 26906758		+	    "TCONS_NAT_00000071" exon_number "2"

lncNAT_80 Chromosome03	26907582	 26907602		+	    "TCONS_NAT_00000071" exon_number "3"

lncNAT_80 Chromosome03	26901227	 26903996		+	    "TCONS_NAT_00000072" exon_number "1"

lncNAT_81 Chromosome03	27372692	 27373924		+	    "TCONS_NAT_00000074" exon_number "1"

lncNAT_81 Chromosome03	27374313	 27376011		+	    "TCONS_NAT_00000074" exon_number "2"

lncNAT_81 Chromosome03	27372868	 27376011		+	    "TCONS_NAT_00000075" exon_number "1"

lncNAT_82 Chromosome03	28374411	 28375441		+	    "TCONS_NAT_00000076" exon_number "1"

lncNAT_82 Chromosome03	28375655	 28375805		+	    "TCONS_NAT_00000076" exon_number "2"

lncNAT_82 Chromosome03	28376388	 28377095		+	    "TCONS_NAT_00000076" exon_number "3"

lncNAT_83 Chromosome03	28584953 	28584961		-	    "TCONS_NAT_00000088" exon_number "1"

lncNAT_83 Chromosome03	28596177 	28596660		-	    "TCONS_NAT_00000088" exon_number "2"

lncNAT_84 Chromosome03	3057472 	3057538	 	+	    "TCONS_NAT_00000062" exon_number "1"

lncNAT_84 Chromosome03	3060442 	3062279	 	+	    "TCONS_NAT_00000062" exon_number "2"

lncNAT_84 Chromosome03	3059587 	3062279	 	+	    "TCONS_NAT_00000063" exon_number "1"



lncNAT_85 Chromosome03	551023 	551868	 	+	    "TCONS_NAT_00000055" exon_number "1"

lncNAT_85 Chromosome03	552025 	552263	 	+	    "TCONS_NAT_00000055" exon_number "2"

lncNAT_85 Chromosome03	552347 	553397	 	+	    "TCONS_NAT_00000055" exon_number "3"

lncNAT_85 Chromosome03	551044 	552263	 	+	    "TCONS_NAT_00000056" exon_number "1"

lncNAT_85 Chromosome03	552347 	552452	 	+	    "TCONS_NAT_00000056" exon_number "2"

lncNAT_85 Chromosome03	552837 	553397	 	+	    "TCONS_NAT_00000056" exon_number "3"

lncNAT_86 Chromosome03	8745956 	8746956	 	+	    "TCONS_NAT_00000064" exon_number "1"

lncNAT_86 Chromosome03	8761521 	8761531	 	+	    "TCONS_NAT_00000064" exon_number "2"

lncNAT_87 Chromosome13	10945817 	10946613		-	    "TCONS_NAT_00000318" exon_number "1"

lncNAT_87 Chromosome13	10956454 	10956911		-	    "TCONS_NAT_00000318" exon_number "2"

lncNAT_88 Chromosome13	135124 	135554	 	+	    "TCONS_NAT_00000298" exon_number "1"

lncNAT_88 Chromosome13	203785 	203819	 	+	    "TCONS_NAT_00000298" exon_number "2"

lncNAT_89 Chromosome13	2187429 	2188841	 	+	    "TCONS_NAT_00000301" exon_number "1"

lncNAT_89 Chromosome13	2189149 	2189232	 	+	    "TCONS_NAT_00000301" exon_number "2"

lncNAT_89 Chromosome13	2189345 	2189733	 	+	    "TCONS_NAT_00000301" exon_number "3"

lncNAT_9 Chromosome05	21641619 	21642035		+	    "TCONS_NAT_00000110" exon_number "1"

lncNAT_9 Chromosome05	21642125 	21643654		+	    "TCONS_NAT_00000110" exon_number "2"

lncNAT_90 Chromosome13	22049817 	22050385		-	    "TCONS_NAT_00000320" exon_number "1"

lncNAT_90 Chromosome13	22103986 	22104002		-	    "TCONS_NAT_00000320" exon_number "2"

lncNAT_91 Chromosome13	2418293 	2418958	 	-	    "TCONS_NAT_00000314" exon_number "1"

lncNAT_91 Chromosome13	2420087 	2422337	 	-	    "TCONS_NAT_00000314" exon_number "2"

lncNAT_91 Chromosome13	2420038 	2420479	 	-	    "TCONS_NAT_00000315" exon_number "1"

lncNAT_91 Chromosome13	2422236 	2422364	 	-	    "TCONS_NAT_00000315" exon_number "2"

lncNAT_92 Chromosome13	24316576 	24317480		-	    "TCONS_NAT_00000321" exon_number "1"

lncNAT_92 Chromosome13	24316576 	24317075		-	    "TCONS_NAT_00000322" exon_number "1"

lncNAT_92 Chromosome13	24317965 	24318062		-	    "TCONS_NAT_00000322" exon_number "2"

lncNAT_92 Chromosome13	24318146 	24318247		-	    "TCONS_NAT_00000322" exon_number "3"

lncNAT_92 Chromosome13	24323548 	24324239		-	    "TCONS_NAT_00000322" exon_number "4"

lncNAT_93 Chromosome13	24697205 	24697291		-	    "TCONS_NAT_00000323" exon_number "1"

lncNAT_93 Chromosome13	24698493 	24699710		-	    "TCONS_NAT_00000323" exon_number "2"

lncNAT_94 Chromosome13	24961601 	24961867		+	    "TCONS_NAT_00000305" exon_number "1"

lncNAT_94 Chromosome13	24962234 	24963151		+	    "TCONS_NAT_00000305" exon_number "2"

lncNAT_94 Chromosome13	24963535 	24963704		+	    "TCONS_NAT_00000305" exon_number "3"

lncNAT_94 Chromosome13	24964479 	24965495		+	    "TCONS_NAT_00000305" exon_number "4"

lncNAT_94 Chromosome13	24965727 	24965861		+	    "TCONS_NAT_00000305" exon_number "5"

lncNAT_94 Chromosome13	24965950 	24966055		+	    "TCONS_NAT_00000305" exon_number "6"

lncNAT_94 Chromosome13	24973009 	24973186		+	    "TCONS_NAT_00000305" exon_number "7"

lncNAT_94 Chromosome13	24974027 	24974995		+	    "TCONS_NAT_00000305" exon_number "8"

lncNAT_94 Chromosome13	24977484 	24978661		+	    "TCONS_NAT_00000305" exon_number "9"

lncNAT_94 Chromosome13	24961602 	24963151		+	    "TCONS_NAT_00000306" exon_number "1"

lncNAT_94 Chromosome13	24963535 	24964932		+	    "TCONS_NAT_00000306" exon_number "2"

lncNAT_94 Chromosome13	24965516 	24965861		+	    "TCONS_NAT_00000307" exon_number "1"

lncNAT_94 Chromosome13	24965950 	24966055		+	    "TCONS_NAT_00000307" exon_number "2"

lncNAT_94 Chromosome13	24973009 	24973186		+	    "TCONS_NAT_00000307" exon_number "3"

lncNAT_94 Chromosome13	24974027 	24974995		+	    "TCONS_NAT_00000307" exon_number "4"

lncNAT_94 Chromosome13	24977484 	24978661		+	    "TCONS_NAT_00000307" exon_number "5"

lncNAT_94 Chromosome13	24973863 	24975507		+	    "TCONS_NAT_00000308" exon_number "1"

lncNAT_94 Chromosome13	24975652 	24978661		+	    "TCONS_NAT_00000309" exon_number "1"

lncNAT_95 Chromosome13	24983330 	24983864		-	    "TCONS_NAT_00000324" exon_number "1"

lncNAT_95 Chromosome13	24985806 	24985971		-	    "TCONS_NAT_00000324" exon_number "2"

lncNAT_95 Chromosome13	24986304 	24987314		-	    "TCONS_NAT_00000324" exon_number "3"

lncNAT_95 Chromosome13	24984141 	24984648		-	    "TCONS_NAT_00000325" exon_number "1"

lncNAT_95 Chromosome13	24984728 	24984956		-	    "TCONS_NAT_00000325" exon_number "2"

lncNAT_95 Chromosome13	24985806 	24985971		-	    "TCONS_NAT_00000325" exon_number "3"

lncNAT_95 Chromosome13	24986304 	24987309		-	    "TCONS_NAT_00000325" exon_number "4"

lncNAT_95 Chromosome13	24985068 	24985855		-	    "TCONS_NAT_00000326" exon_number "1"

lncNAT_96 Chromosome13	26649344 	26649914		-	    "TCONS_NAT_00000327" exon_number "1"



lncNAT_96 Chromosome13	26650806 	26651651		-	    "TCONS_NAT_00000327" exon_number "2"

lncNAT_97 Chromosome13	28022154 	28022629		-	    "TCONS_NAT_00000328" exon_number "1"

lncNAT_97 Chromosome13	28027423 	28027791		-	    "TCONS_NAT_00000328" exon_number "2"

lncNAT_98 Chromosome13	28032949 	28033165		-	    "TCONS_NAT_00000329" exon_number "1"

lncNAT_98 Chromosome13	28035213 	28035510		-	    "TCONS_NAT_00000329" exon_number "2"

lncNAT_99 Chromosome13	4650494 	4650520	 	-	    "TCONS_NAT_00000316" exon_number "1"

lncNAT_99 Chromosome13	4652175 	4652952	 	-	    "TCONS_NAT_00000316" exon_number "2"

lncNAT_99 Chromosome13	4651115 	4652878	 	-	    "TCONS_NAT_00000317" exon_number "1"



Gene Cold_normalizeck_normalizeFoldChange Log2FoldChangepval padj Up/Down Significant

lincRNA_10 134.77959 146.5936 0.9194098 -0.12121998 0.7122 0.79 down no

lincRNA_100 11.635149 9.297433 1.2514367 0.323585318 0.5907 0.6938 up no

lincRNA_101 0.4775083 0.290121 1.6458917 0.718869409 1 1 up no

lincRNA_102 86.598276 78.73174 1.0999157 0.137393004 0.596 0.6954 up no

lincRNA_103 189.59882 99.24207 1.9104681 0.933926202 ###### ###### up no

lincRNA_106 9.0608211 12.74231 0.7110813 -0.49191361 0.5436 0.6499 down no

lincRNA_108 139.02235 142.7416 0.973944 -0.03808922 0.9542 0.9816 down no

lincRNA_11 9.5321655 10.02616 0.9507293 -0.07289347 0.9807 0.9947 down no

lincRNA_111 24.620463 33.48987 0.7351615 -0.4438668 0.2828 0.3904 down no

lincRNA_113 749.67265 514.1475 1.4580888 0.544078581 0.0012 0.0034 up no

lincRNA_114 4.3835089 0.507092 8.6444025 3.111766253 0.1322 0.2052 up no

lincRNA_115 115.17353 174.6676 0.6593868 -0.60080316 0.0158 0.0333 down no

lincRNA_116 39.086924 46.35878 0.8431396 -0.24615657 0.6371 0.7221 down no

lincRNA_117 83.536538 36.94959 2.2608248 1.17684917 0.0254 0.0508 up no

lincRNA_118 268.87424 276.1957 0.9734918 -0.03875923 0.9374 0.9717 down no

lincRNA_12 41055.792 25090.08 1.6363354 0.710468457 0.1014 0.1698 up no

lincRNA_120 51.935908 107.4608 0.483301 -1.04900613 0.3886 0.4985 down no

lincRNA_122 284.81329 159.1434 1.789665 0.839689543 0.0043 0.0103 up no

lincRNA_125 14.215478 13.52146 1.0513268 0.072211176 1 1 up no

lincRNA_126 228.61797 146.852 1.5567921 0.638576295 0.0418 0.08 up no

lincRNA_127 12.410034 16.92977 0.7330303 -0.44805528 0.6159 0.7098 down no

lincRNA_129 43.173548 25.65629 1.6827665 0.750835044 0.0187 0.039 up no

lincRNA_130 267.07742 310.3134 0.8606699 -0.21646815 0.333 0.4432 down no

lincRNA_131 0 0 NA NA NA NA -- no

lincRNA_132 198.74124 142.7214 1.3925116 0.477689388 0.2247 0.327 up no

lincRNA_133 15.467871 22.53344 0.6864407 -0.54279305 0.2848 0.3904 down no

lincRNA_137 54.040631 87.58258 0.6170249 -0.69659934 0.022 0.0453 down no

lincRNA_14 200.98082 154.7956 1.298363 0.376693761 0.0812 0.142 up no

lincRNA_143 11.268231 5.950616 1.8936243 0.921150131 0.4186 0.5291 up no

lincRNA_144 28.786693 36.61009 0.7863049 -0.34683919 0.378 0.4887 down no

lincRNA_146 75.060897 111.3442 0.6741336 -0.56889352 0.0411 0.0792 down no

lincRNA_147 126.737 66.01523 1.9198147 0.940967065 0.0002 0.0005 up no

lincRNA_148 27.816267 30.06772 0.9251207 -0.11228643 0.9019 0.945 down no

lincRNA_15 38.181219 45.82767 0.8331477 -0.26335578 0.4722 0.581 down no

lincRNA_151 1830.3873 1636.808 1.1182664 0.161263925 0.3672 0.4783 up no

lincRNA_152 0 1.886881 #NAME? #NAME? 0.1268 0.1991 down no

lincRNA_153 8.9568865 5.784215 1.548505 0.630876064 0.3044 0.4139 up no

lincRNA_154 7.1507879 13.96255 0.5121405 -0.96538852 0.159 0.2398 down no

lincRNA_155 2210.7659 2742.558 0.8060964 -0.31097575 0.2438 0.3476 down no

lincRNA_156 10.59128 13.6427 0.7763329 -0.36525269 0.5129 0.6206 down no

lincRNA_158 30.898431 27.2669 1.1331847 0.180383042 0.65 0.7355 up no

lincRNA_159 77.399946 97.45633 0.7942014 -0.33242328 0.4589 0.5684 down no

lincRNA_16 133.71071 157.2455 0.8503309 -0.2339038 0.3311 0.4414 down no

lincRNA_160 74.794503 108.813 0.6873673 -0.5408468 0.0571 0.1053 down no

lincRNA_161 435.8061 231.5004 1.8825284 0.912671644 ###### ###### up no
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lincRNA_162 40.204236 29.25869 1.3740955 0.458482301 0.1652 0.2479 up no

lincRNA_163 116.15012 185.0735 0.627589 -0.67210807 0.007 0.0159 down no

lincRNA_168 323.08808 397.7499 0.8122895 -0.29993408 0.1115 0.1827 down no

lincRNA_169 8.874198 4.219366 2.1032065 1.072590492 0.1157 0.1877 up no

lincRNA_17 29.493971 19.33526 1.5253984 0.609186108 0.1127 0.1838 up no

lincRNA_170 13.713805 17.50053 0.7836221 -0.35177002 0.6339 0.7201 down no

lincRNA_171 155.74484 154.7157 1.0066518 0.009564752 0.939 0.9719 up no

lincRNA_172 303.72709 451.9947 0.6719705 -0.57353027 0.1169 0.1878 down no

lincRNA_173 52.127353 47.7485 1.0917067 0.126585268 0.6548 0.7379 up no

lincRNA_175 65.988076 95.6162 0.6901349 -0.53504969 0.068 0.1236 down no

lincRNA_176 16.59751 21.45995 0.7734178 -0.37068011 0.5235 0.6311 down no

lincRNA_178 21.094036 21.99211 0.9591639 -0.06015067 0.9481 0.9785 down no

lincRNA_179 48.977254 77.76231 0.6298328 -0.66695926 0.1071 0.1779 down no

lincRNA_180 326.30598 361.846 0.9017813 -0.1491505 0.5887 0.6926 down no

lincRNA_181 62.590239 118.5828 0.5278187 -0.92188562 0.0021 0.0053 down no

lincRNA_182 51.399024 39.81963 1.290796 0.368261009 0.2848 0.3904 up no

lincRNA_183 262.36817 227.6095 1.152712 0.205032063 0.3087 0.4157 up no

lincRNA_184 34.814169 21.10383 1.6496614 0.722169892 0.0968 0.1649 up no

lincRNA_186 119.22985 159.9301 0.7455125 -0.42369552 0.0977 0.1652 down no

lincRNA_188 130.60117 198.27 0.6587035 -0.60229893 0.0131 0.0282 down no

lincRNA_189 28.40371 50.71194 0.560099 -0.8362462 0.0169 0.0354 down no

lincRNA_19 22.462168 19.24667 1.1670676 0.222888119 0.6343 0.7201 up no

lincRNA_190 135.46592 244.6275 0.553764 -0.85265686 0.0003 0.0009 down no

lincRNA_191 93.381654 140.7475 0.6634694 -0.59189819 0.0287 0.0568 down no

lincRNA_192 11.727084 17.58302 0.6669552 -0.58433818 0.3202 0.4287 down no

lincRNA_194 31.409809 34.84226 0.9014859 -0.14962318 0.7778 0.8476 down no

lincRNA_195 35.585317 65.56029 0.5427876 -0.88154024 0.0066 0.0153 down no

lincRNA_196 80.332275 44.78391 1.7937755 0.84299932 0.0014 0.0038 up no

lincRNA_198 26.034496 21.16983 1.2297922 0.298414619 0.5921 0.6942 up no

lincRNA_199 73.879684 56.48916 1.3078559 0.38720361 0.1419 0.2163 up no

lincRNA_201 291.0605 190.1489 1.5306979 0.614189615 0.0017 0.0044 up no

lincRNA_202 23.358987 21.73871 1.0745343 0.103711492 0.7866 0.8531 up no

lincRNA_205 18.038954 12.78093 1.4113965 0.497123317 0.5716 0.6759 up no

lincRNA_208 136.11159 105.9991 1.2840828 0.360738251 0.1101 0.1818 up no

lincRNA_209 104.9591 209.6219 0.5007068 -0.9979619 ###### 0.0003 down no

lincRNA_21 5.4457057 1.631002 3.3388707 1.739360235 0.1029 0.1719 up no

lincRNA_210 39.782366 51.58697 0.7711708 -0.37487769 0.2842 0.3904 down no

lincRNA_211 14.715051 1.279393 11.501587 3.523761074 0.1171 0.1878 up no

lincRNA_212 5.3476075 10.47643 0.5104417 -0.97018182 0.2251 0.327 down no

lincRNA_213 56.520435 30.29387 1.8657385 0.89974677 0.0021 0.0054 up no

lincRNA_214 21.134756 22.50868 0.9389604 -0.09086382 0.9691 0.9883 down no

lincRNA_215 71.06329 132.4639 0.5364727 -0.89842339 0.0014 0.0038 down no

lincRNA_216 132.84146 135.1931 0.9826053 -0.0253161 0.9351 0.9708 down no

lincRNA_217 2.2959346 0.290121 7.913705 2.984353278 0.0659 0.1204 up no

lincRNA_218 65.372404 87.29186 0.7488946 -0.41716532 0.1623 0.2442 down no

lincRNA_219 3.9183283 2.754912 1.422306 0.508231863 0.6607 0.7408 up no

lincRNA_22 7.1384602 6.327883 1.1280962 0.173890042 0.7914 0.8531 up no

lincRNA_220 16.695281 13.18777 1.2659669 0.340239718 0.491 0.5986 up no



lincRNA_222 10.383248 15.80819 0.656827 -0.60641467 0.3489 0.4607 down no

lincRNA_223 48.900729 40.78618 1.1989535 0.261775678 0.3532 0.4645 up no

lincRNA_225 127.57415 144.1169 0.885213 -0.17590345 0.4944 0.6014 down no

lincRNA_226 20.784987 12.6116 1.6480854 0.720790995 0.4024 0.5126 up no

lincRNA_227 52.816303 69.22101 0.7630098 -0.3902266 0.3265 0.4362 down no

lincRNA_228 22.22043 24.64633 0.9015716 -0.14948596 0.7821 0.8509 down no

lincRNA_23 22.970332 27.77399 0.8270447 -0.27396274 0.5438 0.6499 down no

lincRNA_230 120.10648 140.3816 0.8555711 -0.22504031 0.5846 0.6889 down no

lincRNA_231 13.254297 5.263128 2.5183308 1.332467795 0.0546 0.1012 up no

lincRNA_233 124.74949 93.47676 1.3345509 0.416354305 0.2301 0.3322 up no

lincRNA_235 1.4325249 2.074274 0.6906151 -0.53404631 0.9524 0.9812 down no

lincRNA_238 46.278105 27.79672 1.6648766 0.735415243 0.0157 0.0333 up no

lincRNA_239 38.03381 36.20791 1.0504282 0.070977607 0.8985 0.9444 up no

lincRNA_240 169.72491 260.0889 0.6525649 -0.6158067 0.0056 0.0133 down no

lincRNA_241 37.578039 55.185 0.6809466 -0.55438651 0.0991 0.1668 down no

lincRNA_242 15.225773 9.694948 1.5704853 0.651210431 0.1847 0.2736 up no

lincRNA_243 27.528463 34.49472 0.7980486 -0.32545154 0.4558 0.5655 down no

lincRNA_244 31.20489 25.07823 1.2443018 0.31533644 0.4025 0.5126 up no

lincRNA_246 24.427512 22.0125 1.1097108 0.15018376 0.6832 0.7616 up no

lincRNA_247 13.257543 12.0391 1.1012075 0.139086401 0.7941 0.8531 up no

lincRNA_249 20.206298 8.385829 2.4095767 1.268779705 0.0604 0.1108 up no

lincRNA_251 66.701682 36.56026 1.8244311 0.867446693 0.0276 0.0549 up no

lincRNA_254 38.624498 33.7456 1.1445789 0.194816864 0.6034 0.699 up no

lincRNA_255 8.2162304 3.127366 2.6272045 1.393528502 0.0594 0.1092 up no

lincRNA_256 4.8731811 3.593366 1.3561605 0.439527901 0.7593 0.836 up no

lincRNA_26 27.837513 37.85697 0.7353338 -0.44352879 0.2429 0.3476 down no

lincRNA_260 10.95269 8.150943 1.3437329 0.426246344 0.4345 0.545 up no

lincRNA_261 2.8682954 4.65564 0.6160904 -0.69878596 0.5457 0.6502 down no

lincRNA_262 27.283643 36.40637 0.7494196 -0.41615448 0.2778 0.386 down no

lincRNA_263 108.46152 104.6857 1.0360678 0.051118367 0.7938 0.8531 up no

lincRNA_264 26.729938 40.24281 0.6642165 -0.59027459 0.3687 0.4793 down no

lincRNA_265 426.23561 416.6225 1.023074 0.032910448 1 1 up no

lincRNA_267 312.89359 232.9999 1.3428918 0.425343054 0.0208 0.0428 up no

lincRNA_268 1717.2104 968.379 1.7732834 0.826423129 ###### ###### up no

lincRNA_27 199.77387 115.0658 1.73617 0.795908193 0.0002 0.0006 up no

lincRNA_270 10.591444 10.31862 1.0264404 0.037649927 0.9607 0.9868 up no

lincRNA_271 47.587876 48.1211 0.9889191 -0.01607552 1 1 down no

lincRNA_273 273.44204 504.9662 0.5415056 -0.88495176 ###### ###### down no

lincRNA_274 2.9569841 8.57337 0.3449033 -1.53573599 0.0733 0.1319 down no

lincRNA_275 74.567815 101.4759 0.7348328 -0.4445121 0.1112 0.1826 down no

lincRNA_276 6.7619683 8.963887 0.7543567 -0.40668127 0.739 0.8172 down no

lincRNA_278 8.7639358 15.08646 0.5809139 -0.78360368 0.2393 0.344 down no

lincRNA_28 120.92258 83.60593 1.4463396 0.532406363 0.1378 0.2111 up no

lincRNA_280 365.0096 412.1286 0.8856692 -0.17516014 0.3556 0.4669 down no

lincRNA_284 7.4293454 14.11277 0.5264271 -0.92569446 0.3073 0.4147 down no

lincRNA_287 347.27743 317.33 1.0943732 0.130104744 0.463 0.5713 up no

lincRNA_289 118.91346 110.0704 1.08034 0.111485404 0.6177 0.7108 up no

lincRNA_290 89.328735 79.56627 1.122696 0.166967367 0.5056 0.6129 up no



lincRNA_292 5.2282633 2.503699 2.0882158 1.062270806 0.3739 0.4853 up no

lincRNA_294 17.160625 22.54684 0.76111 -0.3938231 0.5536 0.6559 down no

lincRNA_295 30.635775 38.00402 0.8061193 -0.3109347 0.4453 0.5535 down no

lincRNA_296 23.059184 11.74431 1.9634347 0.973379588 0.0276 0.0549 up no

lincRNA_299 6.954919 6.725397 1.0341276 0.048414219 0.862 0.9122 up no

lincRNA_30 552.63596 408.6373 1.3523876 0.435508684 0.0112 0.0244 up no

lincRNA_300 38.618826 25.07357 1.5402206 0.62313701 0.0686 0.1243 up no

lincRNA_301 2.1947545 0.870364 2.5216513 1.334368784 0.7598 0.836 up no

lincRNA_304 21.164233 10.21837 2.0711951 1.050463436 0.0252 0.0506 up no

lincRNA_305 14.124035 7.808067 1.8089028 0.855114918 0.1032 0.172 up no

lincRNA_309 25.759184 32.74074 0.7867623 -0.3460002 0.443 0.5527 down no

lincRNA_31 1.1418035 5.021245 0.2273945 -2.13673066 0.088 0.1515 down no

lincRNA_313 111.6231 89.98558 1.2404554 0.31086984 0.2648 0.3705 up no

lincRNA_314 119.68543 137.963 0.8675183 -0.20503392 0.4787 0.5876 down no

lincRNA_315 240.29771 155.855 1.5418035 0.624618897 0.0025 0.0062 up no

lincRNA_316 50.911943 54.02829 0.9423201 -0.08571091 0.8193 0.8732 down no

lincRNA_320 26.218037 11.76441 2.2285894 1.15613085 0.0916 0.1566 up no

lincRNA_321 10.597444 13.45079 0.7878675 -0.34397503 0.5997 0.6959 down no

lincRNA_322 309.01057 202.3714 1.5269479 0.610650807 0.0012 0.0033 up no

lincRNA_323 152.98133 125.5924 1.218078 0.284606493 0.1959 0.2882 up no

lincRNA_325 53.0305 64.17584 0.8263312 -0.27520793 0.3881 0.4985 down no

lincRNA_326 0.7653115 0 Inf Inf 0.2898 0.3965 up no

lincRNA_327 72.352142 48.13976 1.5029602 0.587806813 0.0302 0.0596 up no

lincRNA_328 36.821809 28.31532 1.3004198 0.378977443 0.2763 0.385 up no

lincRNA_329 0.8601641 4.94591 0.1739142 -2.52355213 0.0849 0.1476 down no

lincRNA_33 8.8495426 5.272458 1.6784472 0.747127148 0.258 0.3624 up no

lincRNA_330 794.58186 635.6134 1.2501025 0.322046345 0.0495 0.093 up no

lincRNA_331 113.38584 145.2633 0.7805542 -0.35742936 0.1639 0.2444 down no

lincRNA_332 46.350893 38.35082 1.2086025 0.273339844 0.3818 0.4927 up no

lincRNA_333 172.61134 138.8781 1.2428983 0.313708295 0.149 0.2256 up no

lincRNA_335 29.380627 34.59278 0.8493282 -0.23560597 0.608 0.7019 down no

lincRNA_336 9.6364276 6.873883 1.40189 0.487373172 0.4241 0.533 up no

lincRNA_337 698.59781 714.7708 0.9773732 -0.03301862 0.888 0.9348 down no

lincRNA_338 24.80384 39.36967 0.6300242 -0.66652096 0.0701 0.1268 down no

lincRNA_343 281.82369 223.2469 1.2623857 0.336152807 0.0749 0.1333 up no

lincRNA_344 134.1834 173.448 0.7736232 -0.37029697 0.1277 0.1997 down no

lincRNA_345 39.74181 40.32003 0.9856593 -0.02083911 0.9641 0.9874 down no

lincRNA_348 19.046167 20.71738 0.9193329 -0.12134079 0.9227 0.9609 down no

lincRNA_349 10.762821 7.232489 1.4881213 0.573492095 0.3033 0.4134 up no

lincRNA_350 188.11682 134.2378 1.4013702 0.4868381 0.0723 0.1304 up no

lincRNA_351 35.193415 51.72772 0.680359 -0.55563194 0.0981 0.1655 down no

lincRNA_352 44.820433 88.49472 0.5064758 -0.9814348 0.0254 0.0508 down no

lincRNA_353 22.033479 31.26358 0.704765 -0.50478575 0.399 0.51 down no

lincRNA_355 134.40749 159.8483 0.840844 -0.25008994 0.344 0.456 down no

lincRNA_356 28.826267 48.70119 0.5919006 -0.75657313 0.0249 0.0503 down no

lincRNA_357 45.389712 44.99358 1.0088041 0.012646026 1 1 up no

lincRNA_359 43.176957 71.94123 0.6001699 -0.73655719 0.0233 0.0474 down no

lincRNA_36 28.149644 24.34747 1.1561631 0.209344905 0.7086 0.7873 up no



lincRNA_361 40.886695 58.92437 0.6938842 -0.52723307 0.0976 0.1652 down no

lincRNA_362 56.85673 60.58292 0.9384944 -0.09157994 0.8725 0.9213 down no

lincRNA_365 76.42952 42.66591 1.7913485 0.841046065 0.0018 0.0046 up no

lincRNA_366 25.082889 11.60674 2.1610621 1.111740514 0.1124 0.1838 up no

lincRNA_367 21.859675 21.67474 1.0085323 0.012257242 0.9209 0.9604 up no

lincRNA_368 181.06386 290.2396 0.6238428 -0.68074561 0.0021 0.0053 down no

lincRNA_369 169.03678 139.1722 1.2145875 0.280466383 0.1846 0.2736 up no

lincRNA_37 336.8474 413.551 0.8145245 -0.29596995 0.1277 0.1997 down no

lincRNA_370 9.7158705 6.142822 1.5816623 0.661441647 0.2809 0.389 up no

lincRNA_372 17.729741 17.04401 1.0402328 0.056906402 0.9017 0.945 up no

lincRNA_373 83.912998 72.24882 1.1614446 0.215920286 0.4352 0.545 up no

lincRNA_374 26.401742 33.25657 0.7938805 -0.33300621 0.4213 0.5315 down no

lincRNA_375 61.078239 67.27407 0.9079016 -0.13939213 0.8071 0.8629 down no

lincRNA_379 92.227686 111.3367 0.8283674 -0.2716574 0.3519 0.4637 down no

lincRNA_38 7.8270833 8.46831 0.9242793 -0.11359924 0.914 0.9547 down no

lincRNA_380 267.09585 251.5239 1.0619104 0.086662051 0.6539 0.7379 up no

lincRNA_381 39.751547 33.95587 1.1706827 0.227350114 0.4143 0.5262 up no

lincRNA_382 0.3795738 0.580243 0.654164 -0.61227579 1 1 down no

lincRNA_386 4.4876072 3.344337 1.3418526 0.424226165 0.734 0.8129 up no

lincRNA_39 30.752037 37.85553 0.8123525 -0.29982227 0.4912 0.5986 down no

lincRNA_390 94.874311 167.6188 0.5660124 -0.82109434 0.0537 0.1 down no

lincRNA_392 15.149235 20.81512 0.7277994 -0.45838721 0.3846 0.4952 down no

lincRNA_394 68.5545 25.44925 2.6937732 1.429628402 0.0361 0.0704 up no

lincRNA_396 51.107975 63.48384 0.8050549 -0.31284085 0.3461 0.4579 down no

lincRNA_398 85.691555 61.80053 1.3865829 0.471533895 0.0796 0.1399 up no

lincRNA_399 315.33369 412.6932 0.7640875 -0.38819021 0.0461 0.0877 down no

lincRNA_40 76.395487 70.47866 1.083952 0.116300888 0.694 0.7723 up no

lincRNA_404 48.138663 38.71176 1.2435154 0.314424359 0.2847 0.3904 up no

lincRNA_405 44.777286 29.87551 1.4987958 0.583803816 0.0677 0.1235 up no

lincRNA_407 12.382133 7.300827 1.6959905 0.762128112 0.2498 0.3534 up no

lincRNA_408 6.8754761 4.244279 1.6199399 0.695940246 0.3605 0.4723 up no

lincRNA_409 47.158991 36.89802 1.2780899 0.353989269 0.2287 0.3316 up no

lincRNA_41 22.866561 37.55856 0.6088242 -0.7159025 0.1561 0.2359 down no

lincRNA_410 5.8129518 4.943577 1.1758594 0.233715607 0.8626 0.9122 up no

lincRNA_413 165.74301 139.6552 1.1868016 0.247078754 0.2367 0.341 up no

lincRNA_416 71.234831 83.8107 0.8499491 -0.23455156 0.4623 0.5713 down no

lincRNA_417 12.11574 15.6004 0.7766299 -0.36470087 0.5195 0.6275 down no

lincRNA_42 26.998595 39.87239 0.6771251 -0.56250573 0.1346 0.2076 down no

lincRNA_421 44.814597 47.65525 0.9403917 -0.08866635 0.8476 0.9006 down no

lincRNA_423 78.171094 114.1639 0.6847271 -0.54639899 0.0551 0.1018 down no

lincRNA_424 22.13125 10.75737 2.0573104 1.040759495 0.0298 0.0589 up no

lincRNA_425 158.68321 230.9332 0.6871391 -0.54132601 0.0152 0.0324 down no

lincRNA_426 39.013973 32.07524 1.2163268 0.282530894 0.3337 0.4432 up no

lincRNA_427 4.1049514 9.760953 0.4205482 -1.24965684 0.1667 0.2492 down no

lincRNA_428 1215.3055 1003.445 1.2111335 0.27635785 0.1011 0.1697 up no

lincRNA_429 15.933215 9.338674 1.706154 0.770747852 0.1174 0.1878 up no

lincRNA_43 3.1499348 5.176728 0.6084799 -0.71671841 0.5982 0.6954 down no

lincRNA_430 199.36803 297.5095 0.6701232 -0.57750183 0.0066 0.0153 down no



lincRNA_432 45.661778 72.03071 0.633921 -0.65762499 0.0462 0.0877 down no

lincRNA_433 15.15233 16.47762 0.9195705 -0.12096793 0.8522 0.9041 down no

lincRNA_434 68.145715 122.0856 0.5581799 -0.84119802 0.0023 0.0059 down no

lincRNA_435 228.83748 249.9307 0.9156039 -0.12720454 0.68 0.7606 down no

lincRNA_436 8.384362 15.87479 0.5281556 -0.92096499 0.2416 0.3466 down no

lincRNA_437 166.86003 131.8658 1.2653777 0.339568031 0.1196 0.1896 up no

lincRNA_438 28.217414 30.10414 0.9373266 -0.09337623 0.9067 0.9486 down no

lincRNA_44 3.0458365 5.848036 0.5208307 -0.94111362 0.4148 0.5262 down no

lincRNA_440 188.87311 283.0428 0.6672952 -0.58360298 0.0228 0.0466 down no

lincRNA_441 216.95636 154.6504 1.4028822 0.488393908 0.02 0.0416 up no

lincRNA_442 118.36661 108.1129 1.094843 0.130724046 0.5469 0.6502 up no

lincRNA_443 13.342986 24.95684 0.5346424 -0.90335395 0.1166 0.1878 down no

lincRNA_444 318.84175 477.9982 0.6670355 -0.58416449 0.0036 0.0088 down no

lincRNA_446 45.750467 79.97996 0.5720241 -0.80585217 0.0076 0.0174 down no

lincRNA_447 369.13301 250.8532 1.4715102 0.557297496 0.0087 0.0197 up no

lincRNA_448 107.70205 58.77122 1.8325643 0.873863842 0.0006 0.0016 up no

lincRNA_450 231.58925 298.3765 0.7761644 -0.36556575 0.0794 0.1399 down no

lincRNA_451 4.4783614 6.366791 0.7033939 -0.50759535 0.6243 0.715 down no

lincRNA_452 470.4128 249.7118 1.8838232 0.91366356 ###### ###### up no

lincRNA_46 10.401739 8.566373 1.2142524 0.280068383 0.5938 0.695 up no

lincRNA_47 8.5893129 7.054278 1.2176033 0.284044229 0.7675 0.841 up no

lincRNA_5 15.063478 20.91817 0.7201145 -0.47370174 0.3656 0.4772 down no

lincRNA_50 13.640199 19.18444 0.7110032 -0.49207195 0.3646 0.4768 down no

lincRNA_51 97.961523 67.57104 1.449756 0.535810066 0.0324 0.0633 up no

lincRNA_52 114.20635 107.4137 1.0632381 0.088464716 0.6554 0.7379 up no

lincRNA_55 46.139614 36.41803 1.2669443 0.341353059 0.2782 0.386 up no

lincRNA_58 25.455808 23.39448 1.0881119 0.121826945 0.777 0.8476 up no

lincRNA_59 261.24093 376.9124 0.6931077 -0.52884847 0.0102 0.0226 down no

lincRNA_60 473.0088 324.6476 1.4569917 0.542992693 0.0023 0.0059 up no

lincRNA_61 12.375969 7.013186 1.7646714 0.819399603 0.131 0.2038 up no

lincRNA_64 46107.378 32667.45 1.4114163 0.497143578 0.1969 0.2885 up no

lincRNA_65 180.46698 143.4813 1.2577738 0.330872507 0.109 0.1804 up no

lincRNA_66 61.923353 45.18286 1.3705053 0.454707954 0.1345 0.2076 up no

lincRNA_67 90.221225 128.5219 0.701991 -0.51047547 0.0802 0.1406 down no

lincRNA_68 40.237646 57.04712 0.7053405 -0.50360814 0.2125 0.3108 down no

lincRNA_69 40.014367 48.46571 0.8256222 -0.2764463 0.4166 0.5275 down no

lincRNA_72 4.8702629 12.99323 0.3748308 -1.41568872 0.1171 0.1878 down no

lincRNA_73 92.310539 75.81727 1.2175398 0.283968885 0.3876 0.4985 up no

lincRNA_74 703.41333 609.9614 1.1532096 0.205654799 0.2292 0.3316 up no

lincRNA_76 81.826079 71.4385 1.1454059 0.195858942 0.552 0.6551 up no

lincRNA_78 36.154432 59.97672 0.6028077 -0.73023015 0.0231 0.0472 down no

lincRNA_79 983.09813 799.3067 1.2299385 0.298586204 0.0747 0.1333 up no

lincRNA_8 18.403445 23.99105 0.7670964 -0.38252017 0.4806 0.5888 down no

lincRNA_80 726.023 481.9237 1.5065104 0.591210588 0.0005 0.0014 up no

lincRNA_81 68.978438 38.05851 1.8124314 0.857926359 0.0017 0.0044 up no

lincRNA_82 15968.004 11999.28 1.3307465 0.412235812 0.1253 0.1976 up no

lincRNA_83 14.004363 10.18398 1.375137 0.459575306 0.4241 0.533 up no

lincRNA_84 30.611119 46.75937 0.654652 -0.6111998 0.0905 0.1551 down no



lincRNA_86 146.81878 116.0646 1.2649747 0.339108529 0.1367 0.2099 up no

lincRNA_87 240.18843 284.8224 0.8432919 -0.24589597 0.253 0.3562 down no

lincRNA_88 66.110338 48.42288 1.3652706 0.449186918 0.1106 0.1821 up no

lincRNA_89 59.400567 69.43286 0.8555108 -0.22514198 0.4991 0.606 down no

lincRNA_9 27.258824 27.65275 0.9857546 -0.02069959 1 1 down no

lincRNA_90 28.700922 24.72211 1.1609416 0.215295429 0.5357 0.6425 up no

lincRNA_92 8.6810835 5.528337 1.5702885 0.651029618 0.3936 0.5041 up no

lincRNA_93 39.944334 29.83908 1.3386583 0.420787742 0.1757 0.2614 up no

lincRNA_94 48.530237 36.99842 1.311684 0.391420232 0.1901 0.2803 up no

lincRNA_96 14.987444 33.60585 0.4459773 -1.1649578 0.025 0.0505 down no

lincRNA_98 161.50544 175.1579 0.9220565 -0.11707297 0.5804 0.6852 down no

lncNAT_1 72.691815 69.93748 1.0393829 0.055727214 0.7921 0.8531 up no

lncNAT_101 13.074166 23.04535 0.5673234 -0.81775661 0.1438 0.2183 down no

lncNAT_103 30.148693 28.87443 1.0441313 0.062303181 0.9622 0.9869 up no

lncNAT_104 109.68277 150.4672 0.728948 -0.45611222 0.0748 0.1333 down no

lncNAT_105 3005.1045 1850.238 1.6241715 0.699703995 ###### 0.0003 up no

lncNAT_106 35.070989 24.11462 1.4543456 0.540370126 0.1188 0.1888 up no

lncNAT_108 25.199151 27.826 0.9055973 -0.14305837 0.8062 0.8629 down no

lncNAT_112 15.792134 26.11996 0.6046003 -0.72594647 0.2606 0.3653 down no

lncNAT_114 202.11016 155.3449 1.3010413 0.379666708 0.077 0.1363 up no

lncNAT_115 49.969745 83.09522 0.6013552 -0.73371062 0.0205 0.0425 down no

lncNAT_116 18.779773 31.54542 0.5953249 -0.74825084 0.0873 0.1507 down no

lncNAT_117 7.0557716 14.05595 0.5019776 -0.99430518 0.1425 0.2168 down no

lncNAT_118 64.310207 35.3696 1.8182338 0.862537725 0.0024 0.0059 up no

lncNAT_12 530.81527 951.2679 0.5580082 -0.84164189 ###### ###### down no

lncNAT_120 33.543284 16.74238 2.003496 1.002519598 0.0311 0.0612 up no

lncNAT_124 113.18661 127.2151 0.8897261 -0.16856683 0.5273 0.6347 down no

lncNAT_127 21.186134 32.42745 0.6533396 -0.61409502 0.1656 0.2481 down no

lncNAT_128 507.48713 775.5796 0.6543327 -0.61190371 0.0011 0.003 down no

lncNAT_129 87.519555 118.0803 0.7411867 -0.43209113 0.1204 0.1903 down no

lncNAT_130 85.851456 167.3807 0.5129113 -0.96321872 0.0003 0.0008 down no

lncNAT_131 132.48687 253.4434 0.5227473 -0.93581438 ###### 0.0003 down no

lncNAT_133 124.95952 137.5967 0.9081578 -0.13898502 0.9688 0.9883 down no

lncNAT_134 22.716593 11.9588 1.8995714 0.925673916 0.1181 0.1881 up no

lncNAT_135 5.5160666 3.682696 1.4978337 0.582877485 0.6612 0.7408 up no

lncNAT_136 26.619184 14.85316 1.7921559 0.841696142 0.0857 0.1487 up no

lncNAT_138 69.768241 103.7805 0.6722671 -0.57289358 0.0478 0.09 down no

lncNAT_139 46.13086 38.33012 1.2035146 0.267253677 0.3103 0.417 up no

lncNAT_14 198.84495 102.6606 1.9369159 0.953761324 0.0003 0.0008 up no

lncNAT_140 65.754765 59.45886 1.1058867 0.145203636 0.5981 0.6954 up no

lncNAT_141 31.18348 18.33959 1.7003373 0.765820929 0.1341 0.2076 up no

lncNAT_143 404.82288 310.2205 1.3049519 0.383996631 0.0324 0.0633 up no

lncNAT_146 20.579708 21.87613 0.9407381 -0.08813492 0.9348 0.9708 down no

lncNAT_150 0 0 NA NA NA NA -- no

lncNAT_151 4.8610172 2.430548 1.9999673 0.999976436 0.2504 0.3534 up no

lncNAT_152 165.13612 179.8572 0.9181513 -0.12319626 0.6263 0.715 down no

lncNAT_154 36.806563 55.42937 0.6640264 -0.59068751 0.0859 0.1487 down no

lncNAT_157 28.241578 24.61705 1.1472367 0.19816307 0.6261 0.715 up no



lncNAT_158 74.172668 127.6354 0.5811295 -0.78306849 0.0044 0.0106 down no

lncNAT_160 59.795386 92.31325 0.6477444 -0.62650355 0.0377 0.073 down no

lncNAT_17 32.068136 26.6479 1.2034022 0.26711891 0.4416 0.5521 up no

lncNAT_170 15.847772 7.80107 2.0314871 1.022536219 0.1181 0.1881 up no

lncNAT_171 127.40569 96.76343 1.3166719 0.396895868 0.0975 0.1652 up no

lncNAT_172 43.097023 58.3485 0.7386141 -0.43710736 0.1962 0.2882 down no

lncNAT_174 9.918067 15.59807 0.6358521 -0.65323676 0.2952 0.4031 down no

lncNAT_176 65.388828 71.2849 0.9172886 -0.12455243 0.7892 0.8531 down no

lncNAT_177 7.7383946 6.693487 1.1561081 0.209276287 0.7911 0.8531 up no

lncNAT_178 39.026628 35.67213 1.0940369 0.129661379 0.768 0.841 up no

lncNAT_18 98.585753 161.3579 0.6109756 -0.71081339 0.0068 0.0156 down no

lncNAT_180 3.5293449 0.509425 6.9280993 2.792459616 0.0463 0.0877 up no

lncNAT_182 104.14391 188.7446 0.5517715 -0.85785704 0.0025 0.0061 down no

lncNAT_183 103.58084 128.8691 0.8037676 -0.31514975 0.2505 0.3534 down no

lncNAT_185 43.192727 58.18369 0.7423511 -0.42982634 0.2435 0.3476 down no

lncNAT_187 47.098204 32.56487 1.4462889 0.532355787 0.2447 0.3481 up no

lncNAT_189 9.8261326 11.73731 0.8371706 -0.25640641 0.7612 0.8362 down no

lncNAT_19 2513.2172 2735.433 0.9187638 -0.12223406 0.6817 0.7612 down no

lncNAT_190 28.584333 27.61151 1.0352325 0.04995487 0.8743 0.9217 up no

lncNAT_191 2.6785904 1.343213 1.9941658 0.995785399 0.3199 0.4287 up no

lncNAT_192 79.894341 74.25272 1.0759786 0.105649439 0.6585 0.7402 up no

lncNAT_194 92.526241 94.28758 0.9813195 -0.02720511 0.9814 0.9947 down no

lncNAT_196 122.12179 161.7819 0.7548543 -0.40572995 0.1073 0.1779 down no

lncNAT_197 770.91793 921.3749 0.8367038 -0.25721107 0.1735 0.2587 down no

lncNAT_20 197.68823 162.9465 1.2132091 0.278828182 0.2471 0.3508 up no

lncNAT_203 26.307053 50.81874 0.5176644 -0.94991093 0.0113 0.0246 down no

lncNAT_205 15.737183 30.17263 0.5215715 -0.93906306 0.0423 0.0809 down no

lncNAT_206 34.155546 49.52828 0.689617 -0.53613268 0.1139 0.1854 down no

lncNAT_207 153.2117 77.82946 1.9685565 0.977138141 ###### ###### up no

lncNAT_208 48.404566 32.14199 1.5059605 0.590683921 0.0542 0.1006 up no

lncNAT_209 35.245972 57.5826 0.6120941 -0.70817456 0.0752 0.1336 down no

lncNAT_211 119.70703 143.9936 0.8313357 -0.26649695 0.3065 0.4147 down no

lncNAT_213 56.084404 28.86524 1.9429735 0.958266195 0.0512 0.0959 up no

lncNAT_214 13.631117 23.15711 0.5886364 -0.76455139 0.1307 0.2038 down no

lncNAT_215 77.619652 53.88988 1.4403382 0.526407593 0.0532 0.0993 up no

lncNAT_217 24.996955 20.43425 1.2232868 0.290762692 0.4725 0.581 up no

lncNAT_219 193.54928 187.7483 1.0308976 0.043901016 0.8363 0.89 up no

lncNAT_22 92.317194 75.41321 1.2241516 0.291782203 0.2228 0.3251 up no

lncNAT_223 75.915061 89.22375 0.8508392 -0.23304165 0.445 0.5535 down no

lncNAT_225 21.856429 13.58295 1.6091074 0.686260627 0.1165 0.1878 up no

lncNAT_226 11.050625 16.75841 0.6594078 -0.60075721 0.3072 0.4147 down no

lncNAT_228 37.051743 43.57285 0.8503401 -0.23388814 0.5462 0.6502 down no

lncNAT_23 1.2428198 0 Inf Inf 0.136 0.2093 up no

lncNAT_26 18.712822 33.56287 0.5575453 -0.84283894 0.0744 0.1333 down no

lncNAT_28 1224.6789 1522.724 0.8042682 -0.31425142 0.0794 0.1399 down no

lncNAT_30 9.7097066 8.507217 1.1413493 0.190740368 0.7425 0.8196 up no

lncNAT_32 202.27361 141.1829 1.4327064 0.518742975 0.0128 0.0278 up no

lncNAT_34 5.3539351 1.557852 3.4367423 1.78104168 0.3053 0.4144 up no



lncNAT_35 12.19551 25.65848 0.4753014 -1.07308535 0.0374 0.0727 down no

lncNAT_37 17.368658 14.75044 1.1775014 0.235728788 0.6049 0.6996 up no

lncNAT_38 133.28251 188.409 0.7074106 -0.49938032 0.0417 0.08 down no

lncNAT_40 61.096076 108.252 0.5643874 -0.82524222 0.0052 0.0124 down no

lncNAT_42 45.062171 45.73646 0.9852572 -0.02142774 1 1 down no

lncNAT_44 83.956505 56.3178 1.4907632 0.576051142 0.0379 0.0733 up no

lncNAT_47 191.95836 154.0871 1.245778 0.317047017 0.1408 0.2152 up no

lncNAT_48 497.62713 356.9058 1.3942816 0.479521959 0.0844 0.1471 up no

lncNAT_54 5453.5833 3559.204 1.5322481 0.615649885 0.0141 0.0301 up no

lncNAT_55 579.21275 327.5953 1.7680742 0.822178844 ###### ###### up no

lncNAT_58 50.076761 77.69527 0.6445278 -0.63368547 0.047 0.0889 down no

lncNAT_59 135.30248 197.8686 0.6837996 -0.54835448 0.0207 0.0427 down no

lncNAT_62 1.5244592 0.546 2.7920502 1.481324864 0.3758 0.4868 up no

lncNAT_65 25.177578 34.5243 0.7292712 -0.45547266 0.27 0.3769 down no

lncNAT_67 53.89391 60.93964 0.8843818 -0.17725876 0.6278 0.715 down no

lncNAT_69 9.5415751 11.50635 0.8292446 -0.2701304 0.8049 0.8629 down no

lncNAT_7 216.8959 138.234 1.5690486 0.649890085 0.0021 0.0053 up no

lncNAT_70 5.3571808 3.897334 1.3745756 0.458986216 0.5343 0.6419 up no

lncNAT_71 11.699346 14.41907 0.8113799 -0.30155054 0.7696 0.8414 down no

lncNAT_72 30.917414 61.06292 0.5063206 -0.98187687 0.0117 0.0254 down no

lncNAT_74 18.608396 33.96927 0.547801 -0.86827631 0.0902 0.1549 down no

lncNAT_75 0 0.253546 #NAME? #NAME? 1 1 down no

lncNAT_77 220.41308 213.2889 1.0334015 0.047400911 0.8091 0.8637 up no

lncNAT_78 28.009217 28.26317 0.9910148 -0.01302144 0.9694 0.9883 down no

lncNAT_8 34.330005 64.53459 0.5319628 -0.91060266 0.0056 0.0133 down no

lncNAT_82 7.9190176 15.42641 0.5133416 -0.96200885 0.1884 0.2784 down no

lncNAT_83 112.01126 108.6832 1.030622 0.043515234 0.7899 0.8531 up no

lncNAT_86 17.925937 10.87395 1.6485219 0.721173048 0.1258 0.198 up no

lncNAT_87 5.3506894 7.771492 0.6885022 -0.53846679 0.6247 0.715 down no

lncNAT_88 51.631353 44.87904 1.1504558 0.202205543 0.5981 0.6954 up no

lncNAT_89 43.792465 87.21101 0.5021437 -0.99382769 0.0068 0.0156 down no

lncNAT_90 42.684203 44.74966 0.9538441 -0.06817463 0.9779 0.9947 down no

lncNAT_92 150.22314 152.2534 0.9866653 -0.01936737 0.9815 0.9947 down no

lncNAT_97 36.607612 43.84461 0.8349399 -0.26025579 0.6274 0.715 down no

lncNAT_98 37.283744 35.33055 1.0552835 0.077630654 0.9483 0.9785 up no

lincRNA_1 71.541944 32.57826 2.1960024 1.134879626 ###### 0.0001 up yes

lincRNA_104 27.179545 81.68908 0.3327194 -1.58762198 0.0003 0.001 down yes

lincRNA_105 241.30456 27.34079 8.825807 3.141728196 ###### ###### up yes

lincRNA_107 11.552788 0 Inf Inf ###### ###### up yes

lincRNA_109 65.645812 151.4457 0.433461 -1.20602585 ###### ###### down yes

lincRNA_110 119.69894 37.42536 3.1983372 1.677322039 ###### ###### up yes

lincRNA_112 40.734137 8.249006 4.9380659 2.303946096 ###### ###### up yes

lincRNA_119 41.214564 19.13154 2.1542736 1.10720146 0.0233 0.0474 up yes

lincRNA_121 46.562335 123.5466 0.3768809 -1.40781958 ###### ###### down yes

lincRNA_123 92.803129 14.78701 6.2759899 2.649843038 ###### ###### up yes

lincRNA_124 14.674822 2.837245 5.1722086 2.370780467 0.0002 0.0007 up yes

lincRNA_128 285.23667 132.8056 2.1477754 1.102843146 ###### ###### up yes

lincRNA_13 215.28351 44.83592 4.801586 2.263511019 ###### ###### up yes



lincRNA_134 286.83149 106.1412 2.7023586 1.434219144 ###### ###### up yes

lincRNA_135 122.97385 60.38416 2.036525 1.02610949 ###### 0.0001 up yes

lincRNA_136 14.971707 0.762971 19.62291 4.294467129 ###### ###### up yes

lincRNA_138 20.641674 0.511757 40.334896 5.333956634 0.0089 0.02 up yes

lincRNA_139 65.840994 27.35811 2.4066352 1.267017499 ###### ###### up yes

lincRNA_140 196.13741 522.6946 0.3752428 -1.41410363 ###### ###### down yes

lincRNA_141 256.69529 73.95094 3.4711567 1.795416501 ###### ###### up yes

lincRNA_142 17.347249 55.80227 0.3108699 -1.68561696 0.0002 0.0007 down yes

lincRNA_145 9.3517063 28.4319 0.328916 -1.60420898 0.0018 0.0046 down yes

lincRNA_149 48.980859 24.12102 2.0306298 1.021927218 0.0012 0.0031 up yes

lincRNA_150 49.773876 3.093123 16.091785 4.008252432 ###### ###### up yes

lincRNA_157 30.34148 3.890337 7.7991908 2.96332445 ###### ###### up yes

lincRNA_164 7.0374439 28.16292 0.2498833 -2.00067347 0.013 0.028 down yes

lincRNA_165 44.604333 0.255879 174.31833 7.445580508 ###### ###### up yes

lincRNA_166 35.949809 108.9479 0.3299724 -1.59958288 ###### ###### down yes

lincRNA_167 115.75353 22.48347 5.148384 2.364119651 ###### ###### up yes

lincRNA_174 67.150798 1.089667 61.625043 5.945444839 ###### ###### up yes

lincRNA_177 107.78989 279.1742 0.3861026 -1.37294367 ###### ###### down yes

lincRNA_18 59.957354 26.52184 2.2606784 1.176755757 ###### 0.0002 up yes

lincRNA_185 65.721159 0.253546 259.20794 8.017966098 ###### ###### up yes

lincRNA_187 87.190798 0.253546 343.8854 8.425784058 ###### ###### up yes

lincRNA_193 122.04189 43.173 2.8268101 1.499174992 ###### ###### up yes

lincRNA_197 19.481215 2.181667 8.9295082 3.15858072 ###### ###### up yes

lincRNA_2 123.60543 48.17648 2.5656798 1.359341124 ###### ###### up yes

lincRNA_20 35.184497 3.122701 11.267328 3.494073498 ###### ###### up yes

lincRNA_200 381.62535 4.573308 83.446242 6.382775177 ###### ###### up yes

lincRNA_203 318.43815 112.9237 2.8199413 1.495665144 ###### ###### up yes

lincRNA_204 350.48343 121.5896 2.8825127 1.527326949 ###### ###### up yes

lincRNA_206 97.826637 44.95279 2.1762084 1.121816734 ###### ###### up yes

lincRNA_207 2060.7388 454.8351 4.5307381 2.179746094 ###### ###### up yes

lincRNA_221 114.67235 24.36132 4.7071492 2.234853577 ###### ###### up yes

lincRNA_224 18.314593 40.71695 0.4498027 -1.15263576 0.0054 0.0129 down yes

lincRNA_229 81.213849 205.001 0.3961632 -1.33583329 ###### ###### down yes

lincRNA_232 163.73281 39.27334 4.1690577 2.059721336 ###### ###### up yes

lincRNA_234 185.93071 29.68826 6.262768 2.646800441 ###### ###### up yes

lincRNA_236 80.029717 0 Inf Inf ###### ###### up yes

lincRNA_237 243.56865 1.567182 155.41824 7.280012049 ###### ###### up yes

lincRNA_24 17.356658 5.343276 3.2483177 1.699692725 0.0014 0.0038 up yes

lincRNA_245 28.302693 2.439878 11.600043 3.536058208 0.0002 0.0005 up yes

lincRNA_248 37.944957 98.3663 0.3857516 -1.37425593 ###### ###### down yes

lincRNA_25 24.960299 1.567182 15.926868 3.993390709 ###### ###### up yes

lincRNA_250 176.51885 383.0142 0.4608677 -1.11757551 ###### ###### down yes

lincRNA_252 79.540048 0.799546 99.481512 6.636356529 ###### ###### up yes

lincRNA_253 44.857744 96.96626 0.4626119 -1.11212579 0.0004 0.001 down yes

lincRNA_257 358.02418 11.51086 31.103158 4.958989147 ###### ###### up yes

lincRNA_258 86.674441 27.3533 3.1687017 1.663891838 ###### ###### up yes

lincRNA_259 41.478039 106.1314 0.3908178 -1.35543174 ###### 0.0001 down yes

lincRNA_266 366.60144 173.6616 2.11101 1.077933397 0.0002 0.0006 up yes



lincRNA_269 537.64759 262.3674 2.0492167 1.035072541 ###### ###### up yes

lincRNA_272 44.321352 91.32909 0.4852928 -1.04307261 0.0007 0.002 down yes

lincRNA_277 46.158761 5.679155 8.127752 3.022856379 ###### 0.0001 up yes

lincRNA_279 11.840592 0.765303 15.471763 3.951565721 ###### ###### up yes

lincRNA_281 100.8533 334.2066 0.3017693 -1.72848209 ###### ###### down yes

lincRNA_282 3.3458037 15.05674 0.2222131 -2.16998436 0.0049 0.0119 down yes

lincRNA_283 5.730427 21.24675 0.2697083 -1.89052796 0.0157 0.0333 down yes

lincRNA_285 25.56607 74.73316 0.3420981 -1.54751821 ###### ###### down yes

lincRNA_286 28.171545 2.654517 10.612683 3.407717556 ###### ###### up yes

lincRNA_288 79.852012 4.918516 16.234979 4.021033645 ###### ###### up yes

lincRNA_29 19.371117 1.599092 12.113822 3.598582257 ###### ###### up yes

lincRNA_291 377.92852 173.2444 2.1814759 1.125304516 ###### ###### up yes

lincRNA_293 113.3614 3.707609 30.575339 4.934296581 ###### ###### up yes

lincRNA_297 14.402592 0.801879 17.961064 4.166800938 ###### ###### up yes

lincRNA_298 144.93956 70.56596 2.0539588 1.038407224 ###### ###### up yes

lincRNA_3 24.960299 9.007312 2.7711151 1.470466658 0.0011 0.003 up yes

lincRNA_302 46.234303 115.5105 0.4002606 -1.32098848 0.0105 0.0231 down yes

lincRNA_303 110.80867 24.90295 4.4496202 2.153682187 0.0016 0.0041 up yes

lincRNA_306 130.9692 2.145092 61.055281 5.932044192 ###### ###### up yes

lincRNA_307 401.33928 949.5054 0.4226824 -1.24235389 ###### ###### down yes

lincRNA_308 21.0942 44.86535 0.4701669 -1.08875522 0.0088 0.0197 down yes

lincRNA_310 263.74024 564.0229 0.4676055 -1.09663614 ###### ###### down yes

lincRNA_311 68.333485 13.55337 5.0418059 2.333940586 ###### ###### up yes

lincRNA_312 2.09682 20.14428 0.1040901 -3.26409542 ###### ###### down yes

lincRNA_317 878.21759 408.7358 2.1486193 1.103409914 ###### ###### up yes

lincRNA_318 92.678636 25.27203 3.667242 1.874695462 ###### ###### up yes

lincRNA_319 15.936133 1.016517 15.677195 3.970595569 0.0007 0.002 up yes

lincRNA_32 20.66033 0.290121 71.212722 6.154063087 ###### ###### up yes

lincRNA_324 35.848465 3.456395 10.371633 3.374571225 ###### ###### up yes

lincRNA_334 87.43778 0.253546 344.85951 8.429864948 ###### ###### up yes

lincRNA_339 287.78726 123.2876 2.3342757 1.222974993 ###### ###### up yes

lincRNA_34 66.236337 0.507092 130.61992 7.029231078 ###### 0.0002 up yes

lincRNA_340 124.20353 305.0002 0.4072244 -1.29610398 ###### ###### down yes

lincRNA_341 170.4438 529.9103 0.3216465 -1.63645206 ###### ###### down yes

lincRNA_342 119.98769 488.0833 0.2458344 -2.02424105 ###### ###### down yes

lincRNA_346 11.249739 0.546 20.60392 4.364846957 ###### ###### up yes

lincRNA_347 3.143771 14.68413 0.214093 -2.22369019 0.0029 0.0071 down yes

lincRNA_35 3.0518366 11.55458 0.2641235 -1.92071565 0.0137 0.0294 down yes

lincRNA_354 77.763619 184.4716 0.4215479 -1.24623155 ###### ###### down yes

lincRNA_358 7.6406239 0 Inf Inf ###### ###### up yes

lincRNA_360 144.60261 68.70384 2.1047239 1.073630999 ###### ###### up yes

lincRNA_363 7.0526897 43.653 0.1615625 -2.62983533 ###### ###### down yes

lincRNA_364 73.964565 1.057757 69.925847 6.127753917 ###### ###### up yes

lincRNA_371 238.73266 116.5621 2.0481164 1.03429772 ###### ###### up yes

lincRNA_376 97.899688 2.110849 46.379289 5.535408797 ###### ###### up yes

lincRNA_377 19.006462 41.12439 0.4621701 -1.11350426 0.0088 0.0198 down yes

lincRNA_378 76.561356 173.5868 0.4410553 -1.18096858 ###### ###### down yes

lincRNA_383 63.864369 233.0422 0.2740463 -1.86750829 ###### ###### down yes



lincRNA_384 69.559225 280.5781 0.2479139 -2.01208877 ###### ###### down yes

lincRNA_385 50.903024 120.882 0.4210969 -1.24777582 ###### 0.0001 down yes

lincRNA_387 18.109314 1.126243 16.079408 4.0071424 0.0014 0.0037 up yes

lincRNA_388 81.066402 0 Inf Inf ###### ###### up yes

lincRNA_389 93.32877 30.67754 3.0422512 1.605139294 ###### ###### up yes

lincRNA_391 77.269289 26.17271 2.9522843 1.561831643 ###### ###### up yes

lincRNA_393 0 5.007249 #NAME? #NAME? 0.0048 0.0115 down yes

lincRNA_395 60.28555 143.2952 0.4207089 -1.24910578 0.0003 0.0008 down yes

lincRNA_397 27.056955 2.90573 9.3115853 3.219026813 ###### ###### up yes

lincRNA_4 249.5963 107.2081 2.3281477 1.219182604 ###### ###### up yes

lincRNA_400 44.492565 0.801879 55.485416 5.794036716 ###### ###### up yes

lincRNA_401 8.0169521 54.81925 0.1462434 -2.77355687 ###### ###### down yes

lincRNA_402 47.287418 106.3915 0.4444662 -1.1698544 0.0001 0.0004 down yes

lincRNA_403 2.2928527 0 Inf Inf 0.017 0.0355 up yes

lincRNA_406 141.19589 354.3443 0.3984709 -1.32745377 ###### ###### down yes

lincRNA_411 139.41701 0 Inf Inf ###### ###### up yes

lincRNA_412 12.204592 0 Inf Inf ###### ###### up yes

lincRNA_414 95.352606 222.3768 0.4287884 -1.22166217 ###### ###### down yes

lincRNA_415 187.35413 1.308971 143.13088 7.161191122 ###### ###### up yes

lincRNA_418 161.7196 358.1505 0.4515409 -1.14707129 ###### ###### down yes

lincRNA_419 418.69893 26.25663 15.946406 3.995159385 ###### ###### up yes

lincRNA_420 11.932198 30.66354 0.3891331 -1.3616644 0.0052 0.0124 down yes

lincRNA_422 15.158494 34.67745 0.4371283 -1.19387136 0.0073 0.0166 down yes

lincRNA_431 30.467807 0 Inf Inf ###### ###### up yes

lincRNA_439 39.492823 4.509487 8.757719 3.130555167 ###### ###### up yes

lincRNA_445 23.650364 2.069609 11.427455 3.514432256 ###### ###### up yes

lincRNA_449 210.48013 46.40776 4.5354508 2.181245956 ###### ###### up yes

lincRNA_45 11.34751 0.253546 44.755216 5.483983929 ###### ###### up yes

lincRNA_453 299.04683 131.3609 2.2765288 1.186835694 ###### ###### up yes

lincRNA_48 30.332071 117.0917 0.2590454 -1.94872335 ###### ###### down yes

lincRNA_49 37.409907 95.77213 0.3906137 -1.35618544 ###### 0.0001 down yes

lincRNA_53 304.91061 112.6295 2.7072004 1.436801663 ###### ###### up yes

lincRNA_54 7.7323945 22.57701 0.3424897 -1.54586757 0.0064 0.0148 down yes

lincRNA_56 61.51296 0.546 112.66111 6.815845797 ###### ###### up yes

lincRNA_57 7.7233125 40.9762 0.1884829 -2.40749453 0.0015 0.0039 down yes

lincRNA_6 54.555287 160.9355 0.3389885 -1.56069174 ###### ###### down yes

lincRNA_62 34.652529 1.021182 33.933747 5.084648834 ###### 0.0001 up yes

lincRNA_63 50.887615 134.7648 0.3776031 -1.40505746 ###### ###### down yes

lincRNA_7 36.050497 77.9577 0.4624366 -1.11267236 0.0005 0.0014 down yes

lincRNA_70 33.448104 0.255879 130.71864 7.030321083 ###### ###### up yes

lincRNA_71 12.204756 32.01142 0.3812626 -1.39114319 0.005 0.0119 down yes

lincRNA_75 66.431683 485.9583 0.1367024 -2.87088915 ###### ###### down yes

lincRNA_77 12.608985 1.057757 11.920491 3.575371796 0.0023 0.0057 up yes

lincRNA_85 286.65945 134.1339 2.1371148 1.095664406 ###### ###### up yes

lincRNA_91 1184.4281 486.4185 2.4349978 1.283920489 ###### ###### up yes

lincRNA_95 59.348501 183.2177 0.3239234 -1.62627557 ###### ###### down yes

lincRNA_97 8.2129847 21.85514 0.375792 -1.41199383 0.0106 0.0232 down yes

lincRNA_99 115.28618 49.63334 2.3227568 1.215838128 ###### ###### up yes



lncNAT_10 89.77562 253.2938 0.3544328 -1.49641596 ###### ###### down yes

lncNAT_100 25.572889 0.509425 50.199546 5.649602414 ###### ###### up yes

lncNAT_102 1132.954 47.11639 24.045856 4.587716391 ###### ###### up yes

lncNAT_107 21.464364 81.533 0.2632598 -1.92544065 ###### ###### down yes

lncNAT_109 209.53416 963.6469 0.2174387 -2.20131909 ###### ###### down yes

lncNAT_11 333.72821 44.55542 7.4901817 2.905000713 ###### ###### up yes

lncNAT_110 501.54437 9.069397 55.300741 5.789226903 ###### ###### up yes

lncNAT_111 35.190333 215.376 0.1633902 -2.61360669 ###### ###### down yes

lncNAT_113 52.139025 23.85174 2.1859629 1.128268947 0.0004 0.001 up yes

lncNAT_119 286.86407 47.54627 6.0333669 2.592963327 ###### ###### up yes

lncNAT_121 140.44937 41.43679 3.3894844 1.761065827 ###### ###### up yes

lncNAT_122 95.741224 2.142759 44.681274 5.481598431 ###### ###### up yes

lncNAT_123 25.037675 0 Inf Inf ###### ###### up yes

lncNAT_125 26.809381 75.37633 0.3556737 -1.49137373 ###### ###### down yes

lncNAT_126 21.286823 68.15665 0.312322 -1.67889369 0.0004 0.0012 down yes

lncNAT_13 439.40158 196.7981 2.2327537 1.158824102 ###### ###### up yes

lncNAT_132 41.793088 88.31289 0.4732388 -1.07935967 0.0005 0.0014 down yes

lncNAT_137 81.694275 212.7488 0.3839941 -1.3808439 ###### ###### down yes

lncNAT_142 69.382503 9.635793 7.2004978 2.84809664 ###### ###### up yes

lncNAT_144 150.6953 301.5109 0.4998005 -1.00057567 ###### ###### down yes

lncNAT_145 155.97864 34.92271 4.466396 2.159111182 0.0002 0.0005 up yes

lncNAT_147 25.452562 94.02733 0.2706932 -1.88526927 ###### ###### down yes

lncNAT_148 579.12963 221.3044 2.6168919 1.387854325 ###### ###### up yes

lncNAT_149 143.72071 317.2556 0.4530124 -1.14237766 0.0005 0.0014 down yes

lncNAT_15 162.84973 10.46958 15.554559 3.959265628 ###### ###### up yes

lncNAT_153 93.690998 46.69163 2.0065907 1.004746394 0.0001 0.0004 up yes

lncNAT_155 221.87807 19.48434 11.387507 3.509380093 ###### ###### up yes

lncNAT_156 21.063544 124.8083 0.1687672 -2.56689362 ###### ###### down yes

lncNAT_159 36.25594 122.8691 0.2950778 -1.76083288 ###### ###### down yes

lncNAT_16 12.69151 61.7501 0.2055302 -2.28257787 ###### ###### down yes

lncNAT_161 10.95869 86.20527 0.1271232 -2.97570063 ###### ###### down yes

lncNAT_162 212.80577 20.57589 10.342481 3.370510455 ###### ###### up yes

lncNAT_163 70.0485 3.812669 18.37256 4.19948078 ###### ###### up yes

lncNAT_164 8.2160666 162.0885 0.0506888 -4.30218995 ###### ###### down yes

lncNAT_165 52.784759 1.377456 38.320464 5.260043108 ###### ###### up yes

lncNAT_166 55.326598 1.272395 43.482234 5.442354163 ###### ###### up yes

lncNAT_167 19.273183 6.613339 2.9142892 1.543144055 0.0031 0.0076 up yes

lncNAT_168 881.56217 350.6235 2.5142702 1.330139689 ###### ###### up yes

lncNAT_169 22.349347 52.10761 0.4289075 -1.22126142 0.0103 0.0227 down yes

lncNAT_173 316.99515 2.508364 126.37527 6.981570364 ###### ###### up yes

lncNAT_175 239.8344 10.05589 23.850148 4.575926326 ###### ###### up yes

lncNAT_179 99.334836 31.97018 3.1071092 1.635572951 ###### ###### up yes

lncNAT_181 116.72641 23.28271 5.0134367 2.325799904 ###### ###### up yes

lncNAT_184 83.005225 356.0635 0.2331192 -2.10086048 ###### ###### down yes

lncNAT_186 40.030268 3.705276 10.803585 3.433438258 ###### ###### up yes

lncNAT_188 121.11605 3.232427 37.469077 5.227628544 ###### ###### up yes

lncNAT_193 10.86692 32.4072 0.3353243 -1.57637122 0.0015 0.0038 down yes

lncNAT_195 264.23249 4.255941 62.085559 5.95618583 ###### ###### up yes



lncNAT_198 38.998563 18.99065 2.053567 1.038131998 0.0062 0.0146 up yes

lncNAT_199 107.03975 0.507092 211.08539 7.721682935 0.0002 0.0005 up yes

lncNAT_2 155.88799 315.6015 0.4939393 -1.01759441 ###### ###### down yes

lncNAT_200 225.96472 1354.417 0.1668354 -2.58350241 ###### ###### down yes

lncNAT_201 18.700167 1.092 17.124697 4.098006537 ###### ###### up yes

lncNAT_202 62.769777 1.087335 57.728103 5.851201909 ###### ###### up yes

lncNAT_204 28.223087 59.35553 0.4754921 -1.07250679 0.003 0.0073 down yes

lncNAT_21 745.24049 159.0024 4.6869773 2.228657814 ###### ###### up yes

lncNAT_210 27.663217 177.1757 0.1561343 -2.67914028 ###### ###### down yes

lncNAT_212 47.407089 116.05 0.4085057 -1.29157185 ###### 0.0001 down yes

lncNAT_216 1.1418035 8.032036 0.1421562 -2.81445131 0.0101 0.0226 down yes

lncNAT_218 10.322296 48.71866 0.2118756 -2.23871051 0.0096 0.0215 down yes

lncNAT_220 471.36919 116.7927 4.0359465 2.012907035 ###### ###### up yes

lncNAT_221 55.728073 118.5824 0.4699521 -1.08941425 0.0016 0.0043 down yes

lncNAT_222 287.62366 129.0331 2.2290694 1.156441547 ###### ###### up yes

lncNAT_224 41.798401 1.055425 39.603397 5.30755229 ###### ###### up yes

lncNAT_227 350.83373 723.3397 0.4850193 -1.04388593 ###### ###### down yes

lncNAT_229 26.313053 12.71259 2.0698423 1.049520867 0.0156 0.0331 up yes

lncNAT_24 22.698429 0.580243 39.118856 5.289792287 0.0029 0.0072 up yes

lncNAT_25 61.710499 0.546 113.0229 6.820471347 ###### ###### up yes

lncNAT_27 1.6193117 13.90732 0.116436 -3.1023914 0.0004 0.0011 down yes

lncNAT_29 86.702538 467.6243 0.1854107 -2.43120367 ###### ###### down yes

lncNAT_3 74.818799 23.40366 3.1968849 1.676666799 ###### ###### up yes

lncNAT_31 9.2568537 56.71953 0.163204 -2.61525187 ###### ###### down yes

lncNAT_33 234.85627 492.6917 0.47668 -1.06890701 ###### 0.0002 down yes

lncNAT_36 18.580495 65.58521 0.2833031 -1.81958148 ###### ###### down yes

lncNAT_39 92.244804 13.59228 6.7865573 2.762679904 ###### ###### up yes

lncNAT_4 86.514502 24.77908 3.4914336 1.80381952 ###### ###### up yes

lncNAT_41 140.75792 319.0964 0.4411141 -1.18077612 ###### ###### down yes

lncNAT_43 607.69678 240.4833 2.5269816 1.337415181 ###### ###### up yes

lncNAT_45 90.725783 8.577887 10.576705 3.402818328 ###### ###### up yes

lncNAT_46 44.418037 0.799546 55.554072 5.795820754 ###### ###### up yes

lncNAT_49 22.731839 0 Inf Inf ###### ###### up yes

lncNAT_5 104.14893 0.797214 130.6412 7.029466171 ###### ###### up yes

lncNAT_50 12.890624 2.181667 5.9086116 2.562819178 0.0002 0.0006 up yes

lncNAT_51 9.914985 40.9029 0.242403 -2.04452066 ###### ###### down yes

lncNAT_52 82.001061 5.816126 14.098915 3.817512265 ###### ###### up yes

lncNAT_53 365.16341 146.0464 2.5003244 1.322115292 0.0078 0.0178 up yes

lncNAT_56 24.289676 75.2076 0.3229684 -1.63053522 ###### ###### down yes

lncNAT_57 24.139872 4.294849 5.6206568 2.490738724 ###### 0.0003 up yes

lncNAT_6 129.58939 0.255879 506.44871 8.984272348 ###### ###### up yes

lncNAT_60 77.854141 12.32688 6.3158003 2.658965562 ###### ###### up yes

lncNAT_61 7896.6645 2787.474 2.8329109 1.502285207 ###### ###### up yes

lncNAT_63 143.25897 71.52098 2.0030341 1.002187001 ###### ###### up yes

lncNAT_64 245.25771 101.675 2.4121744 1.270334208 ###### ###### up yes

lncNAT_66 21.520494 0 Inf Inf ###### ###### up yes

lncNAT_68 269.66921 1.306638 206.38399 7.68918727 ###### ###### up yes

lncNAT_73 223.85663 5.24288 42.697259 5.416071565 ###### ###### up yes



lncNAT_76 37.9622 0.801879 47.341583 5.565036053 ###### ###### up yes

lncNAT_79 208.6258 20.20547 10.325212 3.36809951 ###### ###### up yes

lncNAT_80 29.181349 183.0873 0.1593849 -2.6494133 ###### ###### down yes

lncNAT_81 177.92642 34.94266 5.0919543 2.348219463 ###### ###### up yes

lncNAT_84 3.1499348 41.04017 0.0767525 -3.70364291 ###### ###### down yes

lncNAT_85 9.1589193 42.44924 0.2157617 -2.21248938 ###### ###### down yes

lncNAT_9 0.7591477 12.99819 0.0584041 -4.09778666 0.0064 0.015 down yes

lncNAT_91 25.091807 58.23833 0.430847 -1.21475251 0.0005 0.0014 down yes

lncNAT_93 7.9253452 0.836121 9.478703 3.244689671 0.0005 0.0014 up yes

lncNAT_94 131.47176 275.4603 0.4772803 -1.06709128 ###### ###### down yes

lncNAT_95 30.37194 135.6086 0.2239676 -2.15863807 ###### ###### down yes

lncNAT_96 38.252234 113.3375 0.3375072 -1.56700969 ###### ###### down yes

lncNAT_99 2.2928527 25.14905 0.0911705 -3.45528837 0.0002 0.0007 down yes

Manes.01G000100.v6.11.0855284 0 Inf Inf 0.2231 0.3682 up no

Manes.01G000700.v6.114.867452 9.671412 1.5372576 0.620358983 0.3146 0.478 up no

Manes.01G000800.v6.1353.55308 333.9463 1.0587123 0.082310555 0.6327 0.7778 up no

Manes.01G000900.v6.13.236327 4.304917 0.7517745 -0.41162808 0.8068 0.9182 down no

Manes.01G001300.v6.112.269358 31.85346 0.3851813 -1.37639047 0.0051 0.0161 down yes

Manes.01G002300.v6.1342.31821 899.7074 0.3804773 -1.39411787 ###### 1E-05 down yes

Manes.01G003600.v6.1223.2714 156.7977 1.4239456 0.509894026 0.0179 0.0475 up no

Manes.01G004300.v6.16.07024 4.217163 1.4394132 0.525480827 0.5318 0.6923 up no

Manes.01G005900.v6.1154.66119 195.6659 0.7904349 -0.33928144 0.1556 0.2793 down no

Manes.01G006700.v6.11.3691932 3.960668 0.3456975 -1.53241786 0.265 0.4194 down no

Manes.01G007200.v6.11.0753993 1.490747 0.721383 -0.47116276 0.9245 0.9966 down no

Manes.01G009800.v6.17.1370251 6.638559 1.0750866 0.10445284 0.9491 1 up no

Manes.01G010400.v6.15.676555 0.307855 18.439083 4.204694999 0.0015 0.0056 up yes

Manes.01G011600.v6.199.18858 184.2356 0.538379 -0.89330603 0.0014 0.0054 down no

Manes.01G011900.v6.113.767315 24.36192 0.5651162 -0.82338055 0.1194 0.2264 down no

Manes.01G013400.v6.13.9484287 4.82074 0.8190503 -0.28797611 0.8663 0.962 down no

Manes.01G015000.v6.110.869778 7.918502 1.3727063 0.457022946 0.4678 0.6306 up no

Manes.01G015600.v6.13.6502703 6.996356 0.5217388 -0.9386004 0.3027 0.4643 down no

Manes.01G015900.v6.11.4039451 1.195024 1.1748261 0.232447254 1 1 up no

Manes.01G019800.v6.1 0 1.83783 #NAME? #NAME? 0.1187 0.2255 down no

Manes.01G020200.v6.1157.7691 153.2548 1.0294559 0.041882055 0.8537 0.9525 up no

Manes.01G021100.v6.11.7324908 1.527141 1.1344667 0.182014323 1 1 up no

Manes.01G024800.v6.16.68833 3.363554 1.9884712 0.991659673 0.4927 0.6558 up no

Manes.01G025800.v6.112.039189 40.08753 0.3003225 -1.7354153 0.0003 0.0013 down yes

Manes.01G030000.v6.116.915395 13.77766 1.227741 0.296006226 0.632 0.7773 up no

Manes.01G032200.v6.17.598699 5.749972 1.3215192 0.402197425 0.5993 0.751 up no

Manes.01G036100.v6.145.241875 18.91192 2.3922411 1.258362799 0.0011 0.0042 up yes

Manes.01G039600.v6.1206.49552 176.3406 1.171004 0.227746013 0.3148 0.4783 up no

Manes.01G039800.v6.10.7468535 4.861386 0.1536298 -2.70247043 0.1181 0.2246 down no

Manes.01G039900.v6.10.7468535 1.232835 0.6058016 -0.72308264 0.9924 1 down no

Manes.01G040300.v6.1338.70492 521.9824 0.6488819 -0.62397215 0.1754 0.3068 down no

Manes.01G041500.v6.1268.08919 243.7337 1.0999266 0.137407252 0.483 0.6459 up no

Manes.01G041600.v6.11.5240944 2.110707 0.7220777 -0.46977405 0.8593 0.9569 down no

Manes.01G042000.v6.129.766577 30.21682 0.9850995 -0.02165868 1 1 down no

Known lncRNAs



Manes.01G042100.v6.130.355679 57.90874 0.5241986 -0.93181454 0.0138 0.038 down no

Manes.01G042900.v6.150.448487 24.96629 2.020664 1.014829454 0.0605 0.1308 up no

Manes.01G046100.v6.173.354079 119.1832 0.6154733 -0.70023191 0.0154 0.0417 down no

Manes.01G046900.v6.11507.0469 1084.073 1.3901706 0.475261977 0.0216 0.0556 up no

Manes.01G047700.v6.124.961389 11.79646 2.1160063 1.081343938 0.0588 0.1279 up no

Manes.01G049000.v6.129.609171 18.49347 1.6010612 0.679028418 0.144 0.2626 up no

Manes.01G049200.v6.138.766486 62.88905 0.6164266 -0.69799891 0.0738 0.154 down no

Manes.01G050100.v6.11.1506677 0 Inf Inf 0.1951 0.3333 up no

Manes.01G052000.v6.185.5384 18.6077 4.5969368 2.200672831 ###### 7E-06 up yes

Manes.01G052300.v6.157.906433 64.81229 0.8934483 -0.1625438 0.6398 0.784 down no

Manes.01G053400.v6.1396.22082 390.0718 1.0157638 0.022565035 0.9029 0.9887 up no

Manes.01G053500.v6.117.258435 19.18701 0.8994853 -0.15282831 0.8318 0.9376 down no

Manes.01G054000.v6.119.239723 16.96207 1.1342789 0.181775471 0.6783 0.8175 up no

Manes.01G054700.v6.154.276011 28.90411 1.8777954 0.909039848 0.0123 0.0345 up no

Manes.01G055000.v6.11221.1751 82.81451 14.745907 3.882242641 ###### 2E-50 up yes

Manes.01G055100.v6.1539.61121 46.82819 11.523214 3.52647129 ###### 1E-67 up yes

Manes.01G055200.v6.1897.30962 575.7492 1.5585079 0.640165448 ###### 0.0001 up no

Manes.01G064900.v6.19.128558 5.116463 1.7841538 0.835240019 0.3374 0.5026 up no

Manes.01G066300.v6.135.774757 55.24029 0.6476208 -0.62677886 0.1922 0.3297 down no

Manes.01G071300.v6.18.5944654 24.63559 0.3488638 -1.51926428 0.0063 0.0194 down yes

Manes.01G072500.v6.15.9299473 0 Inf Inf 0.0003 0.0013 up yes

Manes.01G072800.v6.11.8975212 0 Inf Inf 0.0648 0.1384 up no

Manes.01G077600.v6.113.677553 7.897074 1.7319774 0.792420105 0.158 0.2827 up no

Manes.01G080400.v6.138.064514 76.91882 0.4948661 -1.01488999 0.0029 0.0099 down yes

Manes.01G081200.v6.1296.67834 138.6271 2.1401185 1.097690691 ###### 4E-06 up yes

Manes.01G082100.v6.114.844229 36.97985 0.401414 -1.31683707 0.0042 0.0136 down yes

Manes.01G082500.v6.13.2117043 8.443623 0.3803704 -1.39452311 0.1314 0.2439 down no

Manes.01G084400.v6.117.377184 7.312091 2.3765 1.248838427 0.0261 0.0651 up no

Manes.01G085300.v6.12.2058087 7.284994 0.302788 -1.72362001 0.071 0.149 down no

Manes.01G086500.v6.134.487997 80.16593 0.4302076 -1.21689496 0.0005 0.0019 down yes

Manes.01G087100.v6.153.033027 35.2783 1.5032762 0.588110151 0.09 0.1811 up no

Manes.01G089900.v6.158.544667 24.69687 2.3705298 1.245209501 0.0004 0.0018 up yes

Manes.01G091900.v6.12.5792355 0.914266 2.8210989 1.496257242 0.2974 0.4581 up no

Manes.01G092200.v6.110.690254 21.56918 0.4956264 -1.01267504 0.0676 0.1431 down no

Manes.01G093500.v6.13.0017929 6.657153 0.4509124 -1.14908091 0.4128 0.5784 down no

Manes.01G094000.v6.12.270948 5.464964 0.4155468 -1.26691723 0.2177 0.3621 down no

Manes.01G094400.v6.1114.04439 47.69897 2.3909192 1.257565389 ###### 0.0001 up yes

Manes.01G094900.v6.112.598019 19.11059 0.6592166 -0.6011756 0.3714 0.5398 down no

Manes.01G096000.v6.1131.97418 232.3581 0.5679776 -0.81609399 0.0065 0.0199 down no

Manes.01G096500.v6.16.4379022 5.783532 1.1131436 0.154639721 0.8527 0.952 up no

Manes.01G101100.v6.18.7233438 4.271357 2.0422886 1.030186783 0.16 0.2856 up no

Manes.01G101400.v6.16.5725452 10.94994 0.6002358 -0.73639875 0.3427 0.5085 down no

Manes.01G102000.v6.1105.85072 312.361 0.3388731 -1.56118304 ###### 9E-07 down yes

Manes.01G102200.v6.174.594804 120.3888 0.6196158 -0.69055418 0.0141 0.0387 down no

Manes.01G102300.v6.129.170375 120.0381 0.2430093 -2.04091645 ###### 2E-08 down yes

Manes.01G105800.v6.1273.72778 54.98083 4.9786044 2.315741383 ###### 8E-07 up yes

Manes.01G106100.v6.11.8873921 1.81215 1.041521 0.058691924 1 1 up no

Manes.01G107200.v6.1379.57878 630.7075 0.6018301 -0.73257185 0.0004 0.0015 down no



Manes.01G108200.v6.110.422598 2.456373 4.2430843 2.08511335 0.0063 0.0194 up yes

Manes.01G108400.v6.10.3285458 2.379333 0.1380831 -2.85639096 0.2143 0.3576 down no

Manes.01G109900.v6.12.3997115 4.577794 0.5242069 -0.93179171 0.4712 0.6339 down no

Manes.01G110200.v6.179.033713 40.71758 1.9410218 0.956816324 0.0028 0.0095 up no

Manes.01G110300.v6.1698.41116 201.3562 3.4685359 1.794326796 ###### 5E-26 up yes

Manes.01G110700.v6.19.9984105 6.091387 1.6414013 0.714927987 0.2694 0.4249 up no

Manes.01G113400.v6.1216.73923 66.90534 3.2394906 1.695766951 0.0002 0.0007 up yes

Manes.01G114500.v6.1521.62952 541.915 0.9625671 -0.05504101 0.7568 0.8822 down no

Manes.01G117700.v6.16.1296147 17.29136 0.3544901 -1.49618283 0.0183 0.0483 down yes

Manes.01G119100.v6.155.282432 104.2408 0.5303339 -0.91502714 0.0027 0.0092 down no

Manes.01G119200.v6.17.1253811 38.28689 0.186105 -2.42581133 ###### 3E-05 down yes

Manes.01G122500.v6.13.2869726 1.502878 2.1871184 1.129031323 0.3616 0.5296 up no

Manes.01G123900.v6.16.8011998 13.33211 0.5101369 -0.97104351 0.1499 0.2711 down no

Manes.01G124100.v6.121.35012 17.5885 1.2138684 0.279611968 0.5375 0.6976 up no

Manes.01G125600.v6.15.5810284 6.65857 0.8381722 -0.25468144 0.8798 0.9719 down no

Manes.01G127400.v6.155.919035 48.06465 1.1634129 0.21836326 0.4948 0.6578 up no

Manes.01G131800.v6.156.736907 55.59542 1.020532 0.029321397 0.935 0.997 up no

Manes.01G134700.v6.1112.35301 121.0275 0.9283263 -0.10729615 0.7702 0.8913 down no

Manes.01G135100.v6.110053.084 5351.68 1.8784911 0.909574289 0.0002 0.0009 up no

Manes.01G136000.v6.1278.75925 264.8657 1.0524551 0.073758693 0.7021 0.8379 up no

Manes.01G136500.v6.113.324499 25.86055 0.5152443 -0.95667139 0.06 0.13 down no

Manes.01G137900.v6.133.977012 2.738548 12.406946 3.633076159 ###### 8E-10 up yes

Manes.01G141000.v6.12.2405606 0 Inf Inf 0.0349 0.0831 up no

Manes.01G144000.v6.11.8671339 2.427859 0.7690455 -0.3788592 1 1 down no

Manes.01G147100.v6.18.8376137 48.64317 0.1816825 -2.46050845 ###### 4E-06 down yes

Manes.01G149600.v6.174.06944 135.2887 0.5474917 -0.86909096 0.0035 0.0116 down no

Manes.01G150800.v6.116.63033 4.54928 3.6555959 1.870106601 0.002 0.0071 up yes

Manes.01G154000.v6.14.9992052 7.906371 0.6323009 -0.6613169 0.4554 0.6194 down no

Manes.01G158300.v6.11.3590641 3.639265 0.3734446 -1.42103373 0.3241 0.4886 down no

Manes.01G158400.v6.19.6511214 19.65714 0.4909728 -1.02628507 0.0614 0.1325 down no

Manes.01G159300.v6.10.7121017 1.519261 0.4687158 -1.09321454 0.7275 0.8583 down no

Manes.01G159400.v6.11.4937071 0.604995 2.4689591 1.303902957 0.4754 0.6381 up no

Manes.01G160300.v6.164.704603 24.05911 2.6894013 1.42728504 ###### 0.0002 up yes

Manes.01G162000.v6.117.995159 14.89706 1.2079673 0.272581343 0.5843 0.7368 up no

Manes.01G163700.v6.11119.0461 718.4327 1.5576212 0.639344445 0.0747 0.1555 up no

Manes.01G163800.v6.114.823971 0.900718 16.457954 4.040713127 ###### 9E-06 up yes

Manes.01G167500.v6.15.9704638 9.736321 0.6132156 -0.70553366 0.4481 0.6124 down no

Manes.01G168400.v6.121.065006 7.609231 2.7683489 1.469025799 0.0064 0.0196 up yes

Manes.01G169600.v6.16.68693 9.730652 0.6872026 -0.5411925 0.6822 0.8208 down no

Manes.01G170700.v6.19.9796672 44.20843 0.2257412 -2.14725805 ###### 8E-05 down yes

Manes.01G174200.v6.14444.1264 4648.042 0.9561287 -0.06472328 0.6622 0.8035 down no

Manes.01G174400.v6.14202.3445 3742.424 1.1228936 0.167221254 0.2569 0.4101 up no

Manes.01G174500.v6.117.343947 9.114943 1.9028036 0.928126674 0.0931 0.1861 up no

Manes.01G177600.v6.115492.512 8915.123 1.7377788 0.797244472 ###### 2E-05 up no

Manes.01G178800.v6.1131.28131 50.72204 2.5882499 1.371976926 0.0011 0.0043 up yes

Manes.01G179600.v6.117.53785 41.64194 0.4211583 -1.2475654 0.0042 0.0136 down yes

Manes.01G180500.v6.1247.1136 189.0496 1.3071365 0.386409821 0.0546 0.1202 up no

Manes.01G181300.v6.1432.41914 435.6786 0.9925186 -0.01083389 0.9711 1 down no



Manes.01G183400.v6.11.1202803 0.591446 1.8941375 0.921541095 0.8608 0.9578 up no

Manes.01G185500.v6.138.112129 30.0213 1.2695028 0.344263624 0.3683 0.5367 up no

Manes.01G188600.v6.111.638405 7.622779 1.5267928 0.610504285 0.3479 0.5143 up no

Manes.01G188800.v6.16.643449 52.69221 0.1260803 -2.98758547 ###### 1E-06 down yes

Manes.01G190600.v6.1144.77579 557.3517 0.2597566 -1.94476767 ###### 5E-08 down yes

Manes.01G191100.v6.12.4894735 8.238488 0.302176 -1.726539 0.0615 0.1327 down no

Manes.01G193600.v6.1249.48542 272.3776 0.9159543 -0.12665244 0.6501 0.793 down no

Manes.01G193900.v6.10.7671118 3.932154 0.1950869 -2.35781117 0.1947 0.333 down no

Manes.01G194100.v6.1196.06949 209.7882 0.9346069 -0.09756847 0.7604 0.8847 down no

Manes.01G196300.v6.1534.87457 260.1124 2.0563206 1.040065241 0.0314 0.0762 up no

Manes.01G198300.v6.1921.06316 89.54052 10.286551 3.362687465 ###### 2E-10 up yes

Manes.01G198800.v6.1185.75771 17.03407 10.905071 3.446927205 ###### 3E-09 up yes

Manes.01G202900.v6.11.4937071 1.492164 1.0010342 0.001491303 1 1 up no

Manes.01G203000.v6.111.059431 11.1672 0.9903491 -0.01399097 1 1 down no

Manes.01G205000.v6.119.857928 24.90342 0.7973976 -0.32662889 0.5132 0.6768 down no

Manes.01G205900.v6.114.514284 3.342125 4.3428307 2.11863572 0.0014 0.0051 up yes

Manes.01G208800.v6.1355.52236 149.4947 2.3781599 1.24984569 ###### 9E-06 up yes

Manes.01G209200.v6.19.5352217 8.150734 1.1698605 0.226336482 0.7253 0.8564 up no

Manes.01G209600.v6.11922.1472 806.3643 2.3837207 1.25321519 ###### 9E-10 up yes

Manes.01G212900.v6.164.094137 18.1571 3.529977 1.819658787 ###### 6E-05 up yes

Manes.01G213500.v6.141.490428 93.56343 0.4434471 -1.17316613 0.0038 0.0124 down yes

Manes.01G215200.v6.199.883224 162.5399 0.614515 -0.70247989 0.0063 0.0194 down no

Manes.01G216500.v6.1196.54344 304.9719 0.644464 -0.63382831 0.0064 0.0198 down no

Manes.01G218700.v6.1141.96921 138.6239 1.0241325 0.034402312 0.8364 0.9404 up no

Manes.01G218900.v6.116.311799 8.185711 1.9927161 0.994736179 0.0679 0.1437 up no

Manes.01G219500.v6.130.645224 21.31127 1.4379823 0.524045953 0.2173 0.3617 up no

Manes.01G220900.v6.121.58029 39.71728 0.5433476 -0.88005268 0.0429 0.0988 down no

Manes.01G221000.v6.133.903373 19.74348 1.7171935 0.780052598 0.0755 0.157 up no

Manes.01G222000.v6.1431.85588 154.5956 2.7934557 1.482050918 ###### 2E-14 up yes

Manes.01G225100.v6.12.8629003 6.104936 0.4689485 -1.09249865 0.2833 0.4411 down no

Manes.01G225400.v6.12.9425332 8.564143 0.3435876 -1.54125016 0.218 0.3623 down no

Manes.01G226100.v6.121.651194 29.52266 0.7333755 -0.447376 0.3369 0.5022 down no

Manes.01G227800.v6.11.0305183 0.307855 3.3474198 1.74304948 0.527 0.6881 up no

Manes.01G230300.v6.18.0111272 6.994939 1.1452748 0.195693807 0.7502 0.8765 up no

Manes.01G230900.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.01G232100.v6.17.6985901 11.185 0.6882957 -0.53889969 0.4309 0.5966 down no

Manes.01G233800.v6.151.726288 79.9255 0.6471813 -0.62775828 0.0534 0.1178 down no

Manes.01G237300.v6.140.930263 9.067834 4.5137859 2.174337991 ###### 0.0003 up yes

Manes.01G238100.v6.1128.08997 34.29487 3.7349599 1.901092738 ###### 3E-09 up yes

Manes.01G238700.v6.153.074878 60.50959 0.8771317 -0.18913456 0.6238 0.7696 down no

Manes.01G240300.v6.1164.54977 116.4984 1.4124637 0.498213754 0.0325 0.0783 up no

Manes.01G241200.v6.112.679052 2.452122 5.1706454 2.370344359 0.0564 0.1235 up no

Manes.01G242200.v6.184.084619 240.8159 0.3491655 -1.51801693 ###### 2E-07 down yes

Manes.01G243500.v6.1171.62066 181.4005 0.9460871 -0.07995511 0.7335 0.8627 down no

Manes.01G244300.v6.1135.4929 196.9588 0.6879252 -0.53967645 0.022 0.0566 down no

Manes.01G244800.v6.1530.77455 367.8279 1.4429969 0.529068223 0.003 0.0101 up no

Manes.01G245100.v6.10.7569827 2.122838 0.3565899 -1.48766246 0.44 0.6054 down no

Manes.01G245900.v6.152.65377 73.19463 0.7193665 -0.47520107 0.1601 0.2857 down no



Manes.01G247700.v6.16.3380111 12.21554 0.5188482 -0.94661548 0.1915 0.3286 down no

Manes.01G248900.v6.1127.73802 287.4129 0.4444407 -1.16993704 ###### 6E-06 down yes

Manes.01G253900.v6.1113.21774 120.4198 0.9401917 -0.08897318 0.749 0.8757 down no

Manes.01G256500.v6.15.3074928 4.591343 1.1559783 0.209114306 0.7984 0.9122 up no

Manes.01G257900.v6.18.5944654 16.11918 0.5331826 -0.9072985 0.1426 0.2606 down no

Manes.01G258400.v6.148.015013 84.77791 0.5663623 -0.82020283 0.0124 0.0348 down no

Manes.01G258700.v6.1141.90001 162.1911 0.8748938 -0.19282023 0.4439 0.6081 down no

Manes.01G260200.v6.1412.81787 480.7397 0.8587139 -0.21975054 0.216 0.36 down no

Manes.01G264900.v6.113.833969 3.019305 4.581839 2.195926766 0.0013 0.0048 up yes

Manes.01G267000.v6.14.1337173 2.402179 1.7208199 0.783096143 0.6147 0.7612 up no

Manes.01G268600.v6.111.063681 1.219287 9.0738966 3.181722213 0.0084 0.0248 up yes

Manes.01G268800.v6.147.278354 8.505697 5.5584336 2.474678388 ###### 2E-06 up yes

Manes.01G270600.v6.116.35668 0 Inf Inf ###### 7E-09 up yes

Manes.01G275300.v6.11.1304094 0.309272 3.6550703 1.869899173 0.5176 0.6806 up no

Manes.02G002500.v6.11.0305183 6.970676 0.1478362 -2.75792844 0.0162 0.0436 down yes

Manes.02G004400.v6.1249.20695 199.4479 1.2494838 0.321332161 0.1727 0.3035 up no

Manes.02G005600.v6.1157.05293 179.9687 0.8726681 -0.19649497 0.3945 0.5616 down no

Manes.02G006300.v6.12.9975433 3.912142 0.7662153 -0.38417833 0.9316 0.9966 down no

Manes.02G006400.v6.1288.0934 275.1043 1.0472154 0.066558156 0.8247 0.9325 up no

Manes.02G008300.v6.1172.21528 279.6733 0.6157731 -0.69952915 0.0014 0.0051 down no

Manes.02G009000.v6.141.556853 181.6707 0.2287483 -2.12816729 ###### 3E-11 down yes

Manes.02G009700.v6.1186.68009 137.1815 1.3608253 0.444481868 0.0477 0.1078 up no

Manes.02G009900.v6.111.961071 20.43402 0.585351 -0.77262622 0.1591 0.2843 down no

Manes.02G010000.v6.12.1261758 1.839247 1.1560035 0.209145776 0.9321 0.9966 up no

Manes.02G010200.v6.13.2667144 5.115046 0.638648 -0.64690701 0.5746 0.7281 down no

Manes.02G011100.v6.113.324499 67.64112 0.1969881 -2.34381925 ###### 4E-07 down yes

Manes.02G011400.v6.185.529261 129.0566 0.6627268 -0.59351374 0.217 0.3613 down no

Manes.02G013300.v6.1337.00383 780.7516 0.4316403 -1.21209861 ###### 1E-09 down yes

Manes.02G013400.v6.1632.25269 73.08133 8.6513568 3.112926415 ###### 4E-57 up yes

Manes.02G014100.v6.145.855715 53.94364 0.8500671 -0.23435142 0.5191 0.6815 down no

Manes.02G017900.v6.1395.79606 269.7515 1.4672616 0.55312614 0.0049 0.0155 up no

Manes.02G018400.v6.159.760703 84.95421 0.703446 -0.50748837 0.0973 0.1927 down no

Manes.02G018800.v6.10.7468535 6.160547 0.1212317 -3.04416113 0.113 0.2171 down no

Manes.02G023400.v6.14.3623719 10.05772 0.4337335 -1.20511913 0.122 0.2303 down no

Manes.02G024700.v6.166.101564 7.316342 9.0347833 3.175490001 ###### 2E-13 up yes

Manes.02G026200.v6.11.0753993 0 Inf Inf 0.2236 0.3685 up no

Manes.02G027700.v6.110.068029 12.79202 0.7870555 -0.34546279 0.7927 0.9076 down no

Manes.02G029100.v6.149.517515 33.30277 1.4868887 0.572296698 0.1462 0.2657 up no

Manes.02G029600.v6.11.0855284 2.415727 0.4493588 -1.15406016 0.5252 0.6867 down no

Manes.02G031900.v6.1160.52839 139.5049 1.1507011 0.202513156 0.6798 0.819 up no

Manes.02G034600.v6.13.6502703 3.956417 0.9226202 -0.11619123 1 1 down no

Manes.02G035600.v6.12.2810771 12.15205 0.1877113 -2.41341236 0.0083 0.0245 down yes

Manes.02G036800.v6.1406.04243 17.94771 22.623632 4.499758645 ###### 2E-75 up yes

Manes.02G037100.v6.118.970782 90.85198 0.2088098 -2.25973872 ###### 4E-05 down yes

Manes.02G038500.v6.126.211833 29.83113 0.8786737 -0.18660057 0.7177 0.8507 down no

Manes.02G038600.v6.1332.5604 30.16467 11.024832 3.462684759 ###### 3E-44 up yes

Manes.02G038800.v6.114.036716 0 Inf Inf ###### 2E-07 up yes

Manes.02G039100.v6.1232.9065 308.5404 0.7548656 -0.40570832 0.0464 0.1054 down no



Manes.02G039300.v6.13.2913372 0.887169 3.7099318 1.891392653 0.4653 0.6282 up no

Manes.02G039700.v6.14.4811212 0.617126 7.2612731 2.860222519 0.0228 0.0582 up no

Manes.02G040300.v6.1227.2502 151.8225 1.4968148 0.581895696 0.0059 0.0183 up no

Manes.02G041000.v6.195.899863 96.96365 0.989029 -0.01591527 0.9988 1 down no

Manes.02G043600.v6.1213.18881 72.72955 2.9312544 1.551518197 ###### 4E-06 up yes

Manes.02G043900.v6.111.024564 4.203614 2.6226393 1.39101942 0.1309 0.2432 up no

Manes.02G045200.v6.11.0956575 7.633494 0.1435329 -2.80054657 0.0104 0.0297 down yes

Manes.02G047400.v6.11.4140742 3.357091 0.4212201 -1.24735371 0.4014 0.567 down no

Manes.02G047600.v6.18.8391286 6.415624 1.3777504 0.462314517 0.517 0.6801 up no

Manes.02G048000.v6.12.5546127 1.825698 1.3992524 0.484656188 0.752 0.8781 up no

Manes.02G050700.v6.116.717243 11.87634 1.4076094 0.493247032 0.3751 0.5438 up no

Manes.02G050800.v6.142.620953 0.899301 47.393442 5.566615527 ###### 3E-15 up yes

Manes.02G051400.v6.1406.50073 175.6567 2.3141775 1.210499514 ###### 8E-10 up yes

Manes.02G052700.v6.11.1202803 2.76281 0.4054858 -1.30227682 0.6211 0.7671 down no

Manes.02G053400.v6.1104.09919 149.7844 0.6949933 -0.52492895 0.0562 0.1232 down no

Manes.02G054200.v6.1278.6027 129.972 2.1435597 1.10000858 ###### 6E-06 up yes

Manes.02G055100.v6.126.229176 58.55815 0.4479168 -1.15869746 0.0068 0.0207 down yes

Manes.02G055600.v6.11.0956575 0.926398 1.1827075 0.242093356 1 1 up no

Manes.02G056800.v6.11920.608 1606.047 1.1958607 0.258049368 0.1848 0.3194 up no

Manes.02G056900.v6.18.7927327 17.31562 0.507792 -0.97769055 0.1113 0.2144 down no

Manes.02G057100.v6.1135.71988 119.2499 1.1381133 0.186644201 0.45 0.6141 up no

Manes.02G057600.v6.1342.84902 303.309 1.130362 0.176784889 0.3381 0.5034 up no

Manes.02G058300.v6.11.832382 0.309272 5.9248311 2.566774038 0.2008 0.3399 up no

Manes.02G059000.v6.1642.26939 699.2203 0.9185508 -0.12256854 0.455 0.6191 down no

Manes.02G060300.v6.14.3319846 9.751286 0.4442475 -1.17056441 0.1399 0.2566 down no

Manes.02G060400.v6.17.0212403 8.577691 0.8185466 -0.28886347 0.7562 0.8816 down no

Manes.02G061200.v6.167.253632 62.35246 1.0786043 0.109165647 0.7381 0.8664 up no

Manes.02G062100.v6.133.811932 10.96916 3.0824553 1.624079971 0.0003 0.0012 up yes

Manes.02G062400.v6.143.301283 29.49335 1.4681712 0.554020159 0.1688 0.2983 up no

Manes.02G062600.v6.16.0499818 2.107873 2.8701834 1.521142928 0.0901 0.1812 up no

Manes.02G063100.v6.15.4870168 0.604995 9.0695293 3.181027683 0.0075 0.0226 up yes

Manes.02G063300.v6.116.611587 12.77201 1.3006245 0.379204527 0.4872 0.6501 up no

Manes.02G064200.v6.116.377053 1.839247 8.9042168 3.154488715 ###### 5E-05 up yes

Manes.02G064800.v6.1246.30831 296.0325 0.8320313 -0.26529035 0.1811 0.3144 down no

Manes.02G067900.v6.153.475958 132.4799 0.4036534 -1.30881105 ###### 7E-05 down yes

Manes.02G068200.v6.138.579797 61.54295 0.6268759 -0.67374815 0.0851 0.1729 down no

Manes.02G071000.v6.111.104197 6.689919 1.6598404 0.731044541 0.2421 0.3919 up no

Manes.02G072200.v6.1182.02121 68.75595 2.6473519 1.404549973 ###### 1E-07 up yes

Manes.02G072300.v6.126.281517 5.819927 4.5157814 2.174975634 0.0089 0.0261 up yes

Manes.02G072800.v6.11.4589552 0.295723 4.9335185 2.30261691 0.3237 0.4881 up no

Manes.02G073200.v6.1685.92769 629.5942 1.0894758 0.123634207 0.4368 0.6028 up no

Manes.02G074600.v6.11.1202803 0.295723 3.7882751 1.921541095 0.4588 0.6218 up no

Manes.02G078900.v6.1108.68545 0 Inf Inf ###### 1E-42 up yes

Manes.02G081000.v6.197.773931 41.16313 2.3752791 1.248097068 ###### 0.0001 up yes

Manes.02G090300.v6.1790.11167 2346.75 0.3366834 -1.5705355 ###### 5E-10 down yes

Manes.02G093000.v6.122.457422 51.03148 0.44007 -1.18419523 0.0095 0.0276 down yes

Manes.02G093500.v6.1420.21532 207.417 2.0259443 1.018594527 ###### 0.0002 up yes

Manes.02G094500.v6.142.383339 58.93738 0.719125 -0.47568557 0.1852 0.3201 down no



Manes.02G094800.v6.11.1202803 0.899301 1.2457239 0.316984354 0.9225 0.9966 up no

Manes.02G096100.v6.12.5893646 8.1479 0.3177953 -1.65383013 0.0713 0.1494 down no

Manes.02G096300.v6.129.914083 6.125569 4.883478 2.287908993 0.0023 0.008 up yes

Manes.02G099100.v6.16.7316961 9.087846 0.7407361 -0.43296837 0.6186 0.7646 down no

Manes.02G101000.v6.16.2888804 3.963502 1.5866978 0.666027344 0.4162 0.5812 up no

Manes.02G101500.v6.1143.00457 402.6615 0.3551483 -1.4935064 ###### 1E-10 down yes

Manes.02G104200.v6.14.4072529 8.799208 0.5008692 -0.99749406 0.2123 0.355 down no

Manes.02G106000.v6.1699.23815 601.6178 1.1622631 0.216936721 0.1706 0.3007 up no

Manes.02G108600.v6.12.4445925 2.121421 1.1523371 0.204562757 0.9133 0.9962 up no

Manes.02G121300.v6.11465.7335 1488.84 0.98448 -0.02256625 0.9098 0.9937 down no

Manes.02G121400.v6.141.256009 13.09987 3.1493439 1.655051288 0.0002 0.0008 up yes

Manes.02G126400.v6.17.2151431 32.63176 0.221108 -2.1771767 ###### 0.0003 down yes

Manes.02G128200.v6.114.301523 34.99834 0.4086344 -1.29111754 0.0056 0.0175 down yes

Manes.02G130200.v6.15.462394 43.76823 0.1248027 -3.00227891 ###### 3E-07 down yes

Manes.02G130300.v6.121.490528 29.27608 0.7340643 -0.44602157 0.3536 0.5207 down no

Manes.02G130700.v6.19.1357721 17.38257 0.5255709 -0.92804266 0.2747 0.4311 down no

Manes.02G132000.v6.121.934973 30.57777 0.7173503 -0.47925031 0.2789 0.4359 down no

Manes.02G132600.v6.12.664633 1.517844 1.7555383 0.811913471 0.5733 0.727 up no

Manes.02G138000.v6.122.412541 47.06183 0.476236 -1.07025132 0.0091 0.0267 down yes

Manes.02G138100.v6.118.149945 13.90779 1.3050199 0.384071833 0.5921 0.7442 up no

Manes.02G140100.v6.114.381041 8.538463 1.6842658 0.752119825 0.1807 0.3138 up no

Manes.02G140600.v6.110.879907 57.78096 0.1882957 -2.4089279 ###### 1E-06 down yes

Manes.02G143600.v6.10.3285458 5.185001 0.0633646 -3.98017801 0.0286 0.0703 down no

Manes.02G149200.v6.166.981316 81.83786 0.8184637 -0.28900965 0.3711 0.5395 down no

Manes.02G149500.v6.14.1134591 4.291369 0.9585425 -0.06108576 1 1 down no

Manes.02G150000.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.02G152600.v6.148.699527 72.89086 0.6681157 -0.58183013 0.0842 0.1714 down no

Manes.02G152900.v6.1617.80407 27.68828 22.312834 4.479801841 ###### 4E-98 up yes

Manes.02G153600.v6.114.544556 20.73541 0.7014357 -0.51161714 0.37 0.5383 down no

Manes.02G156200.v6.1295.50879 272.178 1.0857191 0.118650842 0.4981 0.6615 up no

Manes.02G156300.v6.13.1769524 2.71145 1.17168 0.228578652 0.8746 0.968 up no

Manes.02G157100.v6.116.817019 10.62995 1.5820408 0.661786787 0.2227 0.3677 up no

Manes.02G157200.v6.171.797803 2.162067 33.207945 5.053456553 ###### 0.0002 up yes

Manes.02G157600.v6.14.1178236 0 Inf Inf 0.0029 0.0098 up yes

Manes.02G160500.v6.122.508068 6.145581 3.6624799 1.872820858 0.0074 0.0222 up yes

Manes.02G160800.v6.1185.09115 222.1542 0.8331654 -0.26332523 0.2319 0.3791 down no

Manes.02G161400.v6.172.110914 63.75718 1.1310243 0.177629886 0.5626 0.7175 up no

Manes.02G162700.v6.19.2878238 7.544322 1.2311011 0.299949279 0.7432 0.8709 up no

Manes.02G163000.v6.118.723154 0.926398 20.210709 4.33704802 ###### 2E-07 up yes

Manes.02G163600.v6.122.764195 134.3596 0.1694274 -2.56126117 ###### 7E-12 down yes

Manes.02G163800.v6.111.532749 36.1505 0.3190204 -1.64827922 0.0055 0.0173 down yes

Manes.02G163900.v6.1579.77699 457.0929 1.2684008 0.343010712 0.1971 0.336 up no

Manes.02G164900.v6.116.999393 9.719938 1.7489199 0.806464197 0.1331 0.2463 up no

Manes.02G167500.v6.119.757922 54.05553 0.3655116 -1.45201093 0.0028 0.0095 down yes

Manes.02G169800.v6.12.9077813 0.912849 3.1853907 1.671470336 0.2133 0.3563 up no

Manes.02G172000.v6.11.1405385 0.911432 1.2513697 0.323508117 1 1 up no

Manes.02G173800.v6.1141.56989 261.0136 0.5423852 -0.88261039 0.0001 0.0006 down no

Manes.02G177000.v6.14.1279527 0.618543 6.6736694 2.738480212 0.2262 0.3718 up no



Manes.02G179600.v6.130.154497 47.35251 0.6368088 -0.65106775 0.0978 0.1935 down no

Manes.02G179800.v6.1124.49615 71.7286 1.7356557 0.795480779 0.0172 0.0458 up no

Manes.02G183000.v6.11.877263 0 Inf Inf 0.065 0.1386 up no

Manes.02G184200.v6.1 0 1.813567 #NAME? #NAME? 0.1181 0.2246 down no

Manes.02G188200.v6.14.0540844 6.071375 0.6677374 -0.58264724 0.6819 0.8206 down no

Manes.02G188900.v6.1561.90265 378.8734 1.4830883 0.568604462 0.0005 0.0021 up no

Manes.02G189000.v6.10.7019725 1.517844 0.4624801 -1.11253687 0.7265 0.8574 down no

Manes.02G189100.v6.15.3913753 8.157819 0.6608844 -0.59753024 0.7611 0.8851 down no

Manes.02G189300.v6.18.1457703 3.384188 2.407009 1.267241508 0.2002 0.3393 up no

Manes.02G190100.v6.1201.59208 238.8568 0.8439873 -0.24470676 0.2793 0.4364 down no

Manes.02G194400.v6.11368.847 1114.384 1.2283442 0.296714915 0.0388 0.0907 up no

Manes.02G195500.v6.133.851048 12.4684 2.7149462 1.440923607 0.0165 0.0443 up yes

Manes.02G196700.v6.11.0406474 2.417144 0.4305276 -1.21582235 0.522 0.6841 down no

Manes.02G197200.v6.10.7569827 2.441407 0.31006 -1.6893809 0.3406 0.5061 down no

Manes.02G202300.v6.153.337114 102.3025 0.5213668 -0.93962924 0.004 0.013 down no

Manes.02G206000.v6.183.888031 174.1782 0.4816218 -1.05402746 0.0001 0.0005 down yes

Manes.02G206200.v6.13.9136768 6.649273 0.5885872 -0.76467197 0.424 0.5894 down no

Manes.02G209400.v6.145.41127 104.0319 0.4365131 -1.19590325 0.0002 0.0009 down yes

Manes.02G209500.v6.166.305481 51.59048 1.2852271 0.362023255 0.2543 0.4073 up no

Manes.02G210600.v6.1198.70182 167.0483 1.1894875 0.250340151 0.2407 0.3901 up no

Manes.02G214400.v6.18.1516498 5.452832 1.4949387 0.580086323 0.4504 0.6144 up no

Manes.02G218500.v6.136.068436 51.61412 0.6988095 -0.51702896 0.1932 0.331 down no

Manes.02G219200.v6.152.532286 84.04894 0.6250202 -0.67802524 0.0343 0.082 down no

Manes.02G219300.v6.1175.67905 146.2931 1.20087 0.264079943 0.2469 0.3982 up no

Manes.02G221000.v6.183.514785 175.5061 0.4758513 -1.07141726 ###### 0.0003 down yes

Manes.02G221900.v6.1262.65618 99.91839 2.628707 1.394353336 ###### 4E-09 up yes

Manes.02G222000.v6.12.7731383 1.517844 1.8270248 0.869496185 0.4743 0.637 up no

Manes.02G223200.v6.1242.42291 217.0994 1.1166446 0.159170138 0.4318 0.5978 up no

Manes.02G224000.v6.129.073333 15.52552 1.8726156 0.905054772 0.0379 0.089 up no

Manes.02G224700.v6.1178.36755 104.5255 1.7064501 0.770998253 0.0041 0.0133 up no

Manes.02G224800.v6.16.4480313 11.18784 0.5763429 -0.79500072 0.2669 0.4219 down no

Manes.02G225600.v6.11.1304094 0.603578 1.8728486 0.905234277 0.8067 0.9182 up no

Manes.03G002100.v6.170.242446 71.24509 0.9859268 -0.02044757 0.9674 1 down no

Manes.03G005000.v6.150.450991 46.49119 1.0851731 0.117925135 0.7285 0.859 up no

Manes.03G006300.v6.1198.55303 150.058 1.3231754 0.404004368 0.0631 0.1353 up no

Manes.03G006800.v6.1123.02952 148.2887 0.8296623 -0.26940394 0.2848 0.443 down no

Manes.03G008400.v6.13.2261979 2.121421 1.5207718 0.604803713 0.5977 0.7498 up no

Manes.03G010700.v6.132.701715 57.84728 0.5653112 -0.8228829 0.0437 0.1003 down no

Manes.03G014700.v6.117.989394 6.43059 2.7974719 1.484123647 0.0074 0.0223 up yes

Manes.03G016700.v6.117.24982 10.09695 1.7084186 0.772661476 0.1711 0.3014 up no

Manes.03G019500.v6.1594.52963 316.7678 1.8768625 0.908322944 ###### 4E-06 up no

Manes.03G019700.v6.11818.5695 1883.729 0.9654091 -0.05078767 0.7334 0.8626 down no

Manes.03G020100.v6.12.2361961 0 Inf Inf 0.0371 0.0874 up no

Manes.03G021200.v6.118.60312 16.71913 1.1126848 0.15404499 0.7766 0.8952 up no

Manes.03G022800.v6.138.462333 34.68543 1.1088901 0.149116329 0.6812 0.82 up no

Manes.03G026600.v6.1175.72365 128.324 1.3693747 0.453517271 0.0489 0.11 up no

Manes.03G026900.v6.13.3115954 2.459207 1.346611 0.429333159 0.8867 0.9772 up no

Manes.03G027400.v6.10.3285458 2.417144 0.1359231 -2.87913745 0.1737 0.3047 down no



Manes.03G027500.v6.10.7019725 8.499234 0.0825924 -3.59784636 0.002 0.0073 down yes

Manes.03G028100.v6.11359.4688 1639.608 0.8291426 -0.27030779 0.2113 0.3535 down no

Manes.03G028800.v6.119.942041 140.4206 0.1420165 -2.8158698 ###### 3E-07 down yes

Manes.03G030900.v6.11.0855284 2.106456 0.5153341 -0.95642015 0.6534 0.7956 down no

Manes.03G031200.v6.15.0295926 15.58113 0.3228002 -1.63128666 0.0377 0.0885 down no

Manes.03G031900.v6.181.944639 100.0689 0.8188826 -0.28827155 0.3775 0.5465 down no

Manes.03G033500.v6.16.160002 4.873517 1.2639745 0.337967406 0.6883 0.8258 up no

Manes.03G034000.v6.1293.09017 279.1166 1.0500635 0.070476545 0.7259 0.857 up no

Manes.03G034900.v6.1213.17717 234.94 0.9073685 -0.14023957 0.5289 0.6898 down no

Manes.03G042700.v6.167.697897 96.15972 0.7040151 -0.50632167 0.1106 0.2132 down no

Manes.03G043100.v6.11.3590641 0.309272 4.3944032 2.135667239 0.33 0.4947 up no

Manes.03G043400.v6.149.151187 97.6243 0.5034729 -0.99001399 0.0019 0.007 down no

Manes.03G044300.v6.12.5691064 10.04922 0.2556523 -1.96774515 0.0956 0.1902 down no

Manes.03G044900.v6.168.711072 53.25452 1.2902392 0.367638509 0.2394 0.3885 up no

Manes.03G046300.v6.12.9627914 20.24292 0.1463619 -2.77238843 0.0004 0.0015 down yes

Manes.03G047400.v6.110.481857 6.712764 1.5614815 0.642915495 0.3149 0.4784 up no

Manes.03G050100.v6.12.270948 0.604995 3.7536662 1.908300351 0.2533 0.4062 up no

Manes.03G051400.v6.117.30908 21.1857 0.8170171 -0.29156174 0.5843 0.7368 down no

Manes.03G051700.v6.11.3590641 0 Inf Inf 0.1228 0.2312 up no

Manes.03G054800.v6.16.2237412 8.789289 0.7081052 -0.49796438 0.6835 0.8219 down no

Manes.03G055900.v6.191.347788 94.44303 0.9672263 -0.04807455 0.8948 0.983 down no

Manes.03G056200.v6.132.370435 28.90899 1.119736 0.163158679 0.6745 0.8145 up no

Manes.03G059700.v6.10.3285458 1.223538 0.2685211 -1.89689247 0.5983 0.7502 down no

Manes.03G059900.v6.130.901695 67.19981 0.459848 -1.12077116 0.0437 0.1002 down no

Manes.03G060200.v6.11.1202803 2.147101 0.521764 -0.93853056 0.8353 0.9401 down no

Manes.03G060400.v6.127.58964 25.00251 1.1034747 0.142053534 0.6924 0.8294 up no

Manes.03G063600.v6.1284.39359 308.9981 0.9203734 -0.11970882 0.5883 0.7403 down no

Manes.03G063800.v6.1350.84305 293.0725 1.1971203 0.259568133 0.3616 0.5296 up no

Manes.03G063900.v6.1200.35199 462.9333 0.432788 -1.20826759 ###### 3E-08 down yes

Manes.03G064500.v6.16.6579427 7.237885 0.9198741 -0.12049172 0.9303 0.9966 down no

Manes.03G064900.v6.17.5929344 0.591446 12.837914 3.682338874 0.0597 0.1294 up no

Manes.03G065200.v6.1103.93026 168.8738 0.6154314 -0.70032999 0.0393 0.0918 down no

Manes.03G065300.v6.179.698084 140.6591 0.5666044 -0.81958632 0.0028 0.0097 down no

Manes.03G065800.v6.1183.69582 143.8409 1.2770769 0.352845351 0.1143 0.2193 up no

Manes.03G067100.v6.164.842046 75.19505 0.862318 -0.21370802 0.5314 0.692 down no

Manes.03G067500.v6.165.684656 100.5563 0.6532128 -0.61437512 0.0385 0.0901 down no

Manes.03G068800.v6.1106.12961 52.73445 2.0125291 1.009009634 0.0003 0.0013 up yes

Manes.03G069000.v6.198.644243 108.6319 0.9080598 -0.13914086 0.6472 0.7904 down no

Manes.03G070600.v6.138.26703 58.5287 0.6538166 -0.61304219 0.0931 0.1861 down no

Manes.03G071800.v6.1422.57035 313.9566 1.3459515 0.428626474 0.0136 0.0374 up no

Manes.03G072000.v6.118.653765 45.78898 0.4073855 -1.2955334 0.0055 0.0172 down yes

Manes.03G072100.v6.1620.41528 534.7395 1.1602197 0.214398074 0.1791 0.3115 up no

Manes.03G073100.v6.11.4488261 0 Inf Inf 0.1199 0.227 up no

Manes.03G073900.v6.13.7400323 7.037002 0.531481 -0.91191011 0.3088 0.4716 down no

Manes.03G075100.v6.1170.96985 81.27177 2.1036805 1.072915638 0.0021 0.0076 up yes

Manes.03G075300.v6.11.0753993 4.900615 0.2194417 -2.18809022 0.0846 0.1721 down no

Manes.03G076700.v6.1168.13518 246.349 0.682508 -0.55108206 0.0967 0.1919 down no

Manes.03G079100.v6.11.8222528 0.926398 1.9670308 0.976019572 0.5533 0.7122 up no



Manes.03G079400.v6.138.866262 12.84258 3.0263582 1.59758275 0.0201 0.0523 up no

Manes.03G084400.v6.158.455644 0 Inf Inf ###### 8E-24 up yes

Manes.03G087200.v6.19.4904556 0.591446 16.046188 4.004158678 0.0328 0.0791 up no

Manes.03G087400.v6.155.347456 97.44232 0.5680022 -0.81603155 0.0081 0.0241 down no

Manes.03G094300.v6.18.8145059 5.514906 1.5983056 0.676543273 0.3373 0.5026 up no

Manes.03G094600.v6.12.0711657 2.110707 0.9812663 -0.02728335 1 1 down no

Manes.03G095500.v6.13.8832895 1.196441 3.2457013 1.698530255 0.219 0.3636 up no

Manes.03G098300.v6.11.8222528 0 Inf Inf 0.0665 0.141 up no

Manes.03G098900.v6.166.800457 40.11622 1.6651734 0.735672458 0.0238 0.0603 up no

Manes.03G099100.v6.12587.6941 4896.189 0.5285119 -0.91999211 0.0011 0.0042 down no

Manes.03G099300.v6.1201.34754 376.0961 0.5353619 -0.90141357 0.09 0.1811 down no

Manes.03G099400.v6.1423.68009 620.137 0.683204 -0.54961173 0.0424 0.0978 down no

Manes.03G099500.v6.122.19553 32.17912 0.6897495 -0.53585562 0.227 0.373 down no

Manes.03G100700.v6.17.0457482 11.57273 0.6088232 -0.71590483 0.3327 0.4979 down no

Manes.03G100800.v6.1148.81168 218.2116 0.6819604 -0.55224005 0.0232 0.059 down no

Manes.03G101600.v6.154.204117 117.712 0.4604807 -1.11878735 0.0004 0.0018 down yes

Manes.03G102800.v6.11.8425111 0 Inf Inf 0.066 0.1403 up no

Manes.03G103300.v6.10.3734268 3.962085 0.0942501 -3.4073627 0.0398 0.0926 down no

Manes.03G107800.v6.12.9830496 0.307855 9.689803 3.27646733 0.0491 0.1103 up no

Manes.03G110900.v6.185.967877 78.4387 1.095988 0.132231983 0.6228 0.7687 up no

Manes.03G111700.v6.1156.30893 221.4849 0.7057318 -0.50280803 0.0258 0.0644 down no

Manes.03G112300.v6.196.090801 180.1828 0.5332962 -0.90699103 0.0005 0.002 down no

Manes.03G112500.v6.1120.20994 168.9022 0.7117135 -0.49063153 0.0516 0.1147 down no

Manes.03G112700.v6.14.3319846 4.546446 0.9528288 -0.06971115 1 1 down no

Manes.03G114400.v6.181.879221 25.56341 3.2029856 1.679417306 ###### 3E-06 up yes

Manes.03G116100.v6.1370.87978 355.1424 1.0443128 0.06255389 0.7039 0.8394 up no

Manes.03G117300.v6.11488.3731 313.3907 4.7492576 2.247702023 ###### 4E-30 up yes

Manes.03G120500.v6.119.484501 56.62375 0.3441048 -1.53908017 0.0002 0.0009 down yes

Manes.03G121800.v6.14.1076945 0.295723 13.890342 3.796010213 0.0128 0.0357 up yes

Manes.03G122600.v6.129.45241 16.45776 1.7895758 0.839617687 0.1427 0.2607 up no

Manes.03G129100.v6.16428.3515 549.634 11.695696 3.547905757 ###### 3E-135 up yes

Manes.03G130700.v6.1101.54872 160.799 0.6315257 -0.66308662 0.0111 0.0316 down no

Manes.03G134300.v6.181.667794 59.74923 1.3668427 0.450847211 0.1216 0.2296 up no

Manes.03G137000.v6.1118.50311 103.2553 1.147671 0.198709127 0.4073 0.5726 up no

Manes.03G137200.v6.11.832382 0.615709 2.9760518 1.57339962 0.6124 0.7594 up no

Manes.03G138200.v6.11.4937071 0.307855 4.8519901 2.278576613 0.2798 0.4369 up no

Manes.03G140500.v6.153.743958 141.9427 0.3786314 -1.40113385 ###### 4E-05 down yes

Manes.03G140600.v6.111.538513 22.31249 0.5171325 -0.95139424 0.0811 0.1661 down no

Manes.03G141800.v6.18.8983884 74.72364 0.119084 -3.06994881 ###### 5E-09 down yes

Manes.03G142000.v6.1901.73683 689.9953 1.3068739 0.386119923 0.0104 0.0298 up no

Manes.03G144100.v6.169.45781 54.32207 1.2786296 0.354598345 0.2813 0.4386 up no

Manes.03G145600.v6.122.108618 16.20693 1.3641456 0.447997681 0.4019 0.5673 up no

Manes.03G145700.v6.11.1202803 1.529975 0.7322212 -0.44964859 1 1 down no

Manes.03G149800.v6.110.645373 13.78395 0.7723021 -0.37276271 0.6604 0.802 down no

Manes.03G151100.v6.10.3734268 1.234252 0.302553 -1.72473998 0.6096 0.7568 down no

Manes.03G155900.v6.14.2567162 3.640682 1.1692084 0.225532058 0.8143 0.9242 up no

Manes.03G156300.v6.11436.2867 1505.419 0.9540774 -0.06782177 0.7722 0.8919 down no

Manes.03G160400.v6.1133.83125 137.7403 0.9716199 -0.04153613 0.8837 0.9749 down no



Manes.03G162500.v6.16.203368 1.231418 5.0375808 2.332731075 0.2317 0.3789 up no

Manes.03G168300.v6.15.0484508 0.295723 17.071549 4.093522065 0.0041 0.0134 up yes

Manes.03G170500.v6.1173.26332 177.8918 0.9739813 -0.03803401 0.8999 0.9867 down no

Manes.03G170900.v6.11.8671339 0.295723 6.3137918 2.658506689 0.1767 0.3085 up no

Manes.03G172100.v6.165.972685 76.83815 0.8585928 -0.21995398 0.4812 0.6438 down no

Manes.03G172600.v6.11.4589552 9.811943 0.1486918 -2.74960334 0.0054 0.0171 down yes

Manes.03G174600.v6.13.0033079 6.759873 0.4442847 -1.17044379 0.3745 0.5432 down no

Manes.03G175700.v6.15.0440862 2.723582 1.8520046 0.889087679 0.3389 0.5042 up no

Manes.03G177000.v6.1172.9929 214.5932 0.8061436 -0.31089131 0.487 0.65 down no

Manes.03G178000.v6.14.2320935 5.155692 0.8208585 -0.28479459 0.8868 0.9772 down no

Manes.03G178400.v6.153.513674 42.97356 1.2452697 0.316458267 0.4538 0.6178 up no

Manes.03G179500.v6.18.9881504 11.50924 0.7809507 -0.35669663 0.63 0.7754 down no

Manes.03G182700.v6.12317.2682 900.6532 2.572875 1.36338139 ###### 4E-19 up yes

Manes.03G188000.v6.17.125496 0 Inf Inf ###### 0.0004 up yes

Manes.03G188100.v6.1120.67883 104.7881 1.1516462 0.203697595 0.4182 0.5833 up no

Manes.03G189200.v6.1112.28862 95.68467 1.1735278 0.230852015 0.3815 0.5509 up no

Manes.03G190000.v6.196.613545 119.7728 0.8066402 -0.31000281 0.2471 0.3985 down no

Manes.03G191100.v6.112.990189 4.550697 2.8545491 1.513262895 0.0215 0.0555 up no

Manes.03G191400.v6.1128.28095 197.1646 0.6506288 -0.6200934 0.0201 0.0523 down no

Manes.03G196400.v6.122.172242 1.195024 18.55381 4.213643534 0.0001 0.0006 up yes

Manes.03G199000.v6.180.340977 53.67723 1.4967422 0.581825797 0.0615 0.1327 up no

Manes.03G203300.v6.11.8222528 0 Inf Inf 0.0665 0.141 up no

Manes.03G205300.v6.14.0888363 5.169241 0.7909936 -0.33826203 0.797 0.9111 down no

Manes.03G208000.v6.15.4421358 4.1929 1.2979408 0.376224552 0.865 0.9609 up no

Manes.03G208200.v6.154.148877 123.5522 0.4382671 -1.19011783 ###### 0.0005 down yes

Manes.03G209400.v6.1116.67096 126.506 0.9222562 -0.11676046 0.6842 0.8224 down no

Manes.03G210000.v6.1400.17006 366.3864 1.0922077 0.127247243 0.456 0.6195 up no

Manes.03G210300.v6.13.5199918 1.787887 1.9688 0.977316585 0.6166 0.7628 up no

Manes.03G213000.v6.139.450935 235.4578 0.1675499 -2.577337 ###### 2E-14 down yes

Manes.04G000300.v6.119.10531 27.62275 0.6916512 -0.53188343 0.2625 0.4166 down no

Manes.04G000500.v6.12413.6889 1121.451 2.1522918 1.105873687 ###### 2E-14 up yes

Manes.04G003600.v6.142.121448 76.61677 0.549768 -0.86310513 0.016 0.043 down no

Manes.04G003700.v6.1 0 1.813567 #NAME? #NAME? 0.1181 0.2246 down no

Manes.04G005100.v6.124.430212 37.196 0.6567967 -0.60648119 0.1517 0.2737 down no

Manes.04G007100.v6.11445.9264 1154.193 1.2527597 0.325109675 0.1013 0.1993 up no

Manes.04G008100.v6.1149.67113 166.8376 0.8971068 -0.15664841 0.5306 0.6912 down no

Manes.04G009700.v6.182.093267 18.78919 4.3691755 2.127361068 ###### 6E-09 up yes

Manes.04G012000.v6.13.450488 2.392882 1.4419803 0.528051434 0.7709 0.8919 up no

Manes.04G012400.v6.178.705233 143.3811 0.5489232 -0.86532369 0.0015 0.0056 down no

Manes.04G014100.v6.11.0855284 0.307855 3.5261085 1.818076854 0.5219 0.6841 up no

Manes.04G015200.v6.1 0 2.715702 #NAME? #NAME? 0.046 0.1046 down no

Manes.04G015900.v6.1190.57387 117.3433 1.6240706 0.699614364 0.0023 0.0081 up no

Manes.04G018400.v6.110.376317 0.307855 33.70526 5.074901862 ###### 9E-05 up yes

Manes.04G021100.v6.111.830792 28.54694 0.414433 -1.27078934 0.0124 0.0347 down yes

Manes.04G021400.v6.125.682105 54.2608 0.4733087 -1.07914674 0.0069 0.0209 down yes

Manes.04G024000.v6.10.3835559 1.852795 0.2070147 -2.27219487 0.3345 0.4999 down no

Manes.04G024200.v6.113.82384 8.788494 1.5729475 0.653470562 0.3973 0.5622 up no

Manes.04G024800.v6.1300.9811 239.0644 1.2589958 0.332273421 0.0919 0.1843 up no



Manes.04G025000.v6.116.75188 0.923564 18.138307 4.180967934 0.023 0.0585 up no

Manes.04G026100.v6.167.285698 294.1399 0.228754 -2.12813085 ###### 9E-05 down yes

Manes.04G027200.v6.11565.1119 70.01416 22.354219 4.482475214 ###### 3E-36 up yes

Manes.04G029600.v6.110.780016 16.42624 0.6562681 -0.6076429 0.3138 0.4772 down no

Manes.04G030700.v6.120.415129 32.21976 0.6336213 -0.65830727 0.15 0.2713 down no

Manes.04G032400.v6.11.7773718 0 Inf Inf 0.0674 0.1427 up no

Manes.04G032700.v6.1729.09449 625.7203 1.1652082 0.220587815 0.1613 0.2874 up no

Manes.04G032800.v6.11.0753993 0.307855 3.4932062 1.804551799 0.5228 0.6847 up no

Manes.04G033800.v6.1283.16813 254.5894 1.1122541 0.15348646 0.4266 0.5921 up no

Manes.04G036000.v6.1357.00961 174.0082 2.0516824 1.036807451 ###### 5E-07 up yes

Manes.04G038900.v6.116.999278 2.752096 6.1768475 2.626870713 ###### 0.0003 up yes

Manes.04G039100.v6.177.334344 63.24609 1.2227529 0.290132866 0.3595 0.527 up no

Manes.04G039200.v6.110.092537 2.133553 4.7303899 2.241959111 0.0039 0.0129 up yes

Manes.04G042500.v6.119.10531 44.03119 0.433904 -1.20455223 0.005 0.0158 down yes

Manes.04G050200.v6.1595.10554 492.8777 1.2074101 0.271915779 0.0922 0.1847 up no

Manes.04G055400.v6.12.6342456 1.798601 1.4646079 0.550514466 0.8034 0.9164 up no

Manes.04G056300.v6.144.266252 64.29284 0.6885098 -0.53845084 0.1324 0.2454 down no

Manes.04G057300.v6.1174.04342 198.4431 0.8770446 -0.18927789 0.4169 0.5819 down no

Manes.04G057400.v6.14.1785983 33.76408 0.1237587 -3.01439839 ###### 0.0004 down yes

Manes.04G058000.v6.1195.46851 220.465 0.886619 -0.17361376 0.4642 0.6272 down no

Manes.04G059000.v6.16.4726541 3.945703 1.6404313 0.714075151 0.3755 0.5442 up no

Manes.04G059700.v6.1103.90378 97.74531 1.0630053 0.088148757 0.737 0.8655 up no

Manes.04G069500.v6.14.6055202 0.603578 7.6303699 2.931753001 0.0169 0.0453 up yes

Manes.04G070900.v6.123.292408 7.602768 3.0636748 1.615263163 0.0014 0.0051 up yes

Manes.04G072900.v6.19.8609179 4.229294 2.3315752 1.221304987 0.0945 0.1884 up no

Manes.04G077100.v6.183.496271 80.12812 1.0420346 0.059403117 0.8564 0.9548 up no

Manes.04G079600.v6.134.496956 73.02085 0.4724261 -1.08183939 0.0191 0.0502 down no

Manes.04G082300.v6.1407.87152 410.4103 0.9938141 -0.00895215 1 1 down no

Manes.04G082500.v6.110.943531 11.88484 0.9207976 -0.11904402 0.9658 1 down no

Manes.04G083200.v6.180.86878 62.19285 1.3002907 0.378834202 0.1846 0.3193 up no

Manes.04G083300.v6.13.1566941 1.532809 2.0594172 1.042236138 0.5601 0.716 up no

Manes.04G088600.v6.12202.7597 2006.231 1.0979593 0.134824544 0.3357 0.5011 up no

Manes.04G089600.v6.14.8356898 3.339291 1.4481187 0.534179906 0.6314 0.7767 up no

Manes.04G090900.v6.1319.74238 182.8525 1.7486356 0.806229652 ###### 0.0002 up no

Manes.04G091200.v6.1370.90755 265.4634 1.3972077 0.482546516 0.0082 0.0243 up no

Manes.04G096500.v6.138.391429 20.129 1.90727 0.931509083 0.0183 0.0483 up no

Manes.04G097900.v6.1216.22198 291.07 0.7428522 -0.42885292 0.0558 0.1224 down no

Manes.04G099000.v6.1236.18784 230.1432 1.0262645 0.037402604 0.8689 0.9635 up no

Manes.04G101400.v6.122.975621 27.9577 0.8217993 -0.28314206 0.5399 0.7001 down no

Manes.04G115400.v6.124.179784 18.77218 1.2880645 0.365204795 0.5567 0.714 up no

Manes.04G115800.v6.116.287176 5.146395 3.164774 1.662102467 0.0095 0.0276 up yes

Manes.04G118800.v6.118.620529 5.749972 3.2383684 1.695267119 0.0039 0.0128 up yes

Manes.04G121500.v6.13.8051715 8.460006 0.4497836 -1.15269714 0.2376 0.3865 down no

Manes.04G122200.v6.11.1506677 0.615709 1.8688497 0.902150563 0.8638 0.9599 up no

Manes.04G122300.v6.11.8873921 1.208572 1.5616709 0.643090452 0.7686 0.89 up no

Manes.04G122900.v6.15.1279687 0.307855 16.657117 4.05806682 0.0029 0.0099 up yes

Manes.04G123700.v6.161.174777 119.8211 0.5105508 -0.96987363 0.0009 0.0034 down no

Manes.04G125900.v6.111.363354 13.14557 0.8644249 -0.21018754 0.7831 0.9003 down no



Manes.04G126700.v6.199.03177 19.86116 4.9862015 2.3179412 ###### 1E-10 up yes

Manes.04G129700.v6.16.6521781 0.591446 11.24731 3.491508126 0.0994 0.1963 up no

Manes.04G131800.v6.161.605834 67.03643 0.9189903 -0.1218784 0.7454 0.8726 down no

Manes.04G133500.v6.113.48365 9.677875 1.3932449 0.478448882 0.3937 0.5611 up no

Manes.04G139500.v6.16.9213492 12.74349 0.5431281 -0.8806357 0.1876 0.3233 down no

Manes.04G141400.v6.1718.63483 362.1583 1.9843111 0.988638222 ###### 4E-08 up no

Manes.04G142300.v6.181.462477 180.2622 0.4519111 -1.14588923 ###### 9E-05 down yes

Manes.04G144000.v6.18.6697337 19.1399 0.4529665 -1.14252381 0.0498 0.1116 down no

Manes.04G144800.v6.123.885875 28.00606 0.8528824 -0.22958119 0.702 0.8379 down no

Manes.04G145300.v6.1 0 4.24426 #NAME? #NAME? 0.0074 0.0224 down yes

Manes.04G147200.v6.18.2109095 18.19854 0.4511851 -1.14820863 0.0555 0.1218 down no

Manes.04G147500.v6.187.16779 13.28641 6.5606707 2.713843313 ###### 1E-05 up yes

Manes.04G148800.v6.19.0373959 5.211303 1.7341912 0.794262936 0.3606 0.5283 up no

Manes.04G149100.v6.11.8627693 0.309272 6.0230857 2.590502792 0.1944 0.3326 up no

Manes.04G151200.v6.16.0195944 7.327056 0.821557 -0.28356742 0.8341 0.9392 down no

Manes.04G152500.v6.195.668555 46.68703 2.0491462 1.035022942 0.0015 0.0055 up yes

Manes.04G153500.v6.12.1913151 14.86775 0.1473871 -2.76231746 0.003 0.0103 down yes

Manes.04G155000.v6.11.4937071 0.591446 2.5255167 1.336578594 0.6689 0.8095 up no

Manes.04G157500.v6.110.701898 33.46331 0.3198099 -1.64471364 0.0009 0.0035 down yes

Manes.04G157900.v6.1162.7228 9.976432 16.310721 4.027748631 ###### 1E-25 up yes

Manes.04G158500.v6.14.7256696 8.256288 0.5723722 -0.80497456 0.3418 0.5074 down no

Manes.04G161900.v6.10.7468535 2.456373 0.3040473 -1.71763238 0.468 0.6308 down no

Manes.05G001600.v6.127.282983 42.8398 0.6368607 -0.65095029 0.1041 0.2037 down no

Manes.05G003400.v6.12.1956796 0.307855 7.1321988 2.834346911 0.1234 0.2323 up no

Manes.05G005600.v6.1333.98333 1.813567 184.15827 7.524802347 ###### 2E-92 up yes

Manes.05G005700.v6.17.2657887 3.6243 2.0047428 1.003417169 0.208 0.3492 up no

Manes.05G007500.v6.110.406589 39.79685 0.2614928 -1.93515703 ###### 0.0004 down yes

Manes.05G008600.v6.17.6537091 4.926295 1.5536442 0.635656187 0.5385 0.6987 up no

Manes.05G009800.v6.13791.1438 1897.457 1.998013 0.99856597 0.0098 0.0282 up no

Manes.05G010200.v6.13.2565853 2.441407 1.3338967 0.415646953 0.7366 0.8653 up no

Manes.05G013900.v6.11.8222528 0 Inf Inf 0.0665 0.141 up no

Manes.05G014000.v6.11.1202803 0.309272 3.6223188 1.856913532 0.4558 0.6194 up no

Manes.05G015000.v6.1156.18901 42.16689 3.7040678 1.88911049 ###### 3E-11 up yes

Manes.05G018000.v6.12.619752 0.927815 2.8235722 1.497521499 0.6377 0.7823 up no

Manes.05G021200.v6.1779.1325 757.8825 1.0280386 0.039894449 0.7616 0.8855 up no

Manes.05G021500.v6.1750.54386 530.133 1.4157653 0.501582135 0.0011 0.0043 up no

Manes.05G023100.v6.113263.494 9153.484 1.4490105 0.535068028 0.0012 0.0047 up no

Manes.05G023600.v6.10.3734268 3.957834 0.0943513 -3.40581389 0.0397 0.0926 down no

Manes.05G024500.v6.16.3278819 57.23316 0.1105632 -3.17705678 ###### 2E-06 down yes

Manes.05G025800.v6.13582.6148 4655.384 0.7695638 -0.37788713 0.0661 0.1404 down no

Manes.05G026000.v6.17.3786585 3.352839 2.2007193 1.137975126 0.1358 0.2503 up no

Manes.05G029600.v6.185.286277 45.27412 1.8837755 0.91362704 0.0147 0.0399 up no

Manes.05G032200.v6.13.9730515 11.81426 0.3362928 -1.57221015 0.1024 0.201 down no

Manes.05G034200.v6.177.497876 70.28576 1.1026114 0.140924389 0.6256 0.7713 up no

Manes.05G036400.v6.1188.57214 195.099 0.9665457 -0.04909012 0.8441 0.946 down no

Manes.05G036900.v6.116.540568 16.63642 0.9942385 -0.00833618 1 1 down no

Manes.05G038900.v6.115.074399 18.54058 0.8130492 -0.29858551 0.587 0.7391 down no

Manes.05G040600.v6.16.5334288 0.911432 7.168311 2.841633237 0.0059 0.0183 up yes



Manes.05G041200.v6.116.640345 2.43211 6.8419372 2.77440487 ###### 0.0002 up yes

Manes.05G045000.v6.16.85621 0.309272 22.168897 4.470465061 0.0004 0.0017 up yes

Manes.05G049000.v6.14.630143 0.926398 4.9980078 2.321353166 0.0391 0.0914 up no

Manes.05G052100.v6.12.9874142 5.742887 0.5201938 -0.94287889 0.6237 0.7695 down no

Manes.05G057100.v6.175.64115 90.20648 0.8385335 -0.25405976 0.3913 0.5595 down no

Manes.05G057800.v6.1510.42153 908.9982 0.5615209 -0.83258825 ###### 5E-05 down no

Manes.05G059300.v6.11.4242033 0.924981 1.5397115 0.622660048 0.7915 0.9068 up no

Manes.05G060400.v6.113.760216 2.970779 4.6318542 2.211589841 0.1949 0.3333 up no

Manes.05G060900.v6.164.027549 55.8823 1.1457573 0.196301417 0.7222 0.8543 up no

Manes.05G061500.v6.126.608368 5.780698 4.6029677 2.202564312 0.0004 0.0016 up yes

Manes.05G064200.v6.127.964697 66.88882 0.4180773 -1.25815831 0.0007 0.0029 down yes

Manes.05G064500.v6.1112.09303 113.158 0.9905886 -0.01364209 1 1 down no

Manes.05G067100.v6.11.4937071 3.043568 0.490775 -1.02686629 0.7316 0.8613 down no

Manes.05G067300.v6.17.8622204 4.83854 1.6249158 0.700364969 0.4314 0.5973 up no

Manes.05G067700.v6.12.2506897 0 Inf Inf 0.0369 0.087 up no

Manes.05G068200.v6.120.665671 69.70631 0.2964677 -1.75405302 ###### 0.0004 down yes

Manes.05G068400.v6.10.3734268 5.444952 0.0685822 -3.86602204 0.0181 0.0478 down yes

Manes.05G069000.v6.122.809076 16.38418 1.3921405 0.477304826 0.2935 0.4536 up no

Manes.05G071300.v6.13.2667144 0 Inf Inf 0.0076 0.0228 up yes

Manes.05G073900.v6.17262.614 734.2363 9.8913851 3.306172558 ###### 4E-117 up yes

Manes.05G075100.v6.164.63388 47.40325 1.3634905 0.447304662 0.1701 0.3 up no

Manes.05G077700.v6.12.4098406 1.81215 1.3298242 0.41123549 0.7673 0.8892 up no

Manes.05G081100.v6.130.324072 40.07668 0.7566513 -0.40229955 0.5729 0.7267 down no

Manes.05G082000.v6.11.1202803 0.604995 1.8517194 0.888865458 0.7049 0.84 up no

Manes.05G086100.v6.1426.76733 75.92198 5.6211302 2.490860232 ###### 2E-34 up yes

Manes.05G086500.v6.12.1160467 0.604995 3.4976288 1.806377182 0.263 0.4171 up no

Manes.05G088700.v6.144.689219 114.0669 0.3917807 -1.35188184 0.0038 0.0124 down yes

Manes.05G088900.v6.14.7054113 0.307855 15.284529 3.934000201 0.0054 0.017 up yes

Manes.05G090200.v6.143.017323 136.4747 0.3152036 -1.66564429 ###### 7E-07 down yes

Manes.05G091900.v6.11.5038362 0 Inf Inf 0.1181 0.2246 up no

Manes.05G092300.v6.12.574871 4.576377 0.5626439 -0.82970587 0.562 0.7171 down no

Manes.05G092500.v6.11.6427288 10.37913 0.1582724 -2.6595188 0.063 0.1351 down no

Manes.05G094100.v6.13.5301209 4.822157 0.7320626 -0.44996117 0.7443 0.8717 down no

Manes.05G094200.v6.127.303241 70.94574 0.3848468 -1.37764387 0.0002 0.0009 down yes

Manes.05G096600.v6.118.089171 23.42543 0.7722023 -0.37294922 0.522 0.6841 down no

Manes.05G098500.v6.16.6130617 1.516427 4.3609503 2.124642538 0.024 0.0607 up no

Manes.05G099200.v6.14.9094432 8.474971 0.5792873 -0.78764906 0.357 0.5241 down no

Manes.05G101400.v6.119.032957 31.0854 0.6122797 -0.70773733 0.1191 0.2259 down no

Manes.05G101700.v6.164.671021 50.09123 1.2910647 0.368561332 0.2552 0.4083 up no

Manes.05G103000.v6.19.0099236 6.411373 1.4053033 0.490881529 0.467 0.63 up no

Manes.05G103400.v6.113.334629 42.27545 0.3154225 -1.66464241 0.0003 0.0014 down yes

Manes.05G103600.v6.117.364205 30.74761 0.5647335 -0.824358 0.0772 0.1598 down no

Manes.05G104600.v6.17.4598063 12.5141 0.5961123 -0.74634406 0.261 0.4149 down no

Manes.05G104900.v6.121.890092 22.51275 0.9723419 -0.04046441 0.9654 1 down no

Manes.05G107900.v6.10.7569827 1.208572 0.6263446 -0.67497155 0.9358 0.9976 down no

Manes.05G108300.v6.17.4437977 12.68363 0.5868822 -0.76885713 0.316 0.4797 down no

Manes.05G109400.v6.118.254316 3.337874 5.4688453 2.451236251 0.0205 0.0532 up no

Manes.05G109600.v6.11.1202803 0.591446 1.8941375 0.921541095 0.8608 0.9578 up no



Manes.05G112900.v6.147.775999 19.13769 2.4964351 1.319869391 0.0005 0.002 up yes

Manes.05G113500.v6.113.130597 10.65705 1.2321043 0.301124352 0.6125 0.7595 up no

Manes.05G115500.v6.19.3630921 4.59276 2.0386635 1.027623654 0.1566 0.2808 up no

Manes.05G116900.v6.11.5342235 21.37697 0.0717699 -3.8004767 0.0338 0.0809 down no

Manes.05G119200.v6.114.676349 17.94063 0.8180511 -0.28973711 0.682 0.8207 down no

Manes.05G119800.v6.142.885414 15.47921 2.7705175 1.470155458 0.0002 0.001 up yes

Manes.05G120500.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.05G122400.v6.10.6570915 1.207155 0.5443306 -0.87744487 0.9796 1 down no

Manes.05G123000.v6.123.875746 13.70629 1.7419559 0.800708089 0.081 0.166 up no

Manes.05G124700.v6.115.440431 13.66989 1.1295211 0.175711232 0.7055 0.8404 up no

Manes.05G127200.v6.114.77909 40.70341 0.3630922 -1.46159223 0.0013 0.005 down yes

Manes.05G127300.v6.14.5808975 22.79413 0.2009683 -2.31496032 0.0003 0.0013 down yes

Manes.05G127500.v6.16.1353792 12.81124 0.4789061 -1.06218533 0.2077 0.3489 down no

Manes.05G127700.v6.112.338862 13.06631 0.9443262 -0.08264287 0.9589 1 down no

Manes.05G128100.v6.1134.79908 127.61 1.0563364 0.079069291 0.7297 0.8598 up no

Manes.05G128700.v6.1112.18285 102.7789 1.0914971 0.126308243 0.6604 0.802 up no

Manes.05G128900.v6.1 0 2.132136 #NAME? #NAME? 0.0818 0.1673 down no

Manes.05G129100.v6.142.323964 71.11607 0.5951392 -0.74870085 0.0303 0.0739 down no

Manes.05G130600.v6.127.912651 107.0151 0.260829 -1.93882362 ###### 0.0001 down yes

Manes.05G132900.v6.182.665305 108.4537 0.7622176 -0.39172509 0.1804 0.3134 down no

Manes.05G134600.v6.11.8222528 7.262148 0.2509248 -1.99467314 0.1025 0.2013 down no

Manes.05G135100.v6.141.004247 16.3314 2.5107614 1.328124919 0.0077 0.0229 up yes

Manes.05G136900.v6.1443.64018 294.0079 1.5089398 0.593535279 0.0007 0.0027 up no

Manes.05G139100.v6.171.044424 9.397118 7.5602356 2.9184312 ###### 2E-12 up yes

Manes.05G140300.v6.1239.44808 244.0335 0.9812097 -0.02736655 0.9447 1 down no

Manes.05G141300.v6.1141.33787 331.6548 0.4261596 -1.2305344 ###### 3E-05 down yes

Manes.05G142600.v6.1112.59411 99.35294 1.1332741 0.180496779 0.5051 0.6685 up no

Manes.05G144800.v6.10.7121017 7.020619 0.10143 -3.3014431 0.0072 0.0218 down yes

Manes.05G150800.v6.123.998925 60.0894 0.399387 -1.32414067 0.0059 0.0183 down yes

Manes.05G153400.v6.11.1202803 0.604995 1.8517194 0.888865458 0.7049 0.84 up no

Manes.05G154500.v6.136.418985 0 Inf Inf ###### 2E-16 up yes

Manes.05G158100.v6.122.08836 4.576377 4.8266037 2.271008379 ###### 0.0003 up yes

Manes.05G160100.v6.1402.7239 100.0389 4.0256721 2.009229663 ###### 3E-13 up yes

Manes.05G160400.v6.1965.32638 625.7426 1.5426893 0.625447557 0.0006 0.0023 up no

Manes.05G162000.v6.1208.80343 206.6803 1.0102725 0.01474451 0.9243 0.9966 up no

Manes.05G165300.v6.1455.24619 119.0928 3.8226175 1.934560834 ###### 1E-23 up yes

Manes.05G165400.v6.1495.10153 138.9172 3.5640033 1.83349869 ###### 1E-22 up yes

Manes.05G165500.v6.1695.72211 181.6039 3.8309865 1.937715951 ###### 1E-29 up yes

Manes.05G165600.v6.1338.12364 109.154 3.0976741 1.631185351 ###### 1E-07 up yes

Manes.05G166500.v6.10.7019725 10.04134 0.0699082 -3.83839354 0.0006 0.0024 down yes

Manes.05G169800.v6.11.832382 0.900718 2.0343576 1.02457332 0.578 0.7312 up no

Manes.05G170100.v6.1 0 14.84853 #NAME? #NAME? ###### 3E-06 down yes

Manes.05G172600.v6.127.193221 25.07751 1.0843667 0.116852703 0.8262 0.9338 up no

Manes.05G172700.v6.115.803729 14.99411 1.0539958 0.075869092 0.9016 0.9878 up no

Manes.05G173000.v6.1502.15206 472.105 1.0636449 0.089016573 0.6972 0.8335 up no

Manes.05G173100.v6.14729.1717 2899.419 1.6310757 0.705823701 0.0017 0.0063 up no

Manes.05G173200.v6.1351.39729 174.393 2.0149741 1.010761279 0.0084 0.0249 up yes

Manes.05G173300.v6.15.0788381 13.41136 0.3786968 -1.40088493 0.0796 0.1639 down no



Manes.05G173400.v6.15.1686001 13.19409 0.3917359 -1.35204656 0.1742 0.3053 down no

Manes.05G175000.v6.11.0305183 0.911432 1.1306583 0.177163041 1 1 up no

Manes.05G178000.v6.11.3691932 0 Inf Inf 0.1225 0.2309 up no

Manes.05G178800.v6.17.4539268 10.34353 0.7206369 -0.47265566 0.5566 0.714 down no

Manes.05G180500.v6.143.10837 31.69969 1.3598988 0.443499293 0.2193 0.364 up no

Manes.05G182100.v6.1420.89431 243.2808 1.7300762 0.79083559 ###### 7E-05 up no

Manes.05G183000.v6.1225.88381 343.8293 0.6569649 -0.60611176 0.0028 0.0096 down no

Manes.05G187700.v6.1310.80091 58.44599 5.3177459 2.41081485 ###### 8E-25 up yes

Manes.05G187900.v6.140.79824 20.99633 1.9431133 0.958370028 0.0348 0.083 up no

Manes.05G190300.v6.1796.6622 437.6482 1.8203257 0.864196644 ###### 2E-07 up no

Manes.05G190800.v6.1136.14696 133.6007 1.0190587 0.027237159 0.9183 0.9966 up no

Manes.05G190900.v6.19.2719301 4.869266 1.904174 0.929165298 0.1988 0.3379 up no

Manes.05G191400.v6.131.989729 84.82328 0.3771338 -1.40685159 0.0004 0.0017 down yes

Manes.05G192900.v6.12.1956796 0 Inf Inf 0.038 0.0892 up no

Manes.05G193100.v6.132.794392 27.33837 1.199574 0.262522105 0.4943 0.6574 up no

Manes.05G194200.v6.161.455297 101.9297 0.6029187 -0.72996468 0.0166 0.0444 down no

Manes.05G195400.v6.19.7350039 12.80699 0.7601323 -0.39567747 0.5759 0.7293 down no

Manes.05G195700.v6.139.151327 24.84135 1.5760549 0.656317754 0.1065 0.2075 up no

Manes.05G195900.v6.1215.62751 207.2177 1.0405843 0.057393806 0.7522 0.8781 up no

Manes.05G196300.v6.132.75684 26.49184 1.2364878 0.306248003 0.4212 0.5866 up no

Manes.05G197800.v6.1117.04276 32.59032 3.5913355 1.844520443 ###### 3E-09 up yes

Manes.05G197900.v6.14.8154316 2.714285 1.7741071 0.827093102 0.4082 0.5735 up no

Manes.05G199000.v6.14.4217466 11.82781 0.3738432 -1.41949481 0.0512 0.1139 down no

Manes.05G199400.v6.173.482793 26.24686 2.7996796 1.485261751 ###### 8E-05 up yes

Manes.05G201300.v6.17.115252 2.688605 2.6464479 1.404057229 0.3207 0.485 up no

Manes.05G201500.v6.135.896306 20.65349 1.7380258 0.797449529 0.0503 0.1124 up no

Manes.05G201600.v6.129.493156 4.280654 6.8898711 2.784476987 ###### 1E-06 up yes

Manes.05G206300.v6.1161.23863 107.9968 1.4929947 0.578209032 0.0156 0.0422 up no

Manes.05G207200.v6.127.183207 9.630766 2.8225382 1.496993122 0.0482 0.1085 up no

Manes.06G002800.v6.12.2810771 7.910622 0.2883562 -1.79407597 0.0666 0.1414 down no

Manes.06G003000.v6.139.163021 29.1406 1.3439334 0.426461623 0.271 0.4267 up no

Manes.06G003400.v6.136.680531 39.99662 0.9170907 -0.12486367 0.8482 0.9491 down no

Manes.06G003500.v6.1510.32185 198.1053 2.5760133 1.365140017 ###### 3E-06 up yes

Manes.06G015400.v6.11960.0015 559.9598 3.500254 1.807459623 ###### 2E-15 up yes

Manes.06G016400.v6.17.6131926 2.403596 3.1674178 1.663307187 0.0627 0.1347 up no

Manes.06G016700.v6.1535.47136 374.2805 1.4306686 0.516689509 0.0053 0.0168 up no

Manes.06G017900.v6.10.7671118 1.208572 0.6347256 -0.655795 1 1 down no

Manes.06G018100.v6.117.170187 6.992105 2.4556536 1.296107094 0.0217 0.0559 up no

Manes.06G020000.v6.12078.7692 1318.336 1.5768134 0.657011956 ###### 2E-05 up no

Manes.06G024100.v6.184.662193 66.93987 1.2647499 0.338852091 0.2948 0.4551 up no

Manes.06G024700.v6.11.0753993 0.924981 1.1626182 0.217377388 1 1 up no

Manes.06G026200.v6.1149.47612 144.2122 1.036501 0.051721446 0.8666 0.9621 up no

Manes.06G029800.v6.1429.44657 341.315 1.2582118 0.331374761 0.0604 0.1306 up no

Manes.06G029900.v6.1213.53195 182.541 1.1697752 0.226231303 0.2836 0.4415 up no

Manes.06G030000.v6.1209.20166 173.7624 1.2039521 0.267778044 0.2186 0.363 up no

Manes.06G031900.v6.194.948813 118.5702 0.8007814 -0.32051962 0.242 0.3918 down no

Manes.06G032700.v6.11.1405385 4.547863 0.2507856 -1.99547365 0.1071 0.2084 down no

Manes.06G033400.v6.152.199556 35.66762 1.4635 0.549422753 0.3537 0.5207 up no



Manes.06G033500.v6.10.7671118 1.237086 0.6200956 -0.68943752 0.8619 0.9586 down no

Manes.06G033600.v6.16.0746045 8.1479 0.7455424 -0.42363777 0.6521 0.7946 down no

Manes.06G035000.v6.125.689385 43.74822 0.5872098 -0.76805209 0.0585 0.1273 down no

Manes.06G037000.v6.177.849579 133.3166 0.583945 -0.77609556 0.006 0.0187 down no

Manes.06G037100.v6.1298.81388 209.6087 1.4255795 0.511548453 0.0089 0.0261 up no

Manes.06G038700.v6.19.1430516 10.3577 0.8827301 -0.17995571 0.848 0.9488 down no

Manes.06G039300.v6.1145.52704 244.9006 0.5942291 -0.75090888 0.0032 0.0108 down no

Manes.06G041100.v6.19.9695381 14.34263 0.6950984 -0.52471094 0.3952 0.5616 down no

Manes.06G041500.v6.11.5342235 0.617126 2.4860778 1.313871468 0.4624 0.6255 up no

Manes.06G042800.v6.12.181186 1.223538 1.7826878 0.834054055 0.6856 0.8236 up no

Manes.06G043000.v6.1133.97719 56.30818 2.3793556 1.250570882 ###### 4E-05 up yes

Manes.06G043700.v6.123.019102 50.20954 0.4584607 -1.12512993 0.0214 0.0552 down no

Manes.06G047500.v6.13.0033079 3.924274 0.7653156 -0.38587338 0.8633 0.9597 down no

Manes.06G047600.v6.11.3590641 26.07073 0.0521299 -4.26174542 ###### 9E-05 down yes

Manes.06G048200.v6.11.1304094 2.441407 0.4630155 -1.11086765 0.5304 0.6912 down no

Manes.06G051400.v6.110.177934 40.8942 0.2488845 -2.00645149 ###### 0.0002 down yes

Manes.06G052400.v6.13.5301209 5.205635 0.6781346 -0.56035653 0.6648 0.8058 down no

Manes.06G052500.v6.165.92344 101.5999 0.6488532 -0.62403598 0.0359 0.0851 down no

Manes.06G053400.v6.141.183426 53.4532 0.7704577 -0.37621234 0.314 0.4773 down no

Manes.06G057700.v6.1110.77319 9.102812 12.169118 3.605152752 ###### 1E-22 up yes

Manes.06G058100.v6.10.7121017 2.722165 0.2615939 -1.93459933 0.2803 0.4375 down no

Manes.06G059800.v6.19877.5766 16351.24 0.6040873 -0.72717106 0.0089 0.0261 down no

Manes.06G061900.v6.14.4318757 0 Inf Inf 0.0016 0.0058 up yes

Manes.06G062800.v6.110.216936 0.912849 11.192359 3.484442282 0.0001 0.0006 up yes

Manes.06G063900.v6.155.195174 369.2423 0.1494823 -2.74195385 ###### 1E-14 down yes

Manes.06G065000.v6.1289.88548 292.3775 0.9914766 -0.0123494 0.9738 1 down no

Manes.06G067300.v6.1191.76749 222.8187 0.8606436 -0.21651213 0.3445 0.5104 down no

Manes.06G067500.v6.1141.26632 135.1253 1.0454467 0.064119495 0.7845 0.9017 up no

Manes.06G067700.v6.1138.40266 10.34069 13.384273 3.742466857 ###### 8E-07 up yes

Manes.06G068400.v6.1133.36422 106.2069 1.2557025 0.32849469 0.219 0.3636 up no

Manes.06G069000.v6.1277.11244 160.4763 1.7268119 0.788110919 0.0001 0.0005 up no

Manes.06G070000.v6.144.327256 34.11967 1.2991702 0.377590444 0.3026 0.4642 up no

Manes.06G070100.v6.117.834378 19.80618 0.9004453 -0.15128942 0.8868 0.9772 down no

Manes.06G073000.v6.13.8485376 2.427859 1.585157 0.664625777 0.5079 0.6714 up no

Manes.06G074200.v6.148.528437 0.900718 53.87752 5.75161155 ###### 1E-17 up yes

Manes.06G074700.v6.13364.7417 2648.056 1.2706461 0.345562289 0.2067 0.3476 up no

Manes.06G074800.v6.1482.07038 497.403 0.9691746 -0.04517147 0.8412 0.9439 down no

Manes.06G075500.v6.111.034808 31.47959 0.3505385 -1.51235517 0.0041 0.0134 down yes

Manes.06G077900.v6.141.085165 57.9141 0.7094156 -0.49529706 0.1571 0.2815 down no

Manes.06G078100.v6.1 0 1.490747 #NAME? #NAME? 0.1864 0.3217 down no

Manes.06G078300.v6.123.393814 24.63984 0.9494303 -0.07486595 0.9332 0.9966 down no

Manes.06G087400.v6.1281.58745 248.444 1.133404 0.180662201 0.3562 0.5234 up no

Manes.06G087700.v6.1327.7876 306.8879 1.068102 0.095049386 0.6054 0.7541 up no

Manes.06G087900.v6.11.4792134 0 Inf Inf 0.1189 0.2257 up no

Manes.06G088900.v6.13.3303387 4.832872 0.6891014 -0.53721185 0.8509 0.9511 down no

Manes.06G090200.v6.11.8671339 7.289245 0.2561491 -1.96494401 0.1905 0.3274 down no

Manes.06G091200.v6.18.3803044 4.280654 1.9577158 0.969171329 0.1859 0.3209 up no

Manes.06G091700.v6.154.11971 26.73337 2.0244251 1.017512288 0.0063 0.0193 up yes



Manes.06G092300.v6.128.665155 39.85246 0.7192819 -0.47537083 0.2577 0.411 down no

Manes.06G092800.v6.10.7569827 1.529975 0.4947679 -1.01517619 0.7331 0.8624 down no

Manes.06G095900.v6.147.841483 45.24543 1.0573771 0.080489957 0.8315 0.9374 up no

Manes.06G098100.v6.143.391969 41.74386 1.0394814 0.055863887 0.8182 0.9274 up no

Manes.06G099000.v6.169.893806 181.7703 0.3845172 -1.37887987 ###### 0.0002 down yes

Manes.06G099900.v6.1840.06348 744.8234 1.1278693 0.173599912 0.2524 0.405 up no

Manes.06G100300.v6.199.298321 39.46615 2.5160376 1.33115348 ###### 5E-05 up yes

Manes.06G100800.v6.1177.51853 145.7203 1.2182142 0.284767784 0.2047 0.345 up no

Manes.06G103400.v6.1460.25099 643.9769 0.7147011 -0.48458801 0.0044 0.0141 down no

Manes.06G104900.v6.15.9863575 0.591446 10.12156 3.339359767 0.103 0.2021 up no

Manes.06G107500.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.06G109300.v6.15.1338482 1.801435 2.8498652 1.510893702 0.2296 0.3761 up no

Manes.06G110200.v6.10.3734268 1.54069 0.2423764 -2.04467904 0.4422 0.6067 down no

Manes.06G112300.v6.162.600381 107.032 0.5848756 -0.77379826 0.0085 0.0249 down no

Manes.06G112700.v6.1116.90386 74.23447 1.5747923 0.655161531 0.0126 0.0352 up no

Manes.06G112900.v6.1167.34613 171.4887 0.9758437 -0.03527804 0.921 0.9966 down no

Manes.06G114300.v6.15.6114158 24.08258 0.2330073 -2.10155316 0.0006 0.0025 down yes

Manes.06G114400.v6.124.621199 22.83761 1.0780987 0.108489232 0.7828 0.9001 up no

Manes.06G116300.v6.11078.089 910.1885 1.1844678 0.244239023 0.1058 0.2065 up no

Manes.06G117500.v6.14.1178236 7.349902 0.5602556 -0.83584302 0.6293 0.7748 down no

Manes.06G119100.v6.12.9830496 5.216349 0.5718654 -0.80625249 0.4775 0.6401 down no

Manes.06G122100.v6.12.619752 6.032147 0.4342984 -1.20324131 0.2761 0.4325 down no

Manes.06G126600.v6.130.952111 9.098561 3.401869 1.766327594 0.0002 0.0008 up yes

Manes.06G126800.v6.118.37435 15.57121 1.1800205 0.238811904 0.6188 0.7649 up no

Manes.06G134300.v6.11.9076503 2.122838 0.8986319 -0.15419787 1 1 down no

Manes.06G135000.v6.1108.30666 67.60552 1.6020387 0.679909008 0.0161 0.0433 up no

Manes.06G135300.v6.119.940296 14.27205 1.3971569 0.482494008 0.3005 0.4618 up no

Manes.06G137500.v6.10.3835559 1.81215 0.2116579 -2.24019352 0.3247 0.489 down no

Manes.06G140100.v6.111.139064 29.63357 0.3758934 -1.41160464 0.0451 0.103 down no

Manes.06G140200.v6.166.917806 100.8281 0.6636821 -0.59143574 0.0457 0.104 down no

Manes.06G142100.v6.121.520915 8.864117 2.4278691 1.279690618 0.0292 0.0715 up no

Manes.06G142600.v6.112.893213 25.28044 0.5100075 -0.97140954 0.0573 0.125 down no

Manes.06G146100.v6.16.4075148 1.824281 3.5123503 1.812436728 0.048 0.1082 up no

Manes.06G146200.v6.17.8491268 30.11331 0.2606531 -1.93979715 0.0045 0.0144 down yes

Manes.06G147300.v6.166.063782 46.18963 1.430273 0.516290569 0.1042 0.2039 up no

Manes.06G147500.v6.1248.066 309.2953 0.8020361 -0.31826097 0.1229 0.2313 down no

Manes.06G149600.v6.13.54025 8.601159 0.4116015 -1.28067986 0.2292 0.3758 down no

Manes.06G155800.v6.1121.77711 136.4886 0.8922145 -0.16453745 0.5593 0.7154 down no

Manes.06G156900.v6.13.101684 7.277113 0.4262245 -1.23031457 0.1967 0.3356 down no

Manes.06G159300.v6.1394.46653 405.9237 0.971775 -0.04130573 0.833 0.9384 down no

Manes.06G162100.v6.1112.93577 126.0293 0.8961073 -0.15825655 0.5404 0.7004 down no

Manes.06G168700.v6.17.7723435 2.147101 3.6199238 1.855959336 0.0232 0.0591 up no

Manes.06G170000.v6.1368.53554 362.7994 1.0158109 0.022631831 0.9213 0.9966 up no

Manes.06G170500.v6.1 0 1.517844 #NAME? #NAME? 0.1732 0.3041 down no

Manes.06G170600.v6.1508.18772 545.5889 0.9314481 -0.10245273 0.694 0.8309 down no

Manes.06G170700.v6.13.4114865 14.63268 0.2331415 -2.10072199 0.0091 0.0265 down yes

Manes.06G170800.v6.18292.493 8394.805 0.9878124 -0.01769098 1 1 down no

Manes.06G171000.v6.143.989981 56.94201 0.77254 -0.37231841 0.3012 0.4626 down no



Manes.06G171100.v6.135.508271 123.5196 0.2874706 -1.79851352 ###### 4E-07 down yes

Manes.06G172300.v6.10.7468535 2.14285 0.3485328 -1.52063372 0.5639 0.7187 down no

Manes.06G174100.v6.146.066846 53.35361 0.863425 -0.21185718 0.6021 0.753 down no

Manes.06G174500.v6.131.588715 37.34915 0.8457679 -0.24166633 0.5996 0.7512 down no

Manes.06G176200.v6.15.5766639 17.91132 0.3113486 -1.68339724 0.0202 0.0525 down no

Manes.06G177200.v6.11.4488261 2.122838 0.6824947 -0.55111019 0.872 0.9658 down no

Manes.06G178300.v6.16.1932389 13.46476 0.4599592 -1.1204222 0.1767 0.3085 down no

Manes.07G000200.v6.19.4209518 5.224852 1.8031041 0.85048273 0.417 0.582 up no

Manes.07G002800.v6.119.542246 41.04057 0.4761689 -1.0704546 0.086 0.1744 down no

Manes.07G004000.v6.10.7121017 2.726416 0.261186 -1.93685064 0.2601 0.4137 down no

Manes.07G004700.v6.1319.75828 98.69545 3.2398483 1.695926248 ###### 9E-05 up yes

Manes.07G005200.v6.1487.3928 34.39963 14.168548 3.824619962 ###### 6E-68 up yes

Manes.07G005600.v6.174.610517 117.4365 0.6353267 -0.65442944 0.0213 0.055 down no

Manes.07G005700.v6.141.334078 209.6045 0.1972003 -2.34226605 ###### 2E-10 down yes

Manes.07G007900.v6.141.441018 14.90273 2.7807675 1.475483114 0.0004 0.0016 up yes

Manes.07G008400.v6.12.9526623 1.209989 2.4402383 1.287022047 0.3224 0.487 up no

Manes.07G008800.v6.11.0305183 0.900718 1.1441079 0.194223181 1 1 up no

Manes.07G009100.v6.1106.39605 118.0793 0.9010562 -0.15031105 0.5884 0.7403 down no

Manes.07G015800.v6.117.825764 106.1223 0.1679738 -2.57369184 ###### 1E-09 down yes

Manes.07G015900.v6.1639.79358 392.83 1.6286779 0.703701294 ###### 0.0003 up no

Manes.07G016200.v6.1156.95013 236.5645 0.6634559 -0.59192761 0.0084 0.0248 down no

Manes.07G021700.v6.1 0 1.539273 #NAME? #NAME? 0.1849 0.3196 down no

Manes.07G022100.v6.113.503909 21.50285 0.6280055 -0.67115096 0.2126 0.3553 down no

Manes.07G022600.v6.120.924599 31.6447 0.6612355 -0.59676398 0.1894 0.3259 down no

Manes.07G025900.v6.1199.25989 107.2216 1.8583926 0.894055303 ###### 0.0005 up no

Manes.07G028000.v6.1175.7194 85.78751 2.0483099 1.03443401 0.0002 0.0007 up yes

Manes.07G030100.v6.1 0 3.344959 #NAME? #NAME? 0.0201 0.0523 down no

Manes.07G030700.v6.1125.18887 276.072 0.4534646 -1.14093815 ###### 7E-06 down yes

Manes.07G039100.v6.110.830661 15.53624 0.6971226 -0.52051564 0.4005 0.5658 down no

Manes.07G043500.v6.1376.31064 419.2678 0.8975424 -0.15594806 0.3846 0.5543 down no

Manes.07G044000.v6.169.51707 27.10613 2.564625 1.358747873 ###### 0.0003 up yes

Manes.07G044200.v6.1160.09169 53.30384 3.0033797 1.586586901 ###### 6E-09 up yes

Manes.07G044500.v6.196.936031 18.23777 5.3151262 2.410103935 ###### 4E-12 up yes

Manes.07G046800.v6.163.088307 50.44115 1.250731 0.322771528 0.353 0.5199 up no

Manes.07G053900.v6.112.537015 10.26002 1.2219284 0.289159732 0.6343 0.7794 up no

Manes.07G057300.v6.120.549772 31.21159 0.658402 -0.60295929 0.2575 0.4109 down no

Manes.07G057600.v6.197.022713 84.65044 1.1461573 0.196805 0.4534 0.6173 up no

Manes.07G058300.v6.17676.679 2315.416 3.3154636 1.72921063 ###### 1E-29 up yes

Manes.07G059000.v6.122.198265 7.016368 3.1637831 1.66165068 0.0014 0.0053 up yes

Manes.07G061200.v6.122.843827 43.82464 0.5212553 -0.93993787 0.0259 0.0649 down no

Manes.07G062500.v6.10.6570915 8.549177 0.0768602 -3.7016193 0.0177 0.0469 down yes

Manes.07G062600.v6.129.763547 17.56849 1.6941441 0.760556611 0.0877 0.1773 up no

Manes.07G064600.v6.122.057858 36.5083 0.6041875 -0.72693177 0.1016 0.1998 down no

Manes.07G064900.v6.14.3117263 5.443535 0.7920821 -0.33627817 0.8009 0.9143 down no

Manes.07G066400.v6.112.938094 7.328473 1.7654556 0.820040502 0.1806 0.3137 up no

Manes.07G066900.v6.10.7019725 1.51501 0.4633452 -1.10984052 0.7262 0.8572 down no

Manes.07G069400.v6.114.399899 12.22767 1.1776485 0.235909053 0.654 0.7961 up no

Manes.07G070000.v6.13.0481889 5.730755 0.5319 -0.91077304 0.4779 0.6405 down no



Manes.07G073300.v6.13.4114865 0.899301 3.7934883 1.923525107 0.146 0.2655 up no

Manes.07G075600.v6.160.032773 44.84637 1.3386318 0.420759186 0.2861 0.4446 up no

Manes.07G082000.v6.1 0 1.234252 #NAME? #NAME? 0.2581 0.4117 down no

Manes.07G083300.v6.141.885398 44.71101 0.9368027 -0.0941829 0.8554 0.954 down no

Manes.07G083600.v6.14.4318757 1.234252 3.5907375 1.844280177 0.0925 0.1853 up no

Manes.07G084400.v6.118.558239 3.351422 5.5374216 2.469214369 0.0078 0.0233 up yes

Manes.07G086800.v6.1549.6703 449.8772 1.2218229 0.289035233 0.0752 0.1564 up no

Manes.07G088700.v6.113.15377 14.87926 0.8840339 -0.17782632 0.9276 0.9966 down no

Manes.07G089700.v6.11.1202803 0.307855 3.6389926 1.863539113 0.4561 0.6195 up no

Manes.07G090700.v6.18.1574143 3.932154 2.0745408 1.052792049 0.1746 0.3058 up no

Manes.07G092400.v6.111.316958 15.5334 0.7285563 -0.45688757 0.4874 0.6503 down no

Manes.07G093500.v6.1913.74708 180.6884 5.0570337 2.338291382 ###### 3E-43 up yes

Manes.07G094200.v6.15.8358208 1.182892 4.9335185 2.30261691 0.2961 0.4566 up no

Manes.07G095300.v6.1214.52658 36.45269 5.885069 2.557059324 ###### 5E-22 up yes

Manes.07G096400.v6.173.210707 45.06031 1.6247271 0.700197413 0.0232 0.0589 up no

Manes.07G096700.v6.140.558237 34.70102 1.1687908 0.225016766 0.5459 0.7055 up no

Manes.07G097700.v6.17.1051228 30.37343 0.2339256 -2.09587843 0.0002 0.0007 down yes

Manes.07G098400.v6.1348.42143 521.397 0.6682459 -0.58154895 0.1149 0.2202 down no

Manes.07G101900.v6.121.257624 24.67969 0.8613407 -0.21534412 0.6654 0.8064 down no

Manes.07G102400.v6.112.583525 7.35557 1.7107477 0.774627036 0.21 0.3518 up no

Manes.07G103700.v6.123.066783 29.80545 0.7739115 -0.36975953 0.4059 0.5712 down no

Manes.07G104500.v6.110.745379 23.63561 0.4546267 -1.13724573 0.0967 0.1919 down no

Manes.07G106400.v6.1275.6558 385.6762 0.7147337 -0.48452231 0.0125 0.035 down no

Manes.07G106600.v6.18.1558994 3.692042 2.2090482 1.143424899 0.2068 0.3477 up no

Manes.07G107500.v6.120.215461 68.00427 0.2972675 -1.75016623 ###### 0.0001 down yes

Manes.07G111800.v6.1304.78362 242.7376 1.2556096 0.328387974 0.1225 0.2309 up no

Manes.07G113700.v6.11.0753993 2.722165 0.395053 -1.33988199 0.4377 0.6036 down no

Manes.07G116300.v6.115.388451 27.94132 0.5507417 -0.86055225 0.126 0.2359 down no

Manes.07G117800.v6.167.198392 61.55257 1.0917236 0.126607628 0.6834 0.8218 up no

Manes.07G119300.v6.17.6825815 2.41431 3.1821019 1.669980036 0.093 0.186 up no

Manes.07G119700.v6.11.5240944 0.900718 1.6920889 0.758805346 0.7834 0.9006 up no

Manes.07G122600.v6.1486.2336 438.6196 1.1085541 0.14867917 0.6015 0.7527 up no

Manes.07G123700.v6.116.531839 86.10213 0.1920027 -2.38080166 ###### 3E-08 down yes

Manes.07G124300.v6.1164.21417 208.3711 0.788085 -0.34357686 0.1363 0.2511 down no

Manes.07G125300.v6.12.6732471 8.772906 0.3047163 -1.71446164 0.2793 0.4364 down no

Manes.07G133500.v6.114.10314 10.70053 1.3179853 0.398334238 0.4648 0.6278 up no

Manes.07G133800.v6.11.1202803 0.603578 1.8560668 0.892248635 0.7052 0.8402 up no

Manes.07G136400.v6.1200.72432 187.9908 1.0677346 0.094553119 0.6445 0.7878 up no

Manes.07G136600.v6.12.4344634 25.55411 0.095267 -3.39187956 ###### 6E-05 down yes

Manes.07G139700.v6.167.598071 163.5546 0.4133059 -1.2747181 ###### 3E-05 down yes

Manes.07G139800.v6.11.9076503 3.073499 0.620677 -0.68808532 0.7497 0.8762 down no

Manes.07G139900.v6.1133.85838 428.5699 0.3123374 -1.67882296 ###### 2E-09 down yes

Manes.07G141200.v6.19.7103812 0.309272 31.397585 4.972581696 ###### 8E-05 up yes

Manes.07G142800.v6.155.716518 29.21401 1.907185 0.931444817 0.0081 0.024 up no

Manes.07G143700.v6.118.48722 27.80425 0.6649063 -0.58877695 0.307 0.4695 down no

Manes.07G143800.v6.186.965043 27.61425 3.1492813 1.655022632 0.0002 0.0007 up yes

Manes.08G001200.v6.115.664951 2.750679 5.6949398 2.509680597 0.0002 0.0008 up yes

Manes.08G002000.v6.14.023697 15.46424 0.2601936 -1.94234251 0.0055 0.0172 down yes



Manes.08G004200.v6.195.481325 177.4632 0.5380346 -0.89422906 0.0006 0.0025 down no

Manes.08G004400.v6.17.8534913 17.3142 0.4535866 -1.14054992 0.0641 0.1372 down no

Manes.08G004500.v6.121.367644 34.92634 0.6117917 -0.70888767 0.1449 0.2639 down no

Manes.08G004700.v6.1763.89213 724.6071 1.0542156 0.076169996 0.6995 0.8355 up no

Manes.08G005300.v6.172.357967 209.0959 0.3460516 -1.53094099 ###### 7E-06 down yes

Manes.08G006600.v6.15.9762284 41.76875 0.1430789 -2.80511678 ###### 3E-05 down yes

Manes.08G006900.v6.10.7569827 3.67566 0.2059447 -2.27967102 0.1209 0.2287 down no

Manes.08G008800.v6.15.9154537 0.604995 9.7776957 3.289494512 0.0051 0.0162 up yes

Manes.08G010000.v6.1956.42613 938.0941 1.0195418 0.027920953 0.8362 0.9403 up no

Manes.08G010900.v6.1355.51241 360.9874 0.9848334 -0.02204846 0.9173 0.9966 down no

Manes.08G011000.v6.16.0992273 26.11199 0.2335795 -2.09801427 0.0005 0.002 down yes

Manes.08G012500.v6.11.4937071 1.81215 0.8242735 -0.27880497 1 1 down no

Manes.08G014500.v6.114.609695 13.95003 1.047288 0.066658169 0.9612 1 up no

Manes.08G020400.v6.11.5240944 0.615709 2.4753485 1.307631646 0.773 0.8926 up no

Manes.08G021100.v6.161.349642 55.00694 1.1153072 0.157441171 0.6905 0.8277 up no

Manes.08G022700.v6.1555.65999 586.4952 0.9474246 -0.07791695 0.642 0.7853 down no

Manes.08G023100.v6.135.603912 56.03939 0.6353373 -0.65440534 0.0749 0.1559 down no

Manes.08G023900.v6.16.7274464 23.97277 0.2806286 -1.83326591 0.0109 0.031 down yes

Manes.08G024100.v6.113.100094 17.9285 0.7306857 -0.45267718 0.4538 0.6178 down no

Manes.08G024400.v6.130.086508 34.02483 0.8842516 -0.17747121 0.6909 0.828 down no

Manes.08G026800.v6.12.2810771 0.307855 7.4095943 2.889394555 0.1228 0.2312 up no

Manes.08G029000.v6.1365.45931 402.6949 0.907534 -0.13997642 0.4552 0.6192 down no

Manes.08G030600.v6.1491.37617 647.009 0.759458 -0.39695799 0.0194 0.0507 down no

Manes.08G031000.v6.13.6995158 9.0828 0.4073101 -1.29580066 0.2627 0.4168 down no

Manes.08G032000.v6.11.8077592 0.900718 2.0070208 1.005055566 0.5804 0.7332 up no

Manes.08G032600.v6.153.72347 104.845 0.5124085 -0.96463371 0.0018 0.0065 down no

Manes.08G037400.v6.11.5139653 0.911432 1.661084 0.732125067 0.7834 0.9006 up no

Manes.08G041100.v6.18.127027 5.164989 1.5734838 0.653962323 0.387 0.5562 up no

Manes.08G041200.v6.134.064039 21.12363 1.6126038 0.689392039 0.2821 0.4396 up no

Manes.08G041500.v6.13.6647639 5.478512 0.6689342 -0.58006386 0.5931 0.7452 down no

Manes.08G045700.v6.12.9381686 1.219287 2.409744 1.268879894 0.4463 0.6105 up no

Manes.08G046000.v6.17.8519764 5.155692 1.5229724 0.606889753 0.4005 0.5659 up no

Manes.08G047600.v6.1340.11769 247.8341 1.3723601 0.456659082 0.0144 0.0394 up no

Manes.08G047900.v6.11.3691932 0 Inf Inf 0.1225 0.2309 up no

Manes.08G048000.v6.125.713892 16.10909 1.5962352 0.67467326 0.2517 0.4041 up no

Manes.08G048100.v6.1313.83655 141.5327 2.2174132 1.148877651 0.0034 0.0112 up yes

Manes.08G048600.v6.15.1034609 17.08622 0.2986887 -1.74328565 0.0386 0.0904 down no

Manes.08G049900.v6.15.2337394 25.89756 0.2020939 -2.30690234 0.0006 0.0026 down yes

Manes.08G050100.v6.126.877719 12.77705 2.1035928 1.072855446 0.0274 0.0679 up no

Manes.08G050200.v6.1934.56566 829.6323 1.1264817 0.171823888 0.2544 0.4074 up no

Manes.08G050800.v6.1564.30624 145.9473 3.8665064 1.951030609 ###### 9E-08 up yes

Manes.08G051500.v6.113.608164 11.81426 1.1518421 0.203942922 0.719 0.8516 up no

Manes.08G052100.v6.1217.98974 639.4276 0.3409139 -1.55252073 ###### 5E-14 down yes

Manes.08G055300.v6.11139.1267 35.10389 32.450156 5.020153527 ###### 8E-47 up yes

Manes.08G056600.v6.1397.69459 119.8444 3.3184234 1.730497986 ###### 6E-09 up yes

Manes.08G057500.v6.181.954538 72.32022 1.1332175 0.180424791 0.5359 0.6962 up no

Manes.08G058900.v6.118.019667 5.184206 3.4758778 1.797377348 0.0016 0.0059 up yes

Manes.08G060100.v6.176.82232 76.08191 1.0097317 0.013972053 1 1 up no



Manes.08G063000.v6.174.917404 100.2351 0.7474171 -0.42001449 0.1521 0.2742 down no

Manes.08G064400.v6.1165.01504 144.308 1.143492 0.193446232 0.4106 0.5761 up no

Manes.08G066000.v6.1167.88429 208.7186 0.8043572 -0.31409174 0.2235 0.3685 down no

Manes.08G067000.v6.14.6359076 6.094221 0.7607055 -0.39459005 0.7493 0.8758 down no

Manes.08G067100.v6.1156.53333 182.3833 0.8582657 -0.22050369 0.3477 0.5141 down no

Manes.08G069000.v6.1270.66463 451.371 0.59965 -0.73780732 0.0003 0.0012 down no

Manes.08G069600.v6.1232.62801 223.9304 1.0388408 0.054974624 0.7497 0.8762 up no

Manes.08G070100.v6.118.988076 14.37619 1.3208003 0.401412403 0.4196 0.5849 up no

Manes.08G070300.v6.116.401561 6.40491 2.5607793 1.356582943 0.0164 0.044 up yes

Manes.08G070600.v6.13.7443968 1.502878 2.4914838 1.317005219 0.2528 0.4056 up no

Manes.08G071400.v6.1137.54223 85.16218 1.6150623 0.691589795 0.0061 0.019 up no

Manes.08G072300.v6.1208.40545 146.7026 1.420598 0.506498361 0.0209 0.0542 up no

Manes.08G072400.v6.119.872307 25.21553 0.788098 -0.34355307 0.5138 0.6775 down no

Manes.08G073500.v6.198.839857 3.302897 29.925205 4.903289223 ###### 2E-06 up yes

Manes.08G075300.v6.1428.99723 410.3547 1.0454304 0.06409701 0.7235 0.8554 up no

Manes.08G078600.v6.1341.32359 274.3 1.2443443 0.315385736 0.0901 0.1812 up no

Manes.08G079000.v6.13367.1996 5270.876 0.6388312 -0.6464934 0.0015 0.0054 down no

Manes.08G079100.v6.182.471567 37.1689 2.2188323 1.149800654 0.0006 0.0025 up yes

Manes.08G079200.v6.11.4937071 1.798601 0.8304826 -0.26797815 1 1 down no

Manes.08G079800.v6.137.828464 35.89401 1.0538936 0.075729241 0.8363 0.9403 up no

Manes.08G080600.v6.11.8077592 4.253557 0.4249994 -1.23446734 0.3181 0.4821 down no

Manes.08G082300.v6.10.3835559 1.196441 0.3205808 -1.64124028 0.6013 0.7525 down no

Manes.08G084000.v6.1305.38799 321.6985 0.9492988 -0.07506591 0.7129 0.8464 down no

Manes.08G085000.v6.1312.58986 333.1506 0.938284 -0.09190346 0.6459 0.7891 down no

Manes.08G086400.v6.11.0406474 0.307855 3.3803221 1.757160705 0.5261 0.6874 up no

Manes.08G087500.v6.1138.15781 280.3332 0.4928342 -1.0208257 0.0001 0.0005 down yes

Manes.08G088000.v6.11.4937071 2.16065 0.691323 -0.53256808 1 1 down no

Manes.08G088300.v6.1150.9278 166.9198 0.9041932 -0.14529697 0.5435 0.7031 down no

Manes.08G088700.v6.143.21844 55.43235 0.779661 -0.35908121 0.3421 0.5077 down no

Manes.08G089300.v6.111.347345 54.11822 0.209677 -2.25375968 ###### 8E-06 down yes

Manes.08G089600.v6.1 0 2.467087 #NAME? #NAME? 0.0656 0.1397 down no

Manes.08G091900.v6.177.897375 64.42961 1.2090307 0.27385087 0.3484 0.5148 up no

Manes.08G093800.v6.1129.30403 248.5478 0.520238 -0.94275637 ###### 0.0002 down no

Manes.08G095100.v6.143.89457 181.0377 0.242461 -2.04417559 ###### 2E-07 down yes

Manes.08G096500.v6.11.3141831 4.545029 0.2891473 -1.79012326 0.4676 0.6304 down no

Manes.08G097100.v6.18.7812689 2.122838 4.1365695 2.048434822 0.016 0.043 up yes

Manes.08G098300.v6.17.464056 6.057827 1.2321343 0.301159473 0.6804 0.8195 up no

Manes.08G098500.v6.1106.93451 67.59702 1.5819411 0.661695914 0.0446 0.1021 up no

Manes.08G102700.v6.10.3734268 2.147101 0.1739213 -2.52349306 0.2392 0.3883 down no

Manes.08G103900.v6.113.191371 2.14285 6.1559934 2.621991676 0.0821 0.1677 up no

Manes.08G104200.v6.155.431338 72.35047 0.7661504 -0.38430049 0.3428 0.5086 down no

Manes.08G105900.v6.1246.37211 116.7656 2.1099714 1.077223461 ###### 6E-06 up yes

Manes.08G106100.v6.115.68661 10.69486 1.4667427 0.552615779 0.3088 0.4716 up no

Manes.08G107400.v6.117.925655 15.29187 1.1722341 0.229260763 0.6405 0.7843 up no

Manes.08G108600.v6.119.451265 16.12485 1.2062914 0.270578418 0.6028 0.753 up no

Manes.08G110300.v6.156.922196 76.97284 0.7395101 -0.43535819 0.174 0.3051 down no

Manes.08G110900.v6.1132.85452 228.3144 0.5818929 -0.78117448 0.0008 0.0032 down no

Manes.08G112900.v6.12.9179104 0.603578 4.8343585 2.273324451 0.1178 0.2242 up no



Manes.08G113200.v6.1122.09401 19.05923 6.4060296 2.679430467 ###### 7E-09 up yes

Manes.08G113900.v6.17.1066378 18.15851 0.3913667 -1.35340713 0.0303 0.074 down no

Manes.08G116700.v6.115.038132 16.64855 0.9032697 -0.14677125 0.8471 0.9481 down no

Manes.08G116900.v6.11660.2707 1377.356 1.2054044 0.269517253 0.056 0.1226 up no

Manes.08G119900.v6.163.284649 99.69764 0.6347658 -0.65570378 0.0377 0.0887 down no

Manes.08G121500.v6.10.7569827 1.83783 0.4118894 -1.27967102 0.57 0.7241 down no

Manes.08G123400.v6.10.7569827 1.516427 0.4991884 -1.00234366 0.7318 0.8615 down no

Manes.08G125900.v6.17.1992494 4.51572 1.5942639 0.672890445 0.5187 0.6813 up no

Manes.08G126600.v6.132.803417 20.09906 1.6320867 0.706717738 0.11 0.2124 up no

Manes.08G128500.v6.19.6148546 10.65342 0.9025133 -0.14797983 0.921 0.9966 down no

Manes.08G129300.v6.113.687797 26.83972 0.5099828 -0.97147938 0.0543 0.1195 down no

Manes.08G132200.v6.126.41598 16.71125 1.5807305 0.660591468 0.1999 0.3389 up no

Manes.08G143800.v6.155.193955 41.57199 1.3276719 0.408898621 0.2296 0.3761 up no

Manes.08G144200.v6.12.9874142 0.295723 10.102067 3.336578594 0.0464 0.1053 up no

Manes.08G144400.v6.188.694964 72.20112 1.2284431 0.296831034 0.3067 0.4692 up no

Manes.08G144600.v6.135.249229 21.3048 1.6545203 0.726413016 0.0703 0.1479 up no

Manes.08G144900.v6.19773.2212 2204.887 4.4325277 2.148129636 ###### 5E-10 up yes

Manes.08G147600.v6.117.199175 4.232128 4.0639539 2.022884029 0.001 0.0037 up yes

Manes.08G147700.v6.133.574713 12.50985 2.6838631 1.4243111 0.0011 0.0042 up yes

Manes.08G148400.v6.1152.3098 23.67767 6.4326342 2.68540964 ###### 4E-19 up yes

Manes.08G148600.v6.11161.7525 910.1668 1.2764172 0.352099988 0.4362 0.6021 up no

Manes.08G149500.v6.14.3913592 24.71467 0.1776823 -2.4926282 0.0062 0.019 down yes

Manes.08G149700.v6.19.171924 15.84914 0.5787018 -0.78910792 0.2147 0.3582 down no

Manes.08G151000.v6.12.4894735 3.918606 0.6352957 -0.65449973 0.6492 0.7921 down no

Manes.08G152200.v6.1183.96226 180.9632 1.016573 0.023713748 0.9283 0.9966 up no

Manes.08G153500.v6.150.061671 90.78659 0.5514214 -0.85877275 0.0072 0.0218 down no

Manes.08G153600.v6.144.33587 98.48153 0.4501948 -1.15137884 0.0004 0.0016 down yes

Manes.08G154400.v6.1 0 1.532809 #NAME? #NAME? 0.1863 0.3215 down no

Manes.08G156100.v6.118.888185 21.30622 0.8865104 -0.17379059 0.7656 0.8881 down no

Manes.08G156900.v6.1225.02251 293.22 0.7674187 -0.38191414 0.0623 0.1339 down no

Manes.08G157500.v6.1366.69817 277.4438 1.3217027 0.402397665 0.027 0.0672 up no

Manes.08G159100.v6.145.456381 1.813567 25.064629 4.64758095 ###### 3E-14 up yes

Manes.08G160000.v6.12.5343545 2.145684 1.1811404 0.240180501 0.9024 0.9883 up no

Manes.08G161200.v6.136.316129 21.09258 1.7217488 0.783874678 0.092 0.1845 up no

Manes.08G162000.v6.153.720211 48.22693 1.1139049 0.155626097 0.6233 0.7692 up no

Manes.08G168500.v6.19.9434003 29.29672 0.3394032 -1.55892776 0.0032 0.0108 down yes

Manes.08G168600.v6.129.920078 22.90898 1.3060413 0.385200475 0.3437 0.5095 up no

Manes.08G169700.v6.136.016226 19.38852 1.8576061 0.893444641 0.0271 0.0673 up no

Manes.08G171600.v6.1131.32845 4.265689 30.787163 4.944257016 ###### 1E-35 up yes

Manes.08G173600.v6.110.23283 0.618543 16.543436 4.048187012 0.0309 0.0751 up no

Manes.09G003300.v6.115.601212 21.81133 0.7152802 -0.48341953 0.3448 0.5107 down no

Manes.09G005700.v6.118.933066 7.340605 2.5792242 1.366937189 0.0116 0.0328 up yes

Manes.09G007500.v6.173.766507 58.56399 1.2595881 0.332952065 0.2609 0.4148 up no

Manes.09G009400.v6.16.3727629 1.834996 3.4729036 1.79614235 0.249 0.4008 up no

Manes.09G009500.v6.130.052976 0.295723 101.62541 6.667117296 ###### 2E-13 up yes

Manes.09G009700.v6.191.194106 14.35304 6.3536448 2.667584443 0.0011 0.0043 up yes

Manes.09G011400.v6.123.139136 30.39769 0.7612135 -0.39362691 0.3879 0.5565 down no

Manes.09G011900.v6.1 0 1.490747 #NAME? #NAME? 0.1864 0.3217 down no



Manes.09G014000.v6.134.915034 48.65672 0.7175789 -0.47879064 0.2295 0.3761 down no

Manes.09G014900.v6.145.839707 37.37909 1.2263464 0.29436655 0.4108 0.5763 up no

Manes.09G015000.v6.15.9645843 14.00422 0.4259133 -1.23136825 0.0999 0.1971 down no

Manes.09G016700.v6.12.6545039 7.904954 0.3358026 -1.57431481 0.0774 0.1601 down no

Manes.09G017300.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.09G018500.v6.129.458174 13.9371 2.1136515 1.079737546 0.0152 0.0411 up yes

Manes.09G020000.v6.144.076599 14.25567 3.0918645 1.628477089 ###### 0.0003 up yes

Manes.09G020200.v6.137.583801 36.3528 1.0338626 0.048044432 0.8971 0.9847 up no

Manes.09G021600.v6.140.112046 16.10988 2.4899032 1.316089635 0.0022 0.0076 up yes

Manes.09G023400.v6.1919.45193 654.5383 1.4047336 0.490296603 0.0011 0.0041 up no

Manes.09G023600.v6.13.4852399 2.759976 1.2627789 0.336602099 0.8977 0.9851 up no

Manes.09G025100.v6.11.74262 1.543524 1.1289881 0.175030227 0.9694 1 up no

Manes.09G026700.v6.1296.33521 309.4535 0.9576082 -0.06249257 0.7876 0.9038 down no

Manes.09G027100.v6.12.9034167 3.959251 0.7333247 -0.44747595 0.8095 0.9202 down no

Manes.09G029100.v6.122.670183 18.62187 1.2173959 0.283798368 0.5217 0.684 up no

Manes.09G029600.v6.1151.05198 89.0866 1.6955634 0.761764762 0.1069 0.2081 up no

Manes.09G029700.v6.17.4540418 3.331411 2.2375031 1.161889668 0.1526 0.2749 up no

Manes.09G029800.v6.13.7240237 2.767062 1.3458405 0.428507452 0.6781 0.8174 up no

Manes.09G030500.v6.1895.70828 663.4014 1.3501754 0.433146857 0.0039 0.0128 up no

Manes.09G033900.v6.11.1304094 2.739965 0.4125635 -1.27731185 0.4245 0.59 down no

Manes.09G034200.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.09G034600.v6.18.127027 1.232835 6.5921441 2.720747786 0.0308 0.075 up no

Manes.09G034800.v6.1100.40269 58.90762 1.7044093 0.769271849 0.0102 0.0293 up no

Manes.09G038400.v6.172.365592 246.1906 0.2939414 -1.76639964 ###### 3E-10 down yes

Manes.09G039000.v6.117.08479 42.80907 0.3990927 -1.32520403 0.0024 0.0084 down yes

Manes.09G040900.v6.117.796892 22.50346 0.7908515 -0.33852125 0.5121 0.6758 down no

Manes.09G042200.v6.120.100962 10.05631 1.9988414 0.999163994 0.0437 0.1003 up no

Manes.09G042900.v6.14.0830717 0 Inf Inf 0.0028 0.0095 up yes

Manes.09G049400.v6.161.225243 44.8043 1.3665036 0.450489232 0.2946 0.455 up no

Manes.09G049500.v6.1306.64316 182.8216 1.6772808 0.746124257 0.0003 0.0011 up no

Manes.09G051300.v6.17.5828053 6.722062 1.1280476 0.1738279 0.7672 0.8892 up no

Manes.09G056400.v6.13.7545259 0.295723 12.696088 3.666312091 0.0204 0.053 up no

Manes.09G056600.v6.186.729683 23.42197 3.7029197 1.888663247 ###### 4E-07 up yes

Manes.09G057500.v6.1 0 1.182892 #NAME? #NAME? 0.2611 0.4149 down no

Manes.09G058100.v6.17.6783319 14.947 0.5137038 -0.96099128 0.1283 0.2394 down no

Manes.09G058400.v6.12.9381686 1.232835 2.3832616 1.252937296 0.4391 0.6044 up no

Manes.09G063400.v6.11.4792134 2.130719 0.6942321 -0.52650993 0.8334 0.9386 down no

Manes.09G064700.v6.1217.91242 298.5142 0.7299902 -0.45405097 0.0454 0.1036 down no

Manes.09G065900.v6.147.25663 75.76064 0.6237623 -0.68093177 0.0474 0.1072 down no

Manes.09G066500.v6.11.0956575 1.220704 0.8975622 -0.15591611 1 1 down no

Manes.09G067100.v6.146.19439 55.38507 0.8340585 -0.26177946 0.4908 0.654 down no

Manes.09G068500.v6.122.282377 4.24426 5.2500031 2.392318264 ###### 0.0002 up yes

Manes.09G069700.v6.118.947559 21.21563 0.8930943 -0.16311558 0.7646 0.8876 down no

Manes.09G069900.v6.16.5131705 11.52279 0.5652425 -0.82305822 0.2415 0.3911 down no

Manes.09G070200.v6.11.8671339 0 Inf Inf 0.0604 0.1306 up no

Manes.09G070700.v6.17.9358589 2.122838 3.7383244 1.902391763 0.0205 0.0532 up no

Manes.09G072400.v6.112.583411 15.22634 0.8264237 -0.27504638 0.7002 0.8362 down no

Manes.09G073300.v6.10.3734268 5.828429 0.0640699 -3.96420988 0.0101 0.0292 down yes



Manes.09G073500.v6.1234.6629 89.21818 2.630214 1.395180164 ###### 3E-08 up yes

Manes.09G074900.v6.11907.8598 383.7434 4.971707 2.31374128 ###### 4E-56 up yes

Manes.09G078300.v6.1479.74366 306.8188 1.5636057 0.644876727 0.0186 0.0491 up no

Manes.09G078600.v6.1163.95536 141.4423 1.1591678 0.213089395 0.3566 0.5237 up no

Manes.09G078800.v6.120.23002 4.602057 4.3958645 2.136146921 0.0006 0.0024 up yes

Manes.09G081200.v6.196.630773 101.4487 0.9525089 -0.07019555 0.8207 0.9295 down no

Manes.09G081800.v6.139.62173 32.75055 1.2098034 0.274772606 0.4679 0.6307 up no

Manes.09G083400.v6.125.030778 34.8934 0.7173499 -0.47925118 0.2749 0.4312 down no

Manes.09G084100.v6.14.0135679 5.435032 0.7384626 -0.43740332 0.7024 0.8382 down no

Manes.09G084800.v6.146.344517 66.49746 0.6969367 -0.52090055 0.1826 0.3164 down no

Manes.09G085300.v6.18.5539489 25.30833 0.3379895 -1.56494973 0.005 0.0159 down yes

Manes.09G087000.v6.1464.34268 747.1425 0.6214915 -0.68619353 0.0003 0.0012 down no

Manes.09G092400.v6.118.359857 15.96935 1.1496934 0.201249139 0.8167 0.9261 up no

Manes.09G095800.v6.1184.32735 54.07174 3.4089407 1.769323511 ###### 2E-11 up yes

Manes.09G096500.v6.1 0 2.13497 #NAME? #NAME? 0.0818 0.1674 down no

Manes.09G096600.v6.144.037712 15.5512 2.8317884 1.501713484 0.0002 0.0008 up yes

Manes.09G097400.v6.1307.42286 14.03982 21.896494 4.452628016 ###### 2E-60 up yes

Manes.09G098400.v6.15.5462765 1.234252 4.493633 2.167882303 0.0275 0.0681 up no

Manes.09G098600.v6.11505.9581 1323.867 1.1375452 0.185923933 0.2313 0.3783 up no

Manes.09G101100.v6.16.6072971 0 Inf Inf 0.0001 0.0005 up yes

Manes.09G102000.v6.1390.23768 708.7728 0.5505822 -0.86097008 ###### 6E-06 down no

Manes.09G102300.v6.125.205937 29.75126 0.8472225 -0.23918714 0.6149 0.7613 down no

Manes.09G104200.v6.11.4937071 6.394195 0.2336036 -2.09786558 0.1912 0.3283 down no

Manes.09G105100.v6.14.5461456 6.979973 0.6513127 -0.61857763 0.5809 0.7336 down no

Manes.09G107000.v6.168.873187 119.9626 0.574122 -0.80057084 0.0059 0.0183 down no

Manes.09G107300.v6.175.800186 93.5045 0.8106581 -0.30283444 0.3123 0.4756 down no

Manes.09G108900.v6.18.0212564 3.674243 2.1831048 1.126381362 0.1576 0.2822 up no

Manes.09G109200.v6.1542.73542 256.662 2.1145917 1.080379149 ###### 3E-09 up yes

Manes.09G110000.v6.170.621457 139.3024 0.506965 -0.98004181 0.0039 0.0129 down no

Manes.09G110100.v6.165.240211 108.9868 0.5986063 -0.74032072 0.0128 0.0357 down no

Manes.09G110500.v6.10.7671118 2.738548 0.2801163 -1.83590221 0.3928 0.5601 down no

Manes.09G111600.v6.158.731635 41.7815 1.405685 0.491273379 0.3143 0.4777 up no

Manes.09G111700.v6.142.617939 28.19024 1.5117976 0.59626498 0.307 0.4695 up no

Manes.09G112100.v6.114.789219 21.55705 0.6860504 -0.5436136 0.3018 0.4632 down no

Manes.09G112900.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.09G113500.v6.17.3744089 1.235669 5.967947 2.577234721 0.0481 0.1083 up no

Manes.09G114000.v6.1110.10296 437.4434 0.2516965 -1.9902432 ###### 1E-12 down yes

Manes.09G114800.v6.1246.16306 147.1896 1.6724219 0.741938811 0.0048 0.0153 up no

Manes.09G117900.v6.110.34145 21.87482 0.4727559 -1.08083268 0.0513 0.114 down no

Manes.09G118900.v6.17.126896 2.147101 3.3193104 1.730883554 0.0492 0.1104 up no

Manes.09G126300.v6.1140.28789 147.8132 0.9490891 -0.07538461 0.7809 0.8986 down no

Manes.09G126400.v6.197.513899 133.6101 0.7298391 -0.45434968 0.0849 0.1726 down no

Manes.09G128500.v6.1242.69984 145.5443 1.6675325 0.737714846 0.0005 0.0021 up no

Manes.09G130500.v6.114.803828 26.3792 0.5611931 -0.83343074 0.1672 0.2959 down no

Manes.09G133100.v6.1142.12622 230.403 0.6168591 -0.69698706 0.0023 0.0082 down no

Manes.09G136400.v6.164.128545 63.79862 1.0051714 0.007441508 0.9745 1 up no

Manes.09G138100.v6.19357.7538 6869.017 1.3623134 0.446058585 0.0529 0.117 up no

Manes.09G138300.v6.123.896119 23.63136 1.0112038 0.016073752 0.9961 1 up no



Manes.09G139200.v6.164.439747 211.2491 0.3050415 -1.71292278 ###### 3E-08 down yes

Manes.09G140700.v6.15774.7446 3429.779 1.6837074 0.751641447 ###### 0.0001 up no

Manes.09G141000.v6.1106.10563 119.4559 0.8882409 -0.17097707 0.5794 0.7326 down no

Manes.09G141300.v6.1539.40406 210.1993 2.566155 1.359608325 ###### 8E-10 up yes

Manes.09G148900.v6.13.9933097 3.046402 1.3108282 0.390478612 0.7217 0.854 up no

Manes.09G152000.v6.11.4488261 0 Inf Inf 0.1199 0.227 up no

Manes.09G154400.v6.11.8222528 0.295723 6.1620248 2.623404488 0.199 0.3379 up no

Manes.09G159500.v6.13.2464562 1.827115 1.7768205 0.82929795 0.4789 0.6415 up no

Manes.09G161400.v6.12.1507986 2.712868 0.7928137 -0.33494616 0.9485 1 down no

Manes.09G166300.v6.10.7121017 5.130012 0.1388109 -2.8488071 0.0327 0.0788 down no

Manes.09G169500.v6.12.0812948 3.936405 0.5287298 -0.91939745 0.505 0.6685 down no

Manes.09G170400.v6.126.685151 28.00765 0.9527809 -0.06978363 0.9317 0.9966 down no

Manes.09G170500.v6.126.546258 63.79893 0.4160925 -1.2650238 0.0008 0.0032 down yes

Manes.09G170600.v6.114.632918 5.117881 2.8591754 1.515599107 0.049 0.1102 up no

Manes.09G171100.v6.12556.2212 191.7815 13.328819 3.736477037 ###### 1E-140 up yes

Manes.09G175200.v6.16.1049919 1.840664 3.3167335 1.729763117 0.0901 0.1813 up no

Manes.09G175800.v6.191.349188 11.25416 8.1169232 3.020932966 ###### 9E-16 up yes

Manes.09G177800.v6.1171.37855 197.0442 0.8697468 -0.20133262 0.3946 0.5616 down no

Manes.09G177900.v6.116.203293 58.84001 0.2753789 -1.86051033 ###### 7E-05 down yes

Manes.09G181100.v6.1141.17474 96.5687 1.4619099 0.547854399 0.0252 0.0633 up no

Manes.09G181400.v6.13.6603994 0.603578 6.0645052 2.600389945 0.053 0.1171 up no

Manes.09G183800.v6.1818.00573 833.7656 0.9810979 -0.02753097 0.8738 0.9673 down no

Manes.09G184800.v6.112.637021 0.924981 13.66193 3.772089401 ###### 7E-05 up yes

Manes.09G185000.v6.146.226112 43.74318 1.0567617 0.07965003 0.8165 0.9261 up no

Manes.09G185100.v6.146.916736 51.30861 0.9144028 -0.12909833 0.7862 0.9028 down no

Manes.10G002800.v6.1242.48794 262.9671 0.9221228 -0.11696919 0.58 0.733 down no

Manes.10G004200.v6.170.158268 106.7288 0.6573507 -0.60526491 0.0436 0.1002 down no

Manes.10G004600.v6.121.177991 12.14133 1.7442887 0.802638835 0.1081 0.2094 up no

Manes.10G005100.v6.13.2464562 21.28054 0.1525552 -2.71259711 ###### 0.0004 down yes

Manes.10G011500.v6.12.619752 3.369222 0.7775539 -0.36298533 0.895 0.9831 down no

Manes.10G014700.v6.13.3303387 4.876352 0.682957 -0.55013326 0.8597 0.9572 down no

Manes.10G015000.v6.111.645504 0 Inf Inf ###### 1E-06 up yes

Manes.10G015400.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.10G019000.v6.134.211497 65.01743 0.5261896 -0.92634523 0.0175 0.0466 down no

Manes.10G021300.v6.18.0777814 0.617126 13.089353 3.710321869 0.0004 0.0018 up yes

Manes.10G022800.v6.11.4690843 2.417144 0.6077768 -0.71838651 0.7229 0.8548 down no

Manes.10G023800.v6.12.4445925 7.662008 0.3190538 -1.64812852 0.088 0.1778 down no

Manes.10G025300.v6.133.38506 27.71113 1.2047528 0.2687371 0.4861 0.6491 up no

Manes.10G025600.v6.11.8671339 0 Inf Inf 0.0604 0.1306 up no

Manes.10G028700.v6.138.471292 18.62612 2.0654488 1.046455304 0.0341 0.0815 up no

Manes.10G028800.v6.14.023697 3.669196 1.0966153 0.133057536 1 1 up no

Manes.10G028900.v6.1289.35851 50.48729 5.731314 2.51886595 ###### 9E-11 up yes

Manes.10G033100.v6.1296.23295 237.9138 1.2451272 0.316293105 0.096 0.1908 up no

Manes.10G037300.v6.132.137646 174.8655 0.183785 -2.44390919 ###### 6E-08 down yes

Manes.10G037400.v6.131.960971 73.12322 0.4370837 -1.19401842 0.0823 0.168 down no

Manes.10G037900.v6.129.611675 67.69815 0.4374075 -1.19295029 0.0013 0.005 down yes

Manes.10G038900.v6.13.9585578 9.414917 0.4204559 -1.24997353 0.1227 0.2311 down no

Manes.10G040700.v6.11.877263 0.295723 6.3480438 2.666312091 0.1964 0.3351 up no



Manes.10G041000.v6.128.718535 22.10422 1.2992333 0.377660488 0.3572 0.5244 up no

Manes.10G042300.v6.133.10431 10.07774 3.2848958 1.715847588 0.0002 0.0007 up yes

Manes.10G042400.v6.134.485147 4.855718 7.101967 2.828218663 ###### 3E-05 up yes

Manes.10G042600.v6.191.747402 114.1626 0.8036558 -0.31535029 0.2654 0.42 down no

Manes.10G045900.v6.1201.05537 120.2226 1.6723593 0.741884826 0.0009 0.0034 up no

Manes.10G046000.v6.110.17072 6.415624 1.5853049 0.66476032 0.305 0.4672 up no

Manes.10G047000.v6.1147.22043 122.6253 1.2005718 0.263721668 0.3128 0.4761 up no

Manes.10G047100.v6.1117.37718 83.42189 1.4070309 0.492654014 0.0822 0.168 up no

Manes.10G047200.v6.132.803351 13.285 2.4692027 1.30404528 0.0401 0.0933 up no

Manes.10G047700.v6.110.00266 2.430693 4.1151474 2.040944118 0.0082 0.0242 up yes

Manes.10G049500.v6.147.77053 2.442824 19.555449 4.289498788 ###### 1E-14 up yes

Manes.10G049600.v6.1128.85609 50.03938 2.5750936 1.364624875 ###### 3E-06 up yes

Manes.10G049800.v6.189.728118 7.856428 11.420981 3.513614698 ###### 2E-16 up yes

Manes.10G049900.v6.199.106163 96.71853 1.0246864 0.035182417 0.9259 0.9966 up no

Manes.10G051100.v6.178.018859 115.0433 0.6781698 -0.56028165 0.0547 0.1204 down no

Manes.10G051800.v6.112.318604 9.375067 1.3139751 0.393937898 0.7247 0.8563 up no

Manes.10G053200.v6.113.577662 21.90838 0.6197474 -0.69024775 0.2661 0.4209 down no

Manes.10G053300.v6.118.597125 9.434929 1.9710933 0.978996047 0.0566 0.1239 up no

Manes.10G053600.v6.126.122071 8.457172 3.0887479 1.62702214 0.0026 0.0088 up yes

Manes.10G058100.v6.113.269489 35.5641 0.3731147 -1.42230885 0.0029 0.01 down yes

Manes.10G058400.v6.121.871349 1.220704 17.917001 4.163257266 ###### 8E-08 up yes

Manes.10G060600.v6.122.471801 11.5428 1.9468237 0.96112225 0.0456 0.1039 up no

Manes.10G062500.v6.133.929281 54.62364 0.6211465 -0.68699456 0.0692 0.1458 down no

Manes.10G062900.v6.121.584655 33.06266 0.6528409 -0.61519674 0.1669 0.2954 down no

Manes.10G064800.v6.1130.3761 112.4021 1.1599083 0.214010697 0.3781 0.5473 up no

Manes.10G065000.v6.12.8629003 0 Inf Inf 0.0131 0.0362 up yes

Manes.10G066900.v6.13.585131 2.124256 1.6877117 0.755068509 0.5662 0.721 up no

Manes.10G067200.v6.112.289617 9.063583 1.3559336 0.439286485 0.4731 0.6356 up no

Manes.10G071400.v6.152.48589 48.97954 1.0715881 0.09975048 0.7397 0.8678 up no

Manes.10G074600.v6.15.8705727 9.718521 0.6040603 -0.7272355 0.3726 0.5411 down no

Manes.10G075200.v6.1430.02222 260.6963 1.6495143 0.722041327 ###### 0.0004 up no

Manes.10G078600.v6.1400.36317 355.6739 1.1256467 0.170754068 0.3986 0.5638 up no

Manes.10G079400.v6.13.058318 2.13497 1.4324876 0.518522657 0.629 0.7745 up no

Manes.10G080800.v6.14.5317668 3.047819 1.4868884 0.572296349 0.585 0.7373 up no

Manes.10G081000.v6.196.222824 126.9792 0.7577844 -0.40014061 0.131 0.2433 down no

Manes.10G082300.v6.19.7046166 28.30195 0.3428956 -1.54415851 0.0035 0.0116 down yes

Manes.10G083500.v6.178.110201 108.1622 0.7221577 -0.46961411 0.0994 0.1963 down no

Manes.10G083800.v6.127.281468 37.6277 0.7250368 -0.46387382 0.2724 0.4284 down no

Manes.10G084900.v6.164.116966 46.7948 1.370173 0.454358011 0.169 0.2985 up no

Manes.10G086400.v6.150.572246 78.0163 0.6482266 -0.62542979 0.1005 0.1979 down no

Manes.10G086800.v6.175.167602 33.16334 2.2665873 1.1805217 0.0002 0.0011 up yes

Manes.10G091100.v6.1107.45904 71.13874 1.5105558 0.595079504 0.0399 0.0929 up no

Manes.10G093800.v6.112.328618 3.358508 3.6708619 1.87611883 0.0052 0.0164 up yes

Manes.10G094300.v6.1180.07953 14.93912 12.054225 3.59146698 ###### 5E-30 up yes

Manes.10G098400.v6.12.619752 4.241426 0.6176583 -0.69511908 0.6014 0.7527 down no

Manes.10G099300.v6.11.7527491 3.030019 0.5784613 -0.78970754 0.6572 0.7991 down no

Manes.10G099700.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.10G100200.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no



Manes.10G101000.v6.1 0 1.528558 #NAME? #NAME? 0.1736 0.3047 down no

Manes.10G101300.v6.139.015399 152.4503 0.2559221 -1.96622336 ###### 3E-05 down yes

Manes.10G102000.v6.1428.06295 325.9842 1.3131401 0.393020888 0.025 0.0629 up no

Manes.10G107600.v6.158.407223 139.8771 0.4175611 -1.25994079 ###### 0.0004 down yes

Manes.10G107800.v6.15.5029105 0.295723 18.608324 4.217876191 0.0022 0.0077 up yes

Manes.10G108300.v6.11.0956575 0.307855 3.5590108 1.831476291 0.521 0.6832 up no

Manes.10G108700.v6.11.787501 1.814984 0.9848577 -0.02201279 1 1 down no

Manes.10G109000.v6.16.8764682 8.535629 0.8056194 -0.31182962 0.7465 0.8735 down no

Manes.10G110700.v6.1100.68224 120.8913 0.8328331 -0.26390065 0.3892 0.5575 down no

Manes.10G111000.v6.110.133053 5.736424 1.7664409 0.820845474 0.2414 0.3911 up no

Manes.10G116200.v6.1273.52587 109.8969 2.4889324 1.315527073 ###### 6E-09 up yes

Manes.10G116500.v6.121.725177 3.020722 7.1920477 2.846402585 ###### 4E-05 up yes

Manes.10G120300.v6.129.22102 27.33412 1.0690311 0.096303878 0.8455 0.947 up no

Manes.10G120800.v6.156.916661 28.94317 1.9664972 0.975628104 0.0277 0.0685 up no

Manes.10G120900.v6.129.464284 13.3863 2.2010775 1.138209919 0.0133 0.0367 up yes

Manes.10G122700.v6.112.214348 0.912849 13.380467 3.74205657 ###### 0.0001 up yes

Manes.10G126500.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.10G129100.v6.119.016948 9.707806 1.9589336 0.970068499 0.061 0.1317 up no

Manes.10G132500.v6.113.066858 4.245677 3.0776853 1.621845715 0.0128 0.0356 up yes

Manes.10G133700.v6.11.8627693 2.430693 0.7663532 -0.38391867 0.9872 1 down no

Manes.10G136200.v6.1418.00568 289.3579 1.4445975 0.53066761 0.0024 0.0085 up no

Manes.10G136900.v6.11.4039451 0.307855 4.5604173 2.189165845 0.3268 0.4912 up no

Manes.10G139300.v6.1108.70152 45.30025 2.3995788 1.262781217 ###### 0.0005 up yes

Manes.10G139700.v6.18.6335818 12.70789 0.6793873 -0.55769391 0.4627 0.6259 down no

Manes.10G139800.v6.122.182486 39.18335 0.5661201 -0.82081984 0.0851 0.1729 down no

Manes.10G142500.v6.11.3590641 11.57636 0.1173999 -3.0904966 0.0021 0.0074 down yes

Manes.10G143600.v6.1571.2873 143.594 3.9784911 1.992221388 ###### 4E-21 up yes

Manes.10G144500.v6.129.862218 13.35212 2.2365155 1.161252754 0.01 0.0288 up yes

Manes.10G144800.v6.15.7953043 0.604995 9.5791 3.259890115 0.006 0.0185 up yes

Manes.10G144900.v6.1243.67938 38.88259 6.267057 2.647788123 ###### 2E-24 up yes

Manes.10G147700.v6.11.877263 1.219287 1.5396404 0.622593458 0.8189 0.9279 up no

Manes.10G148400.v6.1148.552 0 Inf Inf ###### 8E-55 up yes

Manes.10G148500.v6.15635.1546 13.30926 423.40104 8.725881 ###### 4E-83 up yes

Manes.10G148600.v6.12630.1333 24.22785 108.55826 6.762325652 ###### 6E-67 up yes

Manes.10G150900.v6.12.5893646 17.04983 0.1518704 -2.71908717 0.0003 0.0013 down yes

Manes.10G152500.v6.121.380508 55.45852 0.3855225 -1.37511302 0.0022 0.0077 down yes

Manes.11G000800.v6.126.038189 35.004 0.7438632 -0.42689085 0.3243 0.4887 down no

Manes.11G001100.v6.112.987225 19.50478 0.6658482 -0.58673488 0.2969 0.4575 down no

Manes.11G001700.v6.17.3786585 1.220704 6.0445942 2.595645492 0.0051 0.016 up yes

Manes.11G003500.v6.166.244772 73.23368 0.904567 -0.14470068 0.7114 0.8452 down no

Manes.11G005400.v6.162.476906 9.449895 6.6113864 2.724952844 ###### 9E-11 up yes

Manes.11G006400.v6.19.6249837 40.59768 0.2370821 -2.07654142 ###### 0.0002 down yes

Manes.11G006500.v6.113.975826 0.923564 15.132501 3.919578544 0.0399 0.0929 up no

Manes.11G006800.v6.1436.48996 20.02486 21.797405 4.446084511 ###### 6E-57 up yes

Manes.11G007600.v6.121.994233 9.744201 2.2571613 1.174509541 0.0186 0.0491 up yes

Manes.11G010700.v6.11.8526402 1.851378 1.0006816 0.000982979 1 1 up no

Manes.11G011600.v6.12.9280395 3.882211 0.7542195 -0.40694361 0.7431 0.8708 down no

Manes.11G011800.v6.11.0753993 0.309272 3.4772004 1.797926217 0.5227 0.6847 up no



Manes.11G012400.v6.15.6983282 2.444242 2.3313278 1.221151858 0.1694 0.2992 up no

Manes.11G013300.v6.14.7502924 7.054179 0.6734012 -0.57046189 0.5731 0.7268 down no

Manes.11G015300.v6.145.376583 43.86514 1.0344565 0.048873046 1 1 up no

Manes.11G017500.v6.129.319397 48.30397 0.606977 -0.72028624 0.0644 0.1376 down no

Manes.11G018000.v6.10.3835559 1.787887 0.2145303 -2.22074677 0.3403 0.5057 down no

Manes.11G021400.v6.1335.18729 492.3502 0.6807905 -0.55471728 0.0024 0.0084 down no

Manes.11G021700.v6.110.069314 13.74126 0.7327794 -0.44854922 0.5955 0.7476 down no

Manes.11G023000.v6.1167.03724 307.9379 0.5424382 -0.88246941 0.0004 0.0017 down no

Manes.11G023800.v6.1250.42618 289.5255 0.8649537 -0.20930523 0.3287 0.4931 down no

Manes.11G024400.v6.1347.08284 665.3498 0.5216547 -0.93883299 ###### 1E-05 down no

Manes.11G027800.v6.122.855472 53.20679 0.4295593 -1.21907086 0.0024 0.0083 down yes

Manes.11G029100.v6.114.654691 0.307855 47.602651 5.572970013 ###### 6E-07 up yes

Manes.11G030600.v6.113.676038 3.085631 4.4321697 2.148013111 0.0337 0.0808 up no

Manes.11G033000.v6.119.928947 27.36626 0.7282306 -0.45753271 0.3137 0.4771 down no

Manes.11G036000.v6.113.463392 25.9839 0.5181436 -0.94857603 0.0693 0.1461 down no

Manes.11G047000.v6.17.6131926 10.83367 0.7027344 -0.50894862 0.5314 0.692 down no

Manes.11G053900.v6.110.486222 15.83134 0.6623712 -0.59428807 0.3287 0.4931 down no

Manes.11G054000.v6.18.0618877 5.490644 1.4682956 0.554142433 0.453 0.6169 up no

Manes.11G055900.v6.118.184812 35.03331 0.519072 -0.94599338 0.0406 0.0942 down no

Manes.11G057600.v6.1112.99356 2.13497 52.92513 5.725881008 ###### 2E-35 up yes

Manes.11G057700.v6.110.133053 14.35981 0.7056539 -0.50296734 0.4387 0.6042 down no

Manes.11G059100.v6.144.070834 75.35732 0.5848248 -0.77392354 0.0243 0.0613 down no

Manes.11G061700.v6.11.0956575 0 Inf Inf 0.2227 0.3677 up no

Manes.11G068700.v6.196.331444 182.3782 0.5281959 -0.92085498 0.0006 0.0025 down no

Manes.11G069300.v6.121.590649 0.295723 73.009689 6.190016035 ###### 2E-09 up yes

Manes.11G071300.v6.14.2523517 16.15416 0.2632358 -1.92557261 0.006 0.0185 down yes

Manes.11G071400.v6.174.829042 78.02104 0.9590879 -0.06026498 0.8716 0.9655 down no

Manes.11G072100.v6.137.760591 8.524914 4.4294394 2.147124116 ###### 2E-05 up yes

Manes.11G072800.v6.1307.3985 250.62 1.2265521 0.2946085 0.3002 0.4614 up no

Manes.11G072900.v6.110.078043 68.04904 0.1480997 -2.75535914 ###### 8E-08 down yes

Manes.11G073700.v6.15.8950805 1.502878 3.9225271 1.971783402 0.0477 0.1078 up no

Manes.11G075400.v6.11.1202803 0 Inf Inf 0.1992 0.3379 up no

Manes.11G077600.v6.146.515837 134.6653 0.3454182 -1.53358417 ###### 0.0001 down yes

Manes.11G079000.v6.13.5301209 6.094221 0.5792571 -0.78772426 0.4516 0.6155 down no

Manes.11G079600.v6.115.058505 98.69831 0.1525711 -2.71244682 ###### 1E-10 down yes

Manes.11G080000.v6.155.042018 58.0874 0.9475725 -0.07769178 0.8592 0.9568 down no

Manes.11G080200.v6.19.9796672 20.6078 0.4842664 -1.04612706 0.0543 0.1196 down no

Manes.11G081700.v6.1320.3945 209.3037 1.5307637 0.61425159 0.0014 0.0053 up no

Manes.11G081800.v6.18.7986122 5.739258 1.5330575 0.616411778 0.5556 0.714 up no

Manes.11G087000.v6.1559.0037 478.5113 1.1682142 0.224304882 0.1555 0.2791 up no

Manes.11G088200.v6.140.218047 35.85257 1.121762 0.165766632 0.647 0.7901 up no

Manes.11G091000.v6.12721.9276 1054.115 2.582193 1.368596863 ###### 1E-06 up yes

Manes.11G092200.v6.11433.7238 1562.38 0.9176537 -0.12397826 0.396 0.5616 down no

Manes.11G092500.v6.11.0406474 4.26994 0.2437148 -2.0367344 0.1336 0.2471 down no

Manes.11G093800.v6.122.14762 16.08925 1.3765478 0.461054729 0.3163 0.48 up no

Manes.11G094600.v6.139.579813 142.3694 0.2780079 -1.84680198 ###### 4E-08 down yes

Manes.11G098800.v6.184.02129 125.9554 0.6670718 -0.58408597 0.034 0.0813 down no

Manes.11G099100.v6.140.876653 10.31989 3.9609596 1.985849989 0.0017 0.0063 up yes



Manes.11G102500.v6.18.4150563 4.835706 1.7401919 0.799246379 0.2819 0.4394 up no

Manes.11G107900.v6.18.4353145 5.755018 1.465732 0.551621331 0.5196 0.6819 up no

Manes.11G109200.v6.126.398637 55.35673 0.4768822 -1.06829526 0.0111 0.0315 down yes

Manes.11G109900.v6.115.728461 30.56391 0.514609 -0.95845146 0.1116 0.2148 down no

Manes.11G110300.v6.185.703645 3.364971 25.469357 4.670690605 ###### 4E-06 up yes

Manes.11G112100.v6.12.2506897 10.66555 0.2110242 -2.24451959 0.0472 0.1068 down no

Manes.11G114600.v6.19310.2258 3109.844 2.9937916 1.581973787 ###### 7E-09 up yes

Manes.11G114700.v6.16248.2946 2256.592 2.768908 1.469317101 ###### 1E-05 up yes

Manes.11G114900.v6.153.970868 29.05568 1.8574982 0.893360849 0.0182 0.0482 up no

Manes.11G116700.v6.12.8629003 0.309272 9.2569131 3.210531183 0.0512 0.1139 up no

Manes.11G118500.v6.14.5953911 28.75429 0.1598159 -2.64551742 ###### 9E-05 down yes

Manes.11G118700.v6.12.5647419 9.748452 0.2630922 -1.92635952 0.0249 0.0627 down no

Manes.11G123100.v6.11.1202803 4.538566 0.2468357 -2.01837674 0.2608 0.4147 down no

Manes.11G125300.v6.118.193426 34.25706 0.5310854 -0.91298409 0.0454 0.1035 down no

Manes.11G127700.v6.16.1991184 20.58717 0.3011156 -1.73161045 0.0121 0.034 down yes

Manes.11G128900.v6.11.0406474 0 Inf Inf 0.225 0.3703 up no

Manes.11G129400.v6.1565.87908 307.3651 1.8410646 0.880540211 ###### 2E-06 up no

Manes.11G129600.v6.17.6189572 2.145684 3.5508286 1.828155711 0.029 0.0712 up no

Manes.11G132000.v6.114.968743 39.35665 0.3803358 -1.39465438 0.0022 0.0079 down yes

Manes.11G132600.v6.15.4522649 0.615709 8.8552621 3.146535006 0.1182 0.2248 up no

Manes.11G132700.v6.12543.9714 1916.042 1.3277219 0.40895298 0.0037 0.0123 up no

Manes.11G133100.v6.16.1542374 0.914266 6.7313405 2.750893836 0.0086 0.0252 up yes

Manes.11G133900.v6.11.8873921 0.307855 6.1307922 2.61607351 0.198 0.3372 up no

Manes.11G134500.v6.14.6257785 52.67016 0.0878254 -3.50921785 ###### 2E-09 down yes

Manes.11G137600.v6.11.4792134 0.307855 4.8049106 2.264509578 0.3213 0.4857 up no

Manes.11G138800.v6.13889.5861 56.8837 68.377872 6.095457612 ###### 2E-131 up yes

Manes.11G138900.v6.1335.98385 18.42856 18.231695 4.188376822 ###### 2E-15 up yes

Manes.11G139000.v6.11422.1952 16.08199 88.434031 6.466529744 ###### 1E-22 up yes

Manes.11G139100.v6.1155.55148 9.066417 17.156884 4.100715687 ###### 1E-15 up yes

Manes.11G139200.v6.1413.31304 39.60638 10.435517 3.383430214 ###### 9E-10 up yes

Manes.11G141900.v6.1187.73133 277.9394 0.6754397 -0.56610113 0.008 0.0237 down no

Manes.11G145100.v6.1589.88303 495.7615 1.1898524 0.25078263 0.1732 0.3041 up no

Manes.11G145200.v6.1339.38798 250.7241 1.3536313 0.436834867 0.062 0.1335 up no

Manes.11G146100.v6.16.7173173 0 Inf Inf 0.0001 0.0005 up yes

Manes.11G146800.v6.15.4073839 33.71476 0.1603862 -2.64037773 ###### 2E-05 down yes

Manes.11G147600.v6.125.547642 56.33936 0.4534599 -1.140953 0.0103 0.0296 down yes

Manes.11G149600.v6.132.75824 104.1466 0.3145397 -1.66868578 ###### 8E-06 down yes

Manes.11G150200.v6.145.727942 9.739155 4.695268 2.231207514 ###### 2E-05 up yes

Manes.11G152800.v6.18.170393 8.152151 1.0022377 0.003224679 1 1 up no

Manes.11G153100.v6.10.3835559 1.543524 0.2484937 -2.00871903 0.4462 0.6105 down no

Manes.11G155900.v6.1132.78769 149.3952 0.8888353 -0.17001204 0.5069 0.6703 down no

Manes.11G156000.v6.15.1092255 6.765541 0.7551835 -0.40510078 0.7103 0.8444 down no

Manes.11G156400.v6.168.336196 425.0722 0.1607637 -2.63698618 ###### 1E-18 down yes

Manes.11G157800.v6.1518.46461 367.4393 1.4110213 0.496739734 0.0027 0.0092 up no

Manes.11G159200.v6.12.6545039 2.133553 1.2441707 0.31518438 0.8923 0.9813 up no

Manes.11G165600.v6.10.3734268 1.531392 0.2438479 -2.0359467 0.4445 0.6086 down no

Manes.12G001700.v6.11.0305183 0 Inf Inf 0.2255 0.3707 up no

Manes.12G002000.v6.199.597994 78.23185 1.2731132 0.348360674 0.2203 0.3651 up no



Manes.12G005400.v6.1123.7301 167.5329 0.7385421 -0.43724803 0.0833 0.1701 down no

Manes.12G005900.v6.1296.09829 348.2113 0.8503408 -0.233887 0.2889 0.4481 down no

Manes.12G006500.v6.1258.22234 61.72462 4.1834577 2.064695838 ###### 4E-18 up yes

Manes.12G009400.v6.11.4140742 2.750679 0.5140819 -0.95992996 0.5958 0.748 down no

Manes.12G009500.v6.18.2659196 9.656446 0.8560002 -0.22431704 0.814 0.9239 down no

Manes.12G009900.v6.1257.99863 270.4083 0.9541076 -0.06777615 0.7345 0.8634 down no

Manes.12G011100.v6.1307.87944 341.7004 0.9010216 -0.15036636 0.4181 0.5831 down no

Manes.12G011400.v6.1311.96934 300.0365 1.0397712 0.056266105 0.7516 0.8777 up no

Manes.12G015400.v6.119.210966 8.843483 2.1723303 1.119243454 0.0329 0.0793 up no

Manes.12G015600.v6.1140.80278 72.63454 1.9385101 0.954948248 0.0002 0.0008 up no

Manes.12G015900.v6.126.776248 23.98128 1.1165481 0.159045384 0.6785 0.8178 up no

Manes.12G017700.v6.18.6943565 47.07555 0.1846894 -2.43682695 ###### 8E-06 down yes

Manes.12G019900.v6.1595.18783 477.2833 1.2470325 0.31849902 0.0493 0.1107 up no

Manes.12G021800.v6.16.0746045 1.83783 3.305314 1.724787321 0.0576 0.1255 up no

Manes.12G022100.v6.1830.95233 98.20091 8.461758 3.080957425 ###### 5E-46 up yes

Manes.12G022300.v6.12.2405606 0.307855 7.2779852 2.863539113 0.1112 0.2142 up no

Manes.12G022500.v6.1124.6988 252.8173 0.4932368 -1.01964777 0.0001 0.0006 down yes

Manes.12G024000.v6.1140.13871 55.04967 2.5456776 1.34804971 ###### 3E-06 up yes

Manes.12G026600.v6.1149.19752 211.1817 0.7064887 -0.50126154 0.104 0.2036 down no

Manes.12G029300.v6.185.717679 57.73748 1.4846107 0.570084677 0.0522 0.1158 up no

Manes.12G035800.v6.187.809168 106.3087 0.8259833 -0.27581556 0.3199 0.4842 down no

Manes.12G039200.v6.1259.25478 57.69604 4.493459 2.167826429 ###### 1E-17 up yes

Manes.12G042500.v6.159.589793 43.41407 1.3725919 0.456902696 0.1753 0.3067 up no

Manes.12G043900.v6.1575.87524 493.0566 1.1679698 0.224002959 0.2225 0.3676 up no

Manes.12G044100.v6.1 0 2.430693 #NAME? #NAME? 0.0569 0.1244 down no

Manes.12G045300.v6.11.877263 0 Inf Inf 0.065 0.1386 up no

Manes.12G046100.v6.13.2768435 10.68698 0.3066201 -1.7054757 0.0341 0.0816 down no

Manes.12G047600.v6.1691.80337 497.8571 1.3895621 0.474630301 0.0024 0.0083 up no

Manes.12G049900.v6.111.642769 3.959251 2.9406493 1.556134721 0.028 0.0692 up no

Manes.12G052800.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.12G053800.v6.11800.1613 1569.582 1.1469053 0.197746235 0.3892 0.5575 up no

Manes.12G054000.v6.1364.61213 1406.96 0.259149 -1.94814646 ###### 2E-13 down yes

Manes.12G056600.v6.177.965478 72.4557 1.0760433 0.105736186 0.6999 0.8359 up no

Manes.12G058600.v6.1236.33556 273.1365 0.8652654 -0.20878539 0.31 0.473 down no

Manes.12G062000.v6.15.5766639 5.466381 1.0201748 0.028816387 0.9657 1 up no

Manes.12G062700.v6.1156.112 166.2711 0.9389005 -0.09095576 0.7173 0.8504 down no

Manes.12G063600.v6.1202.25859 163.4665 1.2373091 0.307205964 0.153 0.2755 up no

Manes.12G065900.v6.116.052987 7.292079 2.201428 1.138439631 0.0568 0.1242 up no

Manes.12G070300.v6.1221.60362 192.1108 1.1535198 0.206042792 0.3104 0.4736 up no

Manes.12G071300.v6.19.2906733 7.25285 1.2809685 0.357235048 0.596 0.7482 up no

Manes.12G071700.v6.12.1160467 1.529975 1.3830594 0.467863137 0.7687 0.8901 up no

Manes.12G072000.v6.190.773064 217.3334 0.4176674 -1.25957362 ###### 7E-06 down yes

Manes.12G073100.v6.110.968154 18.49284 0.5931026 -0.75364638 0.2451 0.3959 down no

Manes.12G073400.v6.110.357344 18.83772 0.5498195 -0.86296996 0.1349 0.249 down no

Manes.12G073800.v6.11019.3451 992.2315 1.0273259 0.03889391 0.8486 0.9493 up no

Manes.12G077000.v6.19.5569949 8.564143 1.1159313 0.158248213 0.7904 0.906 up no

Manes.12G077100.v6.154.764348 98.14721 0.5579817 -0.8417102 0.0072 0.0217 down no

Manes.12G077500.v6.12.3895824 50.06396 0.0477306 -4.38894204 ###### 1E-06 down yes



Manes.12G077700.v6.136.336092 17.98269 2.020615 1.014794482 0.0119 0.0336 up yes

Manes.12G077900.v6.128.737458 18.47 1.5558994 0.637748742 0.1407 0.2578 up no

Manes.12G079400.v6.154.23154 53.1162 1.020998 0.02998009 0.9399 1 up no

Manes.12G082200.v6.1102.56414 26.70265 3.8409731 1.941471866 ###### 3E-05 up yes

Manes.12G082300.v6.121.551533 10.71124 2.0120476 1.008664409 0.0535 0.118 up no

Manes.12G082400.v6.11.1202803 0.309272 3.6223188 1.856913532 0.4558 0.6194 up no

Manes.12G082700.v6.158.488831 11.58628 5.0481105 2.335743494 ###### 2E-07 up yes

Manes.12G087300.v6.1554.48841 124.118 4.4674293 2.159444888 ###### 9E-20 up yes

Manes.12G087700.v6.126.80792 3.022139 8.8705115 3.149017303 ###### 1E-06 up yes

Manes.12G090100.v6.116.746115 9.744201 1.7185725 0.781210684 0.1487 0.2695 up no

Manes.12G092000.v6.1150.24661 182.8856 0.8215335 -0.28360878 0.2682 0.4235 down no

Manes.12G092500.v6.122.745451 10.58001 2.1498516 1.10423707 0.0257 0.0644 up no

Manes.12G094900.v6.113.395518 4.538566 2.951487 1.56144199 0.018 0.0476 up yes

Manes.12G097600.v6.121.270487 43.79976 0.4856303 -1.04206972 0.0152 0.0411 down yes

Manes.12G098000.v6.124.514209 20.1112 1.2189334 0.285619333 0.537 0.6972 up no

Manes.12G098400.v6.1175.74797 175.0405 1.0040419 0.005819477 0.9412 1 up no

Manes.12G100700.v6.18.3108006 32.92261 0.2524345 -1.98601914 0.0006 0.0024 down yes

Manes.12G101800.v6.19.3659417 14.30482 0.6547404 -0.61100514 0.3412 0.5067 down no

Manes.12G102100.v6.156.82102 270.4997 0.2100594 -2.25113058 ###### 2E-15 down yes

Manes.12G102400.v6.1401.54685 549.8716 0.7302556 -0.4535265 0.0098 0.0284 down no

Manes.12G107500.v6.115.256658 9.419964 1.619609 0.695645553 0.1966 0.3354 up no

Manes.12G110300.v6.173.055871 137.5147 0.5312585 -0.91251419 0.0023 0.008 down no

Manes.12G113700.v6.129.701667 84.27753 0.3524269 -1.50460412 0.0039 0.0127 down yes

Manes.12G115500.v6.1181.87793 138.6196 1.3120648 0.391838962 0.0832 0.1697 up no

Manes.12G117000.v6.199.499372 130.8773 0.7602495 -0.39545509 0.1492 0.2702 down no

Manes.12G117100.v6.1310.65646 318.4714 0.975461 -0.03584389 0.9147 0.9966 down no

Manes.12G120500.v6.13.4852399 8.820637 0.3951234 -1.33962491 0.1226 0.231 down no

Manes.12G120600.v6.151.668198 50.23868 1.0284546 0.040478162 0.9075 0.9921 up no

Manes.12G121900.v6.1267.36625 273.5138 0.9775237 -0.03279642 0.9001 0.9868 down no

Manes.12G122500.v6.12.2361961 4.262855 0.5245772 -0.93077312 0.4642 0.6272 down no

Manes.12G125800.v6.1101.37636 68.5015 1.4799144 0.565513738 0.0406 0.0942 up no

Manes.12G131300.v6.10.3285458 1.528558 0.2149383 -2.21800524 0.4409 0.6064 down no

Manes.12G131500.v6.13.54025 7.289245 0.4856813 -1.04191811 0.2589 0.4126 down no

Manes.12G132400.v6.114.606961 54.19999 0.2695011 -1.89163668 0.022 0.0565 down no

Manes.12G133600.v6.13.6893867 0.295723 12.475817 3.641062345 0.021 0.0544 up no

Manes.12G138000.v6.110.895801 8.511366 1.2801472 0.356309687 0.5777 0.731 up no

Manes.12G139400.v6.1163.8568 156.5583 1.0466181 0.065735117 0.7476 0.8744 up no

Manes.12G139700.v6.1681.4019 220.7553 3.0866846 1.626058054 ###### 3E-19 up yes

Manes.12G142000.v6.111.736781 25.55694 0.4592404 -1.12267851 0.0283 0.0697 down no

Manes.12G142300.v6.16.2295058 6.418458 0.9705611 -0.04310911 1 1 down no

Manes.12G143000.v6.12433.6109 1134.958 2.1442307 1.100460109 ###### 3E-14 up yes

Manes.12G144900.v6.16.8663391 7.008487 0.9797177 -0.02956201 1 1 down no

Manes.12G145100.v6.171.918297 54.97308 1.3082458 0.387633587 0.2867 0.4454 up no

Manes.12G145200.v6.160.705709 52.57736 1.1545978 0.207390432 0.5349 0.6952 up no

Manes.12G145500.v6.1782.48448 413.0994 1.8941795 0.921573064 0.0098 0.0284 up no

Manes.12G146500.v6.170.8621 4.280654 16.554035 4.049111004 ###### 5E-18 up yes

Manes.12G149400.v6.13.5098627 0 Inf Inf 0.0048 0.0153 up yes

Manes.12G151000.v6.15.856079 3.652814 1.6031693 0.680926815 0.4322 0.598 up no



Manes.12G152100.v6.1173.5829 105.5921 1.6439007 0.717123174 0.0137 0.0378 up no

Manes.12G154600.v6.11.1202803 1.237086 0.9055797 -0.14308647 1 1 down no

Manes.13G000600.v6.127.87057 30.66615 0.9088383 -0.13790444 0.7912 0.9065 down no

Manes.13G005600.v6.1414.92856 385.1034 1.0774472 0.10761717 0.5455 0.7051 up no

Manes.13G008100.v6.121.172111 57.95222 0.3653374 -1.45269867 0.0004 0.0015 down yes

Manes.13G009700.v6.14.5707683 3.370639 1.3560539 0.439414477 0.6172 0.7633 up no

Manes.13G009800.v6.14.3667365 8.515617 0.5127916 -0.96355557 0.2423 0.3921 down no

Manes.13G010100.v6.1311.13381 357.4763 0.8703621 -0.20031239 0.3971 0.562 down no

Manes.13G010600.v6.1452.55265 474.6912 0.9533622 -0.06890362 0.689 0.8265 down no

Manes.13G010900.v6.175.116957 114.9628 0.6534025 -0.61395611 0.0345 0.0823 down no

Manes.13G012300.v6.11237.7574 1224.955 1.0104513 0.014999817 0.9212 0.9966 up no

Manes.13G014500.v6.14.4014884 0.309272 14.23179 3.83104522 0.009 0.0262 up yes

Manes.13G015100.v6.10.3734268 1.235669 0.3022061 -1.72639542 0.5999 0.7515 down no

Manes.13G017000.v6.1230.99564 465.2432 0.4965051 -1.01011953 ###### 3E-06 down yes

Manes.13G017900.v6.11.1202803 0.295723 3.7882751 1.921541095 0.4588 0.6218 up no

Manes.13G020600.v6.13.3608409 6.374979 0.5271925 -0.92359824 0.5825 0.7352 down no

Manes.13G021600.v6.1165.38556 226.9138 0.7288476 -0.45631083 0.0402 0.0935 down no

Manes.13G023200.v6.1480.05379 143.275 3.3505772 1.744409661 ###### 6E-19 up yes

Manes.13G023600.v6.11.0753993 3.949954 0.2722562 -1.87696337 0.1689 0.2984 down no

Manes.13G025000.v6.120.654027 14.3127 1.4430562 0.529127484 0.2749 0.4313 up no

Manes.13G025500.v6.138.391544 13.69982 2.8023387 1.486631344 0.0004 0.0017 up yes

Manes.13G025600.v6.1379.85897 192.0325 1.9780975 0.984113535 ###### 9E-07 up no

Manes.13G028700.v6.12.0610366 22.56899 0.0913216 -3.45289957 ###### 0.0002 down yes

Manes.13G030700.v6.1257.82388 156.4767 1.6476818 0.720437683 0.0015 0.0054 up no

Manes.13G033800.v6.119.293563 1.207155 15.982671 3.998436582 ###### 2E-06 up yes

Manes.13G037100.v6.1145.61885 233.2652 0.6242632 -0.67977368 0.0205 0.0532 down no

Manes.13G038400.v6.1600.87521 89.6749 6.7005956 2.74428935 ###### 1E-34 up yes

Manes.13G040700.v6.150.908301 38.85407 1.3102437 0.389835125 0.2563 0.4096 up no

Manes.13G041700.v6.174.536583 5.787784 12.87826 3.686865772 ###### 1E-17 up yes

Manes.13G043100.v6.174.174866 62.51867 1.1864434 0.246643249 0.4622 0.6254 up no

Manes.13G043300.v6.1105.47939 21.49355 4.9074894 2.294985149 ###### 1E-09 up yes

Manes.13G043400.v6.1100.35002 213.9225 0.4690953 -1.09204698 ###### 0.0004 down yes

Manes.13G045800.v6.16.6318049 0.923564 7.1806698 2.844118425 0.1453 0.2644 up no

Manes.13G046200.v6.120.250098 24.13757 0.8389453 -0.25335139 0.6906 0.8278 down no

Manes.13G047700.v6.144.667331 32.6097 1.3697558 0.45391868 0.2149 0.3584 up no

Manes.13G048300.v6.155.636705 67.77377 0.8209179 -0.28469011 0.4276 0.5931 down no

Manes.13G048600.v6.174.044358 108.6971 0.6811989 -0.55385189 0.0582 0.1267 down no

Manes.13G048700.v6.156.823639 50.30487 1.1295853 0.17579322 0.5848 0.7372 up no

Manes.13G049700.v6.11093.2093 972.7397 1.1238457 0.168443958 0.223 0.3682 up no

Manes.13G057100.v6.15.507275 2.727833 2.0189193 1.013583253 0.2691 0.4245 up no

Manes.13G057800.v6.1122.75447 124.758 0.9839406 -0.02335693 0.9326 0.9966 down no

Manes.13G059300.v6.1635.29874 70.18604 9.0516391 3.178179058 ###### 4E-60 up yes

Manes.13G061000.v6.11521.2826 1453.059 1.0469517 0.066194827 0.6815 0.8203 up no

Manes.13G061100.v6.112.75554 4.230711 3.0149871 1.592151818 0.0162 0.0435 up yes

Manes.13G067100.v6.1241.45806 288.2432 0.8376886 -0.25551405 0.1996 0.3385 down no

Manes.13G067800.v6.1159.84453 80.21446 1.9927147 0.994735201 ###### 0.0003 up no

Manes.13G067900.v6.137.713965 21.27487 1.7727 0.825948414 0.0349 0.0832 up no

Manes.13G069400.v6.15.6114158 3.962085 1.4162784 0.502104844 0.5305 0.6912 up no



Manes.13G070300.v6.11.6876098 15.51702 0.1087586 -3.20079811 0.0024 0.0083 down yes

Manes.13G070800.v6.1314.81044 331.2201 0.950457 -0.07330679 0.719 0.8516 down no

Manes.13G071600.v6.10.3835559 1.81215 0.2116579 -2.24019352 0.3247 0.489 down no

Manes.13G071900.v6.11.1202803 0.912849 1.2272348 0.295411346 0.9186 0.9966 up no

Manes.13G074500.v6.112.414131 9.478409 1.3097273 0.389266414 0.5131 0.6768 up no

Manes.13G075900.v6.116.825748 20.61993 0.8159943 -0.29336906 0.5714 0.7253 down no

Manes.13G077400.v6.11.4792134 0.615709 2.4024553 1.264509578 0.7668 0.8892 up no

Manes.13G078800.v6.1123.99775 210.6273 0.588707 -0.76437841 0.0014 0.0051 down no

Manes.13G080800.v6.164.031568 36.59543 1.7497148 0.80711982 0.0896 0.1805 up no

Manes.13G081600.v6.13.8137857 0 Inf Inf 0.003 0.0101 up yes

Manes.13G083100.v6.1142.19689 161.0215 0.8830928 -0.17936305 0.4674 0.6302 down no

Manes.13G083200.v6.124.55321 27.18317 0.9032503 -0.14680228 0.8019 0.9151 down no

Manes.13G084700.v6.11.8526402 2.726416 0.6795148 -0.55742302 0.7793 0.8973 down no

Manes.13G086200.v6.16.3727629 2.121421 3.0040061 1.586887762 0.0695 0.1464 up no

Manes.13G088400.v6.11353.8047 477.9123 2.8327471 1.502201786 ###### 3E-10 up yes

Manes.13G089800.v6.115.601212 22.19339 0.7029666 -0.50847186 0.3245 0.4889 down no

Manes.13G090700.v6.130.95944 0 Inf Inf ###### 3E-14 up yes

Manes.13G090900.v6.19.2660506 16.69991 0.5548563 -0.84981397 0.1621 0.2885 down no

Manes.13G094000.v6.121.889978 23.84388 0.9180542 -0.12334877 0.8744 0.9678 down no

Manes.13G099200.v6.116.462335 4.584258 3.5910581 1.844409014 0.0541 0.1193 up no

Manes.13G100900.v6.1218.86122 326.8268 0.6696551 -0.57850994 0.0046 0.0149 down no

Manes.13G104900.v6.118.43221 127.4069 0.144672 -2.7891425 ###### 9E-13 down yes

Manes.13G105600.v6.1241.25044 327.6587 0.7362859 -0.4416621 0.0274 0.0678 down no

Manes.13G107300.v6.148.235513 3.064202 15.741624 3.976512503 0.0011 0.0043 up yes

Manes.13G109500.v6.12.5546127 2.14285 1.1921565 0.253573622 1 1 up no

Manes.13G109600.v6.176.403782 38.69463 1.974532 0.981510751 0.0018 0.0066 up no

Manes.13G110700.v6.1389.74068 261.1377 1.4924716 0.577703509 0.0015 0.0056 up no

Manes.13G111700.v6.11.4937071 3.328577 0.4487525 -1.1560081 0.6263 0.7719 down no

Manes.13G112700.v6.1165.42003 163.7435 1.010239 0.014696667 0.9471 1 up no

Manes.13G114800.v6.15.2279748 0.924981 5.651983 2.498757124 0.0242 0.0611 up no

Manes.13G115100.v6.1349.85402 234.6072 1.4912333 0.576506025 0.0281 0.0694 up no

Manes.13G118000.v6.129.038581 1.237086 23.473366 4.552952839 0.0073 0.022 up yes

Manes.13G118300.v6.110.366073 5.834892 1.7765662 0.829091438 0.2964 0.4568 up no

Manes.13G120100.v6.11.8671339 0.914266 2.0422211 1.030139089 0.481 0.6437 up no

Manes.13G122100.v6.11.0753993 0.309272 3.4772004 1.797926217 0.5227 0.6847 up no

Manes.13G125200.v6.1274.50358 184.0443 1.4915082 0.576771888 0.1487 0.2695 up no

Manes.13G126300.v6.11.1506677 1.51501 0.7595118 -0.3968558 1 1 down no

Manes.13G127200.v6.12.9975433 0 Inf Inf 0.0127 0.0354 up yes

Manes.13G127500.v6.133.357587 32.32611 1.0319084 0.045314894 0.909 0.9933 up no

Manes.13G128000.v6.17608.4167 5357.153 1.4202351 0.506129721 0.0017 0.0061 up no

Manes.13G128500.v6.168.741344 9.742784 7.0556164 2.818772123 ###### 7E-12 up yes

Manes.13G131800.v6.10.7468535 1.542107 0.4843073 -1.04600537 0.8389 0.9424 down no

Manes.13G132300.v6.17.5090519 9.089263 0.8261453 -0.2755326 0.8855 0.9762 down no

Manes.13G133100.v6.13.3564764 13.04851 0.2572305 -1.95886616 0.0088 0.0258 down yes

Manes.13G138400.v6.11.0406474 13.62925 0.076354 -3.71115251 0.0001 0.0005 down yes

Manes.13G138900.v6.1456.56342 223.9622 2.0385736 1.027560066 ###### 6E-08 up yes

Manes.13G142700.v6.1150.45087 82.98577 1.8129719 0.858356588 0.0005 0.0021 up no

Manes.13G143000.v6.12.7282573 0.911432 2.9933741 1.581772599 0.2232 0.3683 up no



Manes.13G145500.v6.11.5240944 0.617126 2.4696645 1.304315051 0.5505 0.7097 up no

Manes.13G146900.v6.12.4648507 6.399242 0.3851786 -1.37640064 0.1767 0.3085 down no

Manes.13G147000.v6.1196.48949 431.3753 0.4554955 -1.13449138 ###### 2E-07 down yes

Manes.13G149400.v6.1262.51293 334.8962 0.7838635 -0.35132566 0.0687 0.145 down no

Manes.13G150400.v6.157.927566 42.42763 1.3653264 0.44924585 0.2815 0.4389 up no

Manes.13G151100.v6.1530.22667 407.5927 1.3008739 0.379481069 0.0506 0.1129 up no

Manes.13G152100.v6.131.315524 35.91606 0.8719087 -0.19775099 0.7378 0.8662 down no

Manes.13G152200.v6.132.709455 26.71336 1.2244605 0.292146249 0.4794 0.6419 up no

Manes.13G152300.v6.1439.03868 37.11029 11.830647 3.564457012 ###### 1E-16 up yes

Manes.13G154500.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.14G001200.v6.119.78266 52.7124 0.3752942 -1.41390591 0.0007 0.0028 down yes

Manes.14G001300.v6.14.9297015 15.80707 0.3118668 -1.68099812 0.0329 0.0792 down no

Manes.14G004500.v6.136.479759 9.131326 3.9950123 1.998199949 ###### 0.0001 up yes

Manes.14G004800.v6.13.1364359 2.767062 1.1334897 0.180771293 0.93 0.9966 up no

Manes.14G006000.v6.14.7806797 1.219287 3.9208826 1.97117845 0.1619 0.2882 up no

Manes.14G006100.v6.13.3014663 0.309272 10.674974 3.416160679 0.0316 0.0766 up no

Manes.14G008400.v6.156.408066 82.94118 0.6800972 -0.55618709 0.1159 0.2216 down no

Manes.14G010500.v6.18.4049272 3.987765 2.1076785 1.075654797 0.1527 0.275 up no

Manes.14G011400.v6.1129.25745 238.6627 0.5415905 -0.88472553 0.0097 0.0281 down no

Manes.14G011500.v6.16.7765771 8.185711 0.8278544 -0.27255106 0.8025 0.9157 down no

Manes.14G012700.v6.1155.19227 86.03376 1.8038531 0.851081879 0.0011 0.0041 up no

Manes.14G014000.v6.18.2920573 5.142143 1.6125683 0.689360231 0.3741 0.5427 up no

Manes.14G015100.v6.113.777559 6.967842 1.9773065 0.983536545 0.1001 0.1974 up no

Manes.14G016600.v6.11.5139653 4.5414 0.3333697 -1.58480497 0.1776 0.3095 down no

Manes.14G017200.v6.130.468779 5.440701 5.6001572 2.485467326 ###### 2E-05 up yes

Manes.14G019400.v6.11.8222528 0.914266 1.9931315 0.995036888 0.5551 0.714 up no

Manes.14G022000.v6.15.5130396 1.83783 2.9997552 1.584844793 0.0973 0.1928 up no

Manes.14G024900.v6.115.081613 23.75046 0.635003 -0.65516478 0.2048 0.345 down no

Manes.14G025300.v6.110.367473 27.07165 0.3829642 -1.38471842 0.0405 0.0941 down no

Manes.14G026900.v6.19.4599533 13.30501 0.7110069 -0.49206452 0.4806 0.6432 down no

Manes.14G027500.v6.14.7749151 0.309272 15.43923 3.948528859 0.0059 0.0184 up yes

Manes.14G029800.v6.10.3835559 2.741382 0.1399133 -2.83739449 0.13 0.2419 down no

Manes.14G030100.v6.117.752011 6.426339 2.7623833 1.46591354 0.0088 0.0258 up yes

Manes.14G030300.v6.14.4521339 6.121318 0.7273162 -0.45934537 0.6595 0.8011 down no

Manes.14G037100.v6.14.0280616 1.517844 2.653805 1.408062379 0.2014 0.3408 up no

Manes.14G044600.v6.1157.4508 136.7405 1.1514567 0.203460171 0.3842 0.5538 up no

Manes.14G047900.v6.11.0753993 1.542107 0.6973572 -0.52003018 0.9929 1 down no

Manes.14G048900.v6.116.770738 12.78777 1.3114671 0.391181617 0.4619 0.6251 up no

Manes.14G049600.v6.111.377848 42.82749 0.2656669 -1.91230957 0.0006 0.0023 down yes

Manes.14G049800.v6.11430.5232 12.14275 117.80882 6.880303778 ###### 1E-84 up yes

Manes.14G050000.v6.188.077054 113.912 0.7732023 -0.37108217 0.1726 0.3035 down no

Manes.14G054000.v6.112.752805 0.924981 13.787105 3.785247691 ###### 7E-05 up yes

Manes.14G054700.v6.1346.86831 407.7921 0.850601 -0.23344561 0.6657 0.8065 down no

Manes.14G055700.v6.1369.1706 274.2271 1.3462223 0.428916619 0.0198 0.0518 up no

Manes.14G056800.v6.158.271131 64.06614 0.9095464 -0.13678083 0.6892 0.8266 down no

Manes.14G058800.v6.130.935873 126.0778 0.2453713 -2.02696177 ###### 6E-06 down yes

Manes.14G061000.v6.1276.09811 256.7637 1.0753006 0.104739982 0.6086 0.756 up no

Manes.14G062000.v6.113.449013 16.75411 0.8027294 -0.3170143 0.6014 0.7526 down no



Manes.14G063100.v6.154.185144 15.87686 3.4128385 1.770972151 0.0015 0.0056 up yes

Manes.14G067300.v6.1987.89899 896.7071 1.1016964 0.139726771 0.3379 0.5032 up no

Manes.14G069500.v6.164.12161 66.03694 0.9709961 -0.04246265 0.9627 1 down no

Manes.14G070000.v6.162.524932 76.54619 0.8168262 -0.29189898 0.3812 0.5505 down no

Manes.14G070400.v6.1437.46287 148.1084 2.9536667 1.56250704 ###### 2E-06 up yes

Manes.14G071100.v6.12841.4334 2785.311 1.0201493 0.028780345 0.8385 0.9419 up no

Manes.14G071200.v6.16.0195944 1.824281 3.2997074 1.722338098 0.0586 0.1276 up no

Manes.14G071800.v6.1360.0227 296.73 1.2133006 0.278937083 0.1175 0.2238 up no

Manes.14G074600.v6.12581.0122 1662.683 1.5523174 0.634423606 0.0007 0.0028 up no

Manes.14G074900.v6.126.659128 9.6514 2.7622031 1.465819409 0.0799 0.1643 up no

Manes.14G075300.v6.120.468624 36.70555 0.5576438 -0.84258423 0.0601 0.1303 down no

Manes.14G076500.v6.14.8009379 6.751993 0.7110401 -0.49199709 0.6405 0.7843 down no

Manes.14G078100.v6.18.8376137 10.03709 0.8804956 -0.18361224 0.8938 0.9824 down no

Manes.14G078900.v6.111.010185 37.0413 0.2972408 -1.75029594 0.0003 0.0013 down yes

Manes.14G083300.v6.112.473505 80.5951 0.1547675 -2.69182523 ###### 2E-07 down yes

Manes.14G083600.v6.1140.33714 86.35862 1.6250507 0.700484714 0.0054 0.017 up no

Manes.14G083700.v6.16.6926946 0.900718 7.4304018 2.893440227 0.0056 0.0175 up yes

Manes.14G084700.v6.127.407382 78.35617 0.3497795 -1.51548233 0.0002 0.0009 down yes

Manes.14G085500.v6.122.955248 32.6461 0.7031544 -0.50808661 0.2758 0.4322 down no

Manes.14G087200.v6.10.3734268 2.759976 0.1353007 -2.88575861 0.159 0.2842 down no

Manes.14G088300.v6.18.9825007 0 Inf Inf ###### 5E-05 up yes

Manes.14G089700.v6.15.2539976 4.537149 1.1579954 0.211629562 0.8852 0.976 up no

Manes.14G092700.v6.114.744338 0.604995 24.371022 4.607094866 ###### 2E-06 up yes

Manes.14G093200.v6.13.9382996 0.603578 6.5249269 2.70596173 0.0367 0.0866 up no

Manes.14G095600.v6.13518.425 3229.17 1.0895758 0.123766544 0.5681 0.7227 up no

Manes.14G095700.v6.13014.7092 2547.748 1.183284 0.242796424 0.41 0.5755 up no

Manes.14G096100.v6.12.3895824 3.339291 0.7155957 -0.4827833 0.8586 0.9563 down no

Manes.14G096900.v6.14.6504012 9.671412 0.4808399 -1.05637135 0.1768 0.3086 down no

Manes.14G097500.v6.12.2405606 0 Inf Inf 0.0349 0.0831 up no

Manes.14G097600.v6.13824.8756 845.101 4.5259392 2.178217189 ###### 2E-51 up yes

Manes.14G100400.v6.1894.73614 586.4921 1.5255723 0.609350511 0.0014 0.0052 up no

Manes.14G100500.v6.146.912536 13.377 3.5069541 1.810218568 ###### 0.0002 up yes

Manes.14G100600.v6.1168.21993 353.4216 0.4759753 -1.07104147 ###### 0.0001 down yes

Manes.14G100800.v6.116.450806 12.43564 1.3228758 0.40367759 0.4353 0.6011 up no

Manes.14G101200.v6.14.8053025 8.829935 0.5442059 -0.8777755 0.2674 0.4225 down no

Manes.14G101800.v6.1384.12351 152.4129 2.5202826 1.3335855 ###### 3E-11 up yes

Manes.14G102000.v6.1111.90803 20.41905 5.4805699 2.454325922 ###### 1E-13 up yes

Manes.14G102600.v6.118.807152 15.2027 1.2370928 0.306953691 0.538 0.6982 up no

Manes.14G106800.v6.14.2972327 2.73713 1.5699773 0.650743706 0.5075 0.671 up no

Manes.14G107400.v6.11.8671339 0.617126 3.0255305 1.597188113 0.3211 0.4855 up no

Manes.14G108400.v6.124.16977 15.2213 1.5878917 0.667112533 0.1657 0.2936 up no

Manes.14G109100.v6.156.049428 26.23473 2.1364594 1.095221934 0.002 0.0071 up yes

Manes.14G112100.v6.115007.521 11918.5 1.2591788 0.332483117 0.0578 0.126 up no

Manes.14G112300.v6.1101.70518 109.3503 0.9300859 -0.1045642 0.7506 0.8768 down no

Manes.14G112500.v6.1212.93598 339.9476 0.6263788 -0.67489268 0.0012 0.0046 down no

Manes.14G115600.v6.117.262864 60.64127 0.2846719 -1.81262809 0.0281 0.0693 down no

Manes.14G115700.v6.181.398738 924.0675 0.0880874 -3.50491997 ###### 1E-48 down yes

Manes.14G115900.v6.112.979945 49.04414 0.2646584 -1.91779651 0.0002 0.0007 down yes



Manes.14G116600.v6.118.446704 17.31704 1.0652344 0.091170914 0.8285 0.9356 up no

Manes.14G117300.v6.11.8671339 5.207052 0.3585779 -1.47964145 0.4096 0.5751 down no

Manes.14G120800.v6.113.450413 49.32662 0.2726806 -1.87471594 ###### 0.0002 down yes

Manes.14G121000.v6.120.376242 2.095741 9.722689 3.281355373 0.003 0.0102 up yes

Manes.14G121500.v6.1103.84557 99.85065 1.040009 0.056595969 0.7918 0.9069 up no

Manes.14G121900.v6.110.655617 2.106456 5.0585523 2.338724566 0.0234 0.0594 up no

Manes.14G128000.v6.15945.7254 20507.8 0.289925 -1.78624829 ###### 6E-11 down yes

Manes.14G128400.v6.141.396187 24.55776 1.6856665 0.753319126 0.0474 0.1072 up no

Manes.14G128900.v6.1165.95429 0.307855 539.06724 9.074321424 ###### 4E-54 up yes

Manes.14G129200.v6.11.3691932 8.197843 0.1670187 -2.58191831 0.0131 0.0362 down yes

Manes.14G129600.v6.11.787501 1.517844 1.177658 0.235920656 0.9628 1 up no

Manes.14G131200.v6.156.837143 132.4696 0.4290579 -1.22075563 0.0005 0.0021 down yes

Manes.14G135900.v6.10.3734268 2.110707 0.1769202 -2.49882908 0.2447 0.3954 down no

Manes.14G136600.v6.15.2177307 5.799915 0.8996219 -0.1526093 1 1 down no

Manes.14G137500.v6.112.18984 8.766443 1.3905116 0.475615736 0.4583 0.6217 up no

Manes.14G138000.v6.12.1160467 0.900718 2.3492896 1.232224538 0.4248 0.5902 up no

Manes.14G138800.v6.15.4218775 0.295723 18.334307 4.196473861 0.0028 0.0095 up yes

Manes.14G139000.v6.10.3835559 1.209989 0.3169911 -1.65748559 0.6082 0.7558 down no

Manes.14G139100.v6.138.526072 29.76197 1.294473 0.372364895 0.328 0.4924 up no

Manes.14G139900.v6.1507.92549 422.44 1.2023613 0.265870534 0.1123 0.2159 up no

Manes.14G140200.v6.130.261783 30.73123 0.9847241 -0.0222085 0.9807 1 down no

Manes.14G140400.v6.19.9028839 5.824178 1.7003058 0.765794253 0.2285 0.3749 up no

Manes.14G140500.v6.1613.39771 484.961 1.2648392 0.338953935 0.0462 0.1051 up no

Manes.14G142400.v6.11.0753993 0.617126 1.7425925 0.801235204 0.8113 0.9216 up no

Manes.14G142700.v6.1672.54445 454.3909 1.480101 0.565695589 0.0004 0.0017 up no

Manes.14G145300.v6.17.8621055 7.624196 1.0312045 0.04433043 0.9567 1 up no

Manes.14G145500.v6.15.2684913 9.132121 0.5769187 -0.79356006 0.5201 0.6824 down no

Manes.14G147900.v6.12.5647419 1.505712 1.7033412 0.768367413 0.6023 0.753 up no

Manes.14G148200.v6.126.774978 0.591446 45.270359 5.500494837 0.0074 0.0224 up yes

Manes.14G151700.v6.110.62523 2.738548 3.8798777 1.956011189 0.0109 0.0311 up yes

Manes.14G152900.v6.118.021182 13.37275 1.3476046 0.43039727 0.3945 0.5616 up no

Manes.14G153600.v6.11.3590641 0.591446 2.2978662 1.200294802 0.7398 0.8678 up no

Manes.14G154800.v6.13.8485376 2.426442 1.5860828 0.665468084 0.622 0.768 up no

Manes.14G156000.v6.11.0305183 4.564246 0.2257806 -2.14700638 0.1056 0.206 down no

Manes.14G157600.v6.15.1946229 2.735713 1.8988184 0.925101949 0.3186 0.4828 up no

Manes.14G159200.v6.11.1202803 0.924981 1.2111392 0.276364703 0.9152 0.9966 up no

Manes.14G159700.v6.165.878264 44.56703 1.4781839 0.563825802 0.073 0.1525 up no

Manes.14G159900.v6.19.4150723 20.91282 0.4502057 -1.15134372 0.0501 0.112 down no

Manes.14G160000.v6.111.043422 8.192797 1.3479429 0.430759413 0.4777 0.6404 up no

Manes.14G162400.v6.146.223148 53.89812 0.8576022 -0.22161957 0.5699 0.7241 down no

Manes.14G162800.v6.1249.9553 310.542 0.8049001 -0.31311835 0.1269 0.2373 down no

Manes.14G162900.v6.166.608004 76.10409 0.8752223 -0.19227853 0.602 0.753 down no

Manes.14G163100.v6.10.7468535 7.926383 0.0942238 -3.40776536 0.0378 0.0888 down no

Manes.14G164100.v6.17.2686382 9.767047 0.7442002 -0.42623728 0.6962 0.8328 down no

Manes.14G164600.v6.12.0711657 8.823471 0.2347337 -2.09090337 0.0268 0.0666 down no

Manes.14G165700.v6.149.894136 80.88497 0.616853 -0.69700143 0.3516 0.5184 down no

Manes.14G167700.v6.10.3285458 5.155692 0.0637249 -3.97199982 0.0125 0.035 down yes

Manes.14G167900.v6.156.922016 147.8792 0.3849223 -1.3773607 ###### 2E-05 down yes



Manes.14G168400.v6.10.7468535 1.220704 0.6118221 -0.70881579 1 1 down no

Manes.14G169000.v6.1 0 1.220704 #NAME? #NAME? 0.2572 0.4105 down no

Manes.14G174300.v6.170.767809 139.4693 0.5074077 -0.97878275 0.0022 0.0078 down no

Manes.15G001000.v6.131.561472 25.22057 1.2514177 0.323563384 0.4535 0.6175 up no

Manes.15G001600.v6.141.564132 36.55257 1.1371055 0.185366117 0.6092 0.7565 up no

Manes.15G002400.v6.185.213809 42.61465 1.9996364 0.999737711 0.001 0.0038 up no

Manes.15G002800.v6.176.703111 89.52254 0.8568022 -0.22296584 0.5049 0.6684 down no

Manes.15G005800.v6.13.6097538 3.304314 1.0924368 0.127549804 0.9956 1 up no

Manes.15G006400.v6.1385.73756 504.5441 0.764527 -0.38736067 0.0775 0.1603 down no

Manes.15G006900.v6.10.3734268 10.58851 0.0352672 -4.82553076 0.0002 0.0011 down yes

Manes.15G010500.v6.1168.82749 119.8446 1.4087201 0.494384995 0.1707 0.3008 up no

Manes.15G010600.v6.116.352315 11.95904 1.3673596 0.451392746 0.4514 0.6154 up no

Manes.15G012700.v6.133.865657 28.39458 1.1926803 0.254207354 0.5229 0.6847 up no

Manes.15G014300.v6.118.776879 23.72983 0.7912775 -0.33774429 0.6241 0.7699 down no

Manes.15G016800.v6.11.1202803 0.295723 3.7882751 1.921541095 0.4588 0.6218 up no

Manes.15G017100.v6.16.5435579 4.831455 1.354366 0.437617613 0.6033 0.753 up no

Manes.15G017300.v6.13.3014663 2.427859 1.3598263 0.443422356 0.7338 0.863 up no

Manes.15G021300.v6.12.9381686 4.5414 0.6469742 -0.62821993 0.5994 0.7511 down no

Manes.15G021500.v6.111.532749 15.28258 0.7546339 -0.40615125 0.6396 0.7839 down no

Manes.15G023200.v6.119.290599 1.195024 16.14244 4.012786779 0.0004 0.0016 up yes

Manes.15G024700.v6.140774.753 6701.781 6.0841666 2.605059664 ###### 1E-40 up yes

Manes.15G028500.v6.12.5893646 1.517844 1.7059493 0.770574772 0.5943 0.7465 up no

Manes.15G028600.v6.14.3522428 3.396319 1.2814587 0.357786981 0.854 0.9527 up no

Manes.15G029100.v6.139.382946 7.260731 5.4241023 2.439384388 ###### 2E-06 up yes

Manes.15G029900.v6.10.6570915 8.809923 0.0745854 -3.74496313 0.0152 0.0411 down yes

Manes.15G033400.v6.127.018176 209.6127 0.1288957 -2.95572368 ###### 3E-13 down yes

Manes.15G035100.v6.157.036515 63.59442 0.8968792 -0.15701438 0.6742 0.8144 down no

Manes.15G037400.v6.174.882882 1.836413 40.776717 5.349673725 ###### 8E-09 up yes

Manes.15G038200.v6.11977.7882 762.738 2.5930111 1.374628364 ###### 5E-09 up yes

Manes.15G039200.v6.112.557503 6.402076 1.9614736 0.971937943 0.1273 0.2378 up no

Manes.15G039800.v6.11886.848 2042.414 0.9238322 -0.11429732 0.6972 0.8335 down no

Manes.15G044300.v6.11301.8209 238.5574 5.4570549 2.448122556 ###### 9E-59 up yes

Manes.15G046700.v6.126.884818 26.49122 1.0148577 0.021277397 0.9467 1 up no

Manes.15G050300.v6.13.5750019 2.442824 1.4634707 0.549393821 0.6114 0.7585 up no

Manes.15G051000.v6.1114.81278 92.83065 1.2367982 0.306610128 0.2379 0.3869 up no

Manes.15G051100.v6.110.800274 0.603578 17.893763 4.161384898 ###### 0.0001 up yes

Manes.15G052300.v6.163.487462 113.9138 0.5573291 -0.8433985 0.0045 0.0145 down no

Manes.15G052500.v6.193.770837 120.6477 0.7772289 -0.36358864 0.1838 0.3181 down no

Manes.15G054000.v6.11014.7923 1132.491 0.8960709 -0.15831528 0.2947 0.4551 down no

Manes.15G056700.v6.18.1805221 10.3399 0.7911608 -0.33795714 0.6957 0.8324 down no

Manes.15G057500.v6.11.4140742 7.937719 0.1781462 -2.48886672 0.0165 0.0442 down yes

Manes.15G058800.v6.1113.89922 62.77154 1.8145042 0.859575405 0.0015 0.0055 up no

Manes.15G059100.v6.1 0 1.505712 #NAME? #NAME? 0.1727 0.3035 down no

Manes.15G060900.v6.1136.88194 239.1997 0.5722495 -0.80528368 0.0005 0.0022 down no

Manes.15G062600.v6.118.468477 30.45897 0.6063394 -0.72180247 0.1203 0.2278 down no

Manes.15G065400.v6.14.4708772 9.051452 0.4939403 -1.01759128 0.2771 0.4337 down no

Manes.15G065500.v6.114.989002 0.615709 24.344294 4.60551173 0.0106 0.0302 up yes

Manes.15G070300.v6.14.9558392 0.295723 16.758379 4.066810706 0.0053 0.0168 up yes



Manes.15G072100.v6.1746.24881 66.19903 11.272805 3.49477466 ###### 6E-23 up yes

Manes.15G072200.v6.16.3583842 0 Inf Inf 0.0002 0.0008 up yes

Manes.15G075800.v6.114.874617 3.369222 4.4148519 2.14236503 0.001 0.0039 up yes

Manes.15G076700.v6.12.226067 0 Inf Inf 0.0372 0.0876 up no

Manes.15G078100.v6.157.188567 103.1375 0.5544887 -0.85077005 0.005 0.0159 down no

Manes.15G078600.v6.11.7773718 0 Inf Inf 0.0674 0.1427 up no

Manes.15G079700.v6.168.182744 127.5314 0.5346351 -0.9033736 0.0016 0.0059 down no

Manes.15G080000.v6.121.827688 50.74254 0.4301655 -1.2170364 0.0039 0.0128 down yes

Manes.15G080100.v6.123.871496 74.93037 0.3185824 -1.65026152 ###### 7E-05 down yes

Manes.15G082300.v6.17.4437977 7.664842 0.9711613 -0.04221721 1 1 down no

Manes.15G082600.v6.18.2991565 11.15144 0.7442226 -0.42619397 0.7285 0.859 down no

Manes.15G082800.v6.11.4937071 0.899301 1.6609652 0.732021853 0.6681 0.8088 up no

Manes.15G083200.v6.1128.8693 292.0906 0.4411963 -1.18050744 ###### 2E-06 down yes

Manes.15G086200.v6.1117.98223 150.3792 0.784565 -0.35003516 0.3439 0.5096 down no

Manes.15G091100.v6.1550.44571 1489.294 0.3696017 -1.4359568 ###### 3E-15 down yes

Manes.15G091300.v6.179.194559 7.577088 10.451847 3.385685968 ###### 3E-12 up yes

Manes.15G091400.v6.1155.10801 93.24541 1.6634385 0.734168562 0.395 0.5616 up no

Manes.15G091500.v6.13.2261979 0 Inf Inf 0.0079 0.0236 up yes

Manes.15G093800.v6.11.8873921 0.295723 6.3822959 2.674075492 0.1986 0.3379 up no

Manes.15G094600.v6.14.6055202 10.88786 0.4229957 -1.24128499 0.1023 0.2009 down no

Manes.15G095500.v6.1164.6543 201.6694 0.8164565 -0.29255206 0.2025 0.3424 down no

Manes.15G096300.v6.11.1405385 0 Inf Inf 0.2206 0.3653 up no

Manes.15G096900.v6.1374.31612 435.9962 0.8585306 -0.22005854 0.5837 0.7363 down no

Manes.15G097100.v6.110.585998 11.51571 0.9192662 -0.12144542 0.9517 1 down no

Manes.15G097300.v6.1294.60646 173.7012 1.6960535 0.762181662 0.0001 0.0006 up no

Manes.15G097500.v6.11.0305183 0 Inf Inf 0.2255 0.3707 up no

Manes.15G098500.v6.1531.99719 138.2325 3.8485675 1.944321552 ###### 6E-25 up yes

Manes.15G104400.v6.1300.10148 210.1132 1.4282848 0.514283702 0.012 0.0336 up no

Manes.15G104500.v6.1262.98568 184.0236 1.429087 0.515093712 0.0109 0.031 up no

Manes.15G106000.v6.16.5420429 3.94712 1.657422 0.728940934 0.3357 0.5011 up no

Manes.15G106200.v6.165.921925 72.11021 0.9141829 -0.1294452 0.7121 0.8458 down no

Manes.15G109400.v6.113.773195 14.02627 0.9819569 -0.0262684 1 1 down no

Manes.15G109500.v6.1391.09958 179.4417 2.1795362 1.124021162 ###### 2E-08 up yes

Manes.15G109900.v6.126.086034 0 Inf Inf ###### 5E-13 up yes

Manes.15G111200.v6.169.521615 11.83569 5.8738958 2.554317664 ###### 2E-10 up yes

Manes.15G113600.v6.1173.60485 237.1519 0.7320407 -0.45000418 0.0423 0.0976 down no

Manes.15G119700.v6.140.836022 9.791932 4.1703744 2.060176926 0.0018 0.0066 up yes

Manes.15G121400.v6.13.7443968 13.04851 0.2869596 -1.80108033 0.0888 0.1791 down no

Manes.15G124200.v6.114.181373 21.86065 0.6487169 -0.624339 0.2277 0.3739 down no

Manes.15G124400.v6.114.583672 3.289348 4.4336057 2.148480484 0.063 0.1351 up no

Manes.15G125400.v6.1111.82218 186.3848 0.5999533 -0.73707783 0.0032 0.0106 down no

Manes.15G126200.v6.11.9712746 0.914266 2.1561275 1.10844249 0.4048 0.5702 up no

Manes.15G127300.v6.159.977419 66.28161 0.9048878 -0.1441892 0.7197 0.8523 down no

Manes.15G128600.v6.116.611357 85.48676 0.194315 -2.36353112 0.0005 0.0022 down yes

Manes.15G132000.v6.11.5240944 10.89212 0.1399264 -2.83726002 0.0058 0.0181 down yes

Manes.15G133700.v6.151.508933 27.03335 1.905385 0.930082548 0.0099 0.0287 up no

Manes.15G138600.v6.15.2076016 16.12626 0.3229267 -1.63072132 0.0241 0.0609 down no

Manes.15G140000.v6.144.441411 54.12673 0.8210622 -0.28443653 0.4505 0.6145 down no



Manes.15G140100.v6.118.358457 8.518451 2.1551402 1.107781758 0.0921 0.1846 up no

Manes.15G144200.v6.11092.5792 887.1005 1.2316295 0.300568334 0.06 0.1301 up no

Manes.15G145900.v6.11688.3971 376.027 4.4900955 2.166746132 ###### 0.0002 up yes

Manes.15G148900.v6.1649.79415 363.6251 1.7869895 0.83753112 0.0151 0.041 up no

Manes.15G150600.v6.1197.58538 168.5659 1.1721552 0.229163636 0.5483 0.7074 up no

Manes.15G150800.v6.16.6868151 10.69628 0.6251534 -0.67771781 0.3867 0.5561 down no

Manes.15G151000.v6.1382.62443 342.632 1.1167212 0.159269094 0.3854 0.555 up no

Manes.15G153900.v6.17.947503 4.546446 1.7480693 0.805762395 0.3962 0.5616 up no

Manes.15G154800.v6.134.690514 31.92625 1.0865827 0.119797956 0.7407 0.8686 up no

Manes.15G155000.v6.115.67956 6.67637 2.3485157 1.231749248 0.0438 0.1005 up no

Manes.15G156100.v6.14.6605303 15.5419 0.2998687 -1.73759722 0.0185 0.0489 down yes

Manes.15G156200.v6.1130.63218 117.7519 1.1093851 0.149760276 0.5206 0.6829 up no

Manes.15G162100.v6.1106.34866 75.63145 1.4061435 0.491743801 0.1889 0.3252 up no

Manes.15G162200.v6.15.8604435 17.03345 0.3440551 -1.53928854 0.0504 0.1125 down no

Manes.15G162300.v6.133.392339 21.8734 1.5266184 0.610339477 0.1394 0.2558 up no

Manes.15G162400.v6.17.4539268 11.56848 0.6443306 -0.63412701 0.3871 0.5563 down no

Manes.15G162500.v6.1265.84362 199.4378 1.3329649 0.414638814 0.0336 0.0805 up no

Manes.15G162800.v6.134.145072 53.35237 0.6399917 -0.64387498 0.0977 0.1935 down no

Manes.15G163000.v6.14.4911354 12.41217 0.3618332 -1.4666034 0.1313 0.2438 down no

Manes.15G166400.v6.13.2913372 10.05064 0.3274754 -1.61054139 0.0476 0.1075 down no

Manes.15G169100.v6.13.1813169 10.89433 0.2920159 -1.77588116 0.0701 0.1474 down no

Manes.15G169900.v6.11641.3979 1803.736 0.9099991 -0.13606302 0.3472 0.5136 down no

Manes.15G171100.v6.1249.09495 160.2641 1.5542778 0.636244398 0.0019 0.0069 up no

Manes.15G171300.v6.174.991338 180.9705 0.4143842 -1.27095898 ###### 0.0004 down yes

Manes.15G172500.v6.1197.54422 172.5849 1.1446205 0.194869388 0.3537 0.5207 up no

Manes.15G173000.v6.1351.75876 425.9478 0.825826 -0.27609033 0.1344 0.2483 down no

Manes.15G173100.v6.1150.59174 81.08037 1.8573144 0.893218047 0.0004 0.0019 up no

Manes.15G173700.v6.1137.884 156.0003 0.8838699 -0.17809404 0.4578 0.6211 down no

Manes.15G174300.v6.185.19477 179.6608 0.4741978 -1.07643908 ###### 0.0003 down yes

Manes.15G176000.v6.137.132371 76.91661 0.4827614 -1.05061769 0.0023 0.008 down yes

Manes.15G176500.v6.114.27102 1.543524 9.2457403 3.208788843 0.0003 0.0015 up yes

Manes.15G177900.v6.183.927213 64.49877 1.3012219 0.379867059 0.1894 0.3259 up no

Manes.15G178300.v6.11.1506677 0.914266 1.2585696 0.331784944 0.9075 0.9921 up no

Manes.15G178600.v6.11.8671339 0 Inf Inf 0.0604 0.1306 up no

Manes.15G179600.v6.145.092853 46.172 0.9766276 -0.03411953 0.9555 1 down no

Manes.15G180900.v6.15.5825434 15.80203 0.3532802 -1.50111523 0.0203 0.0528 down no

Manes.15G184600.v6.12.5994937 1.209989 2.1483609 1.103236377 0.4403 0.6058 up no

Manes.15G186700.v6.18.03575 10.53936 0.7624511 -0.39128328 0.6826 0.8211 down no

Manes.15G186900.v6.1279.8332 274.4832 1.019491 0.027849055 0.8957 0.9836 up no

Manes.15G187300.v6.1467.09353 625.6791 0.7465385 -0.42171139 0.0364 0.0862 down no

Manes.15G188500.v6.116.366809 24.35404 0.6720367 -0.57338799 0.2692 0.4246 down no

Manes.15G190700.v6.13.191446 5.167823 0.617561 -0.69534653 0.552 0.711 down no

Manes.15G191400.v6.10.3835559 1.798601 0.2132523 -2.2293667 0.3328 0.498 down no

Manes.15G191500.v6.14.2320935 1.854212 2.282421 1.190564907 0.4921 0.6553 up no

Manes.15G192100.v6.14.4275112 10.95986 0.4039752 -1.30766131 0.1377 0.2532 down no

Manes.15G192800.v6.1161.82139 114.3149 1.4155756 0.50138876 0.0322 0.0778 up no

Manes.16G000400.v6.159.721407 73.82814 0.8089247 -0.30592274 0.3499 0.5165 down no

Manes.16G005200.v6.1156.00152 80.31372 1.9424018 0.957841634 ###### 0.0005 up no



Manes.16G006400.v6.1240.6763 168.9222 1.4247762 0.510735349 0.0442 0.1013 up no

Manes.16G006700.v6.131.146129 31.5998 0.9856431 -0.02086274 1 1 down no

Manes.16G008100.v6.1114.1241 7.035584 16.220984 4.019789425 ###### 1E-22 up yes

Manes.16G009100.v6.10.3734268 1.504295 0.2482403 -2.01019054 0.4425 0.6068 down no

Manes.16G010000.v6.140.711738 65.53954 0.6211783 -0.68692073 0.0627 0.1347 down no

Manes.16G012300.v6.14.0830717 8.144271 0.5013428 -0.99613065 0.4108 0.5763 down no

Manes.16G019800.v6.126.440603 4.254974 6.2140452 2.635532741 ###### 1E-05 up yes

Manes.16G022400.v6.1266.78777 150.2707 1.7753815 0.82812904 0.0005 0.0019 up no

Manes.16G022500.v6.111.024679 1.182892 9.3201043 3.220346096 0.1012 0.1991 up no

Manes.16G023500.v6.1106.98382 144.3783 0.7409966 -0.43246109 0.1034 0.2026 down no

Manes.16G024100.v6.11.1304094 6.068541 0.1862737 -2.42450434 0.0333 0.0799 down no

Manes.16G027600.v6.13.2261979 0 Inf Inf 0.0079 0.0236 up yes

Manes.16G029000.v6.17.4785496 33.26606 0.2248102 -2.15322057 ###### 0.0004 down yes

Manes.16G029600.v6.11.5139653 0.309272 4.8952615 2.291385923 0.3187 0.4828 up no

Manes.16G031000.v6.143.885775 28.8989 1.518597 0.602739054 0.3157 0.4793 up no

Manes.16G031200.v6.1154.18817 116.6681 1.321597 0.402282279 0.0872 0.1765 up no

Manes.16G033600.v6.142.072087 37.96549 1.1081667 0.148174941 0.6806 0.8196 up no

Manes.16G034700.v6.10.3835559 1.208572 0.3173628 -1.655795 0.608 0.7557 down no

Manes.16G035800.v6.13.7747842 3.034271 1.24405 0.315044413 0.8285 0.9356 up no

Manes.16G035900.v6.154.080063 2.433527 22.222913 4.473976058 0.0001 0.0005 up yes

Manes.16G036300.v6.117.711494 12.72003 1.3924102 0.477584305 0.4572 0.6206 up no

Manes.16G038800.v6.184.346986 65.83495 1.2811887 0.357482938 0.2269 0.3728 up no

Manes.16G042800.v6.12.7383864 2.687188 1.0190529 0.027228999 1 1 up no

Manes.16G043000.v6.15.8950805 25.53693 0.2308453 -2.11500173 0.0018 0.0065 down yes

Manes.16G043400.v6.15.1642356 17.36052 0.2974701 -1.74918319 0.0071 0.0215 down yes

Manes.16G043700.v6.1173.42638 126.7041 1.3687515 0.452860578 0.047 0.1064 up no

Manes.16G043900.v6.11.4488261 0 Inf Inf 0.1199 0.227 up no

Manes.16G046600.v6.1434.78923 264.5443 1.6435405 0.716806988 ###### 0.0002 up no

Manes.16G047100.v6.114.130613 48.12309 0.2936347 -1.76790539 ###### 0.0005 down yes

Manes.16G047300.v6.112.483519 35.80484 0.3486546 -1.52012971 0.0017 0.0061 down yes

Manes.16G051200.v6.1103.11379 160.6437 0.641879 -0.63962677 0.0124 0.0346 down no

Manes.16G053900.v6.13.674893 0.591446 6.2134028 2.635383595 0.2353 0.3835 up no

Manes.16G056400.v6.11.8671339 5.170658 0.3611018 -1.46952242 0.4037 0.5691 down no

Manes.16G056500.v6.13.3666055 8.79354 0.3828498 -1.38514941 0.0921 0.1846 down no

Manes.16G056700.v6.1302.29522 278.1862 1.0866652 0.119907521 0.5473 0.7066 up no

Manes.16G057400.v6.1202.05228 395.0767 0.5114255 -0.96740412 ###### 0.0003 down no

Manes.16G061600.v6.112.469026 12.73278 0.9792854 -0.03019866 1 1 down no

Manes.16G062900.v6.12.5198608 1.208572 2.0849898 1.06004036 0.4469 0.6112 up no

Manes.16G064100.v6.11.4589552 1.528558 0.9544649 -0.06723592 1 1 down no

Manes.16G064700.v6.11.7527491 4.576377 0.3829992 -1.38458654 0.262 0.4158 down no

Manes.16G065200.v6.11.8526402 2.10929 0.8783241 -0.18717471 1 1 down no

Manes.16G066800.v6.12.4547216 0.295723 8.3007446 3.05324075 0.0825 0.1685 up no

Manes.16G066900.v6.111.830792 14.66908 0.8065123 -0.31023151 0.6631 0.8042 down no

Manes.16G069200.v6.144.256352 88.44064 0.5004074 -0.99882497 0.0022 0.0079 down no

Manes.16G070700.v6.1 0 2.121421 #NAME? #NAME? 0.0816 0.167 down no

Manes.16G071300.v6.16.3236323 0 Inf Inf 0.0002 0.0008 up yes

Manes.16G075000.v6.1109.83501 76.03086 1.444611 0.530681021 0.0468 0.106 up no

Manes.16G077000.v6.1340.58639 275.6491 1.2355795 0.305187896 0.0958 0.1905 up no



Manes.16G077600.v6.1885.09964 830.6042 1.0656094 0.09167874 0.5802 0.7331 up no

Manes.16G078400.v6.10.3734268 4.259226 0.0876748 -3.51169385 0.0297 0.0727 down no

Manes.16G078800.v6.112.150724 48.15414 0.2523298 -1.98661748 ###### 9E-05 down yes

Manes.16G079400.v6.16.7723274 2.427859 2.7894239 1.479967179 0.0949 0.189 up no

Manes.16G081800.v6.11.0406474 1.505712 0.6911329 -0.53296486 0.9859 1 down no

Manes.16G082400.v6.115.395665 27.75115 0.5547757 -0.8500235 0.0866 0.1755 down no

Manes.16G092000.v6.1139.53114 155.2954 0.8984883 -0.15442841 0.5448 0.7044 down no

Manes.16G092600.v6.1695.59739 261.2294 2.6627836 1.412935165 0.0001 0.0006 up yes

Manes.16G095500.v6.192.117864 235.5494 0.3910766 -1.35447705 ###### 7E-07 down yes

Manes.16G101800.v6.1431.02363 364.6907 1.1818883 0.241093667 0.1634 0.2903 up no

Manes.16G102200.v6.141.263059 68.08588 0.6060443 -0.72250484 0.0389 0.0911 down no

Manes.16G102500.v6.14.8255607 4.26994 1.1301238 0.176480828 0.9017 0.9878 up no

Manes.16G103900.v6.11.4937071 0.615709 2.4259951 1.278576613 0.6755 0.8153 up no

Manes.16G104500.v6.133.985806 60.83099 0.5586923 -0.83987411 0.0201 0.0525 down no

Manes.16G109700.v6.179.337357 18.42572 4.3057932 2.106279048 ###### 8E-05 up yes

Manes.16G110900.v6.15.068709 3.343542 1.5159698 0.600241023 0.5136 0.6773 up no

Manes.16G111800.v6.13.1219423 0.295723 10.556979 3.400125187 0.034 0.0814 up no

Manes.16G113600.v6.11.832382 0.295723 6.1962768 2.631401601 0.2015 0.341 up no

Manes.16G116800.v6.10.7468535 1.529975 0.4881475 -1.03461109 0.8361 0.9403 down no

Manes.16G116900.v6.159.141213 7.331308 8.0669394 3.012021411 ###### 1E-11 up yes

Manes.16G117100.v6.1133.87799 14.06187 9.520638 3.25105825 ###### 5E-07 up yes

Manes.16G117500.v6.15.0194635 6.057827 0.8285914 -0.27126717 0.8504 0.9508 down no

Manes.16G118900.v6.1 0 1.83783 #NAME? #NAME? 0.1187 0.2255 down no

Manes.16G120900.v6.11.0305183 2.456373 0.4195284 -1.25315952 0.5242 0.6858 down no

Manes.16G122100.v6.16.5377933 6.364264 1.0272662 0.038810033 1 1 up no

Manes.16G122600.v6.10.6570915 4.859969 0.1352049 -2.88678084 0.0996 0.1967 down no

Manes.16G124500.v6.14.0280616 0.615709 6.5421511 2.709765092 0.2192 0.3638 up no

Manes.16G127900.v6.1212.52098 67.90612 3.1296293 1.645991792 ###### 3E-07 up yes

Manes.16G128600.v6.12.9179104 4.547863 0.6416003 -0.64025328 0.5985 0.7504 down no

Manes.16G131500.v6.110.651252 36.77755 0.2896129 -1.78780218 0.0003 0.0011 down yes

Manes.16G133900.v6.192.33377 107.8257 0.8563243 -0.22377082 0.411 0.5765 down no

Manes.16G137000.v6.117.207904 166.2562 0.1035023 -3.27226483 ###### 3E-05 down yes

Manes.16G138200.v6.176.156614 136.6277 0.5574024 -0.84320883 0.0062 0.0191 down no

Manes.16G138500.v6.139.551056 60.34179 0.6554505 -0.60944116 0.1901 0.3269 down no

Manes.17G000500.v6.157.738553 45.64104 1.2650577 0.339203242 0.3118 0.475 up no

Manes.17G001800.v6.12.5647419 6.389944 0.4013716 -1.31698972 0.1788 0.3112 down no

Manes.17G002800.v6.12.9179104 20.70973 0.1408956 -2.82730109 ###### 0.0003 down yes

Manes.17G004800.v6.1375.40737 454.4167 0.8261301 -0.27555904 0.1273 0.2378 down no

Manes.17G007400.v6.1383.41816 463.0306 0.8280622 -0.27218888 0.3061 0.4684 down no

Manes.17G007700.v6.13.933935 11.87209 0.3313601 -1.59352833 0.0388 0.0907 down no

Manes.17G011800.v6.17.4989228 0 Inf Inf ###### 0.0002 up yes

Manes.17G017200.v6.113.234737 22.71709 0.5825894 -0.77944861 0.1376 0.2531 down no

Manes.17G020500.v6.116.562341 10.37913 1.5957356 0.674221595 0.2162 0.3603 up no

Manes.17G024200.v6.11076.2349 891.6828 1.2069706 0.271390573 0.1975 0.3366 up no

Manes.17G026500.v6.146.960102 15.51135 3.027467 1.598111229 ###### 0.0004 up yes

Manes.17G028600.v6.10.3835559 1.505712 0.2547338 -1.9729375 0.4434 0.6075 down no

Manes.17G033400.v6.120.84368 0.887169 23.494595 4.554256972 0.0123 0.0345 up yes

Manes.17G035600.v6.1137.04475 239.2175 0.5728875 -0.80367614 0.0029 0.0098 down no



Manes.17G038500.v6.1 0 2.756347 #NAME? #NAME? 0.0562 0.1231 down no

Manes.17G038600.v6.12.8932876 0.307855 9.3982302 3.232389098 0.0507 0.113 up no

Manes.17G040200.v6.114.207396 24.97054 0.5689663 -0.81358501 0.1052 0.2054 down no

Manes.17G040600.v6.1396.26272 32.22968 12.294961 3.6199953 ###### 1E-53 up yes

Manes.17G041400.v6.1103.37143 207.9199 0.4971695 -1.00819031 0.002 0.0071 down yes

Manes.17G044400.v6.11.4690843 3.034271 0.4841639 -1.04643255 0.4924 0.6555 down no

Manes.17G044500.v6.11.1304094 3.007174 0.3759043 -1.41156272 0.3415 0.5071 down no

Manes.17G046800.v6.1235.85597 90.92681 2.5939099 1.375128379 ###### 3E-06 up yes

Manes.17G046900.v6.150.753629 12.51126 4.0566353 2.02028362 ###### 5E-06 up yes

Manes.17G048800.v6.1302.90486 259.8661 1.1656189 0.221096181 0.2241 0.3692 up no

Manes.17G053200.v6.121.004231 31.72174 0.6621399 -0.59479194 0.1913 0.3283 down no

Manes.17G053300.v6.122.971371 17.07693 1.3451702 0.427788734 0.378 0.5472 up no

Manes.17G053500.v6.11.4792134 2.147101 0.6889351 -0.5375601 0.8842 0.9752 down no

Manes.17G054600.v6.1459.36626 249.0755 1.8442851 0.883061656 ###### 3E-05 up no

Manes.17G057300.v6.173.265946 78.11951 0.93787 -0.09254014 0.7854 0.9023 down no

Manes.17G058600.v6.128.815691 5.190669 5.5514404 2.472862154 ###### 5E-05 up yes

Manes.17G058700.v6.12.9280395 7.944182 0.3685766 -1.43996373 0.1076 0.2088 down no

Manes.17G059100.v6.112.977096 13.38063 0.9698418 -0.04417872 1 1 down no

Manes.17G059300.v6.111.269227 0.924981 12.183204 3.606821656 ###### 0.0003 up yes

Manes.17G060700.v6.1109.87541 48.24331 2.2775264 1.187467776 ###### 0.0002 up yes

Manes.17G070600.v6.1109.28525 8.449291 12.934251 3.693124575 ###### 9E-10 up yes

Manes.17G070800.v6.1149.34968 181.0309 0.8249956 -0.27754163 0.2456 0.3966 down no

Manes.17G071000.v6.123.635447 16.07774 1.4700728 0.555887625 0.2108 0.3528 up no

Manes.17G071400.v6.1141.51249 91.68793 1.5434147 0.626125734 0.0133 0.0368 up no

Manes.17G072200.v6.1161.3834 145.9018 1.1061098 0.145494644 0.537 0.6972 up no

Manes.17G073200.v6.1279.73179 278.154 1.0056722 0.008160168 0.9663 1 up no

Manes.17G073700.v6.13.6995158 11.94771 0.3096423 -1.69132554 0.2174 0.3618 down no

Manes.17G075500.v6.16.8909618 11.88563 0.5797723 -0.78644157 0.3381 0.5034 down no

Manes.17G077600.v6.13.1668233 10.35628 0.3057877 -1.70939773 0.0397 0.0924 down no

Manes.17G078600.v6.173.222466 175.0967 0.418183 -1.25779373 ###### 3E-05 down yes

Manes.17G086500.v6.137.02968 39.59313 0.9352551 -0.09656819 0.9168 0.9966 down no

Manes.17G087800.v6.145.185465 128.9449 0.3504245 -1.51282442 ###### 3E-05 down yes

Manes.17G088200.v6.18.9476339 15.82062 0.5655678 -0.8222282 0.1858 0.3208 down no

Manes.17G088900.v6.148.395834 115.1967 0.4201147 -1.25114482 ###### 0.0003 down yes

Manes.17G094000.v6.10.7468535 4.014862 0.1860222 -2.42645329 0.2654 0.42 down no

Manes.17G096700.v6.136.872044 1.517844 24.292383 4.602432141 ###### 6E-12 up yes

Manes.17G096800.v6.111.75116 0.591446 19.868521 4.312412547 0.0162 0.0436 up yes

Manes.17G096900.v6.1330.24023 34.49889 9.5724872 3.258893831 ###### 1E-16 up yes

Manes.17G097700.v6.114.524298 32.81059 0.4426711 -1.17569304 0.0148 0.0402 down yes

Manes.17G099800.v6.150.172976 37.81596 1.3267672 0.407915209 0.2282 0.3745 up no

Manes.17G100100.v6.12.9729205 1.223538 2.4297741 1.280822167 0.4485 0.6126 up no

Manes.17G101000.v6.1467.80931 265.716 1.7605615 0.816035597 ###### 2E-05 up no

Manes.17G101500.v6.112613.983 215.2372 58.605024 5.872952438 ###### 3E-266 up yes

Manes.17G101700.v6.1317.82663 173.7627 1.8290843 0.87112155 0.0035 0.0116 up no

Manes.17G102200.v6.142.319945 44.21348 0.9571729 -0.06314858 0.9384 0.9995 down no

Manes.17G102300.v6.116.675096 9.46486 1.76179 0.81704197 0.1179 0.2244 up no

Manes.17G102400.v6.1107.00576 139.9147 0.764793 -0.38685885 0.1538 0.2766 down no

Manes.17G106400.v6.13.281208 6.46415 0.5076008 -0.97823361 0.4046 0.5701 down no



Manes.17G110700.v6.12.2159379 7.675556 0.2887006 -1.79235392 0.0709 0.1489 down no

Manes.17G112300.v6.164.57421 73.13916 0.8828952 -0.1796859 0.6354 0.7803 down no

Manes.17G113100.v6.119.076323 38.67178 0.4932879 -1.01949817 0.021 0.0544 down no

Manes.17G118500.v6.11.1506677 0 Inf Inf 0.1951 0.3333 up no

Manes.17G118900.v6.1138.23577 367.0471 0.3766158 -1.40883446 ###### 2E-09 down yes

Manes.17G119000.v6.1163.15838 102.573 1.5906569 0.669622676 0.0089 0.0262 up no

Manes.17G119100.v6.11186.3674 737.045 1.6096267 0.686726143 0.0105 0.03 up no

Manes.17G120000.v6.141.92015 40.63266 1.0316861 0.045004039 0.8974 0.9849 up no

Manes.17G120400.v6.131.861146 48.10025 0.6623905 -0.59424622 0.1498 0.271 down no

Manes.17G121400.v6.114.177009 5.152858 2.7512905 1.460108467 0.0185 0.0489 up yes

Manes.17G121800.v6.163.069154 206.2392 0.3058059 -1.70931201 ###### 2E-08 down yes

Manes.17G122000.v6.134.680384 97.82563 0.3545123 -1.4960926 ###### 7E-05 down yes

Manes.17G124000.v6.14.068578 2.464253 1.6510389 0.723374155 0.8168 0.9261 up no

Manes.18G000100.v6.116.212023 24.59698 0.6591061 -0.60141739 0.2295 0.3761 down no

Manes.18G001600.v6.1551.86313 438.2798 1.2591571 0.332458327 0.0408 0.0946 up no

Manes.18G002200.v6.115.515815 26.7285 0.5804971 -0.78463935 0.132 0.2448 down no

Manes.18G002600.v6.11223.0673 935.4991 1.3073955 0.386695653 0.0075 0.0226 up no

Manes.18G005300.v6.129.252857 12.17348 2.4029994 1.264836291 0.0053 0.0167 up yes

Manes.18G007200.v6.1194.7194 195.3617 0.9967123 -0.00475093 0.989 1 down no

Manes.18G008100.v6.119.170334 76.52414 0.2505136 -1.9970394 ###### 4E-06 down yes

Manes.18G009800.v6.11.877263 1.505712 1.2467607 0.318184549 0.9152 0.9966 up no

Manes.18G011600.v6.11.7527491 0 Inf Inf 0.068 0.1437 up no

Manes.18G012400.v6.192.834101 37.83172 2.4538693 1.29505839 ###### 9E-05 up yes

Manes.18G014200.v6.11.4937071 0 Inf Inf 0.1074 0.2085 up no

Manes.18G015600.v6.1252.8312 198.9532 1.2708073 0.345745262 0.0894 0.18 up no

Manes.18G016900.v6.173.976418 101.3943 0.7295914 -0.45483945 0.126 0.236 down no

Manes.18G017400.v6.1167.834 643.6927 0.2607362 -1.93933697 ###### 2E-16 down yes

Manes.18G017600.v6.1151.95506 474.2106 0.3204379 -1.64188316 ###### 5E-10 down yes

Manes.18G017900.v6.12.5691064 0.603578 4.2564642 2.089655508 0.1669 0.2954 up no

Manes.18G020200.v6.159.038522 108.0127 0.5465886 -0.87147272 0.0183 0.0483 down no

Manes.18G021900.v6.16.1788602 3.047819 2.0273054 1.019563448 0.2303 0.3771 up no

Manes.18G022900.v6.148.317601 11.91982 4.0535525 2.019186836 ###### 5E-06 up yes

Manes.18G024100.v6.17.7622144 21.24415 0.3653813 -1.45252512 0.0137 0.0376 down yes

Manes.18G025200.v6.165.911911 54.32115 1.2133748 0.27902524 0.3866 0.5561 up no

Manes.18G027600.v6.1327.57204 2071.131 0.1581609 -2.66053479 ###### 3E-34 down yes

Manes.18G028600.v6.13.5605083 1.209989 2.9425948 1.557088899 0.1828 0.3167 up no

Manes.18G031100.v6.112357.231 3299.209 3.7455132 1.905163418 ###### 3E-15 up yes

Manes.18G031200.v6.12165.5171 517.8359 4.18186 2.064144777 ###### 3E-48 up yes

Manes.18G033800.v6.16.068725 10.90062 0.5567322 -0.84494459 0.6155 0.7619 down no

Manes.18G034300.v6.1288.83288 53.12958 5.4363855 2.442647761 ###### 4E-15 up yes

Manes.18G034600.v6.13.3463473 11.19855 0.2988196 -1.74265327 0.0243 0.0613 down no

Manes.18G035800.v6.110.671511 17.10119 0.6240216 -0.68033217 0.2388 0.388 down no

Manes.18G035900.v6.18.0705019 15.5698 0.5183435 -0.94801973 0.1518 0.2739 down no

Manes.18G036000.v6.1609.60315 624.5863 0.976011 -0.03503066 0.889 0.9789 down no

Manes.18G036100.v6.1868.38264 654.971 1.3258336 0.406899747 0.0254 0.0638 up no

Manes.18G036200.v6.1164.01182 943.8135 0.1737757 -2.52470208 ###### 6E-18 down yes

Manes.18G036300.v6.1121.12052 929.1747 0.1303528 -2.93950659 ###### 1E-11 down yes

Manes.18G036400.v6.129.355778 33.11544 0.8864681 -0.17385934 0.7364 0.8651 down no



Manes.18G036500.v6.14.0584489 15.30055 0.2652486 -1.91458293 0.0205 0.0532 down no

Manes.18G039800.v6.10.9856373 1.234252 0.7985704 -0.32450849 1 1 down no

Manes.18G041800.v6.15.0585799 12.2398 0.4132893 -1.27477592 0.1314 0.244 down no

Manes.18G042100.v6.1356.18831 10.57213 33.691254 5.074302207 ###### 2E-15 up yes

Manes.18G043100.v6.14.1438464 0.604995 6.8493934 2.775976225 0.0351 0.0834 up no

Manes.18G043900.v6.1262.882 263.8596 0.996295 -0.00535509 0.974 1 down no

Manes.18G044400.v6.14.0483198 12.48133 0.32435 -1.62437664 0.0272 0.0674 down no

Manes.18G044800.v6.1193.9971 281.5918 0.6889301 -0.53757039 0.081 0.166 down no

Manes.18G045000.v6.1732.82957 388.7729 1.884981 0.914549991 0.0003 0.0015 up no

Manes.18G048800.v6.11.4792134 7.000607 0.2112979 -2.24264983 0.0676 0.143 down no

Manes.18G049000.v6.1106.29639 134.148 0.7923814 -0.33573308 0.2019 0.3414 down no

Manes.18G049800.v6.1559.76766 747.8195 0.7485331 -0.41786189 0.0107 0.0305 down no

Manes.18G050500.v6.12.5242254 7.87644 0.320478 -1.64170293 0.1294 0.2411 down no

Manes.18G052900.v6.1202.4702 57.06 3.5483736 1.8271579 ###### 1E-12 up yes

Manes.18G053800.v6.14.4361253 6.749159 0.6572857 -0.60540756 0.7078 0.842 down no

Manes.18G057100.v6.114.236383 0.309272 46.031979 5.524564557 ###### 9E-07 up yes

Manes.18G057800.v6.111.312708 29.00905 0.3899718 -1.35855847 0.1121 0.2157 down no

Manes.18G058600.v6.143.467418 12.1207 3.5862136 1.84246142 ###### 6E-05 up yes

Manes.18G063200.v6.143.590417 48.66035 0.8958098 -0.15873559 0.6948 0.8316 down no

Manes.18G063400.v6.141.944888 4.550697 9.2172441 3.204335451 ###### 7E-10 up yes

Manes.18G063900.v6.1154.8531 199.1892 0.777417 -0.3632395 0.1754 0.3068 down no

Manes.18G064800.v6.10.3734268 1.51501 0.2464847 -2.02042975 0.4433 0.6075 down no

Manes.18G064900.v6.1590.87145 342.0922 1.7272285 0.788458951 ###### 3E-05 up no

Manes.18G071200.v6.11.4242033 0 Inf Inf 0.1207 0.2284 up no

Manes.18G072200.v6.1197.26655 182.2469 1.0824138 0.114252204 0.5996 0.7512 up no

Manes.18G073200.v6.1160.93762 177.0951 0.9087637 -0.13802287 0.557 0.714 down no

Manes.18G073300.v6.11.0753993 4.561412 0.2357602 -2.08460795 0.1063 0.2071 down no

Manes.18G075100.v6.1132.35215 153.6345 0.8614739 -0.21512102 0.3836 0.5533 down no

Manes.18G077000.v6.1360.51017 339.1731 1.062909 0.088018105 0.6405 0.7843 up no

Manes.18G077700.v6.135.449126 156.4323 0.22661 -2.1417165 ###### 1E-09 down yes

Manes.18G081600.v6.10.7569827 3.94712 0.191781 -2.38246814 0.0928 0.1857 down no

Manes.18G086100.v6.19.3703062 42.27324 0.2216605 -2.17357647 0.0006 0.0023 down yes

Manes.18G089800.v6.10.7468535 1.517844 0.492049 -1.0231261 0.8333 0.9386 down no

Manes.18G092200.v6.126.266843 35.60758 0.7376756 -0.43894161 0.3132 0.4765 down no

Manes.18G093200.v6.110.098302 14.9826 0.6740019 -0.56917543 0.373 0.5415 down no

Manes.18G093600.v6.110.590478 5.462129 1.9388917 0.955232253 0.162 0.2884 up no

Manes.18G093700.v6.12.9627914 0.912849 3.2456527 1.698508636 0.2105 0.3524 up no

Manes.18G094200.v6.1154.61369 169.4936 0.9122096 -0.1325627 0.608 0.7556 down no

Manes.18G094300.v6.1389.13299 339.3258 1.1467828 0.197592207 0.2727 0.4288 up no

Manes.18G096800.v6.1 0 1.544941 #NAME? #NAME? 0.1858 0.3208 down no

Manes.18G097300.v6.162.400533 43.77532 1.4254729 0.511440634 0.1171 0.2233 up no

Manes.18G097900.v6.110.049056 12.72428 0.7897546 -0.34052372 0.6321 0.7774 down no

Manes.18G098100.v6.1396.47867 279.4279 1.4188942 0.504767001 0.0043 0.014 up no

Manes.18G098400.v6.17.9112361 2.13497 3.7055492 1.889687373 0.0219 0.0562 up no

Manes.18G098900.v6.15.1439774 7.313508 0.703353 -0.50767924 0.5757 0.7291 down no

Manes.18G103800.v6.14.3971238 10.36274 0.4243204 -1.236774 0.1063 0.2071 down no

Manes.18G103900.v6.1604.44231 881.4449 0.6857403 -0.54426578 0.0021 0.0075 down no

Manes.18G104000.v6.1180.54117 155.9745 1.1575046 0.211017979 0.4759 0.6385 up no



Manes.18G106300.v6.13.0380597 6.382859 0.4759716 -1.0710525 0.3303 0.495 down no

Manes.18G106500.v6.165.75841 123.231 0.533619 -0.90611803 0.0018 0.0066 down no

Manes.18G109200.v6.198.167731 118.4175 0.8289966 -0.27056185 0.3409 0.5064 down no

Manes.18G110000.v6.11.877263 0 Inf Inf 0.065 0.1386 up no

Manes.18G111400.v6.11.4589552 1.528558 0.9544649 -0.06723592 1 1 down no

Manes.18G116700.v6.164.520895 36.4812 1.7686066 0.8226132 0.0135 0.0372 up no

Manes.18G116900.v6.122.183886 28.27769 0.7845013 -0.35015217 0.45 0.6141 down no

Manes.18G117300.v6.110.054936 29.82325 0.3371509 -1.56853383 0.0064 0.0196 down yes

Manes.18G119100.v6.125.79364 33.44835 0.7711484 -0.37491957 0.387 0.5563 down no

Manes.18G119300.v6.19.834895 18.80858 0.5228941 -0.93540928 0.1542 0.2772 down no

Manes.18G137400.v6.175.671308 47.31075 1.5994526 0.67757824 0.031 0.0753 up no

Manes.18G138300.v6.110858.114 12251.7 0.8862534 -0.17420889 0.3085 0.4713 down no

Manes.18G138500.v6.1690.19022 478.1783 1.4433742 0.529445329 0.002 0.0071 up no

Manes.18G140200.v6.138.570953 40.2038 0.9593858 -0.05981696 0.9286 0.9966 down no

Manes.18G140600.v6.147.486915 35.14565 1.3511464 0.434184037 0.2494 0.4013 up no

Manes.18G141300.v6.144.823747 80.14923 0.5592536 -0.83842545 0.0165 0.0443 down no

Manes.18G142100.v6.1425.46683 352.0891 1.2084066 0.273105974 0.1277 0.2385 up no

Manes.18G146100.v6.16.5826743 5.131429 1.282815 0.359313153 0.6825 0.8211 up no

Manes.S000700.v6.135.434747 33.71556 1.050991 0.071750331 0.8629 0.9593 up no

Manes.S002500.v6.1101.58806 73.81097 1.3763275 0.460823792 0.0942 0.188 up no

Manes.S002600.v6.116.520195 39.4441 0.4188255 -1.25557881 0.006 0.0187 down yes

Manes.S002800.v6.16.3481402 0.923564 6.8735282 2.781050837 0.1633 0.2902 up no

Manes.S003200.v6.13.6445057 5.821344 0.6260592 -0.6756291 0.6948 0.8317 down no

Manes.S004000.v6.114.524298 10.92568 1.3293729 0.410745874 0.4386 0.6042 up no

Manes.S004800.v6.154.246034 46.18051 1.1746522 0.232233692 0.4946 0.6576 up no

Manes.S005400.v6.1 1.74262 4.893529 0.356107 -1.48961732 0.255 0.4081 down no

Manes.S006000.v6.153.623579 72.10517 0.7436857 -0.42723509 0.2001 0.3391 down no

Manes.S007000.v6.10.3835559 1.827115 0.2099243 -2.25205906 0.3255 0.4899 down no

Manes.S007200.v6.12.4894735 6.05641 0.4110477 -1.28262215 0.2093 0.3508 down no

Manes.S008700.v6.11.4937071 0.591446 2.5255167 1.336578594 0.6689 0.8095 up no

Manes.S009700.v6.11.1304094 0.295723 3.8225271 1.934526736 0.5189 0.6813 up no

Manes.S011000.v6.16.4277731 10.37346 0.6196365 -0.69050604 0.3696 0.5381 down no

Manes.S012700.v6.13.6097538 5.400055 0.6684661 -0.58107368 0.6138 0.7604 down no

Manes.S015900.v6.11.0855284 0 Inf Inf 0.2231 0.3682 up no

Manes.S017500.v6.15.1728497 19.74773 0.2619465 -1.93265565 0.0078 0.0232 down yes

Manes.S019100.v6.16.642049 0.295723 22.460369 4.489309694 0.0008 0.0031 up yes

Manes.S019600.v6.1579.63588 310.2807 1.8681019 0.901573127 ###### 5E-07 up no

Manes.S020300.v6.111.426978 13.06994 0.8742944 -0.19380892 0.8278 0.9351 down no

Manes.S020600.v6.1 0 8.776363 #NAME? #NAME? 0.0002 0.0011 down yes

Manes.S023200.v6.15.1974725 6.979973 0.7446264 -0.42541129 0.7545 0.8801 down no

Manes.S023800.v6.1203.27297 118.6639 1.7130141 0.776537044 0.0823 0.1682 up no

Manes.S026700.v6.1169.56829 197.4218 0.8589136 -0.21941509 0.3371 0.5023 down no

Manes.S028000.v6.1317.43574 384.1578 0.826316 -0.27523449 0.1443 0.2629 down no

Manes.S028600.v6.11.7527491 5.207052 0.3366106 -1.57084733 0.1787 0.3111 down no

Manes.S029100.v6.12.181186 0.615709 3.5425596 1.824792129 0.4958 0.6588 up no

Manes.S030600.v6.113.906323 68.63181 0.2026221 -2.30313635 ###### 8E-07 down yes

Manes.S030700.v6.13.2117043 28.90615 0.111108 -3.16996567 ###### 8E-06 down yes

Manes.S033800.v6.114.972993 18.30268 0.8180767 -0.2896919 0.6529 0.7952 down no



Manes.S037300.v6.18.9968795 2.145684 4.1930117 2.067986854 0.0107 0.0305 up yes

Manes.S037500.v6.131.41792 29.49051 1.0653568 0.091336692 0.7788 0.897 up no

Manes.S041300.v6.1107.13557 57.52021 1.8625726 0.897296692 0.0014 0.0052 up no

Manes.S041700.v6.1218.69235 90.78043 2.4090252 1.268449503 ###### 2E-07 up yes

Manes.S044900.v6.16.9068555 33.40234 0.2067776 -2.2738482 0.0005 0.0021 down yes

Manes.S045000.v6.1 0 1.827115 #NAME? #NAME? 0.1185 0.2252 down no

Manes.S045300.v6.13.3014663 1.519261 2.1730739 1.119737262 0.3808 0.5501 up no

Manes.S045500.v6.17.1500038 1.222121 5.8504888 2.548557161 0.0068 0.0207 up yes

Manes.S046200.v6.15.5275332 2.68577 2.058081 1.041299777 0.5476 0.7069 up no

Manes.S046300.v6.1599.70956 472.0056 1.270556 0.345460011 0.0347 0.0828 up no

Manes.S047000.v6.1147.48558 138.0622 1.0682543 0.095255177 0.6966 0.833 up no

Manes.S049700.v6.116.850256 26.12979 0.6448675 -0.63292526 0.2003 0.3393 down no

Manes.S049800.v6.118.058898 53.94555 0.3347616 -1.57879409 0.0021 0.0075 down yes

Manes.S056200.v6.1101.97068 316.3906 0.3222936 -1.63355252 ###### 5E-07 down yes

Manes.S056300.v6.11.5342235 5.224852 0.2936396 -1.76788138 0.424 0.5894 down no

Manes.S058300.v6.13.2464562 6.739861 0.48168 -1.0538532 0.2736 0.4298 down no

Manes.S059700.v6.10.7019725 5.753601 0.1220058 -3.03497875 0.031 0.0753 down no

Manes.S060100.v6.126.311839 18.85206 1.3957011 0.480990017 0.2871 0.4458 up no

Manes.S061600.v6.174.047437 43.53963 1.7006905 0.76612059 0.014 0.0384 up no

Manes.S061700.v6.10.9856373 1.504295 0.6552153 -0.60995905 1 1 down no

Manes.S065600.v6.128.656426 30.97701 0.9250869 -0.11233921 0.8458 0.9471 down no

Manes.S068200.v6.117.471081 17.93558 0.9741018 -0.0378556 1 1 down no

Manes.S068900.v6.18.3990477 28.32684 0.2965049 -1.75387194 0.0034 0.0114 down yes

Manes.S069800.v6.1218.46071 264.4416 0.8261208 -0.27557534 0.2325 0.3798 down no

Manes.S071500.v6.13569.9948 434.8607 8.2095129 3.037296621 ###### 2E-100 up yes

Manes.S073800.v6.151.165828 55.93967 0.9146608 -0.1286912 0.7714 0.8919 down no

Manes.S074000.v6.11.4488261 1.504295 0.9631261 -0.05420338 1 1 down no

Manes.S075900.v6.10.7121017 3.046402 0.2337517 -2.09695124 0.201 0.3403 down no

Manes.S077200.v6.1130.19635 77.55406 1.6787818 0.747414693 0.0138 0.038 up no

Manes.S077800.v6.1405.53494 260.8481 1.5546784 0.636616134 0.0006 0.0026 up no

Manes.S077900.v6.114.77769 5.745721 2.571947 1.362860923 0.0267 0.0664 up no

Manes.S079300.v6.11.4242033 10.10736 0.1409075 -2.82717938 0.0165 0.0443 down yes

Manes.S079500.v6.129.068969 49.19994 0.5908334 -0.75917676 0.0823 0.1681 down no

Manes.S085300.v6.123.576187 62.90592 0.3747849 -1.41586546 0.0003 0.0014 down yes

Manes.S085500.v6.157.55035 185.2307 0.3106955 -1.68642679 ###### 3E-08 down yes

Manes.S087400.v6.1220.92255 347.6718 0.6354341 -0.65418553 0.0138 0.038 down no

Manes.S087800.v6.1128.64512 117.194 1.0977109 0.134498203 0.5704 0.7245 up no

Manes.S087900.v6.1102.22891 177.7444 0.5751456 -0.79800074 0.0021 0.0074 down no

Manes.S088500.v6.13.9730515 3.008591 1.320569 0.401159677 0.6833 0.8217 up no

Manes.S089800.v6.1403.2944 167.7215 2.4045484 1.265765969 ###### 2E-10 up yes

Manes.S090500.v6.189.262063 118.5611 0.7528784 -0.40951126 0.2054 0.3459 down no

Manes.S090700.v6.12.6747621 5.116463 0.5227756 -0.93573638 0.5562 0.714 down no

Manes.S091400.v6.170.239416 181.5637 0.3868583 -1.37012269 0.0001 0.0006 down yes

Manes.S092300.v6.1166.33476 189.0554 0.8798201 -0.18471946 0.4295 0.5951 down no

Manes.S093200.v6.18.9027529 32.68219 0.2724038 -1.87618116 0.0013 0.0048 down yes

Manes.S093300.v6.114.517199 45.11309 0.3217957 -1.63578293 0.0021 0.0075 down yes

Manes.S093500.v6.17.4480473 0.309272 24.082546 4.589916012 0.0003 0.0012 up yes

Manes.S094600.v6.11.8222528 1.209989 1.5060074 0.590728851 0.7396 0.8677 up no



Manes.S094700.v6.10.3734268 2.456373 0.1520236 -2.71763238 0.1763 0.308 down no

Manes.S095500.v6.1125.69864 124.3285 1.0110201 0.015811647 0.8943 0.9827 up no

Manes.S096600.v6.189.266608 168.6839 0.5291945 -0.91812995 0.0005 0.0021 down no

Manes.S096900.v6.112.629806 10.33423 1.2221333 0.289401662 0.6396 0.7839 up no

Manes.S097000.v6.110.477608 5.801332 1.8060693 0.852853221 0.213 0.3559 up no

Manes.S099300.v6.145.728171 58.71098 0.7788691 -0.36054723 0.3256 0.49 down no

Manes.S100700.v6.1152.73556 69.97994 2.1825619 1.126022578 0.0001 0.0007 up yes

Manes.S102000.v6.126.395722 59.27879 0.445281 -1.1672119 0.0024 0.0084 down yes

Manes.S102100.v6.1112.9024 387.6974 0.2912127 -1.77985495 ###### 6E-09 down yes

Manes.S104000.v6.14.8053025 3.934988 1.2211733 0.288267898 0.8058 0.9177 up no

Manes.S105300.v6.171.165564 144.2447 0.493367 -1.01926696 0.0003 0.0014 down yes

Manes.S105700.v6.1124.07105 5.725709 21.669114 4.437568237 ###### 2E-07 up yes

Manes.S106300.v6.1121.73211 31.15456 3.9073612 1.966194638 ###### 8E-10 up yes

Manes.S108900.v6.177.590602 50.72049 1.5297684 0.613313279 0.0453 0.1034 up no



Gene PEG_normalizeck_normalizeFoldChangeLog2FoldChangepval padj Up/Down Significant

lincRNA_10 114.7460898 173.81284 0.66017 -0.59908969 0.008 0.03 down no

lincRNA_100 8.180856737 11.022015 0.742229 -0.43006417 0.522 0.68 down no

lincRNA_102 100.4272982 93.401548 1.075221 0.1046331 0.648 0.79 up no

lincRNA_103 86.94751642 117.84487 0.737813 -0.43867218 0.043 0.12 down no

lincRNA_104 92.79012562 97.116973 0.955447 -0.06575217 0.764 0.86 down no

lincRNA_105 36.65114875 32.53337 1.126571 0.17193815 0.775 0.87 up no

lincRNA_106 16.42627749 15.079594 1.089305 0.12340797 0.827 0.9 up no

lincRNA_107 0.68687455 0 Inf Inf 0.412 0.58 up no

lincRNA_108 184.4823407 169.33152 1.089474 0.12363218 0.475 0.64 up no

lincRNA_109 158.4214151 179.83246 0.880939 -0.18288608 0.383 0.56 down no

lincRNA_11 15.54186847 11.894615 1.306631 0.38585138 0.465 0.64 up no

lincRNA_111 29.37986319 39.775039 0.738651 -0.43703566 0.181 0.32 down no

lincRNA_112 8.708135598 9.7869275 0.889772 -0.16849213 0.839 0.91 down no

lincRNA_113 718.5361894 610.30344 1.177343 0.23553409 0.11 0.23 up no

lincRNA_114 6.127157394 0.6002376 10.20789 3.35161235 0.11 0.23 up no

lincRNA_115 231.4670753 207.24922 1.116854 0.15944033 0.363 0.55 up no

lincRNA_116 78.11209614 54.930822 1.422008 0.50793008 0.17 0.31 up no

lincRNA_117 75.72967723 43.744155 1.731195 0.79176851 0.116 0.24 up no

lincRNA_118 396.7248197 327.57224 1.211106 0.27632555 0.086 0.2 up no

lincRNA_119 39.32715862 22.665168 1.735136 0.79504907 0.054 0.14 up no

lincRNA_12 34150.09301 29775.783 1.146908 0.19775006 0.549 0.71 up no

lincRNA_120 21.20068324 126.8603 0.167118 -2.58105803 0.043 0.12 down no

lincRNA_121 130.5933011 146.72915 0.89003 -0.16807463 0.495 0.66 down no

lincRNA_122 130.6137517 188.91831 0.691377 -0.53245576 0.122 0.25 down no

lincRNA_123 9.934518812 17.528536 0.566763 -0.81918355 0.124 0.25 down no

lincRNA_124 8.033490852 3.3770551 2.378845 1.25026129 0.102 0.22 up no

lincRNA_125 7.231883701 16.051494 0.450543 -1.15026417 0.09 0.2 down no

lincRNA_126 203.2831169 174.26168 1.166539 0.22223504 0.411 0.58 up no

lincRNA_128 181.8294939 157.45493 1.154803 0.2076473 0.284 0.46 up no

lincRNA_129 39.34593247 30.433869 1.292834 0.37053676 0.248 0.41 up no

lincRNA_130 375.3710343 368.02128 1.019971 0.02852814 0.832 0.91 up no

lincRNA_132 166.1717157 169.51917 0.980253 -0.02877362 0.987 1 down no

lincRNA_134 166.4424516 125.98745 1.321103 0.40174344 0.036 0.1 up no

lincRNA_135 50.8822025 71.705296 0.709602 -0.49491856 0.089 0.2 down no

lincRNA_137 113.3845706 104.01828 1.090045 0.12438729 0.556 0.71 up no

lincRNA_138 0 0.6139496 #NAME? #NAME? 0.495 0.66 down no

lincRNA_139 47.21782856 32.435068 1.455765 0.54177723 0.059 0.15 up no

lincRNA_14 239.4407137 183.69387 1.303477 0.38236503 0.033 0.1 up no

lincRNA_140 810.6890731 620.23068 1.307077 0.3863438 0.043 0.12 up no

lincRNA_141 46.34965832 87.74076 0.528257 -0.9206885 2E-04 0 down no

lincRNA_142 48.08784215 66.333233 0.724943 -0.46405964 0.214 0.37 down no

lincRNA_143 6.481908214 7.0545617 0.918825 -0.12213786 0.877 0.94 down no

lincRNA_144 32.71574211 43.489808 0.752262 -0.41069236 0.17 0.31 down no

lincRNA_145 24.9748174 33.778962 0.73936 -0.43565087 0.202 0.35 down no

lincRNA_146 170.7913316 132.13126 1.292588 0.37026296 0.056 0.14 up no
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lincRNA_147 40.86742772 78.380675 0.521397 -0.93954655 2E-04 0 down no

lincRNA_148 47.53701994 35.701097 1.331528 0.41308306 0.14 0.27 up no

lincRNA_15 65.45795373 54.374928 1.203826 0.26762691 0.315 0.5 up no

lincRNA_151 2666.043528 1942.9062 1.372194 0.45648411 0.003 0.01 up no

lincRNA_152 4.016745426 2.2320931 1.799542 0.84762986 0.37 0.56 up no

lincRNA_153 12.35481851 6.8785158 1.796146 0.84490461 0.148 0.28 up no

lincRNA_154 30.366775 16.572667 1.832341 0.87368791 0.021 0.07 up no

lincRNA_155 3316.640021 3252.6814 1.019663 0.02809293 0.849 0.92 up no

lincRNA_156 10.3937715 16.226874 0.640528 -0.64266589 0.204 0.36 down no

lincRNA_157 5.881297685 4.6258548 1.271397 0.34641453 0.734 0.84 up no

lincRNA_158 23.14674084 32.382206 0.714798 -0.48439219 0.182 0.32 down no

lincRNA_159 110.2771826 115.62628 0.953738 -0.068335 0.79 0.88 down no

lincRNA_16 161.7545344 186.69074 0.86643 -0.20684422 0.262 0.43 down no

lincRNA_160 109.2719244 129.19387 0.845798 -0.24161481 0.394 0.57 down no

lincRNA_161 394.4116475 274.67922 1.435899 0.52195441 0.003 0.01 up no

lincRNA_162 20.52236263 34.741687 0.590713 -0.759471 0.072 0.17 down no

lincRNA_163 217.7561624 219.59966 0.991605 -0.01216224 0.942 0.98 down no

lincRNA_164 44.40284018 33.482383 1.326155 0.40724973 0.298 0.47 up no

lincRNA_165 1.053474908 0.3069748 3.431796 1.77896393 0.584 0.74 up no

lincRNA_166 161.2912727 129.29207 1.247495 0.31903458 0.099 0.21 up no

lincRNA_167 27.54193616 26.747952 1.029684 0.04220157 0.997 1 up no

lincRNA_168 432.5489349 472.34152 0.915755 -0.12696701 0.387 0.56 down no

lincRNA_17 28.83088432 22.95091 1.256198 0.32906373 0.379 0.56 up no

lincRNA_170 17.47482717 20.74005 0.842564 -0.2471412 0.616 0.76 down no

lincRNA_171 202.4565249 183.55697 1.102963 0.14138424 0.449 0.62 up no

lincRNA_172 601.1522893 535.84284 1.121882 0.16592058 0.427 0.59 up no

lincRNA_173 78.01923009 56.675024 1.376607 0.46111666 0.06 0.15 up no

lincRNA_175 125.3333868 113.48518 1.104403 0.14326683 0.481 0.65 up no

lincRNA_176 20.20170817 25.520052 0.791601 -0.33715401 0.394 0.57 down no

lincRNA_177 327.0263991 331.48438 0.986551 -0.01953378 0.882 0.94 down no

lincRNA_178 38.36379016 26.110783 1.46927 0.55509951 0.089 0.2 up no

lincRNA_179 48.08253665 92.281251 0.521043 -0.94052456 9E-04 0 down no

lincRNA_18 38.60142903 31.461614 1.226937 0.29506158 0.412 0.58 up no

lincRNA_180 621.7443294 430.05682 1.445726 0.53179417 0.029 0.09 up no

lincRNA_181 71.76732308 140.67989 0.510146 -0.97101709 ##### #### down no

lincRNA_182 35.31279254 47.200499 0.748144 -0.4186112 0.229 0.39 down no

lincRNA_183 351.1983237 270.12014 1.300156 0.37868474 0.024 0.08 up no

lincRNA_184 27.76902203 25.099401 1.106362 0.14582344 0.752 0.86 up no

lincRNA_185 3.105711171 0.3001188 10.34827 3.3713181 0.034 0.1 up no

lincRNA_186 132.9358799 189.81457 0.700346 -0.51386021 0.008 0.03 down no

lincRNA_187 2.720872962 0.3001188 9.065987 3.18046403 0.054 0.14 up no

lincRNA_188 372.3039644 235.19003 1.582992 0.6626541 ##### 0 up no

lincRNA_189 80.97432694 60.207782 1.344915 0.42751461 0.093 0.21 up no

lincRNA_19 27.05605824 22.871513 1.182959 0.24239985 0.592 0.74 up no

lincRNA_190 257.3419937 290.30053 0.886468 -0.17386032 0.297 0.47 down no

lincRNA_191 116.7959468 166.96518 0.699523 -0.51555707 0.01 0.04 down no

lincRNA_192 13.96219752 20.850411 0.669637 -0.57854981 0.202 0.35 down no

lincRNA_195 66.02154174 77.80167 0.848588 -0.2368643 0.329 0.51 down no



lincRNA_196 77.12096163 53.153552 1.450909 0.53695692 0.028 0.09 up no

lincRNA_198 15.56010632 25.178465 0.617993 -0.69433842 0.117 0.24 down no

lincRNA_199 43.27148864 67.065729 0.64521 -0.63215898 0.015 0.05 down no

lincRNA_2 60.87544384 57.206594 1.064133 0.08967894 0.712 0.83 up no

lincRNA_20 5.033744633 3.7049305 1.358661 0.44218556 0.632 0.77 up no

lincRNA_200 2.762273896 5.412867 0.510316 -0.97053655 0.306 0.48 down no

lincRNA_201 297.3250232 225.83026 1.316586 0.39680205 0.017 0.06 up no

lincRNA_202 19.22010186 25.793969 0.745139 -0.42441782 0.332 0.51 down no

lincRNA_203 134.2830037 133.96836 1.002349 0.00338438 0.94 0.98 up no

lincRNA_204 74.4008492 144.15637 0.516112 -0.9542436 ##### 0 down no

lincRNA_205 13.10971923 15.161309 0.864683 -0.20975755 0.704 0.82 down no

lincRNA_206 28.54453994 53.319759 0.535346 -0.90145545 0.007 0.03 down no

lincRNA_207 336.5428127 539.09716 0.624271 -0.67975525 0.041 0.11 down no

lincRNA_208 145.8165142 125.73367 1.159725 0.2137831 0.262 0.43 up no

lincRNA_209 243.4408401 248.83615 0.978318 -0.03162486 0.887 0.94 down no

lincRNA_21 7.168782763 1.9251183 3.723814 1.89678109 0.041 0.11 up no

lincRNA_210 53.50366538 61.246255 0.873583 -0.19498391 0.459 0.63 down no

lincRNA_211 5.519622559 1.5348739 3.596141 1.8464495 0.341 0.52 up no

lincRNA_212 8.172469352 12.459907 0.655901 -0.60844939 0.39 0.57 down no

lincRNA_213 32.14706232 36.003867 0.892878 -0.16346494 0.609 0.76 down no

lincRNA_214 26.99204104 26.72175 1.010115 0.01451959 0.932 0.97 up no

lincRNA_215 142.3768359 157.17703 0.905837 -0.14267597 0.471 0.64 down no

lincRNA_216 119.5485839 160.70114 0.743919 -0.42678316 0.122 0.24 down no

lincRNA_217 2.404060923 0.3415873 7.037911 2.81514722 0.094 0.21 up no

lincRNA_218 97.75822342 103.59177 0.943687 -0.08361938 0.695 0.81 down no

lincRNA_219 7.575320975 3.249999 2.330869 1.22086776 0.285 0.46 up no

lincRNA_22 5.015506782 7.5202219 0.666936 -0.58437975 0.56 0.72 down no

lincRNA_220 21.00677748 15.64787 1.342469 0.42488858 0.345 0.53 up no

lincRNA_221 57.32217379 28.91923 1.982147 0.98706417 9E-04 0 up no

lincRNA_222 13.85877846 18.74958 0.739151 -0.43605815 0.534 0.69 down no

lincRNA_223 25.71385961 48.410148 0.531167 -0.91276334 0.006 0.02 down no

lincRNA_224 59.53470829 48.272696 1.2333 0.30252359 0.237 0.39 up no

lincRNA_225 131.5994756 171.08467 0.769207 -0.37855677 0.074 0.17 down no

lincRNA_226 24.38042863 14.893485 1.636986 0.71104213 0.359 0.54 up no

lincRNA_227 54.81393328 82.280889 0.666181 -0.58601471 0.031 0.09 down no

lincRNA_228 18.70229319 29.297191 0.638365 -0.64754718 0.152 0.28 down no

lincRNA_229 147.3824922 243.23463 0.605927 -0.72278348 ##### 0 down no

lincRNA_23 30.6845033 32.982443 0.930328 -0.10418804 0.81 0.89 down no

lincRNA_231 13.5832008 6.2371423 2.177792 1.1228664 0.099 0.21 up no

lincRNA_232 25.74687316 46.585327 0.552682 -0.8554784 0.008 0.03 down no

lincRNA_233 70.20535398 110.80668 0.633584 -0.65839186 0.013 0.04 down no

lincRNA_235 2.354272604 2.4698428 0.953207 -0.06913783 1 1 down no

lincRNA_237 5.263912385 1.8696052 2.815521 1.49340183 0.137 0.26 up no

lincRNA_238 63.54468514 32.966081 1.927578 0.94678909 8E-04 0 up no

lincRNA_239 39.46104534 43.01696 0.917337 -0.12447639 0.734 0.84 down no

lincRNA_24 14.51648188 6.3406473 2.289432 1.19498982 0.032 0.09 up no

lincRNA_240 225.2424961 308.65688 0.72975 -0.45452493 0.007 0.03 down no

lincRNA_241 33.31418701 65.506972 0.508559 -0.97551177 0.002 0.01 down no



lincRNA_242 11.27179221 11.481152 0.981765 -0.02655048 1 1 down no

lincRNA_243 32.7633648 40.94809 0.800119 -0.32171263 0.331 0.51 down no

lincRNA_244 26.62143171 29.774245 0.894109 -0.16147678 0.69 0.81 down no

lincRNA_245 5.483146858 2.9012231 1.889943 0.91834289 0.386 0.56 up no

lincRNA_246 32.66833313 26.087565 1.252257 0.32453056 0.33 0.51 up no

lincRNA_247 17.39695053 14.299105 1.216646 0.28290955 0.52 0.68 up no

lincRNA_248 126.9443946 116.73816 1.087428 0.1209204 0.592 0.74 up no

lincRNA_249 20.84571871 9.9420728 2.096718 1.06813254 0.106 0.22 up no

lincRNA_25 2.770661281 1.8696052 1.48195 0.5674967 0.632 0.77 up no

lincRNA_250 460.5308394 454.47928 1.013315 0.01908324 0.852 0.92 up no

lincRNA_251 62.88990788 43.475431 1.446562 0.53262818 0.121 0.24 up no

lincRNA_252 0 0.9486809 #NAME? #NAME? 0.292 0.47 down no

lincRNA_253 158.8864513 115.11283 1.380267 0.46494743 0.021 0.06 up no

lincRNA_255 3.082548088 3.7186424 0.828944 -0.27065263 0.876 0.94 down no

lincRNA_256 13.23538511 4.2470043 3.116405 1.63988269 0.071 0.17 up no

lincRNA_257 15.12894195 13.653859 1.108034 0.14800231 0.876 0.94 up no

lincRNA_258 49.29885569 32.438051 1.519785 0.603867 0.063 0.15 up no

lincRNA_26 66.39268706 44.912003 1.478284 0.56392326 0.028 0.09 up no

lincRNA_260 6.573097467 9.6968019 0.677862 -0.56093563 0.397 0.57 down no

lincRNA_261 9.39993538 5.5399231 1.696763 0.76278488 0.3 0.48 up no

lincRNA_262 46.51141963 43.204067 1.076552 0.10641785 0.78 0.87 up no

lincRNA_263 177.3531155 124.28249 1.427016 0.51300157 0.008 0.03 up no

lincRNA_264 35.55134767 47.886755 0.742405 -0.42972243 0.232 0.39 down no

lincRNA_265 410.4752033 494.16952 0.830636 -0.26771097 0.108 0.23 down no

lincRNA_266 154.9346501 205.93575 0.752345 -0.41053447 0.065 0.16 down no

lincRNA_267 263.5686914 276.54782 0.953067 -0.06934998 0.716 0.83 down no

lincRNA_268 1885.305782 1149.5297 1.640067 0.71375485 ##### #### up no

lincRNA_269 260.0505789 311.21068 0.835609 -0.25909932 0.125 0.25 down no

lincRNA_27 269.4294225 136.57421 1.972769 0.98022232 ##### #### up no

lincRNA_271 68.02415624 57.126973 1.190754 0.25187508 0.378 0.56 up no

lincRNA_272 59.04298887 108.46842 0.544333 -0.87743739 2E-04 0 down no

lincRNA_273 870.1949433 599.52261 1.45148 0.53752447 3E-04 0 up no

lincRNA_274 11.69803135 10.163127 1.151027 0.20292136 0.722 0.84 up no

lincRNA_275 101.9440347 120.45349 0.846335 -0.24069885 0.243 0.4 down no

lincRNA_276 5.62558751 10.601696 0.530631 -0.91421942 0.203 0.35 down no

lincRNA_277 21.57199512 6.7678222 3.187435 1.67239603 0.018 0.06 up no

lincRNA_278 21.59862036 17.897548 1.206792 0.27117724 0.529 0.69 up no

lincRNA_279 2.816987448 0.9140683 3.081813 1.62377919 0.246 0.41 up no

lincRNA_28 120.3001311 99.138751 1.213452 0.27911723 0.424 0.59 up no

lincRNA_280 518.257458 489.09534 1.059625 0.08355325 0.583 0.74 up no

lincRNA_281 285.0055504 396.72143 0.718402 -0.47713632 0.004 0.02 down no

lincRNA_282 12.70664317 17.893342 0.710132 -0.49383995 0.319 0.5 down no

lincRNA_283 22.94574422 25.223582 0.909694 -0.13654658 0.713 0.83 down no

lincRNA_284 25.05908235 16.684026 1.501981 0.58686614 0.407 0.58 up no

lincRNA_286 1.053474908 3.1530174 0.334116 -1.58157717 0.219 0.38 down no

lincRNA_287 395.8494501 376.52877 1.051313 0.07219176 0.624 0.76 up no

lincRNA_289 217.952223 130.66163 1.668066 0.7381764 ##### 0 up no

lincRNA_291 281.226491 205.53863 1.368242 0.45232292 0.008 0.03 up no



lincRNA_292 2.372510455 2.9567362 0.802409 -0.31759107 0.909 0.96 down no

lincRNA_294 16.13262854 26.701847 0.604177 -0.72695802 0.109 0.23 down no

lincRNA_295 24.19382744 45.146105 0.535901 -0.89996249 0.012 0.04 down no

lincRNA_296 21.07972888 13.943806 1.511763 0.59623189 0.175 0.32 up no

lincRNA_297 3.737872168 0.9555369 3.911803 1.96783381 0.085 0.2 up no

lincRNA_298 107.9424444 83.793209 1.2882 0.36535703 0.095 0.21 up no

lincRNA_299 9.33044613 7.9793587 1.169323 0.22567326 0.725 0.84 up no

lincRNA_3 13.54580884 10.680428 1.268283 0.3428771 0.55 0.71 up no

lincRNA_30 535.5033452 485.21678 1.103637 0.14226614 0.356 0.54 up no

lincRNA_300 31.86910532 29.760533 1.070851 0.09875813 0.802 0.89 up no

lincRNA_301 6.5267713 1.0247619 6.369061 2.67108075 0.136 0.26 up no

lincRNA_302 175.5589108 136.74142 1.283875 0.36050486 0.435 0.6 up no

lincRNA_303 37.56672797 29.672393 1.26605 0.34033417 0.574 0.73 up no

lincRNA_304 12.35828067 12.129381 1.018871 0.02697206 0.962 0.98 up no

lincRNA_305 7.749692362 9.2490589 0.83789 -0.25516754 0.812 0.89 down no

lincRNA_306 3.384584428 2.5459238 1.329413 0.41078946 0.719 0.83 up no

lincRNA_308 45.70548123 53.229077 0.858656 -0.21984735 0.508 0.67 down no

lincRNA_309 23.69117474 38.925658 0.608626 -0.71637167 0.05 0.13 down no

lincRNA_310 498.5040584 669.52504 0.744564 -0.42553276 0.004 0.02 down no

lincRNA_311 8.653422046 16.07925 0.538173 -0.89385747 0.096 0.21 down no

lincRNA_313 77.98037505 106.91142 0.729392 -0.45523299 0.051 0.14 down no

lincRNA_314 127.8884424 163.69428 0.781264 -0.35611804 0.074 0.17 down no

lincRNA_315 192.9351464 185.07614 1.042464 0.05999709 0.74 0.85 up no

lincRNA_316 52.84087018 64.102803 0.824315 -0.27873321 0.277 0.45 down no

lincRNA_317 566.2535169 485.40853 1.16655 0.22224866 0.147 0.28 up no

lincRNA_318 40.48258951 29.947641 1.351779 0.43485923 0.216 0.37 up no

lincRNA_319 3.100785938 1.2073312 2.568298 1.36081249 0.379 0.56 up no

lincRNA_32 0.993836123 0.3415873 2.909465 1.54075365 0.592 0.74 up no

lincRNA_320 27.47244692 13.953978 1.96879 0.97730895 0.1 0.22 up no

lincRNA_322 390.4872213 240.0888 1.626428 0.70170723 ##### 0 up no

lincRNA_323 142.085244 149.0151 0.953496 -0.06870184 0.814 0.89 down no

lincRNA_325 57.81605884 76.156103 0.759178 -0.39748939 0.102 0.22 down no

lincRNA_326 0.68687455 0 Inf Inf 0.412 0.58 up no

lincRNA_327 64.89272526 57.18182 1.134849 0.18250021 0.519 0.68 up no

lincRNA_328 26.53387116 33.617293 0.789292 -0.3413684 0.387 0.56 down no

lincRNA_329 15.79866146 5.8648152 2.693804 1.42964477 0.129 0.25 up no

lincRNA_33 12.65539177 6.2645662 2.020155 1.01446564 0.081 0.19 up no

lincRNA_330 888.4178087 754.09645 1.178122 0.23648926 0.097 0.21 up no

lincRNA_331 172.5802184 173.52065 0.99458 -0.00784029 1 1 down no

lincRNA_332 46.44068102 45.539332 1.019793 0.02827599 0.924 0.97 up no

lincRNA_333 247.2635132 164.7698 1.50066 0.58559757 1E-03 0 up no

lincRNA_334 2.717180714 0.3012768 9.018883 3.17294884 0.055 0.14 up no

lincRNA_336 6.183334026 8.168784 0.756947 -0.40173639 0.606 0.75 down no

lincRNA_337 1057.988062 848.05214 1.247551 0.31909848 0.042 0.12 up no

lincRNA_339 180.330948 146.19539 1.233493 0.30274919 0.149 0.28 up no

lincRNA_34 2.093637197 0.6002376 3.488014 1.8024059 0.512 0.68 up no

lincRNA_340 328.2077635 361.95485 0.906764 -0.1412004 0.367 0.55 down no

lincRNA_341 569.0890139 629.19133 0.904477 -0.14484446 0.33 0.51 down no



lincRNA_343 312.1269224 264.86188 1.178452 0.23689258 0.135 0.26 up no

lincRNA_344 195.4635658 205.84107 0.949585 -0.07463114 0.671 0.8 down no

lincRNA_345 63.03364506 47.898482 1.315984 0.39614217 0.129 0.25 up no

lincRNA_346 4.14587346 0.6485621 6.392408 2.67635952 0.026 0.08 up no

lincRNA_347 29.13746563 17.441394 1.670593 0.74036004 0.065 0.16 up no

lincRNA_348 29.32168748 24.589622 1.192442 0.2539186 0.498 0.66 up no

lincRNA_349 3.430910595 8.5795963 0.399892 -1.32231824 0.086 0.2 down no

lincRNA_35 10.93328017 13.6992 0.798096 -0.3253654 0.62 0.76 down no

lincRNA_351 43.62585919 61.346886 0.711134 -0.49180656 0.059 0.15 down no

lincRNA_352 97.15945624 104.85031 0.926649 -0.10990478 0.695 0.81 down no

lincRNA_353 41.50451395 36.93907 1.123594 0.16812071 0.752 0.86 up no

lincRNA_354 251.6919466 218.96768 1.149448 0.20094112 0.233 0.39 up no

lincRNA_355 246.8294443 189.77244 1.30066 0.37924402 0.036 0.1 up no

lincRNA_358 0 0 NA NA NA NA -- no

lincRNA_359 50.41364617 85.394657 0.590361 -0.76033151 0.002 0.01 down no

lincRNA_36 38.39750625 28.861399 1.33041 0.41187138 0.361 0.55 up no

lincRNA_360 104.8575169 81.585 1.285255 0.36205446 0.111 0.23 up no

lincRNA_361 123.4128245 69.953241 1.764219 0.81902952 2E-04 0 up no

lincRNA_362 114.710697 71.859013 1.59633 0.67475891 0.003 0.01 up no

lincRNA_364 2.400598771 1.2625116 1.901447 0.92709762 0.595 0.74 up no

lincRNA_365 85.28304453 50.638368 1.684159 0.75202802 0.002 0.01 up no

lincRNA_366 4.740095677 13.720434 0.345477 -1.53333799 0.088 0.2 down no

lincRNA_367 30.86104032 25.755152 1.198247 0.26092567 0.496 0.66 up no

lincRNA_368 308.4545885 344.41826 0.895581 -0.15910351 0.385 0.56 down no

lincRNA_369 101.2743152 165.238 0.6129 -0.70627715 5E-04 0 down no

lincRNA_37 876.1393748 490.93553 1.784632 0.83562681 ##### #### up no

lincRNA_371 144.4363768 138.23273 1.044878 0.06333492 0.713 0.83 up no

lincRNA_372 12.58244037 20.222417 0.622203 -0.68454368 0.162 0.3 down no

lincRNA_374 34.81906322 39.468397 0.882201 -0.18082052 0.654 0.79 down no

lincRNA_375 102.3972794 79.803759 1.283113 0.35964877 0.112 0.23 up no

lincRNA_379 109.5206522 132.2069 0.828403 -0.2715945 0.218 0.38 down no

lincRNA_38 9.688659103 10.052434 0.963812 -0.05317591 0.995 1 down no

lincRNA_380 327.9509706 298.51577 1.098605 0.13567299 0.379 0.56 up no

lincRNA_383 283.0230063 276.59172 1.023252 0.03316138 0.841 0.91 up no

lincRNA_384 251.5201211 332.90349 0.755535 -0.40443018 0.014 0.05 down no

lincRNA_385 145.3898948 143.48048 1.013308 0.0190725 0.946 0.98 up no

lincRNA_386 13.1560454 3.9772927 3.307789 1.72586724 0.022 0.07 up no

lincRNA_387 7.462431719 1.3317367 5.603534 2.48633698 0.057 0.15 up no

lincRNA_388 0.343437275 0 Inf Inf 0.956 0.98 up no

lincRNA_389 52.1760759 36.405172 1.433205 0.51924501 0.053 0.14 up no

lincRNA_39 42.019563 44.956679 0.934668 -0.09747432 0.76 0.86 down no

lincRNA_390 202.7811667 199.2486 1.017729 0.02535409 0.983 1 up no

lincRNA_393 1.016999206 5.9301675 0.171496 -2.54375431 0.019 0.06 down no

lincRNA_394 33.10333992 30.287565 1.092968 0.12825119 0.81 0.89 up no

lincRNA_395 152.6190768 169.90444 0.898264 -0.15478826 0.485 0.65 down no

lincRNA_396 76.50011418 75.308276 1.015826 0.02265348 0.918 0.96 up no

lincRNA_398 62.6575745 73.37862 0.853894 -0.22787085 0.368 0.55 down no

lincRNA_399 465.7738629 490.14828 0.950271 -0.07358858 0.604 0.75 down no



lincRNA_40 128.4996059 83.685831 1.5355 0.61870864 0.005 0.02 up no

lincRNA_400 2.455312322 0.9555369 2.569563 1.36152313 0.342 0.52 up no

lincRNA_402 101.0992413 126.22918 0.800918 -0.32027327 0.134 0.26 down no

lincRNA_404 64.02401903 45.957001 1.393129 0.4783286 0.06 0.15 up no

lincRNA_405 38.4575253 35.466331 1.084339 0.11681586 0.756 0.86 up no

lincRNA_406 383.8461448 420.68337 0.912435 -0.13220664 0.408 0.58 down no

lincRNA_407 12.48887178 8.6655166 1.441215 0.52728549 0.466 0.64 up no

lincRNA_409 41.33014256 43.807845 0.943442 -0.08399489 0.805 0.89 down no

lincRNA_41 24.76743246 44.577829 0.5556 -0.84788204 0.061 0.15 down no

lincRNA_410 15.74779033 5.8579592 2.688272 1.42667935 0.053 0.14 up no

lincRNA_411 0.68687455 0 Inf Inf 0.412 0.58 up no

lincRNA_412 0 0 NA NA NA NA -- no

lincRNA_413 178.4662292 165.70145 1.077035 0.10706489 0.565 0.72 up no

lincRNA_415 6.898296891 1.5557744 4.433996 2.14860732 0.015 0.05 up no

lincRNA_416 116.8925973 99.459329 1.17528 0.23300496 0.272 0.45 up no

lincRNA_418 395.4555219 425.15466 0.930145 -0.1044723 0.538 0.7 down no

lincRNA_419 19.28812803 31.127215 0.619655 -0.69046338 0.071 0.17 down no

lincRNA_42 48.12648347 47.306655 1.01733 0.02478787 0.928 0.97 up no

lincRNA_420 35.19659685 36.364036 0.967896 -0.0470764 0.93 0.97 down no

lincRNA_421 50.74377083 56.581915 0.89682 -0.15711028 0.57 0.72 down no

lincRNA_422 40.31314336 41.172128 0.979137 -0.03041773 0.943 0.98 down no

lincRNA_423 110.9297942 135.4883 0.818741 -0.28852138 0.178 0.32 down no

lincRNA_424 14.62136402 12.757376 1.146111 0.19674633 0.662 0.79 up no

lincRNA_425 236.8384157 274.33517 0.863318 -0.2120365 0.229 0.39 down no

lincRNA_426 34.25985362 38.023648 0.901014 -0.15037798 0.77 0.87 down no

lincRNA_428 1231.159006 1191.3735 1.033395 0.04739135 0.747 0.85 up no

lincRNA_429 9.408322765 11.077196 0.849342 -0.23558323 0.76 0.86 down no

lincRNA_43 5.780257966 6.1812966 0.935121 -0.09677562 0.918 0.96 down no

lincRNA_430 340.8598489 353.24256 0.964946 -0.0514805 0.744 0.85 down no

lincRNA_431 0 0 NA NA NA NA -- no

lincRNA_433 30.5697707 19.597074 1.559915 0.6414675 0.128 0.25 up no

lincRNA_434 81.45944433 144.95895 0.561948 -0.83149057 ##### 0 down no

lincRNA_436 22.40731837 18.913566 1.184722 0.24454858 0.798 0.89 up no

lincRNA_437 181.8924283 156.50724 1.162198 0.21685612 0.228 0.39 up no

lincRNA_438 48.47614251 35.759261 1.355625 0.43895799 0.123 0.25 up no

lincRNA_439 2.135038131 5.3573539 0.398525 -1.32725876 0.183 0.32 down no

lincRNA_440 281.7300708 335.85802 0.838837 -0.25353794 0.239 0.4 down no

lincRNA_441 236.8259722 183.54613 1.29028 0.36768458 0.039 0.11 up no

lincRNA_442 188.1886624 128.33676 1.466366 0.55224527 0.003 0.01 up no

lincRNA_443 27.97348081 29.61556 0.944553 -0.08229558 0.858 0.92 down no

lincRNA_444 291.5533663 567.42449 0.513819 -0.96066844 ##### #### down no

lincRNA_445 4.471072884 2.4561308 1.820372 0.86423366 0.4 0.57 up no

lincRNA_446 101.929259 94.976893 1.073201 0.10191977 0.676 0.8 up no

lincRNA_447 315.0425702 297.69626 1.058268 0.0817057 0.62 0.76 up no

lincRNA_448 75.39447161 69.750103 1.080923 0.11226339 0.653 0.79 up no

lincRNA_449 89.01361212 55.074798 1.616231 0.69263367 0.003 0.01 up no

lincRNA_45 1.680710673 0.3001188 5.600151 2.48546583 0.223 0.38 up no

lincRNA_450 323.4882271 354.07392 0.913618 -0.13033739 0.412 0.58 down no



lincRNA_451 9.366921831 7.5685464 1.237612 0.30755878 0.655 0.79 up no

lincRNA_452 311.1825523 296.30524 1.050209 0.07067701 0.628 0.77 up no

lincRNA_453 165.4289145 155.93055 1.060914 0.0853078 0.657 0.79 up no

lincRNA_46 7.767930213 10.142559 0.765875 -0.3848196 0.618 0.76 down no

lincRNA_47 12.31796255 8.3859657 1.468878 0.5547148 0.387 0.56 up no

lincRNA_48 168.3060984 138.985 1.210966 0.27615827 0.199 0.35 up no

lincRNA_49 109.0851094 113.64509 0.959875 -0.05908118 0.823 0.9 down no

lincRNA_50 20.81801066 22.754629 0.914891 -0.12832784 0.828 0.9 down no

lincRNA_51 78.24377006 80.18261 0.97582 -0.03531349 0.949 0.98 down no

lincRNA_52 97.26487437 127.48506 0.762951 -0.39033738 0.071 0.17 down no

lincRNA_53 174.3778289 133.84969 1.302788 0.38160284 0.088 0.2 up no

lincRNA_54 14.52486927 26.80767 0.541818 -0.88412065 0.036 0.1 down no

lincRNA_56 3.142186872 0.6485621 4.844851 2.27645241 0.087 0.2 up no

lincRNA_57 34.06324624 48.621363 0.700582 -0.51337442 0.173 0.31 down no

lincRNA_58 40.37624429 27.742972 1.455368 0.5413844 0.11 0.23 up no

lincRNA_59 294.1621503 447.41353 0.657473 -0.60499727 1E-04 0 down no

lincRNA_6 99.63116307 191.22425 0.521017 -0.94059652 ##### 0 down no

lincRNA_60 473.550941 385.16276 1.229483 0.2980514 0.05 0.13 up no

lincRNA_61 8.666734664 8.31409 1.042415 0.05993016 0.953 0.98 up no

lincRNA_62 4.740095677 1.2210431 3.882005 1.95680203 0.138 0.26 up no

lincRNA_64 38510.27916 38743.032 0.993992 -0.00869327 1 1 down no

lincRNA_65 211.7907049 170.17017 1.244582 0.31566109 0.12 0.24 up no

lincRNA_66 64.12635527 53.568013 1.197102 0.25954562 0.308 0.49 up no

lincRNA_67 133.7962096 152.63156 0.876596 -0.19001608 0.379 0.56 down no

lincRNA_68 39.91991776 67.715181 0.589527 -0.76237056 0.012 0.04 down no

lincRNA_69 28.85258433 57.496649 0.501813 -0.99477733 7E-04 0 down no

lincRNA_7 46.28401149 92.544979 0.500125 -0.9996408 ##### 0 down no

lincRNA_70 2.047311031 0.3069748 6.669314 2.73753828 0.138 0.26 up no

lincRNA_71 28.73438957 37.968135 0.756803 -0.40201074 0.232 0.39 down no

lincRNA_72 10.6627943 15.406248 0.692108 -0.53092995 0.392 0.57 down no

lincRNA_73 81.13132957 89.861063 0.902853 -0.147437 0.6 0.75 down no

lincRNA_74 385.8472382 723.90751 0.533006 -0.9077756 ##### #### down no

lincRNA_75 315.4619322 577.11583 0.546618 -0.87139499 ##### #### down no

lincRNA_76 98.46241956 84.689819 1.162624 0.21738465 0.514 0.68 up no

lincRNA_77 0.325199424 1.2625116 0.257581 -1.95690006 0.471 0.64 down no

lincRNA_79 1115.732488 948.35907 1.176487 0.23448586 0.095 0.21 up no

lincRNA_8 28.12923408 28.474138 0.987887 -0.0175819 1 1 down no

lincRNA_80 630.8792765 571.60583 1.103696 0.14234332 0.306 0.48 up no

lincRNA_81 46.83553624 45.174194 1.036776 0.05210473 0.881 0.94 up no

lincRNA_82 13895.86049 14239.205 0.975887 -0.03521342 0.878 0.94 down no

lincRNA_83 12.64554131 12.111464 1.044097 0.06225551 0.951 0.98 up no

lincRNA_84 90.39774768 55.465042 1.629815 0.70470805 0.003 0.01 up no

lincRNA_85 115.7059853 159.15048 0.727023 -0.45992797 0.039 0.11 down no

lincRNA_86 146.5925789 137.77823 1.063975 0.08946417 0.65 0.79 up no

lincRNA_87 204.7085085 337.92645 0.605778 -0.72313819 ##### 0 down no

lincRNA_88 35.36258086 57.50284 0.614971 -0.70140963 0.012 0.04 down no

lincRNA_89 66.6730234 82.424209 0.808901 -0.30596499 0.198 0.35 down no

lincRNA_9 33.3320446 32.807063 1.016002 0.02290339 0.958 0.98 up no



lincRNA_90 23.10533991 29.353594 0.787138 -0.34531083 0.372 0.56 down no

lincRNA_91 495.745627 577.51949 0.858405 -0.22026959 0.145 0.27 down no

lincRNA_92 16.20904209 6.571541 2.466551 1.30249521 0.025 0.08 up no

lincRNA_93 38.37071446 35.408167 1.083668 0.11592347 0.694 0.81 up no

lincRNA_94 63.55399961 43.904826 1.44754 0.53360339 0.037 0.11 up no

lincRNA_95 185.2346483 217.37321 0.85215 -0.23082019 0.223 0.38 down no

lincRNA_96 37.36356572 39.851785 0.937563 -0.0930122 0.825 0.9 down no

lincRNA_97 26.11839875 25.972333 1.005624 0.00809082 1 1 up no

lincRNA_98 166.830752 208.04938 0.801881 -0.31854072 0.077 0.18 down no

lincRNA_99 56.7186371 58.866871 0.963507 -0.05363308 0.92 0.96 down no

lncNAT_1 118.9621551 83.034286 1.432687 0.51872361 0.018 0.06 up no

lncNAT_10 317.0353814 300.78799 1.054016 0.07589691 0.662 0.79 up no

lncNAT_100 1.355511248 0.6070936 2.232788 1.15884629 0.618 0.76 up no

lncNAT_102 102.4827937 55.937226 1.832104 0.87350109 8E-04 0 up no

lncNAT_103 29.64964651 34.255459 0.865545 -0.20831903 0.773 0.87 down no

lncNAT_104 232.3215418 178.62192 1.300633 0.37921379 0.064 0.16 up no

lncNAT_105 2448.479199 2194.7334 1.115616 0.15784021 0.284 0.46 up no

lncNAT_106 48.59558663 28.656375 1.695804 0.76196919 0.017 0.06 up no

lncNAT_107 76.27249232 96.670354 0.788996 -0.34191068 0.172 0.31 down no

lncNAT_108 47.95302835 33.020372 1.452226 0.53826557 0.163 0.3 up no

lncNAT_109 1525.010099 1144.0462 1.332997 0.41467344 0.004 0.02 up no

lncNAT_110 23.95781819 10.814007 2.215443 1.14759528 0.101 0.22 up no

lncNAT_112 29.30344963 30.955375 0.946635 -0.07911941 0.901 0.95 down no

lncNAT_113 15.0742284 28.328832 0.532116 -0.91018696 0.029 0.09 down no

lncNAT_114 182.0521433 184.38412 0.987353 -0.01836269 0.915 0.96 down no

lncNAT_115 121.9679094 98.559638 1.237504 0.30743275 0.151 0.28 up no

lncNAT_116 42.88427109 37.439773 1.14542 0.1958769 0.533 0.69 up no

lncNAT_117 19.36708747 16.649081 1.163253 0.2181645 0.625 0.77 up no

lncNAT_119 58.53978935 56.525737 1.035631 0.05050965 0.884 0.94 up no

lncNAT_12 1689.548365 1129.6017 1.495703 0.58082346 ##### 0 up no

lncNAT_120 8.848030356 19.829855 0.446197 -1.16424586 0.124 0.25 down no

lncNAT_122 0.733200716 2.5390678 0.288768 -1.79201883 0.427 0.59 down no

lncNAT_123 2.088711964 0 Inf Inf 0.039 0.11 up no

lncNAT_124 88.35357652 151.09934 0.584738 -0.77413691 9E-04 0 down no

lncNAT_125 83.64227171 89.474898 0.934813 -0.09725075 0.666 0.79 down no

lncNAT_126 69.4840028 80.766593 0.860306 -0.21707782 0.452 0.62 down no

lncNAT_127 19.31513353 38.498815 0.501707 -0.9950824 0.013 0.04 down no

lncNAT_128 1034.318012 920.02006 1.124234 0.16894261 0.225 0.38 up no

lncNAT_129 86.51343671 140.29119 0.61667 -0.69742828 0.001 0.01 down no

lncNAT_13 343.1387908 233.6516 1.468592 0.5544333 7E-04 0 up no

lncNAT_130 255.2857013 198.82266 1.283987 0.36063051 0.053 0.14 up no

lncNAT_131 249.7533129 300.84385 0.830176 -0.26851104 0.108 0.23 down no

lncNAT_132 119.0675732 104.82951 1.135821 0.18373573 0.41 0.58 up no

lncNAT_133 116.1285486 163.2241 0.711467 -0.49113142 0.124 0.25 down no

lncNAT_134 16.01681312 14.212296 1.126969 0.17244751 0.809 0.89 up no

lncNAT_135 1.401837415 4.3946284 0.318989 -1.64842216 0.159 0.3 down no

lncNAT_137 231.7828045 252.45317 0.918122 -0.12324227 0.553 0.71 down no

lncNAT_138 118.8808163 123.1382 0.965426 -0.05076243 0.797 0.89 down no



lncNAT_139 59.19327009 45.444238 1.302547 0.38133578 0.128 0.25 up no

lncNAT_14 86.89059008 121.93993 0.712569 -0.4888988 0.064 0.16 down no

lncNAT_140 44.88071099 70.550827 0.636147 -0.65256747 0.013 0.04 down no

lncNAT_141 15.08900409 21.821978 0.691459 -0.53228429 0.273 0.45 down no

lncNAT_143 330.1849913 368.37932 0.896318 -0.15791752 0.304 0.48 down no

lncNAT_144 299.4089657 357.81313 0.836775 -0.25708892 0.113 0.23 down no

lncNAT_146 53.00301176 26.034037 2.035912 1.02567529 0.017 0.06 up no

lncNAT_149 264.7836525 376.50324 0.703271 -0.50784821 0.036 0.1 down no

lncNAT_15 23.28171037 12.422644 1.874135 0.90622475 0.033 0.1 up no

lncNAT_150 0 0 NA NA NA NA -- no

lncNAT_151 3.412672744 2.8737991 1.187513 0.24794284 0.857 0.92 up no

lncNAT_152 194.450945 213.48294 0.91085 -0.13471452 0.478 0.65 down no

lncNAT_154 110.3277314 65.762971 1.677657 0.74644807 7E-04 0 up no

lncNAT_156 150.7822326 148.06288 1.018366 0.02625641 0.891 0.94 up no

lncNAT_157 30.71221135 29.2429 1.050245 0.07072599 0.874 0.94 up no

lncNAT_158 111.2787036 151.54211 0.734309 -0.44554125 0.028 0.09 down no

lncNAT_159 198.806427 145.82625 1.36331 0.44711393 0.015 0.05 up no

lncNAT_16 37.11278078 73.279321 0.506456 -0.98149002 2E-04 0 down no

lncNAT_160 112.1595924 109.54638 1.023855 0.03401126 0.903 0.95 up no

lncNAT_165 6.518383915 1.6249995 4.011314 2.00407507 0.046 0.12 up no

lncNAT_166 3.095860705 1.5143059 2.044409 1.03168386 0.427 0.59 up no

lncNAT_168 298.4865201 416.03467 0.717456 -0.47903797 0.058 0.15 down no

lncNAT_17 27.97418335 31.634011 0.884307 -0.17738049 0.725 0.84 down no

lncNAT_170 9.825091708 9.228491 1.064648 0.09037611 0.902 0.95 up no

lncNAT_171 139.4181684 114.87862 1.213613 0.27930821 0.19 0.34 up no

lncNAT_172 70.22104594 69.317168 1.01304 0.01869076 0.981 1 up no

lncNAT_173 2.367585222 2.9704481 0.797046 -0.32726424 0.969 0.99 down no

lncNAT_174 9.422015649 18.528192 0.508523 -0.97561451 0.115 0.24 down no

lncNAT_175 8.973696237 11.89882 0.754167 -0.40704429 0.57 0.72 down no

lncNAT_176 92.14578198 84.536767 1.090008 0.12433918 0.545 0.71 up no

lncNAT_177 4.164111311 7.9516022 0.523682 -0.93323695 0.225 0.38 down no

lncNAT_18 129.627173 191.53887 0.676767 -0.56326903 0.007 0.02 down no

lncNAT_181 12.97821186 27.57832 0.470595 -1.08744293 0.042 0.12 down no

lncNAT_182 254.1789759 224.14113 1.134013 0.18143727 0.296 0.47 up no

lncNAT_183 198.5446616 152.9747 1.297892 0.37617046 0.04 0.11 up no

lncNAT_187 46.0071373 38.738883 1.187622 0.24807534 0.535 0.7 up no

lncNAT_19 1954.09381 3246.6029 0.601889 -0.7324312 0.024 0.07 down no

lncNAT_190 21.18953625 32.751882 0.646972 -0.6282258 0.096 0.21 down no

lncNAT_191 3.105711171 1.590387 1.952802 0.96554583 0.415 0.58 up no

lncNAT_192 101.9385627 88.116627 1.15686 0.21021374 0.349 0.53 up no

lncNAT_193 28.40426491 38.505339 0.737671 -0.43895091 0.184 0.33 down no

lncNAT_196 126.830589 191.94383 0.660769 -0.59778142 0.004 0.02 down no

lncNAT_198 29.48474532 22.581234 1.305719 0.38484443 0.313 0.49 up no

lncNAT_199 2.052236263 0.6002376 3.41904 1.77359127 0.505 0.67 up no

lncNAT_2 365.5780399 374.75015 0.975525 -0.03574964 0.789 0.88 down no

lncNAT_20 134.7263979 193.42009 0.696548 -0.52170513 0.014 0.05 down no

lncNAT_200 1000.473037 1607.5255 0.622368 -0.68415932 ##### #### down no

lncNAT_201 1.337273398 1.2971241 1.030953 0.04397788 1 1 up no



lncNAT_202 2.070474114 1.2834122 1.613257 0.68997658 0.681 0.8 up no

lncNAT_203 68.48887015 60.240409 1.136926 0.185138 0.47 0.64 up no

lncNAT_204 49.84496637 70.362067 0.708407 -0.49735005 0.062 0.15 down no

lncNAT_205 23.69609997 35.828486 0.661376 -0.59645744 0.091 0.2 down no

lncNAT_206 44.84678118 58.756177 0.763269 -0.3897361 0.149 0.28 down no

lncNAT_207 47.06424092 92.34903 0.509634 -0.97246548 4E-04 0 down no

lncNAT_208 27.94993746 38.17094 0.732231 -0.44962965 0.18 0.32 down no

lncNAT_21 278.4236273 188.62382 1.476079 0.56176976 0.053 0.14 up no

lncNAT_210 208.2579361 210.28248 0.990372 -0.01395721 0.985 1 down no

lncNAT_211 95.69635041 170.86904 0.560057 -0.83635524 ##### 0 down no

lncNAT_212 122.3201143 137.65217 0.888617 -0.17036566 0.399 0.57 down no

lncNAT_214 24.60074592 27.50754 0.894327 -0.16112506 0.693 0.81 down no

lncNAT_215 68.84691657 64.009028 1.075581 0.10511663 0.669 0.8 up no

lncNAT_216 4.535636901 9.5282772 0.476019 -1.07091023 0.171 0.31 down no

lncNAT_217 16.77956523 24.268602 0.69141 -0.53238568 0.22 0.38 down no

lncNAT_219 222.3601949 222.74615 0.998267 -0.00250194 0.981 1 down no

lncNAT_22 123.7427246 89.482976 1.382863 0.46765856 0.045 0.12 up no

lncNAT_220 212.6161197 138.5659 1.534404 0.61767868 8E-04 0 up no

lncNAT_221 159.459734 140.91111 1.131634 0.17840685 0.424 0.59 up no

lncNAT_223 186.3895216 105.84122 1.76103 0.81641915 9E-04 0 up no

lncNAT_224 6.553396536 1.2556556 5.219103 2.38380196 0.017 0.05 up no

lncNAT_225 27.97239799 16.100151 1.7374 0.79692973 0.062 0.15 up no

lncNAT_226 14.92102102 19.911237 0.749377 -0.41623659 0.411 0.58 down no

lncNAT_227 1672.843016 858.36599 1.948869 0.96263725 ##### #### up no

lncNAT_228 56.08810574 51.704599 1.08478 0.11740225 0.676 0.8 up no

lncNAT_229 24.36473667 15.075389 1.616193 0.69259941 0.098 0.21 up no

lncNAT_24 5.534398257 0.6831746 8.101001 3.01810023 0.131 0.26 up no

lncNAT_25 1.685635905 0.6485621 2.599036 1.37797638 0.433 0.6 up no

lncNAT_26 54.68626832 39.874671 1.371454 0.455706 0.101 0.22 up no

lncNAT_27 8.051728703 16.476351 0.488684 -1.03302627 0.118 0.24 down no

lncNAT_28 2926.21333 1807.6103 1.61883 0.69495131 ##### #### up no

lncNAT_29 438.5589224 555.20739 0.789901 -0.34025609 0.02 0.06 down no

lncNAT_3 24.98466787 27.787091 0.899147 -0.15337175 0.664 0.79 down no

lncNAT_32 166.2440009 167.43781 0.99287 -0.01032304 0.976 1 down no

lncNAT_33 563.6044654 585.07444 0.963304 -0.05393715 0.754 0.86 down no

lncNAT_34 11.56890332 1.8421813 6.280003 2.65076518 0.056 0.15 up no

lncNAT_35 18.67220581 30.45742 0.613059 -0.70590137 0.066 0.16 down no

lncNAT_37 19.97992781 17.487068 1.142554 0.19226296 0.651 0.79 up no

lncNAT_38 185.2210026 223.49944 0.828731 -0.27102351 0.142 0.27 down no

lncNAT_39 18.53815254 16.127575 1.149469 0.20096797 0.657 0.79 up no

lncNAT_4 24.0942508 29.371844 0.820318 -0.28574489 0.505 0.67 down no

lncNAT_40 100.9199447 128.49876 0.785377 -0.34854311 0.104 0.22 down no

lncNAT_41 306.0428427 378.65371 0.808239 -0.30714542 0.06 0.15 down no

lncNAT_42 38.91276902 54.322066 0.716334 -0.4812947 0.082 0.19 down no

lncNAT_43 335.7166772 285.45407 1.176079 0.23398556 0.143 0.27 up no

lncNAT_44 130.7128901 66.909362 1.953581 0.96612142 1E-04 0 up no

lncNAT_46 3.064310237 0.9486809 3.230075 1.69156761 0.172 0.31 up no

lncNAT_48 494.3398965 423.45261 1.167403 0.22330284 0.29 0.47 up no



lncNAT_49 2.005910097 0 Inf Inf 0.039 0.11 up no

lncNAT_51 33.62823945 48.555122 0.692579 -0.52995023 0.078 0.18 down no

lncNAT_52 13.66054144 6.9062723 1.977991 0.98403554 0.096 0.21 up no

lncNAT_53 144.2176783 173.29784 0.832195 -0.26500567 0.287 0.46 down no

lncNAT_54 4676.865809 4221.0963 1.107974 0.1479243 0.464 0.64 up no

lncNAT_55 228.9641403 388.73245 0.589002 -0.76365588 ##### #### down no

lncNAT_56 157.1362622 89.291996 1.759802 0.81541338 ##### 0 up no

lncNAT_58 86.76914689 92.16735 0.94143 -0.08707363 0.742 0.85 down no

lncNAT_6 1.34219863 0.3069748 4.372342 2.12840617 0.359 0.54 up no

lncNAT_63 135.211135 84.951883 1.59162 0.67049613 0.002 0.01 up no

lncNAT_64 215.3939298 120.72552 1.784162 0.8352469 ##### 0 up no

lncNAT_65 29.06835665 40.968991 0.709521 -0.49508283 0.134 0.26 down no

lncNAT_68 1.076637991 1.5489185 0.69509 -0.52472795 0.863 0.93 down no

lncNAT_69 16.74162645 13.623452 1.228883 0.29734738 0.548 0.71 up no

lncNAT_7 252.6746937 164.03111 1.540407 0.62331174 5E-04 0 up no

lncNAT_72 56.37265393 72.580214 0.776695 -0.36458082 0.33 0.51 down no

lncNAT_73 10.29273178 6.2436657 1.648508 0.72116074 0.291 0.47 up no

lncNAT_75 0.343437275 0.3001188 1.144338 0.19451297 1 1 up no

lncNAT_77 325.3861731 252.91818 1.286527 0.36348222 0.059 0.15 up no

lncNAT_78 39.45758318 33.59606 1.174471 0.23201053 0.497 0.66 up no

lncNAT_79 30.30074791 23.992367 1.262933 0.3367779 0.384 0.56 up no

lncNAT_8 48.18049448 76.55022 0.629397 -0.66795732 0.028 0.09 down no

lncNAT_81 53.95198479 41.506526 1.299843 0.37833783 0.163 0.3 up no

lncNAT_82 22.6909503 18.253512 1.243101 0.31394295 0.552 0.71 up no

lncNAT_83 96.78630101 128.90759 0.750819 -0.4134624 0.06 0.15 down no

lncNAT_85 64.79114955 50.346328 1.286909 0.3639102 0.178 0.32 up no

lncNAT_86 14.43860524 12.919044 1.117622 0.16043204 0.772 0.87 up no

lncNAT_87 4.117785144 9.2075904 0.447216 -1.16095511 0.114 0.23 down no

lncNAT_88 60.77455985 53.1519 1.143413 0.19334628 0.622 0.76 up no

lncNAT_90 46.65953522 53.11894 0.878397 -0.18705442 0.592 0.74 down no

lncNAT_91 106.4466581 69.091145 1.54067 0.62355793 0.006 0.02 up no

lncNAT_92 137.2825363 180.63872 0.759984 -0.39595905 0.036 0.1 down no

lncNAT_94 364.3616628 326.79739 1.114947 0.15697473 0.331 0.51 up no

lncNAT_95 94.6490501 160.79737 0.588623 -0.76458391 2E-04 0 down no

lncNAT_96 123.047843 134.62719 0.91399 -0.12975049 0.516 0.68 down no

lncNAT_97 31.00823965 51.957948 0.596795 -0.74469283 0.062 0.15 down no

lncNAT_98 40.12583962 41.97163 0.956023 -0.06488291 0.843 0.91 down no

lincRNA_1 17.4797524 38.695096 0.45173 -1.146466 0.002 0.01 down yes

lincRNA_101 174.586532 0.3415873 511.1037 8.99747222 ##### #### up yes

lincRNA_110 108.4175556 44.401559 2.441751 1.28791615 ##### #### up yes

lincRNA_127 43.30704808 20.067604 2.158058 1.10973344 8E-04 0 up yes

lincRNA_13 171.4014015 53.191481 3.222347 1.6881118 ##### #### up yes

lincRNA_131 77.6017586 0 Inf Inf ##### #### up yes

lincRNA_133 12.46424562 26.745634 0.466029 -1.10150781 0.011 0.04 down yes

lincRNA_136 7.401329855 0.9072124 8.158321 3.02827231 0.002 0.01 up yes

lincRNA_149 326.1182694 28.59202 11.40592 3.5117108 ##### #### up yes

lincRNA_150 14.45191786 3.6840299 3.922856 1.97190428 0.004 0.02 up yes

lincRNA_169 17.01519421 5.0157666 3.392342 1.7622815 0.004 0.02 up yes



lincRNA_174 15.06584101 1.2902682 11.67652 3.54553836 ##### #### up yes

lincRNA_193 18.5115273 51.238606 0.361281 -1.4688073 2E-04 0 down yes

lincRNA_194 18.41594881 41.409545 0.444727 -1.16900762 0.013 0.04 down yes

lincRNA_197 10.20262535 2.5873923 3.943208 1.97936971 0.007 0.03 up yes

lincRNA_230 50.17893345 166.74832 0.300926 -1.73251854 ##### 0 down yes

lincRNA_234 12.82245859 35.211886 0.364151 -1.45738958 4E-04 0 down yes

lincRNA_236 7.804405914 0 Inf Inf ##### #### up yes

lincRNA_254 10.86141158 40.098709 0.270867 -1.88434417 ##### #### down yes

lincRNA_259 43.4679403 125.85841 0.345372 -1.53377794 ##### #### down yes

lincRNA_270 3.852224505 12.243058 0.314646 -1.66820029 0.014 0.05 down yes

lincRNA_285 36.19335914 88.787743 0.407639 -1.29463551 ##### #### down yes

lincRNA_288 23.08325964 5.8674659 3.934111 1.97603752 0.012 0.04 up yes

lincRNA_29 19.5733896 1.8973617 10.31611 3.36682695 ##### #### up yes

lincRNA_290 44.14258504 94.453069 0.467349 -1.09742656 ##### #### down yes

lincRNA_293 30.56777163 4.401817 6.944353 2.7958403 ##### #### up yes

lincRNA_307 505.9815773 1127.2411 0.448867 -1.1556394 ##### #### down yes

lincRNA_31 29.70890503 5.9713034 4.97528 2.31477765 ##### #### up yes

lincRNA_312 10.63616906 23.91032 0.444836 -1.1686548 0.015 0.05 down yes

lincRNA_321 4.12763561 15.958717 0.258645 -1.95095719 0.003 0.01 down yes

lincRNA_324 32.1337497 4.1085542 7.821182 2.96738663 ##### #### up yes

lincRNA_335 123.3150224 41.038216 3.004883 1.58730865 ##### #### up yes

lincRNA_338 101.8840737 46.753519 2.179174 1.12378168 ##### #### up yes

lincRNA_342 45.2655492 579.3776 0.078128 -3.67801855 ##### #### down yes

lincRNA_350 56.16235367 159.27245 0.352618 -1.50382148 ##### #### down yes

lincRNA_356 270.9700104 57.826842 4.685886 2.22832196 ##### #### up yes

lincRNA_357 180.3725626 53.425025 3.376181 1.75539231 ##### #### up yes

lincRNA_363 18.0754377 51.808104 0.348892 -1.5191472 ##### 0 down yes

lincRNA_370 21.7157323 7.2893281 2.979113 1.57488285 0.001 0 up yes

lincRNA_373 270.8675656 85.772951 3.15796 1.65899299 ##### #### up yes

lincRNA_376 28.45205416 2.5113113 11.32956 3.50202004 ##### #### up yes

lincRNA_377 17.53446595 48.844179 0.358988 -1.47799315 ##### 0 down yes

lincRNA_378 101.2584567 206.23429 0.490988 -1.0262418 ##### #### down yes

lincRNA_381 17.428501 40.303401 0.432433 -1.20945308 0.001 0.01 down yes

lincRNA_382 56.99091916 0.6831746 83.42072 6.38233392 6E-04 0 up yes

lincRNA_391 65.41016448 31.06153 2.105826 1.07438593 ##### 0 up yes

lincRNA_392 6.075419392 24.835811 0.244623 -2.03136595 0.002 0.01 down yes

lincRNA_397 16.98164467 3.4462802 4.927529 2.30086429 1E-04 0 up yes

lincRNA_4 4625.360994 127.29408 36.33603 5.18332875 ##### #### up yes

lincRNA_401 27.94793838 65.092287 0.429359 -1.21974473 ##### 0 down yes

lincRNA_403 9.686279764 0 Inf Inf ##### #### up yes

lincRNA_408 20.65695189 5.0229552 4.11251 2.04001908 0.003 0.01 up yes

lincRNA_414 119.8004517 263.95543 0.453866 -1.13966101 ##### #### down yes

lincRNA_417 39.86282487 18.535048 2.150673 1.10478806 0.002 0.01 up yes

lincRNA_427 49.18233772 11.560216 4.254448 2.08897192 1E-04 0 up yes

lincRNA_432 41.26704162 85.525586 0.482511 -1.05136607 ##### 0 down yes

lincRNA_435 142.3768359 296.65026 0.479948 -1.05904862 ##### #### down yes

lincRNA_44 25.00420224 6.9340289 3.606014 1.85040483 2E-04 0 up yes

lincRNA_5 6.077369075 24.783585 0.245218 -2.02786606 0.002 0.01 down yes



lincRNA_55 14.52633235 43.238347 0.335959 -1.57364087 ##### 0 down yes

lincRNA_63 64.3944618 159.89956 0.402718 -1.31215744 ##### #### down yes

lincRNA_78 29.3497758 71.133813 0.4126 -1.27718602 ##### #### down yes

lncNAT_101 56.39506731 27.342888 2.062513 1.04440336 3E-04 0 up yes

lncNAT_11 26.21835565 52.843927 0.496147 -1.01116048 0.002 0.01 down yes

lncNAT_111 118.295148 255.59215 0.462828 -1.1114526 ##### 0 down yes

lncNAT_118 16.1937304 42.003259 0.385535 -1.37506591 2E-04 0 down yes

lncNAT_121 144.4156038 49.219489 2.934114 1.55292503 ##### #### up yes

lncNAT_136 2.336034754 17.590906 0.132798 -2.91269611 7E-04 0 down yes

lncNAT_142 39.67405805 11.439351 3.468209 1.79419078 ##### #### up yes

lncNAT_145 123.2494336 41.479659 2.971322 1.57110506 3E-04 0 up yes

lncNAT_147 25.88438858 111.66678 0.2318 -2.10904587 ##### #### down yes

lncNAT_148 1014.832595 262.76469 3.862135 1.94939845 ##### #### up yes

lncNAT_153 118.6309476 55.464045 2.13888 1.09685569 ##### #### up yes

lncNAT_155 114.5381689 23.225258 4.931621 2.30206193 ##### #### up yes

lncNAT_161 35.54187748 102.37658 0.347168 -1.52629395 ##### #### down yes

lncNAT_162 49.7647104 24.420764 2.037803 1.0270147 7E-04 0 up yes

lncNAT_163 25.13933832 4.5125106 5.571031 2.47794445 ##### #### up yes

lncNAT_164 541.0750086 192.13558 2.81611 1.49370391 ##### #### up yes

lncNAT_167 295.1565441 7.8480972 37.60868 5.2329936 ##### #### up yes

lncNAT_169 30.12036848 61.786011 0.487495 -1.03654082 9E-04 0 down yes

lncNAT_178 104.15771 42.447354 2.453809 1.29502312 4E-04 0 up yes

lncNAT_179 99.13581494 37.912955 2.614827 1.38671546 ##### #### up yes

lncNAT_180 10.99676137 0.6070936 18.11378 4.179016 ##### 0 up yes

lncNAT_184 89.0668626 422.7674 0.210676 -2.24690346 ##### #### down yes

lncNAT_185 4.879074176 69.079751 0.07063 -3.82358357 ##### #### down yes

lncNAT_186 16.8381212 4.3949611 3.831233 1.93780889 0.001 0.01 up yes

lncNAT_188 36.9743491 3.829336 9.655551 3.27135859 ##### #### up yes

lncNAT_189 2.070474114 13.923238 0.148706 -2.74946172 2E-04 0 down yes

lncNAT_194 42.39125515 112.02085 0.378423 -1.40192875 ##### 0 down yes

lncNAT_195 378.6719006 5.0572351 74.87726 6.22645571 ##### #### up yes

lncNAT_197 3648.835772 1093.0835 3.338113 1.73903262 ##### #### up yes

lncNAT_209 160.4621241 68.318178 2.348747 1.2318914 ##### #### up yes

lncNAT_213 7.14561968 34.21134 0.208867 -2.25934359 ##### #### down yes

lncNAT_218 19.32990923 57.711845 0.334938 -1.5780326 0.002 0.01 down yes

lncNAT_222 37.69677226 153.16059 0.246126 -2.02253221 ##### #### down yes

lncNAT_23 4.107934679 0 Inf Inf 0.002 0.01 up yes

lncNAT_30 316.1094771 10.100758 31.29562 4.96788879 ##### #### up yes

lncNAT_31 10.60353578 67.432297 0.157247 -2.66889432 0.006 0.02 down yes

lncNAT_36 31.38322739 77.808859 0.403337 -1.3099407 ##### 0 down yes

lncNAT_45 29.32915861 10.193534 2.877232 1.52468131 0.008 0.03 up yes

lncNAT_47 84.0137973 182.99587 0.459102 -1.12311293 ##### #### down yes

lncNAT_5 29.67480867 0.9418249 31.50778 4.97763608 ##### #### up yes

lncNAT_50 14.21444554 2.5873923 5.493734 2.4577871 2E-04 0 up yes

lncNAT_57 16.89391757 5.1055596 3.308926 1.72636292 0.005 0.02 up yes

lncNAT_59 510.5707109 234.7854 2.174627 1.12076805 ##### #### up yes

lncNAT_60 42.55252763 14.633837 2.907818 1.53993676 ##### 0 up yes

lncNAT_61 7553.278668 3305.0419 2.285381 1.19243446 ##### #### up yes



lncNAT_62 1736.099204 0.6485621 2676.844 11.3863171 ##### #### up yes

lncNAT_66 7.274747714 0 Inf Inf ##### 0 up yes

lncNAT_67 29.40540561 72.364587 0.406351 -1.29920247 ##### 0 down yes

lncNAT_70 63.4134023 4.6464227 13.64779 3.77059546 ##### #### up yes

lncNAT_71 270.4984773 17.0903 15.8276 3.98437083 ##### #### up yes

lncNAT_74 12.90271456 40.259614 0.320488 -1.64165872 1E-04 0 down yes

lncNAT_76 5.8216589 0.9555369 6.092553 2.6070469 0.009 0.03 up yes

lncNAT_80 85.6994332 217.30542 0.394373 -1.34236657 ##### #### down yes

lncNAT_84 11.78575845 48.811885 0.241453 -2.05018785 ##### #### down yes

lncNAT_89 21.9641379 103.60117 0.212007 -2.23781845 ##### #### down yes

lncNAT_9 3.430910595 15.386569 0.222981 -2.16500813 0.002 0.01 down yes

lncNAT_93 46.06823917 0.9901494 46.52655 5.53998246 ##### #### up yes

lncNAT_99 3.797510953 29.850326 0.127218 -2.97462068 ##### #### down yes

Manes.01G000700.v6.13.84752304 9.9057331 0.388414 -1.36433379 0.063 0.48 up no

Manes.01G000800.v6.1178.2145205 341.56411 0.52176 -0.9385415 ##### 0.78 up no

Manes.01G000900.v6.13.086350073 4.3895572 0.703112 -0.50817371 0.757 0.92 down no

Manes.01G001300.v6.153.54704818 32.567959 1.644163 0.71735372 0.029 0.02 down yes

Manes.01G002300.v6.1391.9332927 919.56075 0.426218 -1.23033676 ##### 0 down yes

Manes.01G003600.v6.1382.9451563 160.2722 2.389342 1.25661362 ##### 0.05 up no

Manes.01G004300.v6.1 0 4.3184089 #NAME? #NAME? 0.004 0.69 up no

Manes.01G005900.v6.1194.3916453 200.06123 0.971661 -0.04147538 0.811 0.28 down no

Manes.01G006700.v6.17.284056382 4.0506768 1.798232 0.84657913 0.293 0.42 down no

Manes.01G007200.v6.17.437108085 1.5271269 4.87 2.28392177 0.092 1 down no

Manes.01G009800.v6.118.5501785 6.8067429 2.725265 1.44639655 0.061 1 up no

Manes.01G011600.v6.1108.4463752 188.44919 0.575467 -0.79719373 2E-04 0.01 down no

Manes.01G011900.v6.119.30391622 24.901153 0.775222 -0.36731896 0.425 0.23 down no

Manes.01G013400.v6.16.655570035 4.934542 1.348772 0.43164604 0.607 0.96 down no

Manes.01G015000.v6.13.947203562 8.091833 0.487801 -1.03563561 0.194 0.63 up no

Manes.01G015600.v6.11.366317941 7.1591876 0.190848 -2.38950264 0.016 0.46 down no

Manes.01G015900.v6.14.352059455 1.2234623 3.557167 1.83072859 0.202 1 up no

Manes.01G019800.v6.1 0 1.8755279 #NAME? #NAME? 0.094 0.23 down no

Manes.01G020200.v6.1127.2129301 156.78867 0.811366 -0.30157598 0.17 0.95 up no

Manes.01G021100.v6.12.479903656 1.5535388 1.596293 0.67472579 0.815 1 up no

Manes.01G024800.v6.11.441729054 3.4243065 0.421028 -1.24801176 0.355 0.66 up no

Manes.01G025800.v6.131.74806899 41.030101 0.773775 -0.37001385 0.309 0 down yes

Manes.01G030000.v6.147.7786493 14.062057 3.3977 1.76455837 0.001 0.78 up no

Manes.01G032200.v6.15.999283358 5.8909888 1.018383 0.02628036 0.98 0.75 up no

Manes.01G036100.v6.162.25042028 19.328109 3.22072 1.68738307 ##### 0 up yes

Manes.01G039600.v6.1247.7836781 180.40424 1.373491 0.45784791 0.014 0.48 up no

Manes.01G039800.v6.13.163062627 4.9752348 0.635761 -0.65344248 0.538 0.22 down no

Manes.01G039900.v6.10.658889561 1.2546345 0.525165 -0.92915857 0.939 1 down no

Manes.01G040300.v6.1101.6693735 534.46709 0.190226 -2.39421596 ##### 0.31 down no

Manes.01G041500.v6.1231.707801 249.35857 0.929215 -0.1059152 0.62 0.65 up no

Manes.01G041600.v6.12.27571025 2.1663449 1.050484 0.07105395 1 0.96 down no

Manes.01G042000.v6.130.78009973 30.857096 0.997505 -0.0036044 1 1 down no

Manes.01G042100.v6.165.44723582 59.165664 1.106169 0.14557209 0.606 0.04 down no

Manes.01G042500.v6.11.367619383 0.3124686 4.376822 2.12988386 0.353 1 down no

Known lncRNAs



Manes.01G042900.v6.19.790458926 25.488007 0.38412 -1.3803702 0.008 0.13 up no

Manes.01G045800.v6.16.522883414 0.6249371 10.43766 3.38372692 0.074 0.71 down no

Manes.01G046100.v6.159.65084442 121.93584 0.489199 -1.03150775 ##### 0.04 down no

Manes.01G046900.v6.1868.2158521 1109.2213 0.782726 -0.35342154 0.127 0.06 up no

Manes.01G047700.v6.111.63574243 12.056364 0.965112 -0.05123161 0.976 0.13 up no

Manes.01G049000.v6.165.71885046 18.931645 3.471376 1.7955075 ##### 0.26 up no

Manes.01G049200.v6.183.90944677 64.316773 1.304628 0.38363822 0.221 0.15 down no

Manes.01G052000.v6.114.29464205 18.995883 0.752513 -0.41021227 0.46 0 up yes

Manes.01G052300.v6.117.60462257 66.268701 0.265655 -1.91237333 ##### 0.78 down no

Manes.01G053400.v6.1499.4958418 398.90401 1.252171 0.32443105 0.076 0.99 up no

Manes.01G053500.v6.130.96560291 19.594408 1.580329 0.66022454 0.104 0.94 down no

Manes.01G054000.v6.16.046520735 17.363825 0.348225 -1.52190765 0.008 0.82 up no

Manes.01G054700.v6.137.85223864 29.525837 1.282004 0.35840069 0.328 0.03 up no

Manes.01G055000.v6.1254.9463983 84.751057 3.00818 1.58889069 ##### 0 up yes

Manes.01G055100.v6.198.96714087 47.892278 2.066453 1.04715654 1E-04 0 up yes

Manes.01G055200.v6.11853.273123 588.74775 3.147822 1.65435396 ##### 0 up no

Manes.01G064900.v6.128.81254115 5.2382066 5.500459 2.45955203 2E-04 0.5 up no

Manes.01G066300.v6.125.71065835 56.550287 0.454651 -1.13716778 0.006 0.33 down no

Manes.01G071300.v6.114.9470244 25.162691 0.594015 -0.75142792 0.093 0.02 down yes

Manes.01G077600.v6.116.80234604 8.0837456 2.078535 1.05556686 0.044 0.28 up no

Manes.01G080400.v6.1147.3717582 78.613015 1.874648 0.90661999 3E-04 0.01 down yes

Manes.01G081200.v6.1134.3652279 141.67135 0.948429 -0.07638815 0.741 0 up yes

Manes.01G082100.v6.145.24303739 37.839488 1.195657 0.25780322 0.438 0.01 down yes

Manes.01G082500.v6.115.33281665 8.6361012 1.775433 0.82817069 0.241 0.24 down no

Manes.01G084400.v6.123.88313705 7.4661792 3.198843 1.6775503 6E-04 0.07 up no

Manes.01G085300.v6.111.69301794 7.4390508 1.571843 0.65245689 0.267 0.15 down no

Manes.01G086500.v6.1169.9770995 81.997601 2.072952 1.05168678 ##### 0 down yes

Manes.01G087100.v6.115.96966628 36.070324 0.442737 -1.17547822 0.007 0.18 up no

Manes.01G089900.v6.1112.9599572 25.24075 4.475301 2.16198479 ##### 0 up yes

Manes.01G091900.v6.12.477300773 0.9381223 2.640701 1.40092118 0.33 0.46 up no

Manes.01G092200.v6.18.227382825 22.04681 0.373178 -1.42206442 0.027 0.14 down no

Manes.01G093500.v6.15.009647574 6.8053097 0.736138 -0.4419517 0.598 0.58 down no

Manes.01G094000.v6.13.844920156 5.5913679 0.687653 -0.54024764 0.597 0.36 down no

Manes.01G094400.v6.1103.8431508 48.780187 2.128798 1.09003887 ##### 0 up yes

Manes.01G094900.v6.116.9210902 19.561342 0.865027 -0.20918283 0.691 0.54 down no

Manes.01G096000.v6.1129.622713 237.81556 0.545056 -0.87552459 2E-04 0.02 down no

Manes.01G096500.v6.18.827695436 5.9078802 1.494224 0.5793963 0.397 0.95 up no

Manes.01G101100.v6.18.291454365 4.3726659 1.896201 0.92311207 0.218 0.29 up no

Manes.01G101400.v6.17.25848553 11.186063 0.648887 -0.62396188 0.355 0.51 down no

Manes.01G102000.v6.176.09790902 319.10404 0.238474 -2.06809815 ##### 0 down yes

Manes.01G102200.v6.140.36581062 123.02194 0.328119 -1.60770985 ##### 0.04 down no

Manes.01G102300.v6.114.31500713 122.6933 0.116673 -3.09945613 ##### 0 down yes

Manes.01G105800.v6.16.42840866 56.253767 0.114275 -3.12941616 5E-04 0 up yes

Manes.01G106100.v6.11.721333573 1.8531597 0.928864 -0.10646052 1 1 up no

Manes.01G107200.v6.11334.37354 644.92433 2.069039 1.04896078 ##### 0 down no

Manes.01G108200.v6.13.821952188 2.5099856 1.522699 0.60663065 0.554 0.02 up yes

Manes.01G108400.v6.11.088014864 2.442881 0.445382 -1.1668853 0.45 0.36 down no

Manes.01G109900.v6.10.329444781 4.6803741 0.070389 -3.82851529 0.012 0.63 down no



Manes.01G110200.v6.143.48832431 41.639324 1.044405 0.06268148 0.848 0.01 up no

Manes.01G110300.v6.1512.4198312 205.89818 2.488705 1.3153952 ##### 0 up yes

Manes.01G110700.v6.18.624803471 6.2203487 1.386547 0.47149612 0.521 0.42 up no

Manes.01G113400.v6.1115.4790974 68.548606 1.684631 0.75243251 0.099 0 up yes

Manes.01G114500.v6.1335.5621562 553.94459 0.605768 -0.72316166 ##### 0.88 down no

Manes.01G117700.v6.120.44344619 17.684381 1.156017 0.2091627 0.675 0.05 down yes

Manes.01G119100.v6.1113.288921 106.56033 1.063143 0.08833627 0.705 0.01 down no

Manes.01G119200.v6.139.01398977 39.151706 0.996482 -0.00508365 1 0 down yes

Manes.01G122500.v6.11.012603751 1.5359309 0.659277 -0.60104356 0.922 0.53 up no

Manes.01G123900.v6.112.04189977 13.638464 0.882937 -0.17961821 0.78 0.27 down no

Manes.01G124100.v6.16.876597604 17.992806 0.382186 -1.38765335 0.021 0.7 up no

Manes.01G125600.v6.15.487311696 6.81007 0.805764 -0.31157009 0.761 0.97 down no

Manes.01G127400.v6.166.719079 49.127155 1.35809 0.44157869 0.129 0.66 up no

Manes.01G131800.v6.152.41216935 56.829894 0.922264 -0.1167482 0.709 1 up no

Manes.01G134700.v6.1108.074152 123.80113 0.872966 -0.19600296 0.409 0.89 down no

Manes.01G135100.v6.16919.954302 5467.2735 1.265705 0.33994096 0.065 0 up no

Manes.01G136000.v6.1236.0586666 270.86895 0.871487 -0.19844956 0.273 0.84 up no

Manes.01G136500.v6.126.68635168 26.422803 1.009974 0.01431859 1 0.13 down no

Manes.01G137900.v6.111.12507221 2.8000859 3.973118 1.99027169 0.005 0 up yes

Manes.01G144000.v6.17.660738539 2.4780968 3.09138 1.62825092 0.053 1 down no

Manes.01G147100.v6.113.76843911 49.754958 0.276725 -1.85347529 5E-04 0 down yes

Manes.01G149600.v6.1140.0497558 138.25464 1.012984 0.01861162 0.94 0.01 down no

Manes.01G150800.v6.14.375027422 4.6484854 0.941173 -0.08746866 1 0.01 up yes

Manes.01G154000.v6.112.19272199 8.083029 1.508435 0.59305231 0.331 0.62 down no

Manes.01G158300.v6.13.796381337 3.724644 1.01926 0.02752239 1 0.49 down no

Manes.01G158400.v6.111.89498187 20.113698 0.591387 -0.75782525 0.135 0.13 down no

Manes.01G159300.v6.13.92163271 1.5590157 2.515454 1.33081898 0.256 0.86 down no

Manes.01G159400.v6.14.654631942 0.6208934 7.496668 2.90624953 0.018 0.64 up no

Manes.01G160300.v6.199.35125828 24.573687 4.042994 2.01542393 ##### 0 up yes

Manes.01G162000.v6.117.82657818 15.223175 1.171016 0.22776048 0.671 0.74 up no

Manes.01G163700.v6.1252.784131 734.12253 0.344335 -1.53811497 ##### 0.16 up no

Manes.01G163800.v6.14.150095527 0.924558 4.488735 2.16630879 0.06 0 up yes

Manes.01G167500.v6.11.417459644 9.9640338 0.142258 -2.81342225 0.002 0.61 down no

Manes.01G168400.v6.117.05117394 7.7746041 2.193189 1.13302995 0.03 0.02 up yes

Manes.01G169600.v6.15.667235693 9.9449927 0.569858 -0.8113251 0.241 0.82 down no

Manes.01G170700.v6.121.96281583 45.2488 0.485379 -1.04281649 0.01 0 down yes

Manes.01G174200.v6.18958.902455 4751.8124 1.885365 0.91484413 ##### 0.8 down no

Manes.01G174400.v6.14879.992838 3826.2356 1.275403 0.35095331 0.01 0.41 up no

Manes.01G174500.v6.19.865870039 9.3200556 1.058563 0.08210773 0.933 0.19 up no

Manes.01G177600.v6.18887.753343 9112.0184 0.975388 -0.03595188 0.808 0 up no

Manes.01G178800.v6.18.425442427 51.865122 0.162449 -2.62194034 ##### 0 up yes

Manes.01G179600.v6.123.1527407 42.547451 0.544163 -0.87788973 0.02 0.01 down yes

Manes.01G180500.v6.1212.818055 193.31588 1.100882 0.13866042 0.45 0.12 up no

Manes.01G181300.v6.1388.7587323 445.599 0.872441 -0.19687092 0.195 1 down no

Manes.01G185500.v6.128.69770131 30.711473 0.934429 -0.0978425 0.895 0.54 up no

Manes.01G188600.v6.116.82140968 7.7881684 2.159867 1.11094263 0.035 0.51 up no

Manes.01G188800.v6.110.35487373 53.910822 0.192074 -2.38026494 ##### 0 down yes

Manes.01G190600.v6.1397.6846256 569.42828 0.698393 -0.51788936 0.005 0 down yes



Manes.01G191100.v6.13.491205966 8.4131055 0.414972 -1.26891296 0.112 0.13 down no

Manes.01G193600.v6.1137.8865713 278.29031 0.495477 -1.01310871 ##### 0.79 down no

Manes.01G193900.v6.12.076349205 4.018788 0.516661 -0.95271137 0.442 0.33 down no

Manes.01G194100.v6.1121.6382055 214.78453 0.566327 -0.82029365 0.021 0.88 down no

Manes.01G196300.v6.1325.4327074 265.51469 1.225667 0.29356755 0.554 0.08 up no

Manes.01G198300.v6.119.75731093 91.672998 0.215519 -2.21411026 ##### 0 up yes

Manes.01G198800.v6.118.06898345 17.445927 1.035714 0.05062508 0.928 0 up yes

Manes.01G199700.v6.11.721333573 0 Inf Inf 0.074 0.58 up no

Manes.01G202900.v6.1 0 1.5318872 #NAME? #NAME? 0.156 1 up no

Manes.01G203000.v6.17.336126121 11.417863 0.642513 -0.63820226 0.369 1 down no

Manes.01G205000.v6.166.13039479 25.468506 2.596556 1.3765992 ##### 0.68 down no

Manes.01G205900.v6.16.877899046 3.4162191 2.013307 1.00956744 0.22 0.01 up yes

Manes.01G208800.v6.1187.6962731 152.74648 1.228809 0.29726088 0.206 0 up yes

Manes.01G209200.v6.13.821952188 8.3419572 0.45816 -1.12607617 0.151 0.86 up no

Manes.01G209600.v6.1817.2627217 824.82229 0.990835 -0.01328339 0.971 0 up yes

Manes.01G212900.v6.115.88942281 18.587287 0.854854 -0.22624952 0.663 0 up yes

Manes.01G213500.v6.125.78309318 95.587 0.269734 -1.89038906 ##### 0.01 down yes

Manes.01G215200.v6.1146.6751038 166.18793 0.882586 -0.18019158 0.416 0.02 down no

Manes.01G216500.v6.1126.6912937 311.91688 0.40617 -1.29984425 ##### 0.02 down no

Manes.01G218700.v6.164.24047679 141.78846 0.453073 -1.14218559 ##### 0.94 up no

Manes.01G218900.v6.112.11600944 8.3636088 1.448658 0.53471712 0.38 0.14 up no

Manes.01G219500.v6.12.478602214 21.774317 0.113831 -3.13502882 ##### 0.36 up no

Manes.01G220900.v6.137.08585991 40.590764 0.913653 -0.13028226 0.749 0.1 down no

Manes.01G221000.v6.117.35634931 20.180086 0.860073 -0.21746877 0.706 0.16 up no

Manes.01G222000.v6.1163.0242594 158.13704 1.030905 0.0439113 0.831 0 up yes

Manes.01G225100.v6.15.337790913 6.233913 0.85625 -0.22389522 0.856 0.44 down no

Manes.01G225400.v6.17.234216121 8.7534191 0.826445 -0.27500995 0.749 0.36 down no

Manes.01G226100.v6.157.37588099 30.160294 1.902365 0.9277939 0.005 0.5 down no

Manes.01G228200.v6.11.41485676 0.6073292 2.329637 1.22010541 0.695 1 down no

Manes.01G230300.v6.17.666872344 7.1544273 1.071626 0.09980188 0.91 0.88 up no

Manes.01G230900.v6.11.366317941 0 Inf Inf 0.131 0.34 up no

Manes.01G232100.v6.120.66410035 11.445708 1.805402 0.85231989 0.081 0.6 down no

Manes.01G233800.v6.192.58764444 81.674865 1.133612 0.18092751 0.526 0.12 down no

Manes.01G237300.v6.113.1590164 9.2896 1.416532 0.50236328 0.394 0 up yes

Manes.01G238100.v6.120.64373527 35.05962 0.588818 -0.76410634 0.051 0 up yes

Manes.01G238700.v6.1116.270577 61.854625 1.879739 0.91053267 6E-04 0.77 down no

Manes.01G240300.v6.1183.1602777 119.09265 1.537965 0.62102223 0.003 0.08 up no

Manes.01G241200.v6.15.667235693 2.4957048 2.270796 1.18319793 0.376 0.12 up no

Manes.01G241300.v6.11.012603751 0.6208934 1.630882 0.70565217 0.868 1 down no

Manes.01G242200.v6.1368.3515343 246.21196 1.496075 0.5811824 5E-04 0 down yes

Manes.01G243500.v6.1200.9746729 185.4713 1.083589 0.11581773 0.537 0.86 down no

Manes.01G244300.v6.1127.1356629 201.40843 0.631233 -0.66375527 0.001 0.06 down no

Manes.01G244800.v6.1552.9071966 376.1094 1.47007 0.555885 0.002 0.01 up no

Manes.01G245100.v6.10.35371419 2.1751488 0.162616 -2.62045812 0.193 0.61 down no

Manes.01G245900.v6.1125.5875649 74.826743 1.678378 0.74706773 0.003 0.29 down no

Manes.01G247700.v6.123.56309118 12.486867 1.88703 0.91611727 0.067 0.33 down no

Manes.01G248900.v6.195.43668741 293.86337 0.324766 -1.62252966 ##### 0 down yes

Manes.01G253900.v6.1114.2404295 123.1074 0.927974 -0.10784416 0.671 0.88 down no



Manes.01G256500.v6.13.995742381 4.6939384 0.851256 -0.23233534 0.879 0.91 up no

Manes.01G257900.v6.116.97613623 16.473766 1.030495 0.04333772 0.965 0.26 down no

Manes.01G258400.v6.178.473939 86.728905 0.904819 -0.14429928 0.592 0.03 down no

Manes.01G258700.v6.1126.9045972 165.87882 0.765044 -0.38638534 0.07 0.61 down no

Manes.01G260200.v6.1549.4854843 491.50764 1.117959 0.16086754 0.245 0.36 down no

Manes.01G264900.v6.129.75624099 3.085426 9.644127 3.26965069 ##### 0 up yes

Manes.01G267000.v6.14.251077491 2.4557286 1.731086 0.79167742 0.565 0.76 up no

Manes.01G268600.v6.10.708729822 1.2410703 0.571063 -0.80827713 0.844 0.02 up yes

Manes.01G268800.v6.11.697064164 8.6848813 0.195404 -2.35546502 0.039 0 up yes

Manes.01G275300.v6.12.478602214 0.3172288 7.813294 2.96593094 0.088 0.68 up no

Manes.02G002500.v6.13.693169894 7.1368194 0.517481 -0.95042163 0.443 0.04 down yes

Manes.02G004400.v6.1293.9819591 204.08672 1.440476 0.52654531 0.01 0.3 up no

Manes.02G005600.v6.1211.6182842 184.02748 1.149928 0.20154303 0.316 0.56 down no

Manes.02G006300.v6.11.088014864 4.0154609 0.270956 -1.88386732 0.152 1 down no

Manes.02G006400.v6.1156.1240316 281.56912 0.554479 -0.85079652 0.006 0.93 up no

Manes.02G008300.v6.1200.1887604 285.93813 0.700112 -0.51434202 0.011 0.01 down no

Manes.02G009000.v6.1112.1479084 185.894 0.60329 -0.72907752 1E-03 0 down yes

Manes.02G009700.v6.1213.8239704 140.27728 1.524295 0.60814223 0.002 0.11 up no

Manes.02G009900.v6.123.14270257 20.896645 1.107484 0.14728599 0.76 0.28 down no

Manes.02G010000.v6.1 0 1.8802882 #NAME? #NAME? 0.094 1 up no

Manes.02G010200.v6.19.108601398 5.2334463 1.740459 0.79946824 0.345 0.73 down no

Manes.02G011100.v6.129.65395759 69.193505 0.428566 -1.22241197 2E-04 0 down yes

Manes.02G011400.v6.1131.4429803 131.73268 0.997801 -0.0031762 0.995 0.36 down no

Manes.02G013300.v6.1723.1517078 798.64213 0.905477 -0.14325084 0.489 0 down yes

Manes.02G013400.v6.11542.841876 74.752494 20.63934 4.36732469 ##### 0 up yes

Manes.02G014100.v6.163.21783491 55.164023 1.145998 0.19660395 0.503 0.68 down no

Manes.02G017900.v6.1358.9388162 275.92061 1.300877 0.37948471 0.058 0.02 up no

Manes.02G018400.v6.1246.3533852 86.841924 2.836802 1.50426571 ##### 0.19 down no

Manes.02G018800.v6.11.342048532 6.2929302 0.213263 -2.2292951 0.08 0.22 down no

Manes.02G023400.v6.16.350394664 10.290067 0.617138 -0.69633416 0.311 0.23 down no

Manes.02G024700.v6.151.62319605 7.4804601 6.901072 2.78682055 ##### 0 up yes

Manes.02G027700.v6.118.56478318 13.075872 1.419774 0.50566134 0.311 0.91 down no

Manes.02G029100.v6.132.54745383 34.083672 0.954928 -0.06653608 0.941 0.27 up no

Manes.02G029600.v6.13.917728384 2.4692929 1.586579 0.66591943 0.531 0.69 down no

Manes.02G031900.v6.1155.040379 142.74822 1.086111 0.11917122 0.678 0.82 up no

Manes.02G034600.v6.12.857887256 4.0363959 0.708029 -0.49811869 0.693 1 down no

Manes.02G035600.v6.12.403191102 12.433327 0.193286 -2.37118907 0.006 0.02 down yes

Manes.02G036800.v6.15.870127658 18.350011 0.319898 -1.64431713 0.005 0 up yes

Manes.02G037100.v6.158.29169592 92.814042 0.628048 -0.67105272 0.03 0 down yes

Manes.02G038500.v6.113.76676426 30.506801 0.451269 -1.14794141 0.029 0.85 down no

Manes.02G038600.v6.155.52669315 30.841638 1.800381 0.84830209 0.01 0 up yes

Manes.02G038800.v6.11.086713422 0 Inf Inf 0.238 0 up yes

Manes.02G039100.v6.1262.7052162 315.40351 0.832918 -0.26375388 0.13 0.11 down no

Manes.02G040300.v6.1116.9818251 155.20794 0.75371 -0.40791796 0.072 0.02 up no

Manes.02G041000.v6.1108.1333912 99.19839 1.090072 0.12442348 0.716 1 down no

Manes.02G043600.v6.1180.4060829 74.292456 2.428323 1.27996035 ##### 0 up yes

Manes.02G043900.v6.12.756905292 4.3048446 0.640419 -0.64291147 0.662 0.24 up no

Manes.02G045200.v6.12.857887256 7.792212 0.366762 -1.44708393 0.081 0.03 down yes



Manes.02G047400.v6.12.453031363 3.4345436 0.714223 -0.48555272 0.771 0.57 down no

Manes.02G047600.v6.18.87660766 6.5559021 1.353987 0.43721413 0.512 0.68 up no

Manes.02G048000.v6.10.329444781 1.866724 0.176483 -2.50240003 0.273 0.88 up no

Manes.02G050700.v6.111.46325368 12.132989 0.9448 -0.08191843 0.986 0.54 up no

Manes.02G050800.v6.11.038174603 0.9197977 1.128699 0.17466055 1 0 up yes

Manes.02G051400.v6.1277.0805718 179.61413 1.542644 0.62540474 6E-04 0 up yes

Manes.02G052700.v6.12.174728285 2.8176939 0.771811 -0.37367972 0.872 0.77 down no

Manes.02G053400.v6.1504.1993181 153.27987 3.289403 1.71782588 ##### 0.12 down no

Manes.02G054200.v6.113.61631544 132.96389 0.102406 -3.28762623 ##### 0 up yes

Manes.02G055100.v6.143.215227 59.948898 0.720868 -0.47219349 0.174 0.02 down yes

Manes.02G056800.v6.11224.434062 1641.5005 0.745924 -0.42290008 0.009 0.32 up no

Manes.02G056900.v6.115.86162248 17.701989 0.896036 -0.15837111 0.839 0.21 down no

Manes.02G057100.v6.1128.421364 121.87227 1.053737 0.07551537 0.755 0.61 up no

Manes.02G057600.v6.1218.6227481 310.06703 0.705082 -0.5041366 0.028 0.5 up no

Manes.02G058300.v6.11.870854356 0.3172288 5.897491 2.56010143 0.209 0.34 up no

Manes.02G059000.v6.1355.8168847 715.13816 0.49755 -1.00708702 ##### 0.62 down no

Manes.02G060300.v6.113.83864445 9.9823583 1.38631 0.47125004 0.395 0.26 down no

Manes.02G060400.v6.17.535487166 8.7669834 0.85953 -0.21837973 0.801 0.88 down no

Manes.02G061200.v6.1159.8915033 63.715156 2.509474 1.32738478 ##### 0.87 up no

Manes.02G062100.v6.17.662039981 11.218668 0.682972 -0.55010097 0.459 0 up yes

Manes.02G062400.v6.117.22756701 30.157684 0.57125 -0.80780666 0.059 0.3 up no

Manes.02G062600.v6.11.745602983 2.1568243 0.809339 -0.30518319 0.991 0.18 up no

Manes.02G063300.v6.112.01632891 13.072545 0.919204 -0.12154378 0.886 0.65 up no

Manes.02G064200.v6.18.705046947 1.8802882 4.629634 2.21089827 0.006 0 up yes

Manes.02G064800.v6.1377.5341608 302.73912 1.247061 0.31853206 0.047 0.31 down no

Manes.02G067900.v6.1239.0403962 135.4553 1.764718 0.81943764 ##### 0 down yes

Manes.02G068200.v6.169.61676839 62.905305 1.106692 0.14625315 0.61 0.17 down no

Manes.02G071000.v6.16.802487934 6.8514793 0.99285 -0.01035302 1 0.39 up no

Manes.02G072200.v6.140.15566464 70.262254 0.571511 -0.80714634 0.034 0 up yes

Manes.02G072300.v6.17.085996779 5.9342921 1.194076 0.25589488 0.822 0.03 up yes

Manes.02G072800.v6.12.098015731 0.3036646 6.90899 2.7884749 0.142 0.49 up no

Manes.02G073200.v6.1727.6794814 643.81731 1.130258 0.17665175 0.205 0.6 up no

Manes.02G074600.v6.11926.987804 0.3036646 6345.777 12.6315811 0 0.62 up no

Manes.02G078900.v6.16.829360227 0 Inf Inf ##### 0 up yes

Manes.02G081000.v6.172.88992308 42.062917 1.732878 0.79317048 0.007 0 up yes

Manes.02G090300.v6.12814.258154 2398.2168 1.173479 0.23079259 0.468 0 down yes

Manes.02G093000.v6.182.57326623 52.119034 1.584321 0.66386443 0.054 0.03 down yes

Manes.02G093500.v6.1426.7876298 211.92571 2.013855 1.00995976 ##### 0 up yes

Manes.02G094500.v6.150.08661884 60.30943 0.830494 -0.26795837 0.392 0.32 down no

Manes.02G094800.v6.11.012603751 0.9197977 1.100898 0.13868118 1 1 up no

Manes.02G096100.v6.15.23811039 8.3324366 0.628641 -0.66969197 0.401 0.15 down no

Manes.02G096300.v6.121.3494888 6.2712786 3.404328 1.76737001 0.014 0.01 up yes

Manes.02G099100.v6.15.664632809 9.2929271 0.609564 -0.71415064 0.313 0.76 down no

Manes.02G101000.v6.18.753585766 4.0601973 2.155951 1.10832427 0.117 0.58 up no

Manes.02G101500.v6.1384.6846025 411.56168 0.934695 -0.09743258 0.527 0 down yes

Manes.02G104200.v6.16.373362631 9.0130639 0.707125 -0.49996287 0.495 0.35 down no

Manes.02G106000.v6.1622.8295489 615.10176 1.012563 0.01801229 0.889 0.3 up no

Manes.02G107800.v6.13.311281968 0 Inf Inf 0.008 1 up no



Manes.02G108600.v6.11.440427612 2.1703886 0.663673 -0.59145618 0.807 1 up no

Manes.02G121300.v6.1384.5477227 1521.8794 0.252679 -1.98461951 ##### 0.99 down no

Manes.02G121400.v6.111.81213551 13.38834 0.88227 -0.18070731 0.772 0 up yes

Manes.02G126400.v6.111.41341342 33.355667 0.342173 -1.54720158 8E-04 0 down yes

Manes.02G128200.v6.140.56702774 35.755706 1.134561 0.18213412 0.63 0.02 down yes

Manes.02G130200.v6.127.04880256 44.766159 0.604224 -0.72684382 0.046 0 down yes

Manes.02G130300.v6.1277.9285921 29.925884 9.287231 3.21524849 ##### 0.52 down no

Manes.02G130700.v6.120.36896311 17.799088 1.144382 0.19456919 0.75 0.43 down no

Manes.02G132000.v6.11.697064164 31.29715 0.054224 -4.20491827 ##### 0.44 down no

Manes.02G132600.v6.117.45863271 1.5542554 11.2328 3.48964508 ##### 0.73 up no

Manes.02G138000.v6.195.95776916 48.147162 1.99301 0.99494884 3E-04 0.03 down yes

Manes.02G138100.v6.18.606667867 14.256747 0.603691 -0.72811817 0.369 0.74 up no

Manes.02G140100.v6.19.861037676 8.7310509 1.129422 0.17558416 0.811 0.31 up no

Manes.02G140600.v6.170.9944259 59.087861 1.201506 0.26484397 0.343 0 down yes

Manes.02G143600.v6.13.844920156 5.2767496 0.728653 -0.45669588 0.656 0.07 down no

Manes.02G149200.v6.135.71954196 83.686066 0.426828 -1.22827385 ##### 0.54 down no

Manes.02G149500.v6.15.056884951 4.375993 1.155597 0.20863854 0.912 1 down no

Manes.02G149800.v6.11.517140166 0 Inf Inf 0.113 1 up no

Manes.02G152600.v6.168.44784782 74.591873 0.917631 -0.12401326 0.713 0.17 down no

Manes.02G152900.v6.141.88350542 28.328325 1.478503 0.56413687 0.115 0 up yes

Manes.02G153600.v6.134.30598665 21.219351 1.616731 0.69307982 0.091 0.54 down no

Manes.02G156200.v6.1377.0058129 278.27181 1.354811 0.438092 0.007 0.66 up no

Manes.02G156300.v6.112.7298911 2.7729574 4.590727 2.19872269 0.001 0.97 up no

Manes.02G157100.v6.16.045219293 10.86479 0.556405 -0.84579376 0.199 0.37 up no

Manes.02G157200.v6.117.29647091 2.2110813 7.82263 2.96765374 0.009 0 up yes

Manes.02G160500.v6.11.695762722 6.2746057 0.270258 -1.88759048 0.073 0.02 up yes

Manes.02G160800.v6.1335.9665311 227.18109 1.478849 0.56447478 0.001 0.38 down no

Manes.02G161400.v6.128.77013613 65.131845 0.441721 -1.17879104 4E-04 0.72 up no

Manes.02G162700.v6.14.806382204 7.7163035 0.622887 -0.6829585 0.524 0.87 up no

Manes.02G163000.v6.112.42118481 0.9469262 13.11737 3.71340695 ##### 0 up yes

Manes.02G163600.v6.130.95388993 137.43959 0.225218 -2.15060505 ##### 0 down yes

Manes.02G163800.v6.144.97338641 36.962993 1.216714 0.28298992 0.396 0.02 down yes

Manes.02G163900.v6.11435.363006 467.7456 3.068683 1.61761965 ##### 0.34 up no

Manes.02G164900.v6.115.35931554 9.940949 1.545055 0.62765844 0.226 0.25 up no

Manes.02G167500.v6.168.69808476 55.233513 1.243775 0.314726 0.377 0.01 down yes

Manes.02G169800.v6.15.413202025 0.933362 5.799681 2.53597362 0.019 0.36 up no

Manes.02G170700.v6.11.038174603 0.3036646 3.41882 1.77349851 0.561 1 down no

Manes.02G173800.v6.1340.1821578 266.86347 1.274742 0.35020565 0.036 0 down no

Manes.02G179600.v6.141.00683039 48.465824 0.846098 -0.24110356 0.63 0.19 down no

Manes.02G179800.v6.1113.7626808 73.41458 1.549592 0.63188886 0.023 0.05 up no

Manes.02G183000.v6.11.896425208 0 Inf Inf 0.064 0.14 up no

Manes.02G184200.v6.10.329444781 1.85792 0.177319 -2.4955798 0.273 0.22 down no

Manes.02G188200.v6.14.603490239 6.2170216 0.740466 -0.43349551 0.649 0.82 down no

Manes.02G188900.v6.1274.5457912 387.464 0.708571 -0.49701549 0.003 0 up no

Manes.02G189000.v6.12.859188698 1.5542554 1.839587 0.87938224 0.509 0.86 down no

Manes.02G189100.v6.112.52699913 8.3657586 1.497413 0.58247259 0.449 0.89 down no

Manes.02G189300.v6.11.769872392 3.4616721 0.511277 -0.96782373 0.48 0.34 up no

Manes.02G190100.v6.1201.3628022 244.12625 0.824831 -0.27783026 0.132 0.44 down no



Manes.02G194400.v6.11179.651568 1139.7977 1.034966 0.04958305 0.686 0.09 up no

Manes.02G195500.v6.121.83496158 12.774357 1.709281 0.77338933 0.185 0.04 up yes

Manes.02G196700.v6.13.163062627 2.4740531 1.278494 0.35444563 0.811 0.68 down no

Manes.02G197200.v6.13.21420433 2.4916611 1.289985 0.36735381 0.79 0.51 down no

Manes.02G202300.v6.181.02506063 104.57082 0.774834 -0.36804017 0.192 0.01 down no

Manes.02G206000.v6.1131.7627834 178.03249 0.740105 -0.43419758 0.073 0 down yes

Manes.02G206200.v6.13.184729153 6.8107866 0.467601 -1.09665074 0.348 0.59 down no

Manes.02G209400.v6.152.22284643 106.42041 0.490722 -1.02702191 2E-04 0 down yes

Manes.02G209500.v6.148.35952486 52.758282 0.916624 -0.12559752 0.686 0.41 up no

Manes.02G210600.v6.1169.2215903 170.83977 0.990528 -0.01373023 0.933 0.39 up no

Manes.02G213400.v6.11.062444012 0.3124686 3.400163 1.7656039 0.559 1 down no

Manes.02G214400.v6.110.3448356 5.582564 1.853062 0.88991094 0.177 0.61 up no

Manes.02G218500.v6.155.61084096 52.741852 1.054397 0.07641794 0.826 0.33 down no

Manes.02G219200.v6.142.10424417 85.947135 0.489885 -1.02948388 5E-04 0.08 down no

Manes.02G219300.v6.1173.3594918 149.57304 1.159029 0.21291664 0.281 0.4 up no

Manes.02G221000.v6.1144.621168 179.52348 0.805584 -0.31189378 0.132 0 down yes

Manes.02G221100.v6.11.038174603 0.9109938 1.139607 0.18853601 1 0.54 down no

Manes.02G221900.v6.1242.7696791 102.09888 2.37779 1.24962118 ##### 0 up yes

Manes.02G222000.v6.14.349456571 1.5542554 2.798418 1.48461156 0.168 0.64 up no

Manes.02G223200.v6.1186.3288349 222.11829 0.838872 -0.25347727 0.203 0.6 up no

Manes.02G224000.v6.128.05880342 15.890955 1.765709 0.82024765 0.048 0.09 up no

Manes.02G224700.v6.165.25281473 106.78187 0.611085 -0.71055463 0.022 0.01 up no

Manes.02G224800.v6.16.372061189 11.455228 0.556258 -0.84617418 0.187 0.42 down no

Manes.02G225600.v6.11.467299905 0.6161331 2.381466 1.25184972 0.589 0.92 up no

Manes.03G002100.v6.1269.6794691 72.818409 3.703452 1.88887056 ##### 1 down no

Manes.03G005000.v6.153.36851021 47.513882 1.123219 0.16763965 0.6 0.86 up no

Manes.03G006300.v6.1192.6174105 153.40001 1.255655 0.32843955 0.142 0.14 up no

Manes.03G006800.v6.1120.0526425 151.56302 0.792097 -0.33625066 0.124 0.44 down no

Manes.03G008400.v6.13.566617078 2.1703886 1.643308 0.71660299 0.54 0.75 up no

Manes.03G010700.v6.128.93649108 59.150922 0.489198 -1.03151068 0.002 0.1 down no

Manes.03G014700.v6.10.70742838 6.5742266 0.107606 -3.21616518 0.051 0.02 up yes

Manes.03G016700.v6.113.74026537 10.325999 1.330648 0.4121285 0.46 0.3 up no

Manes.03G019500.v6.161.73306163 323.73449 0.19069 -2.39069581 ##### 0 up no

Manes.03G019700.v6.16664.193724 1926.3736 3.45945 1.7905428 ##### 0.86 down no

Manes.03G020100.v6.11.491569315 0 Inf Inf 0.128 0.09 up no

Manes.03G021200.v6.18.477885572 17.109657 0.495503 -1.01303445 0.076 0.9 up no

Manes.03G022800.v6.119.60165634 35.458235 0.55281 -0.85514515 0.03 0.82 up no

Manes.03G026100.v6.11.036873161 0 Inf Inf 0.24 1 up no

Manes.03G026600.v6.1154.3925632 131.21495 1.176639 0.23467121 0.28 0.11 up no

Manes.03G026900.v6.15.00704469 2.5195062 1.987312 0.99081835 0.501 0.98 up no

Manes.03G027400.v6.11.671493312 2.4740531 0.675609 -0.56573891 0.889 0.3 down no

Manes.03G027500.v6.11.695762722 8.6951184 0.195025 -2.35827136 0.009 0.01 down yes

Manes.03G028100.v6.14251.853628 1677.6496 2.534411 1.34165054 ##### 0.35 down no

Manes.03G028800.v6.1185.6352524 143.52594 1.293392 0.37115922 0.077 0 down yes

Manes.03G030900.v6.1 0 2.152064 #NAME? #NAME? 0.064 0.8 down no

Manes.03G031200.v6.15.740043922 15.949972 0.359878 -1.47442024 0.025 0.09 down no

Manes.03G031900.v6.1155.4746485 102.37499 1.518678 0.60281608 0.025 0.55 down no

Manes.03G033500.v6.16.400234925 4.9840387 1.284146 0.36080958 0.674 0.83 up no



Manes.03G034000.v6.1368.2688691 285.41577 1.290289 0.36769442 0.022 0.86 up no

Manes.03G034900.v6.1113.6181 240.22315 0.472969 -1.08018249 ##### 0.69 down no

Manes.03G040900.v6.11.41485676 0.6208934 2.278743 1.18823844 0.517 1 up no

Manes.03G042700.v6.190.83710149 98.30573 0.924027 -0.11399384 0.68 0.21 down no

Manes.03G043400.v6.186.90904616 99.795717 0.870869 -0.19947155 0.46 0.01 down no

Manes.03G044300.v6.11.441729054 10.261505 0.140499 -2.83137036 0.001 0.19 down no

Manes.03G044900.v6.1127.676363 54.452224 2.344741 1.22942859 ##### 0.39 up no

Manes.03G046300.v6.14.480841749 20.701986 0.216445 -2.20792747 0.002 0 down yes

Manes.03G047400.v6.12.455634247 6.8643269 0.357739 -1.48302257 0.115 0.48 up no

Manes.03G049600.v6.19.436744736 0.9374057 10.06687 3.33154386 0.057 0.53 down no

Manes.03G050100.v6.136.06414606 0.6208934 58.08428 5.8600758 ##### 0.41 up no

Manes.03G051400.v6.122.84235956 21.671997 1.054003 0.0758796 0.884 0.74 down no

Manes.03G051700.v6.12.95886922 0 Inf Inf 0.015 0.23 up no

Manes.03G054800.v6.13.542347669 8.9797419 0.394482 -1.34196817 0.078 0.82 down no

Manes.03G055900.v6.137.8925954 96.581559 0.392338 -1.34983179 ##### 0.98 down no

Manes.03G056200.v6.117.56221756 29.574156 0.593837 -0.75186197 0.08 0.81 up no

Manes.03G059700.v6.10.35371419 1.2553511 0.281765 -1.82743491 0.544 0.75 down no

Manes.03G059900.v6.118.37705053 68.662055 0.267645 -1.90160779 5E-04 0.1 down no

Manes.03G060200.v6.1 0 2.1927568 #NAME? #NAME? 0.062 0.94 down no

Manes.03G060400.v6.133.1707344 25.577736 1.29686 0.37502237 0.319 0.83 up no

Manes.03G063600.v6.1319.4641546 315.95805 1.011097 0.01592105 0.941 0.74 down no

Manes.03G063800.v6.151.21703871 299.85465 0.170806 -2.5495676 ##### 0.53 up no

Manes.03G063900.v6.1212.2334673 473.49327 0.448229 -1.15769175 ##### 0 down yes

Manes.03G064500.v6.13.897363301 7.4085952 0.52606 -0.92670158 0.254 1 down no

Manes.03G064900.v6.12.100618615 0.6073292 3.458781 1.79026366 0.5 0.13 up no

Manes.03G065200.v6.1167.3208994 172.68723 0.968925 -0.04554373 0.913 0.09 down no

Manes.03G065300.v6.1165.8510812 143.82914 1.153112 0.2055324 0.371 0.01 down no

Manes.03G065800.v6.1162.0673409 147.14066 1.101445 0.13939747 0.516 0.22 up no

Manes.03G067100.v6.192.60511781 76.865042 1.204775 0.26876431 0.31 0.69 down no

Manes.03G067500.v6.175.87361634 102.90735 0.7373 -0.43967582 0.1 0.09 down no

Manes.03G068800.v6.173.9555246 53.892958 1.372267 0.45656115 0.1 0 up yes

Manes.03G069000.v6.1104.894544 111.0796 0.944319 -0.0826542 0.732 0.79 down no

Manes.03G070600.v6.161.98420359 59.804882 1.036441 0.05163734 0.856 0.19 down no

Manes.03G071800.v6.1249.9075535 321.10556 0.778272 -0.36165316 0.037 0.04 up no

Manes.03G072000.v6.118.9796772 46.885874 0.404806 -1.30469786 0.003 0.02 down yes

Manes.03G072100.v6.1518.8375165 546.86759 0.948744 -0.07590876 0.63 0.31 up no

Manes.03G073100.v6.11.491569315 0 Inf Inf 0.128 0.23 up no

Manes.03G073900.v6.12.380223134 7.1998803 0.330592 -1.5968761 0.112 0.47 down no

Manes.03G075100.v6.150.89428237 83.023016 0.613014 -0.70600776 0.131 0.01 up yes

Manes.03G075300.v6.13.664996158 5.0111672 0.731366 -0.451335 0.719 0.17 down no

Manes.03G076700.v6.1109.6625101 252.25581 0.434727 -1.2018171 ##### 0.19 down no

Manes.03G079100.v6.11.137855125 0.9469262 1.20163 0.26499294 0.933 0.71 up no

Manes.03G079400.v6.142.13586424 13.149886 3.204276 1.67999838 0.016 0.05 up no

Manes.03G087200.v6.13.617758781 0.6073292 5.956833 2.57454563 0.238 0.08 up no

Manes.03G087400.v6.1109.6909727 99.663658 1.100612 0.13830537 0.585 0.02 down no

Manes.03G088000.v6.12.579584179 0.3036646 8.494847 3.08658793 0.087 1 up no

Manes.03G094300.v6.14.90866561 5.6313441 0.871669 -0.19814841 0.927 0.5 up no

Manes.03G094600.v6.13.642028191 2.1663449 1.681186 0.74947916 0.605 1 down no



Manes.03G095500.v6.17.006681341 1.2282226 5.704732 2.51215922 0.035 0.36 up no

Manes.03G098300.v6.12.050778354 0 Inf Inf 0.042 0.14 up no

Manes.03G098900.v6.136.73697808 40.998673 0.896053 -0.15834425 0.694 0.06 up no

Manes.03G099100.v6.12688.095065 5003.3291 0.537261 -0.89630419 ##### 0 down no

Manes.03G099300.v6.1206.2441485 383.54004 0.537738 -0.89502399 0.065 0.18 down no

Manes.03G099400.v6.1390.3102755 633.38176 0.616232 -0.69845388 0.043 0.1 down no

Manes.03G099500.v6.134.2985514 32.908273 1.042247 0.05969733 0.929 0.37 down no

Manes.03G100700.v6.11.036873161 11.834801 0.087612 -3.51272417 1E-04 0.5 down no

Manes.03G100800.v6.1183.6975544 223.23634 0.822884 -0.28123951 0.144 0.06 down no

Manes.03G101600.v6.194.46304233 120.31468 0.785133 -0.34899082 0.145 0 down yes

Manes.03G103300.v6.1 0 4.055437 #NAME? #NAME? 0.006 0.09 down no

Manes.03G110900.v6.185.57740916 80.206069 1.066969 0.09351859 0.706 0.77 up no

Manes.03G111700.v6.1201.6830293 226.53593 0.890292 -0.16765021 0.396 0.06 down no

Manes.03G112300.v6.1139.0845706 184.17168 0.75519 -0.40508881 0.058 0 down no

Manes.03G112500.v6.1117.5775712 172.6603 0.680976 -0.55432349 0.011 0.11 down no

Manes.03G112700.v6.11.744301541 4.6389648 0.376011 -1.41115344 0.359 1 down no

Manes.03G114400.v6.1134.744513 26.114378 5.159783 2.36731029 ##### 0 up yes

Manes.03G115200.v6.11.76857095 0.3036646 5.824093 2.54203351 0.202 1 down no

Manes.03G116100.v6.1407.1651504 363.16206 1.121167 0.16500059 0.288 0.84 up no

Manes.03G117300.v6.1694.110628 320.3792 2.166528 1.11538514 ##### 0 up yes

Manes.03G120500.v6.1208.8832037 57.895571 3.607931 1.85117159 ##### 0 down yes

Manes.03G122600.v6.139.54502507 16.793606 2.354767 1.2355842 0.014 0.26 up no

Manes.03G129100.v6.1325.9039995 562.24191 0.579651 -0.78674395 ##### 0 up yes

Manes.03G130700.v6.1371.0188202 164.36357 2.257306 1.17460183 ##### 0.03 down no

Manes.03G134300.v6.136.6055929 61.114029 0.598972 -0.73943951 0.023 0.23 up no

Manes.03G137000.v6.1107.8253241 105.59342 1.021137 0.03017618 0.906 0.57 up no

Manes.03G137200.v6.12.025207502 0.6249371 3.240658 1.69628682 0.498 0.76 up no

Manes.03G140500.v6.1158.4154667 145.17706 1.091188 0.12589971 0.572 0 down yes

Manes.03G140600.v6.123.09769467 22.812866 1.012485 0.01790116 0.959 0.17 down no

Manes.03G141800.v6.1118.9182107 76.482398 1.554844 0.63677 0.027 0 down yes

Manes.03G142000.v6.1998.7431428 705.81118 1.415029 0.50083142 1E-04 0.03 up no

Manes.03G144100.v6.177.98883964 55.553833 1.403843 0.48938122 0.109 0.44 up no

Manes.03G145600.v6.114.38651392 16.544915 0.869543 -0.2016708 0.754 0.57 up no

Manes.03G145700.v6.12.60515503 1.5630594 1.666703 0.73699665 0.558 1 down no

Manes.03G149800.v6.116.85478918 14.115137 1.194093 0.25591544 0.775 0.8 down no

Manes.03G151100.v6.11.06114257 1.2593948 0.842581 -0.24711209 1 0.76 down no

Manes.03G155900.v6.119.33339139 3.7294042 5.184043 2.37407765 ##### 0.92 up no

Manes.03G156300.v6.11694.471572 1540.2386 1.100136 0.13768158 0.488 0.89 down no

Manes.03G160400.v6.1147.3571535 140.85771 1.046142 0.0650786 0.796 0.97 down no

Manes.03G162500.v6.110.32056619 1.2498742 8.257284 3.0456673 0.08 0.38 up no

Manes.03G168300.v6.12.453031363 0.3036646 8.078095 3.01401509 0.089 0.01 up yes

Manes.03G170500.v6.1301.4678718 181.83398 1.657929 0.72938242 ##### 0.99 down no

Manes.03G172100.v6.155.43835221 78.565668 0.705631 -0.50301464 0.083 0.64 down no

Manes.03G172600.v6.114.26516687 10.026378 1.422764 0.50869607 0.421 0.02 down yes

Manes.03G174600.v6.17.105060421 6.8947825 1.030498 0.04334187 1 0.54 down no

Manes.03G175700.v6.13.062080663 2.7817614 1.10077 0.1385136 0.944 0.5 up no

Manes.03G177000.v6.128.51219814 219.15889 0.130098 -2.94232602 ##### 0.65 down no

Manes.03G178000.v6.17.437108085 5.2741391 1.410108 0.49580612 0.515 0.98 down no



Manes.03G178400.v6.150.79144433 43.955366 1.155523 0.20854619 0.595 0.62 up no

Manes.03G179500.v6.113.30723574 11.781261 1.129526 0.17571695 0.761 0.78 down no

Manes.03G182700.v6.1984.0087212 921.02536 1.068384 0.09543022 0.455 0 up yes

Manes.03G188100.v6.171.38013357 107.166 0.666071 -0.58625269 0.024 0.58 up no

Manes.03G189200.v6.1109.7753017 97.820705 1.122209 0.16634173 0.461 0.55 up no

Manes.03G190000.v6.1105.1786921 122.44105 0.859015 -0.21924488 0.376 0.4 down no

Manes.03G191100.v6.18.678174653 4.6532457 1.864972 0.89915427 0.189 0.06 up no

Manes.03G191400.v6.177.81114512 201.58288 0.386001 -1.37332438 ##### 0.05 down no

Manes.03G196400.v6.115.61074632 1.2234623 12.75948 3.67349793 6E-04 0 up yes

Manes.03G199000.v6.174.93541108 54.862969 1.365865 0.44981493 0.13 0.13 up no

Manes.03G205300.v6.11.038174603 5.2877033 0.196338 -2.34859213 0.041 0.91 down no

Manes.03G208000.v6.13.970171529 4.300801 0.923124 -0.11540403 0.894 0.96 up no

Manes.03G208200.v6.1102.2626013 126.41297 0.808957 -0.30586592 0.215 0 down yes

Manes.03G209400.v6.1196.2617528 129.40606 1.516635 0.60087385 0.004 0.82 down no

Manes.03G210000.v6.1451.8239625 374.6085 1.206123 0.27037717 0.077 0.62 up no

Manes.03G210300.v6.19.786928006 1.8355518 5.331872 2.41464227 0.086 0.76 up no

Manes.03G213000.v6.1270.0824459 240.58294 1.122617 0.16686552 0.432 0 down yes

Manes.04G000300.v6.122.71618015 28.235986 0.804512 -0.31381476 0.445 0.42 down no

Manes.04G000500.v6.12048.68553 1146.7909 1.786451 0.83709614 ##### 0 up yes

Manes.04G003600.v6.145.95428551 78.338854 0.586609 -0.76952862 0.023 0.04 down no

Manes.04G003700.v6.1 0 1.85792 #NAME? #NAME? 0.094 0.22 down no

Manes.04G005100.v6.154.28748266 38.022477 1.427773 0.51376706 0.1 0.27 down no

Manes.04G007100.v6.11373.837179 1180.6821 1.163596 0.21859052 0.146 0.2 up no

Manes.04G008100.v6.165.84856079 170.617 0.385944 -1.3735376 ##### 0.69 down no

Manes.04G009700.v6.138.08582264 19.235309 1.979995 0.98549703 0.011 0 up yes

Manes.04G012000.v6.13.518078259 2.4564452 1.432183 0.51821552 0.831 0.89 up no

Manes.04G012400.v6.1132.7634699 146.66946 0.905188 -0.14371026 0.507 0.01 down no

Manes.04G014100.v6.11.391888793 0.3124686 4.454492 2.15526103 0.352 0.68 up no

Manes.04G015200.v6.11.417459644 2.7872383 0.508553 -0.97552869 0.525 0.1 down no

Manes.04G015900.v6.121.62295952 120.02151 0.180159 -2.4726571 ##### 0.01 up no

Manes.04G016200.v6.11.845283505 0.3172288 5.816885 2.54024667 0.218 1 down no

Manes.04G017800.v6.11.088014864 0.6073292 1.791475 0.84114767 1 0.72 down no

Manes.04G021100.v6.119.25277451 29.20743 0.659174 -0.60126907 0.161 0.03 down yes

Manes.04G021400.v6.158.73439027 55.475775 1.058739 0.08234756 0.793 0.02 down yes

Manes.04G024000.v6.11.821014095 1.8938525 0.96154 -0.05658185 1 0.5 down no

Manes.04G024200.v6.111.01376329 9.0090202 1.222526 0.28986539 0.69 0.56 up no

Manes.04G024800.v6.1302.6979722 244.40282 1.238521 0.30861807 0.074 0.18 up no

Manes.04G026100.v6.196.2623899 300.93699 0.319876 -1.64441732 ##### 0 down yes

Manes.04G027200.v6.1205.2069865 71.583307 2.866688 1.51938476 ##### 0 up yes

Manes.04G028000.v6.11.695762722 0.3036646 5.584328 2.48138372 0.224 1 down no

Manes.04G029600.v6.19.892742332 16.815513 0.58831 -0.76535039 0.158 0.48 down no

Manes.04G030700.v6.123.70191161 32.948966 0.719352 -0.47522976 0.23 0.27 down no

Manes.04G032700.v6.1801.1834904 639.93038 1.251985 0.32421773 0.018 0.29 up no

Manes.04G032800.v6.12.150458876 0.3124686 6.882161 2.78286162 0.139 0.68 up no

Manes.04G033400.v6.11.467299905 0.3172288 4.625367 2.20956796 0.343 1 up no

Manes.04G033800.v6.1198.9798686 260.36159 0.764244 -0.38789414 0.041 0.59 up no

Manes.04G035700.v6.11.06114257 0 Inf Inf 0.218 NA -- no

Manes.04G036000.v6.1372.4742149 177.97255 2.092875 1.06548584 ##### 0 up yes



Manes.04G038900.v6.12.806745553 2.8136502 0.997546 -0.00354469 1 0 up yes

Manes.04G039100.v6.171.2189844 64.615912 1.10219 0.14037237 0.62 0.53 up no

Manes.04G039200.v6.16.34779178 2.1791925 2.91291 1.54246115 0.075 0.01 up yes

Manes.04G042500.v6.159.01789912 45.023654 1.31082 0.39046941 0.209 0.02 down yes

Manes.04G045600.v6.12.806745553 0.3172288 8.8477 3.14530246 0.056 0.95 up no

Manes.04G048000.v6.11.012603751 0 Inf Inf 0.24 NA -- no

Manes.04G050200.v6.1568.6941283 504.03477 1.128284 0.17412966 0.233 0.18 up no

Manes.04G051300.v6.11.06114257 0.3124686 3.395998 1.76383558 0.491 1 down no

Manes.04G055400.v6.10.329444781 1.8395955 0.179085 -2.48127997 0.282 0.92 up no

Manes.04G056300.v6.160.09810533 65.743473 0.91413 -0.12952817 0.678 0.25 down no

Manes.04G057300.v6.1222.6207079 202.94579 1.096947 0.13349338 0.5 0.58 down no

Manes.04G057400.v6.113.78620131 34.496311 0.399643 -1.3232171 0.002 0 down yes

Manes.04G058000.v6.1446.8812891 225.37668 1.98282 0.98755341 ##### 0.63 down no

Manes.04G059000.v6.14.552348536 4.0323522 1.128956 0.17498935 0.899 0.54 up no

Manes.04G059700.v6.1117.4028529 99.927807 1.174877 0.23250937 0.348 0.87 up no

Manes.04G060500.v6.11.416158202 0 Inf Inf 0.13 NA -- no

Manes.04G070900.v6.19.487886439 7.7848413 1.218764 0.28541912 0.666 0.01 up yes

Manes.04G072900.v6.10.683158971 4.3272129 0.157875 -2.66314485 0.046 0.19 up no

Manes.04G074600.v6.11.744301541 0.6161331 2.831046 1.50133541 0.405 1 down no

Manes.04G077100.v6.178.07912124 81.966429 0.952574 -0.07009633 0.819 0.95 up no

Manes.04G079600.v6.160.69367016 74.645157 0.813096 -0.2985026 0.292 0.05 down no

Manes.04G082300.v6.1319.540663 419.63211 0.761478 -0.39312555 0.015 1 down no

Manes.04G082500.v6.15.617395432 12.161551 0.461898 -1.11435394 0.089 1 down no

Manes.04G083200.v6.166.84982497 63.581172 1.051409 0.07232417 0.827 0.32 up no

Manes.04G083300.v6.1 0 1.5725799 #NAME? #NAME? 0.155 0.72 up no

Manes.04G086700.v6.11.036873161 0 Inf Inf 0.24 1 up no

Manes.04G088600.v6.11805.31977 2052.0136 0.87978 -0.18478591 0.137 0.5 up no

Manes.04G089600.v6.1 0 3.4066985 #NAME? #NAME? 0.012 0.78 up no

Manes.04G090900.v6.1276.2705096 186.97727 1.477562 0.56321869 0.004 0 up no

Manes.04G091200.v6.1442.854578 271.52936 1.630964 0.70572485 ##### 0.02 up no

Manes.04G096500.v6.113.71209164 20.593697 0.665839 -0.58675422 0.239 0.05 up no

Manes.04G097900.v6.1692.6339774 297.61586 2.327275 1.21864176 ##### 0.12 down no

Manes.04G099000.v6.1150.0887538 235.35026 0.637725 -0.64899358 0.001 0.96 up no

Manes.04G101400.v6.121.71063824 28.575583 0.759762 -0.39638081 0.47 0.7 down no

Manes.04G115400.v6.110.47622078 19.178186 0.546257 -0.87234789 0.133 0.71 up no

Manes.04G115800.v6.17.643904376 5.2748557 1.449121 0.53517811 0.465 0.03 up yes

Manes.04G118300.v6.11.417459644 0.3124686 4.536327 2.18152474 0.351 0.89 up no

Manes.04G118800.v6.15.114160459 5.8909888 0.868133 -0.20401239 0.968 0.01 up yes

Manes.04G121500.v6.111.08136576 8.659186 1.279724 0.35583239 0.545 0.39 down no

Manes.04G122300.v6.1 0 1.2370266 #NAME? #NAME? 0.226 0.89 up no

Manes.04G123700.v6.145.56932465 122.53958 0.371874 -1.42711297 ##### 0 down no

Manes.04G125900.v6.118.2864801 13.414036 1.363235 0.44703407 0.473 0.9 down no

Manes.04G126700.v6.132.37655534 20.287883 1.595857 0.67433117 0.089 0 up yes

Manes.04G129700.v6.11.771173834 0.6073292 2.916333 1.54415522 0.627 0.2 up no

Manes.04G131800.v6.165.12559969 68.528562 0.950342 -0.07348066 0.836 0.87 down no

Manes.04G133500.v6.111.61407591 9.895496 1.173673 0.23103045 0.718 0.56 up no

Manes.04G137100.v6.11.491569315 0 Inf Inf 0.128 NA -- no

Manes.04G139500.v6.112.39301107 13.040656 0.950336 -0.07348967 0.95 0.32 down no



Manes.04G141400.v6.11183.926106 370.22722 3.197836 1.67709616 ##### 0 up no

Manes.04G142300.v6.1199.5059869 184.35567 1.08218 0.11394027 0.556 0 down yes

Manes.04G144000.v6.129.22706176 19.563953 1.493924 0.57910693 0.141 0.11 down no

Manes.04G144800.v6.18.249049351 28.674116 0.287683 -1.79744923 0.006 0.84 down no

Manes.04G145300.v6.18.200510531 4.3455374 1.887111 0.91617913 0.199 0.02 down yes

Manes.04G147200.v6.126.02839015 18.598702 1.399473 0.48488416 0.25 0.12 down no

Manes.04G147500.v6.113.05803444 13.612769 0.959249 -0.06002282 1 0 up yes

Manes.04G148800.v6.13.643329633 5.3331563 0.683147 -0.54973209 0.745 0.53 up no

Manes.04G149100.v6.13.693169894 0.3172288 11.64197 3.54126381 0.024 0.33 up no

Manes.04G151200.v6.15.54198432 7.4845038 0.740461 -0.43350404 0.638 0.94 down no

Manes.04G152500.v6.15.567555171 47.737594 0.116628 -3.10001001 ##### 0.01 up yes

Manes.04G153500.v6.14.502508275 15.220565 0.295817 -1.75722108 0.012 0.01 down yes

Manes.04G155000.v6.12.708366473 0.6073292 4.45947 2.15687237 0.323 0.81 up no

Manes.04G157500.v6.134.55221166 34.207644 1.010073 0.01445932 0.985 0 down yes

Manes.04G157900.v6.120.83016648 10.208681 2.040437 1.02887788 0.053 0 up yes

Manes.04G158500.v6.110.30112915 8.4409506 1.220375 0.28732511 0.609 0.51 down no

Manes.04G161900.v6.10.758570083 2.5099856 0.302221 -1.72632471 0.456 0.63 down no

Manes.05G001600.v6.131.71246001 43.780434 0.724352 -0.46523647 0.183 0.2 down no

Manes.05G005600.v6.126.96335331 1.85792 14.51266 3.85923965 ##### 0 up yes

Manes.05G005700.v6.156.28749272 3.7063194 15.1869 3.92475525 ##### 0.35 up no

Manes.05G007500.v6.172.74515007 40.711439 1.786848 0.83741686 0.005 0 down yes

Manes.05G008600.v6.10.683158971 5.0335354 0.135721 -2.88127883 0.034 0.7 up no

Manes.05G009800.v6.11657.678526 1936.9437 0.855822 -0.22461776 0.221 0.03 up no

Manes.05G010200.v6.11.721333573 2.4916611 0.690838 -0.53358114 0.832 0.87 up no

Manes.05G013900.v6.15.055583509 0 Inf Inf 7E-04 0.14 up no

Manes.05G014000.v6.13.995742381 0.3172288 12.59577 3.65486775 0.014 0.62 up no

Manes.05G015000.v6.132.10178318 43.155036 0.743871 -0.4268755 0.23 0 up yes

Manes.05G018000.v6.11.317779122 0.9516865 1.384678 0.46955025 0.92 0.78 up no

Manes.05G021200.v6.11272.884396 775.0196 1.64239 0.7157967 ##### 0.89 up no

Manes.05G021500.v6.1488.3485421 542.0965 0.900852 -0.15063851 0.378 0 up no

Manes.05G023100.v6.112513.88078 9361.0246 1.336807 0.41879092 0.015 0 up no

Manes.05G023600.v6.1 0 4.0411562 #NAME? #NAME? 0.006 0.09 down no

Manes.05G024500.v6.132.5435495 58.467429 0.55661 -0.84526153 0.015 0 down yes

Manes.05G025800.v6.12207.742872 4757.7917 0.464027 -1.10771996 ##### 0.14 down no

Manes.05G026000.v6.11.491569315 3.4202628 0.436098 -1.19727615 0.396 0.25 up no

Manes.05G029600.v6.170.37403703 46.248294 1.521657 0.60564313 0.079 0.04 up no

Manes.05G032200.v6.19.794363252 12.084209 0.810509 -0.30309944 0.654 0.2 down no

Manes.05G034200.v6.182.31179732 71.88863 1.14499 0.19533561 0.495 0.77 up no

Manes.05G036400.v6.1102.5084529 199.63218 0.513487 -0.9616014 ##### 0.95 down no

Manes.05G036900.v6.128.58798265 17.023511 1.679323 0.74788017 0.095 1 down no

Manes.05G038900.v6.113.94315734 18.9621 0.735317 -0.44356148 0.399 0.74 down no

Manes.05G040600.v6.14.528079126 0.9286017 4.876234 2.28576734 0.041 0.02 up yes

Manes.05G041200.v6.17.204740943 2.4923777 2.89071 1.53142386 0.068 0 up yes

Manes.05G045000.v6.11.086713422 0.3172288 3.425645 1.77637572 0.557 0 up yes

Manes.05G049000.v6.12.758206734 0.9469262 2.9128 1.54240666 0.239 0.09 up no

Manes.05G052100.v6.16.700204528 5.8671874 1.141979 0.19153606 0.845 0.77 down no

Manes.05G057100.v6.1107.2130097 92.293861 1.161648 0.21617338 0.375 0.56 down no

Manes.05G057800.v6.13715.355231 929.52745 3.997037 1.99893078 ##### 0 down no



Manes.05G059300.v6.13.767279564 0.9421659 3.998531 1.99947001 0.105 0.91 up no

Manes.05G060400.v6.14.858825349 3.0502101 1.592948 0.67169894 0.766 0.33 up no

Manes.05G060900.v6.156.86223448 57.23163 0.993546 -0.00934192 0.971 0.85 up no

Manes.05G061500.v6.12.076349205 5.8983596 0.352021 -1.50626468 0.15 0 up yes

Manes.05G064000.v6.17.79342516 0 Inf Inf ##### NA -- no

Manes.05G064200.v6.1215.4907159 68.384116 3.151181 1.65589256 ##### 0 down yes

Manes.05G064500.v6.1418.6945359 115.63715 3.620762 1.85629319 ##### 1 down no

Manes.05G067100.v6.10.988334342 3.1030339 0.318506 -1.6506084 0.49 0.86 down no

Manes.05G067300.v6.16.678538002 4.9623871 1.345832 0.42849803 0.674 0.6 up no

Manes.05G068200.v6.140.07866326 71.270838 0.562343 -0.8304775 0.013 0 down yes

Manes.05G068400.v6.11.062444012 5.5880408 0.190128 -2.39495574 0.05 0.05 down yes

Manes.05G069000.v6.120.69357553 16.77006 1.23396 0.30329509 0.536 0.45 up no

Manes.05G073900.v6.1143.4622855 750.78031 0.191084 -2.38771929 ##### 0 up yes

Manes.05G075100.v6.185.43300956 48.476522 1.762358 0.8175074 0.003 0.3 up no

Manes.05G077700.v6.16.119328963 1.8531597 3.302106 1.72338623 0.062 0.89 up no

Manes.05G081100.v6.1113.6065165 41.00679 2.770432 1.47011086 0.064 0.73 down no

Manes.05G082000.v6.11.417459644 0.6208934 2.282936 1.1908901 0.603 0.84 up no

Manes.05G083300.v6.11.06114257 0 Inf Inf 0.218 NA -- no

Manes.05G085500.v6.12.150458876 0 Inf Inf 0.041 NA -- no

Manes.05G086100.v6.164.09318549 77.608014 0.825858 -0.27603466 0.396 0 up yes

Manes.05G086600.v6.11.416158202 0.3172288 4.464153 2.15838662 0.35 1 down no

Manes.05G086800.v6.11.088014864 0 Inf Inf 0.238 NA -- no

Manes.05G088700.v6.129.59761012 116.75645 0.253499 -1.9799497 ##### 0.01 down yes

Manes.05G088900.v6.12.931996927 0.3124686 9.383334 3.23010067 0.055 0.02 up yes

Manes.05G090200.v6.1133.0250355 139.5569 0.953196 -0.0691557 0.83 0 down yes

Manes.05G091900.v6.12.907727517 0 Inf Inf 0.014 0.22 up no

Manes.05G092300.v6.12.428761953 4.6756139 0.519453 -0.94493469 0.391 0.72 down no

Manes.05G092500.v6.14.62906109 10.616099 0.436042 -1.19746228 0.085 0.14 down no

Manes.05G094100.v6.12.504173066 4.9393023 0.506989 -0.979973 0.326 0.87 down no

Manes.05G094200.v6.134.68657313 72.534502 0.478208 -1.06429009 7E-04 0 down yes

Manes.05G096600.v6.137.56965783 23.984221 1.566432 0.64748238 0.119 0.68 down no

Manes.05G098500.v6.10.379285042 1.5494951 0.24478 -2.03044384 0.389 0.06 up no

Manes.05G099200.v6.13.541046227 8.6775105 0.408072 -1.29310553 0.093 0.52 down no

Manes.05G101400.v6.135.66877367 31.769523 1.122736 0.16701818 0.679 0.23 down no

Manes.05G101700.v6.121.78121699 51.202594 0.425393 -1.23313232 7E-04 0.41 up no

Manes.05G103000.v6.122.39900298 6.5416212 3.424075 1.77571438 0.002 0.63 up no

Manes.05G103400.v6.119.75600949 43.200233 0.457313 -1.12874754 0.003 0 down yes

Manes.05G103600.v6.119.52754667 31.420406 0.621493 -0.68619109 0.093 0.16 down no

Manes.05G104600.v6.113.96872819 12.800052 1.091302 0.12605098 0.807 0.41 down no

Manes.05G104900.v6.134.80754677 22.987542 1.514192 0.5985479 0.16 1 down no

Manes.05G107900.v6.14.778581874 1.2370266 3.862958 1.94970605 0.077 1 down no

Manes.05G108000.v6.11.896425208 0 Inf Inf 0.064 NA -- no

Manes.05G108300.v6.12.428761953 12.967358 0.187298 -2.41659154 0.002 0.48 down no

Manes.05G109400.v6.13.897363301 3.4019382 1.14563 0.19614147 1 0.05 up no

Manes.05G112900.v6.122.31522858 19.588471 1.139202 0.18802383 0.689 0 up yes

Manes.05G113500.v6.125.27632728 10.891919 2.32065 1.21452871 0.007 0.76 up no

Manes.05G115500.v6.16.171772108 4.6986987 1.313507 0.39342354 0.655 0.28 up no

Manes.05G116900.v6.1122.205065 21.80334 5.604878 2.48668305 ##### 0.08 down no



Manes.05G119200.v6.129.70602733 18.326209 1.620959 0.69684728 0.082 0.82 down no

Manes.05G119800.v6.117.43826763 15.831221 1.101511 0.13948418 0.772 0 up yes

Manes.05G122400.v6.1 0 1.2322663 #NAME? #NAME? 0.226 1 down no

Manes.05G123000.v6.127.52516524 14.013994 1.96412 0.97388305 0.023 0.17 up no

Manes.05G124700.v6.18.47658413 13.987582 0.606008 -0.72259168 0.217 0.84 up no

Manes.05G127200.v6.159.0828987 41.591721 1.420545 0.50644422 0.107 0.01 down yes

Manes.05G127300.v6.135.27135302 23.306921 1.513342 0.59773849 0.114 0 down yes

Manes.05G127500.v6.117.48680645 13.108477 1.334007 0.41576676 0.382 0.35 down no

Manes.05G127700.v6.130.13645407 13.371449 2.253791 1.17235387 0.005 1 down no

Manes.05G128100.v6.1132.561506 130.4515 1.016175 0.02314837 0.938 0.86 up no

Manes.05G128700.v6.185.16633488 105.14318 0.810003 -0.30400017 0.231 0.8 up no

Manes.05G128900.v6.10.329444781 2.1744322 0.151508 -2.72253017 0.192 0.17 down no

Manes.05G129100.v6.192.21383097 72.67253 1.268895 0.34357303 0.185 0.07 down no

Manes.05G130600.v6.153.44941591 109.35279 0.48878 -1.03274399 1E-04 0 down yes

Manes.05G132900.v6.135.23890155 110.94705 0.317619 -1.65463039 ##### 0.31 down no

Manes.05G134600.v6.17.239048483 7.4262031 0.974798 -0.03682469 1 0.2 down no

Manes.05G135100.v6.1560.3462344 16.720563 33.5124 5.06662317 ##### 0.02 up yes

Manes.05G136900.v6.1308.9076674 300.47849 1.028053 0.03991394 0.779 0 up no

Manes.05G139100.v6.112.17235691 9.6101559 1.266614 0.3409768 0.572 0 up yes

Manes.05G140300.v6.1427.0632224 249.53511 1.711435 0.77520682 ##### 1 down no

Manes.05G141300.v6.1159.7624322 339.23193 0.470953 -1.08634378 ##### 0 down yes

Manes.05G142600.v6.1118.8141788 101.59201 1.169523 0.22592008 0.365 0.67 up no

Manes.05G144800.v6.16.628697741 7.1767955 0.923629 -0.11461434 0.991 0.02 down yes

Manes.05G150800.v6.153.8749027 61.375312 0.877794 -0.18804509 0.66 0.02 down yes

Manes.05G154500.v6.12.834919289 0 Inf Inf 0.014 0 up yes

Manes.05G158100.v6.14.6533305 4.6756139 0.995234 -0.00689213 1 0 up yes

Manes.05G160100.v6.1165.227704 102.33834 1.614524 0.69110889 0.004 0 up yes

Manes.05G160400.v6.11003.404763 639.46019 1.569143 0.64997724 ##### 0 up no

Manes.05G162000.v6.1450.0881209 211.29082 2.130183 1.09097741 ##### 1 up no

Manes.05G165300.v6.1176.2877766 121.79185 1.447451 0.53351482 0.012 0 up yes

Manes.05G165400.v6.1285.2114195 141.97524 2.008881 1.00639244 ##### 0 up yes

Manes.05G165500.v6.1335.8129247 185.73359 1.808036 0.85442303 ##### 0 up yes

Manes.05G165600.v6.1162.6406846 111.59508 1.457418 0.54341481 0.042 0 up yes

Manes.05G166500.v6.130.96783238 10.266982 3.016255 1.59275827 3E-04 0 down yes

Manes.05G170100.v6.10.379285042 15.18796 0.024973 -5.32350178 ##### 0 down yes

Manes.05G172600.v6.144.75366029 25.606042 1.747777 0.80552142 0.049 0.93 up no

Manes.05G172700.v6.115.30817384 15.293607 1.000952 0.00137347 1 0.99 up no

Manes.05G173000.v6.1400.8656327 482.22788 0.831278 -0.26659632 0.504 0.83 up no

Manes.05G173100.v6.13034.080364 2963.5717 1.023792 0.03392233 0.842 0.01 up no

Manes.05G173200.v6.1206.5813064 178.08858 1.159992 0.21411473 0.542 0.02 up yes

Manes.05G173300.v6.13.716137861 13.681051 0.271627 -1.88030314 0.086 0.16 down no

Manes.05G173400.v6.17.691141753 13.449251 0.571864 -0.80625619 0.266 0.31 down no

Manes.05G175000.v6.12.200299137 0.9286017 2.369476 1.24456785 0.455 1 up no

Manes.05G178000.v6.19.886235122 0 Inf Inf ##### 0.23 up no

Manes.05G178500.v6.14.298314868 0.6249371 6.877996 2.78198825 0.173 1 down no

Manes.05G178800.v6.17.892732276 10.560409 0.747389 -0.42006902 0.693 0.71 down no

Manes.05G180500.v6.1980.3593009 32.3897 30.26763 4.91970358 ##### 0.36 up no

Manes.05G182100.v6.1367.48457 248.75051 1.477322 0.5629842 9E-04 0 up no



Manes.05G183000.v6.1297.9620721 351.56046 0.847541 -0.23864413 0.15 0.01 down no

Manes.05G187700.v6.1454.5686848 59.718736 7.611827 2.92824276 ##### 0 up yes

Manes.05G187900.v6.193.10806396 21.438047 4.343122 2.11873262 ##### 0.08 up no

Manes.05G190300.v6.1355.081679 447.48852 0.793499 -0.33369976 0.036 0 up no

Manes.05G190800.v6.1108.3368378 136.62117 0.792973 -0.33465721 0.145 1 up no

Manes.05G190900.v6.14.881793316 4.9697579 0.9823 -0.02576436 1 0.34 up no

Manes.05G191400.v6.119.90813315 86.676512 0.229683 -2.12228316 ##### 0 down yes

Manes.05G193100.v6.111.09689848 27.970404 0.396737 -1.33374458 0.034 0.66 up no

Manes.05G194200.v6.137.51666006 104.28263 0.359759 -1.47489557 ##### 0.04 down no

Manes.05G195400.v6.19.033190285 13.094196 0.689862 -0.53562 0.399 0.73 down no

Manes.05G195700.v6.129.81993913 25.419725 1.173102 0.23032886 0.586 0.21 up no

Manes.05G195900.v6.1223.7199548 211.78057 1.056376 0.07912368 0.657 0.88 up no

Manes.05G196300.v6.145.9126273 27.100103 1.694186 0.76059267 0.031 0.59 up no

Manes.05G197800.v6.1475.0175916 33.344253 14.24586 3.83247091 ##### 0 up yes

Manes.05G197900.v6.17.561058017 2.782478 2.717383 1.44221784 0.075 0.57 up no

Manes.05G199000.v6.115.30687239 12.097773 1.265264 0.339438 0.501 0.11 down no

Manes.05G199400.v6.117.51367874 26.807136 0.653322 -0.61413494 0.214 0 up yes

Manes.05G201300.v6.12.126189466 2.7601098 0.770328 -0.3764555 0.799 0.49 up no

Manes.05G201500.v6.112.46972363 21.103927 0.590872 -0.759082 0.113 0.11 up no

Manes.05G201600.v6.15.967205296 4.3719493 1.364884 0.44877875 0.575 0 up yes

Manes.05G204300.v6.11.391888793 0.6344577 2.193825 1.13344813 0.797 0.71 down no

Manes.05G206300.v6.1173.0987697 110.48537 1.566712 0.64774012 0.003 0.04 up no

Manes.05G207200.v6.112.54513474 9.8650404 1.271676 0.3467311 0.728 0.11 up no

Manes.06G002800.v6.15.665934251 8.0973098 0.69973 -0.51512882 0.512 0.14 down no

Manes.06G003000.v6.18.680777537 29.790242 0.291397 -1.77894365 2E-04 0.43 up no

Manes.06G003400.v6.146.07404229 40.871343 1.127295 0.17286452 0.566 0.95 down no

Manes.06G003500.v6.1576.0398961 202.71881 2.841571 1.50668876 ##### 0 up yes

Manes.06G011700.v6.11.062444012 0.3172288 3.349141 1.743791 0.558 1 up no

Manes.06G015400.v6.1301.0654025 572.73145 0.525666 -0.9277819 9E-04 0 up yes

Manes.06G016400.v6.13.063382105 2.4604889 1.24503 0.31618032 0.822 0.13 up no

Manes.06G016700.v6.1125.0165353 382.54132 0.326805 -1.61349665 ##### 0.02 up no

Manes.06G017900.v6.11.870854356 1.2370266 1.51238 0.59682076 0.766 1 down no

Manes.06G018000.v6.11.06114257 0.3172288 3.345038 1.74202268 0.49 1 up no

Manes.06G018100.v6.18.775252291 7.1449067 1.228183 0.29652543 0.667 0.06 up no

Manes.06G020000.v6.11452.042345 1348.3217 1.076926 0.10691875 0.384 0 up no

Manes.06G024100.v6.132.04711056 68.472902 0.468026 -1.09533887 1E-03 0.46 up no

Manes.06G026200.v6.181.06310333 147.42408 0.549863 -0.86285489 0.002 0.96 up no

Manes.06G029800.v6.1249.3784588 349.11885 0.714308 -0.4853814 0.005 0.13 up no

Manes.06G029900.v6.1176.0627601 186.68456 0.943103 -0.0845128 0.67 0.44 up no

Manes.06G030000.v6.1141.8201828 177.70886 0.798048 -0.32545274 0.126 0.36 up no

Manes.06G031900.v6.166.21650626 121.30116 0.545885 -0.87333049 5E-04 0.39 down no

Manes.06G032700.v6.13.617758781 4.6437251 0.779064 -0.36018635 0.776 0.21 down no

Manes.06G033400.v6.176.28070171 36.400861 2.095574 1.06734553 0.01 0.52 up no

Manes.06G033500.v6.11.416158202 1.2689153 1.116038 0.15838662 1 0.96 down no

Manes.06G033600.v6.17.738379131 8.3324366 0.928705 -0.10670702 0.938 0.79 down no

Manes.06G035000.v6.132.43903662 44.762832 0.724687 -0.46457034 0.189 0.13 down no

Manes.06G037000.v6.1133.9958844 136.31154 0.983012 -0.02471903 0.943 0.02 down no

Manes.06G037100.v6.1299.4990118 214.33963 1.397311 0.48265265 0.006 0.03 up no



Manes.06G038700.v6.13.565315636 10.608012 0.336096 -1.57305261 0.037 0.95 down no

Manes.06G039300.v6.1188.6287179 250.42351 0.753239 -0.4088207 0.029 0.01 down no

Manes.06G039500.v6.11.036873161 0 Inf Inf 0.24 1 up no

Manes.06G041100.v6.128.48532584 14.676297 1.940907 0.95673093 0.028 0.56 down no

Manes.06G041500.v6.11.41485676 0.6296974 2.246884 1.16792541 0.515 0.63 up no

Manes.06G042800.v6.10.379285042 1.2553511 0.302135 -1.72673653 0.543 0.82 up no

Manes.06G043000.v6.1285.1648564 57.525263 4.957211 2.30952862 ##### 0 up yes

Manes.06G043700.v6.128.72541705 51.344429 0.559465 -0.83787992 0.053 0.06 down no

Manes.06G047500.v6.10.683158971 4.0242649 0.16976 -2.55843202 0.067 0.96 down no

Manes.06G047600.v6.11.417459644 26.630801 0.053226 -4.23171625 ##### 0 down yes

Manes.06G048200.v6.10.35371419 2.4916611 0.141959 -2.81645184 0.136 0.69 down no

Manes.06G051400.v6.129.62968818 41.830431 0.708329 -0.49750941 0.166 0 down yes

Manes.06G052400.v6.15.562722808 5.3141152 1.046782 0.06596171 0.914 0.81 down no

Manes.06G052500.v6.185.72944825 103.86472 0.825395 -0.27684291 0.277 0.09 down no

Manes.06G053400.v6.115.68392796 54.685457 0.286803 -1.80187028 ##### 0.48 down no

Manes.06G057700.v6.112.65225051 9.3112516 1.358813 0.44234702 0.439 0 up yes

Manes.06G058100.v6.11.467299905 2.7770011 0.528376 -0.92036399 0.589 0.44 down no

Manes.06G059800.v6.124636.57708 16715.65 1.473863 0.55960238 0.018 0.03 down no

Manes.06G061900.v6.11.036873161 0 Inf Inf 0.24 0.01 up yes

Manes.06G062800.v6.13.943299236 0.933362 4.224834 2.07889459 0.083 0 up yes

Manes.06G063900.v6.1220.9810039 377.31615 0.585665 -0.7718515 ##### 0 down yes

Manes.06G065000.v6.1256.0727108 299.06499 0.856244 -0.22390551 0.224 1 down no

Manes.06G067300.v6.1358.1325156 227.79719 1.572155 0.65274356 2E-04 0.51 down no

Manes.06G067500.v6.191.75178415 138.12114 0.664285 -0.59012606 0.025 0.9 up no

Manes.06G067700.v6.19.565900436 10.550889 0.906644 -0.14139184 0.881 0 up yes

Manes.06G068400.v6.116.4473304 108.61102 0.151433 -2.72324515 ##### 0.36 up no

Manes.06G069000.v6.157.69528764 164.05204 0.351689 -1.50762814 ##### 0 up no

Manes.06G070000.v6.1102.3354095 34.873274 2.934494 1.55311172 ##### 0.46 up no

Manes.06G070100.v6.120.44567567 20.262904 1.00902 0.01295477 0.996 0.98 down no

Manes.06G073000.v6.13.995742381 2.4780968 1.612424 0.68923101 0.547 0.67 up no

Manes.06G074200.v6.154.7781612 0.924558 59.24794 5.88869318 ##### 0 up yes

Manes.06G074700.v6.12893.890861 2706.0135 1.06943 0.0968415 0.549 0.35 up no

Manes.06G074800.v6.1353.2892966 508.82632 0.694322 -0.52632325 0.001 0.94 down no

Manes.06G075500.v6.138.73308381 32.14838 1.204822 0.26882034 0.494 0.01 down yes

Manes.06G077900.v6.188.04400958 59.228755 1.486508 0.57192709 0.054 0.28 down no

Manes.06G078100.v6.10.658889561 1.5271269 0.431457 -1.21271139 0.75 0.32 down no

Manes.06G078300.v6.145.26377587 25.176972 1.797824 0.84625215 0.017 1 down no

Manes.06G087400.v6.1267.6675418 254.1458 1.053205 0.07478579 0.682 0.52 up no

Manes.06G087700.v6.1386.59755 313.90832 1.231562 0.30048921 0.056 0.75 up no

Manes.06G088900.v6.12.527141034 4.943346 0.511221 -0.96798171 0.422 0.95 down no

Manes.06G090200.v6.15.010949016 7.4533316 0.67231 -0.57280159 0.589 0.33 down no

Manes.06G091200.v6.14.958505871 4.3719493 1.134164 0.1816288 0.886 0.32 up no

Manes.06G091700.v6.15.667235693 27.34951 0.207215 -2.2707979 ##### 0.02 up yes

Manes.06G092300.v6.127.14810967 40.770456 0.665877 -0.58667235 0.125 0.41 down no

Manes.06G092800.v6.12.049476912 1.5630594 1.311196 0.39088316 0.834 0.86 down no

Manes.06G095900.v6.136.68490834 46.279722 0.792678 -0.33519351 0.332 0.94 up no

Manes.06G098100.v6.146.96437096 42.666202 1.100739 0.13847298 0.655 0.93 up no

Manes.06G099000.v6.1142.9997807 185.81328 0.769589 -0.37784071 0.077 0 down yes



Manes.06G099900.v6.11223.88092 761.56908 1.607052 0.68441638 ##### 0.41 up no

Manes.06G100300.v6.175.15001602 40.386123 1.860788 0.89591377 0.003 0 up yes

Manes.06G100800.v6.1168.3991529 148.96428 1.130467 0.17691844 0.432 0.34 up no

Manes.06G102600.v6.11.06114257 0.6249371 1.697999 0.76383558 0.891 0.71 down no

Manes.06G103400.v6.11522.063257 658.37813 2.311838 1.20904001 ##### 0.01 down no

Manes.06G104900.v6.11.391888793 0.6073292 2.291819 1.19649336 0.785 0.2 up no

Manes.06G107500.v6.11.517140166 0 Inf Inf 0.113 0.21 up no

Manes.06G109300.v6.14.503809717 1.849116 2.435656 1.28431012 0.288 0.38 up no

Manes.06G110200.v6.1 0 1.5671031 #NAME? #NAME? 0.155 0.61 down no

Manes.06G112300.v6.197.25937635 109.47323 0.888431 -0.17066893 0.487 0.02 down no

Manes.06G112700.v6.177.69425703 75.867186 1.024082 0.03433193 0.876 0.04 up no

Manes.06G112900.v6.1191.6491525 175.36497 1.092859 0.12810701 0.531 1 down no

Manes.06G114300.v6.114.97612617 24.620573 0.608277 -0.71719983 0.13 0 down yes

Manes.06G114400.v6.118.90036177 23.357134 0.80919 -0.30544943 0.532 0.9 up no

Manes.06G116300.v6.1529.8250226 930.76141 0.569238 -0.81289542 ##### 0.21 up no

Manes.06G117100.v6.13.161761185 0 Inf Inf 0.008 NA -- no

Manes.06G117500.v6.111.7609938 7.4973514 1.568686 0.64955704 0.37 0.77 down no

Manes.06G119100.v6.13.59218793 5.3181589 0.675457 -0.56606406 0.579 0.64 down no

Manes.06G122100.v6.126.35653349 6.1810892 4.26406 2.09222765 7E-04 0.43 down no

Manes.06G126600.v6.15.23811039 9.2969708 0.563421 -0.82771425 0.255 0 up yes

Manes.06G126800.v6.133.14256067 15.91665 2.082257 1.05814832 0.008 0.76 up no

Manes.06G134200.v6.11.038174603 0 Inf Inf 0.24 NA -- no

Manes.06G134300.v6.17.96591391 2.1751488 3.662239 1.87272577 0.024 1 down no

Manes.06G135000.v6.186.58677081 69.137815 1.252379 0.3246716 0.244 0.04 up no

Manes.06G135300.v6.14.935537903 14.598955 0.338075 -1.56458586 0.021 0.46 up no

Manes.06G137500.v6.12.758206734 1.8531597 1.48838 0.57374337 0.668 0.49 down no

Manes.06G140100.v6.141.47055205 30.322379 1.367655 0.45170432 0.259 0.1 down no

Manes.06G140200.v6.1101.000157 103.06677 0.979949 -0.02922177 0.884 0.1 down no

Manes.06G142100.v6.1184.4232996 9.0713645 20.33027 4.34555754 ##### 0.07 up no

Manes.06G142600.v6.115.51143921 25.853556 0.599973 -0.73703016 0.102 0.13 down no

Manes.06G146100.v6.11.038174603 1.8619637 0.55757 -0.84277583 0.736 0.11 up no

Manes.06G146200.v6.132.12567919 30.796902 1.043146 0.06094174 0.855 0.01 down yes

Manes.06G147300.v6.160.79427872 47.254493 1.286529 0.36348405 0.235 0.2 up no

Manes.06G147500.v6.1365.7788537 316.1636 1.156929 0.21030039 0.203 0.23 down no

Manes.06G149600.v6.14.8843962 8.8138696 0.554172 -0.85159532 0.336 0.38 down no

Manes.06G155800.v6.1133.6552813 139.52642 0.957921 -0.06202145 0.819 0.72 down no

Manes.06G156900.v6.10.329444781 7.4445276 0.044253 -4.49807173 6E-04 0.34 down no

Manes.06G158200.v6.11.06114257 0.3172288 3.345038 1.74202268 0.49 1 up no

Manes.06G159300.v6.1525.0963281 415.06644 1.26509 0.33923981 0.02 0.94 down no

Manes.06G162100.v6.1106.3893555 128.87774 0.825506 -0.27664931 0.247 0.7 down no

Manes.06G166300.v6.11.137855125 0 Inf Inf 0.207 1 up no

Manes.06G168700.v6.12.477300773 2.1927568 1.129765 0.17602325 0.955 0.06 up no

Manes.06G170000.v6.1280.6589018 371.20588 0.756073 -0.40340175 0.035 1 up no

Manes.06G170500.v6.1671.2021434 1.5542554 431.848 8.75437992 ##### 0.3 down no

Manes.06G170600.v6.1586.987386 558.53354 1.050944 0.07168559 0.801 0.83 down no

Manes.06G170700.v6.119.80845263 14.96092 1.324013 0.40491728 0.388 0.03 down yes

Manes.06G170800.v6.14830.640972 8586.9424 0.562557 -0.82992988 ##### 1 down no

Manes.06G170900.v6.124.33132599 0 Inf Inf ##### NA -- no



Manes.06G171000.v6.162.75793299 58.256134 1.077276 0.10738788 0.755 0.46 down no

Manes.06G171100.v6.1147.6955162 126.30349 1.16937 0.22573155 0.291 0 down yes

Manes.06G172300.v6.15.741345364 2.1784759 2.635487 1.39806968 0.413 0.72 down no

Manes.06G174100.v6.1130.3005817 54.561454 2.388143 1.25588952 ##### 0.75 down no

Manes.06G174500.v6.113.15678692 38.166698 0.344719 -1.53650717 3E-04 0.75 down no

Manes.06G176200.v6.167.24305247 18.323599 3.669751 1.87568233 ##### 0.05 down no

Manes.06G177200.v6.12.149157434 2.1751488 0.988051 -0.01734295 1 0.97 down no

Manes.06G178300.v6.111.68948702 13.764586 0.849244 -0.23574963 0.721 0.31 down no

Manes.07G000200.v6.17.715411163 5.3467206 1.443017 0.52908876 0.621 0.58 up no

Manes.07G002800.v6.137.13830305 41.9068 0.886212 -0.17427647 0.66 0.17 down no

Manes.07G004000.v6.10.658889561 2.791282 0.236053 -2.0828193 0.336 0.41 down no

Manes.07G004700.v6.1303.6654605 101.08229 3.004141 1.58695255 ##### 0 up yes

Manes.07G005200.v6.176.88677472 35.187892 2.185035 1.12765637 4E-04 0 up yes

Manes.07G005600.v6.1137.7597297 120.15575 1.14651 0.19724851 0.387 0.05 down no

Manes.07G005700.v6.1300.4485796 214.12062 1.403174 0.48869435 0.038 0 down yes

Manes.07G007900.v6.125.65077996 15.242217 1.682877 0.75092998 0.088 0 up yes

Manes.07G008400.v6.10.708729822 1.2417869 0.570734 -0.8091099 0.872 0.49 up no

Manes.07G009100.v6.163.53788077 120.80782 0.525942 -0.92702493 6E-04 0.74 down no

Manes.07G015800.v6.1156.2146866 108.42276 1.440792 0.52686248 0.048 0 down yes

Manes.07G015900.v6.1312.287214 401.62933 0.777551 -0.36299114 0.025 0 up no

Manes.07G016200.v6.188.54270101 241.92521 0.365992 -1.4501158 ##### 0.02 down no

Manes.07G021700.v6.1 0 1.5623428 #NAME? #NAME? 0.155 0.32 down no

Manes.07G022100.v6.121.18090438 21.983749 0.96348 -0.05367323 0.979 0.36 down no

Manes.07G022600.v6.1123.2184892 32.364721 3.807185 1.92872477 ##### 0.33 down no

Manes.07G025900.v6.1151.4549871 109.66313 1.381093 0.46581049 0.033 0 up no

Manes.07G028000.v6.170.6730786 87.776749 0.805146 -0.31267808 0.244 0 up yes

Manes.07G029600.v6.11.441729054 0.3124686 4.613997 2.20601714 0.349 1 down no

Manes.07G029700.v6.11.112284273 0 Inf Inf 0.238 NA -- no

Manes.07G030100.v6.12.883458108 3.4257396 0.841704 -0.24861545 0.925 0.05 down no

Manes.07G030700.v6.1347.3292838 282.18134 1.230873 0.29968148 0.077 0 down yes

Manes.07G039100.v6.122.00614889 15.894999 1.38447 0.46933379 0.302 0.57 down no

Manes.07G043500.v6.1744.0068399 428.81658 1.735023 0.79495518 ##### 0.55 down no

Manes.07G044000.v6.138.1327712 27.72028 1.375627 0.46008957 0.192 0 up yes

Manes.07G044200.v6.175.15299231 54.458161 1.380013 0.46468228 0.11 0 up yes

Manes.07G044500.v6.112.04189977 18.634634 0.646211 -0.62992349 0.214 0 up yes

Manes.07G046800.v6.157.40015039 51.560515 1.113258 0.15478784 0.634 0.52 up no

Manes.07G053900.v6.114.47456605 10.503542 1.378065 0.46264422 0.462 0.78 up no

Manes.07G057300.v6.110.21698135 31.905882 0.320222 -1.64285342 0.002 0.41 down no

Manes.07G057600.v6.1112.0856083 86.607053 1.294186 0.37204463 0.139 0.62 up no

Manes.07G058300.v6.18939.285717 2368.1826 3.774745 1.91637922 ##### 0 up yes

Manes.07G059000.v6.16.853629637 7.1625147 0.956875 -0.06359795 0.998 0.01 up yes

Manes.07G061200.v6.130.74810626 44.795898 0.686405 -0.54286908 0.163 0.06 down no

Manes.07G062500.v6.18.529955312 8.7350946 0.976516 -0.03428514 0.998 0.05 down yes

Manes.07G062600.v6.114.0111332 17.989479 0.778852 -0.36057974 0.456 0.18 up no

Manes.07G064600.v6.140.70845105 37.315438 1.090928 0.1255557 0.71 0.2 down no

Manes.07G064900.v6.14.323885719 5.5832805 0.774435 -0.36878466 0.703 0.91 down no

Manes.07G066400.v6.19.461014146 7.4892641 1.263277 0.33717088 0.599 0.31 up no

Manes.07G066900.v6.10.658889561 1.5447348 0.426539 -1.22925064 0.769 0.86 down no



Manes.07G069400.v6.116.60038211 12.495671 1.328491 0.40978808 0.382 0.8 up no

Manes.07G070000.v6.14.575316503 5.8583835 0.780986 -0.35663108 0.88 0.64 down no

Manes.07G075200.v6.11.390587351 0.3172288 4.383547 2.13209855 0.351 1 down no

Manes.07G075600.v6.170.99052158 45.852546 1.548235 0.63062457 0.05 0.44 up no

Manes.07G082000.v6.1 0 1.2593948 #NAME? #NAME? 0.227 0.41 down no

Manes.07G083300.v6.138.30563335 45.73617 0.837535 -0.25577899 0.46 0.95 down no

Manes.07G083600.v6.14.754312464 1.2593948 3.775077 1.91650613 0.076 0.19 up no

Manes.07G084200.v6.11.416158202 0.3172288 4.464153 2.15838662 0.35 1 up no

Manes.07G084400.v6.10.758570083 3.4155025 0.222096 -2.17074346 0.297 0.02 up yes

Manes.07G086800.v6.1799.5422927 460.19368 1.737404 0.79693319 ##### 0.16 up no

Manes.07G088700.v6.13.516776817 15.19533 0.231438 -2.11130235 0.002 1 down no

Manes.07G090700.v6.17.083393895 4.018788 1.76257 0.8176803 0.296 0.31 up no

Manes.07G092400.v6.112.46842219 15.885478 0.784894 -0.34942961 0.52 0.65 down no

Manes.07G093500.v6.11271.189517 184.80997 6.87836 2.78206463 ##### 0 up yes

Manes.07G094200.v6.114.3441089 1.2146584 11.80917 3.56183585 0.027 0.46 up no

Manes.07G095300.v6.1394.1510387 37.256421 10.57941 3.40318759 ##### 0 up yes

Manes.07G096400.v6.165.78541729 46.060053 1.428253 0.51425174 0.078 0.06 up no

Manes.07G096700.v6.145.55723827 35.510598 1.282919 0.35943065 0.285 0.71 up no

Manes.07G097700.v6.114.82177303 31.044876 0.477431 -1.06663714 0.013 0 down yes

Manes.07G098400.v6.1133.8713689 533.0386 0.251148 -1.99339257 ##### 0.22 down no

Manes.07G101900.v6.110.40211111 25.246943 0.412015 -1.27923236 0.009 0.81 down no

Manes.07G102400.v6.14.603490239 7.5163925 0.61246 -0.70731233 0.388 0.35 up no

Manes.07G103700.v6.110.02282607 30.484433 0.328785 -1.60478336 0.001 0.57 down no

Manes.07G104500.v6.116.33891319 24.192219 0.675379 -0.56623111 0.203 0.19 down no

Manes.07G106400.v6.1145.7539019 394.51637 0.36945 -1.43655064 ##### 0.03 down no

Manes.07G106600.v6.12.859188698 3.7741407 0.757573 -0.40054235 0.789 0.35 up no

Manes.07G107500.v6.185.86436434 69.486903 1.235691 0.30531843 0.233 0 down yes

Manes.07G111800.v6.1302.0876554 248.22244 1.217004 0.28333366 0.238 0.23 up no

Manes.07G113700.v6.11.745602983 2.7770011 0.628593 -0.66980229 0.688 0.6 down no

Manes.07G114000.v6.11.137855125 0.6073292 1.873539 0.90576629 0.88 0.72 down no

Manes.07G116300.v6.19.182711068 28.552498 0.321608 -1.63662493 6E-04 0.24 down no

Manes.07G117700.v6.114.77323421 0.6296974 23.46085 4.5521832 ##### 1 down no

Manes.07G117800.v6.1111.8021841 62.982677 1.775126 0.82792138 0.001 0.82 up no

Manes.07G119300.v6.1396.2536826 2.4645326 160.7825 7.32896648 ##### 0.19 up no

Manes.07G119700.v6.12.934599811 0.924558 3.174057 1.66632802 0.227 0.9 up no

Manes.07G122600.v6.1584.0891604 448.81626 1.301399 0.38006366 0.084 0.75 up no

Manes.07G123700.v6.117.57737688 88.03493 0.199664 -2.32435628 ##### 0 down yes

Manes.07G124300.v6.1165.0700011 213.05594 0.774773 -0.36815431 0.067 0.25 down no

Manes.07G125300.v6.12.477300773 8.9566571 0.276588 -1.85419134 0.093 0.44 down no

Manes.07G133500.v6.116.37099125 10.942132 1.496143 0.58124779 0.272 0.63 up no

Manes.07G136400.v6.1366.7030935 192.19878 1.907937 0.93201327 ##### 0.79 up no

Manes.07G136600.v6.120.31038616 26.115094 0.777726 -0.36266624 0.392 0 down yes

Manes.07G137400.v6.11.416158202 0.6296974 2.24895 1.16925185 0.603 1 up no

Manes.07G137500.v6.11.086713422 0.3036646 3.578664 1.83942094 0.558 1 down no

Manes.07G139700.v6.179.33282882 167.22078 0.47442 -1.0757642 1E-04 0 down yes

Manes.07G139800.v6.11.390587351 3.139683 0.442907 -1.17492453 0.462 0.88 down no

Manes.07G139900.v6.1208.5825949 437.9664 0.476253 -1.0702014 ##### 0 down yes

Manes.07G142800.v6.173.5202655 29.877104 2.460756 1.29910167 ##### 0.02 up no



Manes.07G143700.v6.132.33415033 28.475413 1.135511 0.18334196 0.728 0.47 down no

Manes.07G143800.v6.169.48966094 28.207424 2.463524 1.3007234 0.001 0 up yes

Manes.08G001200.v6.11.342048532 2.8088899 0.477786 -1.06556324 0.527 0 up yes

Manes.08G002000.v6.110.80306268 15.812897 0.683181 -0.5496613 0.328 0.02 down yes

Manes.08G004200.v6.1168.0014434 181.44824 0.925892 -0.11108447 0.58 0 down no

Manes.08G004400.v6.14.957204429 17.697229 0.280112 -1.83592479 0.002 0.14 down no

Manes.08G004500.v6.120.97448149 35.673604 0.587955 -0.76622182 0.078 0.26 down no

Manes.08G004700.v6.11021.936795 741.20631 1.378748 0.4633589 0.006 0.84 up no

Manes.08G005300.v6.1654.0270719 213.74085 3.059907 1.61348773 ##### 0 down yes

Manes.08G006600.v6.1128.8429465 42.717849 3.016138 1.59270265 ##### 0 down yes

Manes.08G006900.v6.111.0496611 3.7510559 2.945747 1.55863347 0.021 0.23 down no

Manes.08G008800.v6.12.859188698 0.6208934 4.604959 2.20318828 0.13 0.02 up yes

Manes.08G010000.v6.1967.587747 959.1994 1.008745 0.01256174 0.886 0.94 up no

Manes.08G010900.v6.1417.2542545 369.16727 1.130258 0.17665212 0.247 1 down no

Manes.08G011000.v6.124.73265096 26.705532 0.926125 -0.11072175 0.781 0 down yes

Manes.08G012500.v6.112.44415278 1.8531597 6.7151 2.74740888 2E-04 1 down no

Manes.08G014500.v6.13.870491007 14.238884 0.271825 -1.87924753 0.011 1 up no

Manes.08G020400.v6.11.062444012 0.6249371 1.700081 0.7656039 1 0.89 up no

Manes.08G021100.v6.161.89615146 56.251352 1.10035 0.13796193 0.727 0.83 up no

Manes.08G022700.v6.1395.7609316 599.65676 0.659979 -0.59950774 ##### 0.79 down no

Manes.08G023100.v6.130.30894282 57.312043 0.528841 -0.91909481 0.007 0.16 down no

Manes.08G023900.v6.111.94129121 24.507299 0.487254 -1.03725262 0.099 0.03 down yes

Manes.08G024100.v6.16.374664073 18.317405 0.348011 -1.52279394 0.007 0.62 down no

Manes.08G024300.v6.11.416158202 0.6073292 2.33178 1.22143185 0.789 1 down no

Manes.08G024400.v6.125.4779178 34.778324 0.73258 -0.44894103 0.263 0.83 down no

Manes.08G029000.v6.1580.5632396 411.84661 1.409659 0.4953461 6E-04 0.62 down no

Manes.08G030600.v6.1830.16152 661.52566 1.25492 0.32759494 0.015 0.05 down no

Manes.08G031000.v6.17.518653003 9.3079245 0.807769 -0.30798529 0.807 0.42 down no

Manes.08G032000.v6.12.380223134 0.924558 2.574444 1.36426107 0.336 0.73 up no

Manes.08G032600.v6.150.46330099 107.21051 0.470694 -1.0871398 ##### 0.01 down no

Manes.08G037400.v6.11.036873161 0.9286017 1.116596 0.15910759 1 0.9 up no

Manes.08G041100.v6.16.066885818 5.2734225 1.150465 0.20221657 0.821 0.56 up no

Manes.08G041200.v6.129.2044672 21.623217 1.350607 0.43360791 0.469 0.44 up no

Manes.08G041500.v6.15.641664842 5.6049322 1.006554 0.00942405 1 0.75 down no

Manes.08G045700.v6.11.062444012 1.2410703 0.856071 -0.22419797 1 0.61 up no

Manes.08G046000.v6.12.806745553 5.2741391 0.532171 -0.91003733 0.36 0.57 up no

Manes.08G047600.v6.1303.9253731 253.35445 1.199605 0.26255994 0.13 0.04 up no

Manes.08G047900.v6.11.467299905 0 Inf Inf 0.128 0.23 up no

Manes.08G048000.v6.123.51938473 16.503761 1.425092 0.51105547 0.387 0.4 up no

Manes.08G048100.v6.1129.2537549 144.93129 0.891828 -0.16516294 0.562 0.01 up yes

Manes.08G048600.v6.111.9409178 17.461385 0.683847 -0.54825428 0.307 0.09 down no

Manes.08G049900.v6.115.91759654 26.483253 0.601044 -0.73445783 0.151 0 down yes

Manes.08G050100.v6.117.3324533 13.057547 1.32739 0.40859196 0.416 0.07 up no

Manes.08G050200.v6.1877.4198464 848.44329 1.034153 0.04844911 0.739 0.41 up no

Manes.08G050800.v6.1147.7450907 149.41486 0.988825 -0.01621343 0.895 0 up yes

Manes.08G051500.v6.125.39934918 12.084209 2.101863 1.07166848 0.023 0.85 up no

Manes.08G052100.v6.1741.6698411 653.6075 1.134733 0.18235256 0.174 0 down yes

Manes.08G054600.v6.11.137855125 0 Inf Inf 0.207 NA -- no



Manes.08G055300.v6.1108.6142128 35.854699 3.029288 1.59897878 ##### 0 up yes

Manes.08G055400.v6.12.173426843 0 Inf Inf 0.041 1 up no

Manes.08G056600.v6.1675.9220315 122.64979 5.510992 2.4623121 ##### 0 up yes

Manes.08G057500.v6.1102.5295648 73.958592 1.38631 0.47125031 0.065 0.7 up no

Manes.08G058900.v6.18.858098651 5.3060279 1.669441 0.73936482 0.273 0.01 up yes

Manes.08G060100.v6.1400.7539033 77.820086 5.149749 2.36450209 ##### 1 up no

Manes.08G063000.v6.1115.1357718 102.518 1.123079 0.16745889 0.495 0.27 down no

Manes.08G064400.v6.1180.3740048 147.50902 1.2228 0.29018827 0.164 0.58 up no

Manes.08G066000.v6.1214.4749546 213.27771 1.005614 0.00807602 1 0.37 down no

Manes.08G067000.v6.17.816393127 6.2298693 1.254664 0.32730114 0.67 0.88 down no

Manes.08G067100.v6.1113.6105572 186.44797 0.609342 -0.71467617 0.001 0.51 down no

Manes.08G069000.v6.1233.3568074 461.46229 0.50569 -0.98367519 ##### 0 down no

Manes.08G069600.v6.1257.3141387 229.10519 1.123127 0.16752058 0.358 0.88 up no

Manes.08G070100.v6.19.20828192 14.693188 0.626704 -0.67414355 0.242 0.58 up no

Manes.08G070300.v6.127.47179406 6.5518584 4.192977 2.06797505 ##### 0.04 up yes

Manes.08G070600.v6.1217.5955892 1.5359309 141.6702 7.14639221 ##### 0.41 up no

Manes.08G071400.v6.1101.118239 87.07444 1.161285 0.21572205 0.383 0.02 up no

Manes.08G072300.v6.1118.9448171 150.04831 0.79271 -0.33513469 0.133 0.05 up no

Manes.08G072400.v6.115.78230704 25.795255 0.61183 -0.7087976 0.103 0.68 down no

Manes.08G073500.v6.118.20716466 3.3802866 5.386278 2.42928878 0.004 0 up yes

Manes.08G075300.v6.1501.2543551 419.77782 1.194094 0.25591694 0.167 0.86 up no

Manes.08G078600.v6.1420.1204325 280.55882 1.497442 0.58249968 0.001 0.18 up no

Manes.08G079000.v6.119013.22336 5389.637 3.527737 1.81874313 ##### 0.01 down no

Manes.08G079100.v6.1405.1119009 37.995349 10.66214 3.41442574 ##### 0 up yes

Manes.08G079200.v6.11.467299905 1.8395955 0.797621 -0.32622477 0.968 1 down no

Manes.08G079800.v6.138.32209411 36.695261 1.044334 0.06258263 0.89 0.94 up no

Manes.08G080600.v6.112.99852945 4.3448208 2.99173 1.58097984 0.014 0.48 down no

Manes.08G082100.v6.13.338154262 0.9381223 3.558336 1.83120277 0.16 0.56 down no

Manes.08G082300.v6.10.329444781 1.2282226 0.268229 -1.89846349 0.547 0.75 down no

Manes.08G084000.v6.1366.5408241 328.92371 1.114364 0.1562209 0.307 0.85 down no

Manes.08G085000.v6.1489.6876374 340.62192 1.437628 0.52369048 6E-04 0.79 down no

Manes.08G086300.v6.13.188633479 0.3036646 10.50051 3.39238768 0.036 1 down no

Manes.08G087500.v6.1215.8532744 286.584 0.753194 -0.40890708 0.028 0 down yes

Manes.08G088000.v6.12.198997695 2.206321 0.996681 -0.00479662 1 1 down no

Manes.08G088300.v6.1168.2855069 170.60579 0.9864 -0.01975569 0.959 0.7 down no

Manes.08G088700.v6.168.04941456 56.652351 1.201175 0.26444692 0.344 0.51 down no

Manes.08G089300.v6.128.54167331 55.316331 0.515972 -0.95463556 0.005 0 down yes

Manes.08G089600.v6.11.088014864 2.5140293 0.432777 -1.20830319 0.46 0.14 down no

Manes.08G091900.v6.164.47275935 65.864609 0.978868 -0.03081375 0.95 0.51 up no

Manes.08G093800.v6.1328.5277481 254.16195 1.292592 0.37026717 0.029 0 down no

Manes.08G095100.v6.1103.9020165 184.92913 0.561848 -0.83174886 1E-03 0 down yes

Manes.08G096500.v6.10.758570083 4.6342045 0.163689 -2.61096734 0.197 0.63 down no

Manes.08G097100.v6.144.361553 2.1751488 20.39472 4.35012385 ##### 0.04 up yes

Manes.08G098300.v6.15.995379032 6.2034574 0.966458 -0.04922153 1 0.82 up no

Manes.08G098500.v6.1107.2792261 69.109254 1.552313 0.63441993 0.03 0.1 up no

Manes.08G102700.v6.11.112284273 2.1927568 0.507254 -0.97922023 0.584 0.39 down no

Manes.08G102900.v6.176.93886747 0.3124686 246.2292 7.94385777 ##### 1 up no

Manes.08G103900.v6.181.06961054 2.1784759 37.21391 5.21777014 ##### 0.17 up no



Manes.08G104200.v6.147.1064565 74.07333 0.635944 -0.65302938 0.057 0.51 down no

Manes.08G105900.v6.1125.9116964 119.36443 1.054851 0.07703932 0.727 0 up yes

Manes.08G106100.v6.16.297951519 10.923091 0.576572 -0.79442662 0.243 0.47 up no

Manes.08G107400.v6.19.767490959 15.636071 0.624677 -0.67881808 0.243 0.78 up no

Manes.08G108600.v6.127.47272209 16.492807 1.66574 0.73616287 0.079 0.75 up no

Manes.08G110300.v6.142.81037111 78.730589 0.543758 -0.87896393 0.004 0.31 down no

Manes.08G110900.v6.1451.0021753 233.39593 1.932348 0.95035499 ##### 0 down no

Manes.08G112900.v6.13.039112696 0.6161331 4.932558 2.30233612 0.099 0.22 up no

Manes.08G113200.v6.141.43335281 19.516606 2.122979 1.08609041 0.026 0 up yes

Manes.08G113900.v6.14.53068201 18.592048 0.243689 -2.03688552 8E-04 0.07 down no

Manes.08G116700.v6.15.945538771 17.032315 0.349074 -1.51839511 0.01 0.95 down no

Manes.08G116900.v6.12731.599929 1408.4097 1.939492 0.95567913 ##### 0.12 up no

Manes.08G119900.v6.143.26376582 102.02825 0.424037 -1.23773745 ##### 0.09 down no

Manes.08G121500.v6.11.845283505 1.8755279 0.983874 -0.02345426 1 0.72 down no

Manes.08G123400.v6.10.758570083 1.5494951 0.48956 -1.03044384 0.815 0.86 down no

Manes.08G125900.v6.116.85991037 4.631594 3.640196 1.86401615 0.055 0.68 up no

Manes.08G126600.v6.19.382072112 20.557048 0.456392 -1.13165464 0.025 0.21 up no

Manes.08G128500.v6.112.97909241 10.911677 1.189468 0.25031671 0.696 1 down no

Manes.08G129300.v6.123.77862416 27.419226 0.867225 -0.20552258 0.636 0.12 down no

Manes.08G132200.v6.121.20034143 17.115134 1.23869 0.30881491 0.553 0.34 up no

Manes.08G143800.v6.150.00738798 42.504148 1.17653 0.23453761 0.488 0.38 up no

Manes.08G144400.v6.178.62438782 73.846035 1.064707 0.09045643 0.75 0.47 up no

Manes.08G144600.v6.130.47752725 21.784554 1.399043 0.48444025 0.226 0.15 up no

Manes.08G144900.v6.1237.1769771 2256.8088 0.105094 -3.25024831 ##### 0 up yes

Manes.08G147600.v6.117.27740727 4.3367334 3.983968 1.99420607 7E-04 0 up yes

Manes.08G147700.v6.133.05971431 12.785771 2.585664 1.37053506 0.001 0 up yes

Manes.08G148400.v6.146.34751301 24.237673 1.91221 0.93524076 0.008 0 up yes

Manes.08G148600.v6.11904.573596 929.2432 2.049596 1.0353399 0.051 0.6 up no

Manes.08G149500.v6.126.42682342 25.268595 1.045837 0.06465759 0.83 0.02 down yes

Manes.08G149700.v6.123.65988 16.19247 1.461166 0.5471197 0.217 0.36 down no

Manes.08G151000.v6.10.658889561 4.0052237 0.164508 -2.60377426 0.169 0.79 down no

Manes.08G152200.v6.1569.9286526 184.9156 3.082102 1.6239144 ##### 1 up no

Manes.08G153500.v6.196.39926967 92.863108 1.038079 0.05391664 0.875 0.02 down no

Manes.08G153600.v6.166.73200884 100.67006 0.662878 -0.59318387 0.024 0 down yes

Manes.08G154400.v6.11.391888793 1.5725799 0.885099 -0.1760894 1 0.32 down no

Manes.08G156100.v6.124.56629602 21.789315 1.127447 0.17305953 0.677 0.89 down no

Manes.08G156900.v6.1404.5296152 299.85769 1.349072 0.43196735 0.01 0.13 down no

Manes.08G157500.v6.1292.7081292 283.73731 1.031617 0.04490693 0.77 0.07 up no

Manes.08G159100.v6.11.720032131 1.85792 0.925784 -0.11125286 1 0 up yes

Manes.08G160000.v6.12.049476912 2.1879965 0.936691 -0.09435468 1 0.99 up no

Manes.08G161200.v6.132.17849574 21.537757 1.49405 0.57922886 0.175 0.18 up no

Manes.08G162000.v6.135.52668813 49.333976 0.720126 -0.47367835 0.165 0.77 up no

Manes.08G168500.v6.128.96336337 29.96325 0.96663 -0.04896496 0.917 0.01 down yes

Manes.08G168600.v6.132.58688255 23.405198 1.392293 0.47746238 0.202 0.51 up no

Manes.08G169700.v6.119.01817789 19.837162 0.958715 -0.06082658 0.898 0.07 up no

Manes.08G171600.v6.126.66301031 4.3536248 6.124324 2.6145507 ##### 0 up yes

Manes.08G173600.v6.16.350394664 0.6344577 10.00917 3.32325044 0.072 0.08 up no

Manes.09G003300.v6.18.399871576 22.330256 0.376165 -1.4105606 0.006 0.51 down no



Manes.09G004700.v6.13.008709481 0 Inf Inf 0.014 NA -- no

Manes.09G005700.v6.110.47752222 7.498068 1.397363 0.48270676 0.421 0.03 up yes

Manes.09G007500.v6.157.7236426 59.904622 0.963592 -0.05350498 0.931 0.41 up no

Manes.09G009400.v6.110.54772757 1.8660074 5.652565 2.49890563 0.062 0.4 up no

Manes.09G009500.v6.1158.7629516 0.3036646 522.8234 9.03017989 ##### 0 up yes

Manes.09G009700.v6.1100.7472326 14.72439 6.842201 2.7744604 6E-04 0 up yes

Manes.09G011400.v6.144.41882851 31.062484 1.429983 0.51599814 0.171 0.56 down no

Manes.09G011900.v6.11.491569315 1.5271269 0.976716 -0.03398894 1 0.32 down no

Manes.09G014000.v6.153.45870723 49.768522 1.074147 0.10319139 0.715 0.38 down no

Manes.09G014900.v6.143.35181795 38.203347 1.134765 0.18239345 0.597 0.58 up no

Manes.09G015000.v6.19.968153445 14.293141 0.697408 -0.51992476 0.386 0.2 down no

Manes.09G016700.v6.19.413776769 8.0782687 1.165321 0.22072751 0.737 0.16 down no

Manes.09G018500.v6.114.31630857 14.259358 1.003994 0.00575053 1 0.04 up yes

Manes.09G020000.v6.116.97093046 14.57587 1.164317 0.21948366 0.68 0 up yes

Manes.09G020200.v6.134.16493674 37.176469 0.918994 -0.12187328 0.818 0.98 up no

Manes.09G021600.v6.117.27294832 16.474483 1.048467 0.06828118 0.86 0.01 up yes

Manes.09G023400.v6.1892.5430717 669.20437 1.333738 0.41547492 0.002 0 up no

Manes.09G023600.v6.10.329444781 2.8081733 0.117316 -3.0915234 0.121 0.99 up no

Manes.09G024400.v6.11.366317941 0 Inf Inf 0.131 1 up no

Manes.09G025100.v6.12.809348437 1.5766236 1.781876 0.83339728 0.53 1 up no

Manes.09G026700.v6.1164.3408216 316.61968 0.519048 -0.94606007 ##### 0.9 down no

Manes.09G027100.v6.14.984076722 4.0459165 1.231878 0.30085974 0.781 0.92 down no

Manes.09G029100.v6.122.15659771 19.043486 1.163474 0.21843879 0.612 0.68 up no

Manes.09G029600.v6.1171.7086524 91.24011 1.881943 0.91222264 0.005 0.21 up no

Manes.09G029700.v6.12.428761953 3.4121754 0.711793 -0.49047071 0.769 0.27 up no

Manes.09G029800.v6.16.018346999 2.8319747 2.125142 1.08755891 0.323 0.82 up no

Manes.09G030500.v6.1697.038033 678.2462 1.027707 0.03942833 0.78 0.01 up no

Manes.09G033900.v6.11.417459644 2.8048462 0.505361 -0.98461401 0.519 0.59 down no

Manes.09G034600.v6.11.06114257 1.2546345 0.845778 -0.24164864 1 0.08 up no

Manes.09G034800.v6.138895.98062 60.209464 646.0111 9.33541509 ##### 0.03 up no

Manes.09G038400.v6.1330.9211669 251.76119 1.314425 0.39443165 0.018 0 down yes

Manes.09G039000.v6.143.39581322 43.773063 0.991382 -0.01248749 0.974 0.01 down yes

Manes.09G040900.v6.124.06436249 22.988259 1.046811 0.066001 0.869 0.68 down no

Manes.09G042200.v6.112.72896306 10.285306 1.237587 0.30753014 0.595 0.1 up no

Manes.09G042900.v6.11.137855125 0 Inf Inf 0.207 0.01 up yes

Manes.09G047100.v6.11.417459644 0.933362 1.51866 0.60279905 0.85 0.94 down no

Manes.09G049400.v6.156.4881552 45.807093 1.233175 0.30237738 0.445 0.45 up no

Manes.09G049500.v6.190.40704815 187.03321 0.483374 -1.04878734 ##### 0 up no

Manes.09G051300.v6.15.617395432 6.8636103 0.818432 -0.28906629 0.789 0.89 up no

Manes.09G056400.v6.18.420236659 0.3036646 27.72874 4.79331019 ##### 0.05 up no

Manes.09G056600.v6.112.98039385 23.940662 0.54219 -0.88312889 0.062 0 up yes

Manes.09G057500.v6.10.708729822 1.2146584 0.583481 -0.77724293 0.745 0.41 down no

Manes.09G058100.v6.116.64669145 15.263152 1.090646 0.12518258 0.825 0.24 down no

Manes.09G058400.v6.12.025207502 1.2546345 1.614181 0.69080259 0.72 0.6 up no

Manes.09G063400.v6.14.400598274 2.169672 2.028232 1.02022275 0.535 0.94 down no

Manes.09G064700.v6.1390.2071498 305.21368 1.278472 0.3544206 0.029 0.1 down no

Manes.09G065900.v6.122.36209255 77.51332 0.288494 -1.79338905 ##### 0.11 down no

Manes.09G066500.v6.13.543649111 1.2458305 2.844407 1.50812792 0.201 1 down no



Manes.09G067100.v6.151.0966197 56.685212 0.90141 -0.14974457 0.675 0.65 down no

Manes.09G068500.v6.13.919029826 4.3455374 0.901852 -0.14903804 0.98 0 up yes

Manes.09G068700.v6.11226.492142 0 Inf Inf ##### 0.56 up no

Manes.09G069700.v6.122.31392714 21.708646 1.027882 0.03967471 0.969 0.89 down no

Manes.09G069900.v6.115.00207043 11.794825 1.27192 0.34700757 0.54 0.39 down no

Manes.09G070400.v6.11.137855125 0 Inf Inf 0.207 NA -- no

Manes.09G070700.v6.12.025207502 2.1751488 0.931066 -0.10304438 1 0.05 up no

Manes.09G072400.v6.120.50677092 15.543731 1.319295 0.39976746 0.46 0.84 down no

Manes.09G073300.v6.11.491569315 5.9628537 0.250144 -1.99917193 0.113 0.03 down yes

Manes.09G073500.v6.11300.945034 91.234838 14.2593 3.83383137 ##### 0 up yes

Manes.09G074300.v6.12.478602214 0.3124686 7.932325 2.98774384 0.088 1 down no

Manes.09G074900.v6.1691.9153786 392.28234 1.76382 0.8187032 ##### 0 up yes

Manes.09G078300.v6.1741.3919476 313.4263 2.365443 1.24211021 ##### 0.05 up no

Manes.09G078600.v6.1163.2478668 144.66517 1.128453 0.17434653 0.431 0.52 up no

Manes.09G078800.v6.123.98932478 4.6979821 5.106304 2.35227944 ##### 0 up yes

Manes.09G078900.v6.11.441729054 0 Inf Inf 0.129 1 up no

Manes.09G081200.v6.1161.1152887 103.74003 1.553068 0.63512071 0.013 0.93 down no

Manes.09G081800.v6.146.02876858 33.512275 1.37349 0.45784622 0.195 0.63 up no

Manes.09G083400.v6.143.42974736 35.690751 1.216835 0.2831333 0.416 0.43 down no

Manes.09G084100.v6.12.529743918 5.5547189 0.455422 -1.13472255 0.229 0.84 down no

Manes.09G084800.v6.147.04918099 68.01478 0.691749 -0.53167867 0.071 0.32 down no

Manes.09G085300.v6.146.05850957 25.851406 1.781664 0.83322499 0.024 0.02 down yes

Manes.09G087000.v6.1640.5485522 764.32986 0.838053 -0.25488747 0.127 0 down no

Manes.09G092400.v6.1105.5103664 16.353838 6.451719 2.68968361 ##### 0.93 up no

Manes.09G095800.v6.172.94543915 55.319914 1.318611 0.39901886 0.174 0 up yes

Manes.09G096500.v6.1 0 2.1839528 #NAME? #NAME? 0.062 0.17 down no

Manes.09G096600.v6.130.33060935 15.913323 1.905988 0.93053933 0.023 0 up yes

Manes.09G097400.v6.115.60591396 14.348831 1.087609 0.12115967 0.837 0 up yes

Manes.09G098400.v6.150.69251062 1.2593948 40.25149 5.33097012 ##### 0.07 up no

Manes.09G098600.v6.1930.0707768 1353.182 0.687321 -0.54094353 0.001 0.38 up no

Manes.09G102000.v6.12442.701989 724.5016 3.371562 1.75341708 ##### 0 down no

Manes.09G102300.v6.116.69523027 30.430176 0.548641 -0.86606669 0.039 0.76 down no

Manes.09G104200.v6.16.576254596 6.5478147 1.004343 0.00625266 0.976 0.33 down no

Manes.09G105100.v6.19.539028142 7.1361028 1.336728 0.4187059 0.532 0.73 down no

Manes.09G107000.v6.1114.9931546 122.56763 0.938202 -0.09203009 0.686 0.02 down no

Manes.09G107300.v6.1114.0840281 95.625829 1.193025 0.25462458 0.272 0.48 down no

Manes.09G108900.v6.10.758570083 3.7462956 0.202485 -2.30411035 0.222 0.28 up no

Manes.09G109200.v6.1241.9343119 262.33609 0.92223 -0.11680089 0.576 0 up yes

Manes.09G110000.v6.1143.8787698 142.51548 1.009566 0.01373509 0.954 0.01 down no

Manes.09G110100.v6.1125.4556988 111.42252 1.125946 0.17113715 0.44 0.04 down no

Manes.09G110500.v6.11.038174603 2.8000859 0.370765 -1.43142201 0.352 0.56 down no

Manes.09G111600.v6.1101.9803093 42.760691 2.384908 1.25393353 8E-04 0.48 up no

Manes.09G111700.v6.142.61687806 28.781657 1.480696 0.56627524 0.258 0.47 up no

Manes.09G112100.v6.142.09484525 22.038006 1.910102 0.9336499 0.021 0.46 down no

Manes.09G112900.v6.11.112284273 0 Inf Inf 0.238 0.34 up no

Manes.09G113500.v6.115.98259612 1.2641551 12.64291 3.66025643 9E-04 0.11 up no

Manes.09G114000.v6.1106.7687251 447.30059 0.238696 -2.06675554 ##### 0 down yes

Manes.09G114800.v6.1203.1788763 150.5659 1.349435 0.43235531 0.063 0.02 up no



Manes.09G117900.v6.114.97872906 22.383796 0.669177 -0.57953952 0.232 0.11 down no

Manes.09G118900.v6.12.579584179 2.1927568 1.176411 0.23439274 0.925 0.11 up no

Manes.09G126300.v6.1159.8015721 151.10278 1.057569 0.08075139 0.693 0.9 down no

Manes.09G126400.v6.1119.4742622 136.63972 0.874374 -0.19367711 0.427 0.17 down no

Manes.09G128500.v6.1169.3744498 148.80721 1.138214 0.1867718 0.351 0 up no

Manes.09G130500.v6.119.85438857 26.977308 0.735966 -0.44228846 0.295 0.3 down no

Manes.09G133100.v6.1125.9524265 235.52015 0.534784 -0.90297157 ##### 0.01 down no

Manes.09G136000.v6.11.795443244 0.6296974 2.851279 1.51160945 0.414 1 down no

Manes.09G136400.v6.1331.0215943 65.143259 5.08144 2.34523753 ##### 1 up no

Manes.09G138100.v6.134462.0071 7018.2003 4.910377 2.2958337 ##### 0.12 up no

Manes.09G138300.v6.114.46936028 24.177939 0.598453 -0.74069011 0.106 1 up no

Manes.09G139200.v6.1226.4539997 215.84528 1.04915 0.0692205 0.767 0 down yes

Manes.09G140700.v6.1638.2886295 3508.8261 0.181909 -2.45870761 ##### 0 up no

Manes.09G141000.v6.1107.5625537 122.28997 0.87957 -0.1851302 0.492 0.73 down no

Manes.09G141300.v6.1245.1691241 215.05882 1.14001 0.18904602 0.328 0 up yes

Manes.09G148900.v6.111.35613791 3.1125545 3.648494 1.86730127 0.007 0.85 up no

Manes.09G150300.v6.14.930705541 0 Inf Inf 0.001 NA -- no

Manes.09G159500.v6.11.088014864 1.8714842 0.581365 -0.78248463 0.739 0.64 up no

Manes.09G161400.v6.11.41485676 2.7777177 0.509359 -0.973244 0.758 1 down no

Manes.09G166300.v6.10.329444781 5.2517709 0.06273 -3.9946954 0.006 0.08 down no

Manes.09G169500.v6.11.012603751 4.0330688 0.251075 -1.99380829 0.122 0.67 down no

Manes.09G170400.v6.142.45795836 28.615559 1.483737 0.56923519 0.101 1 down no

Manes.09G170500.v6.164.47247053 65.221348 0.988518 -0.01666099 1 0 down yes

Manes.09G170600.v6.18.655206686 5.2429669 1.650822 0.72318483 0.358 0.11 up no

Manes.09G171100.v6.16603.284946 196.10693 33.67186 5.07347145 ##### 0 up yes

Manes.09G175200.v6.11.086713422 1.8850485 0.576491 -0.7946301 0.736 0.18 up no

Manes.09G175800.v6.115.17939154 11.518289 1.317851 0.39818751 0.45 0 up yes

Manes.09G177800.v6.1214.5561261 201.48483 1.064875 0.0906839 0.643 0.56 down no

Manes.09G177900.v6.165.06497449 60.16091 1.081516 0.11305475 0.672 0 down yes

Manes.09G181100.v6.154.24192013 98.766228 0.549195 -0.86460957 0.002 0.06 up no

Manes.09G181400.v6.12.124888024 0.6161331 3.448748 1.78607276 0.284 0.12 up no

Manes.09G183800.v6.11225.776519 852.58719 1.437714 0.5237767 ##### 0.97 down no

Manes.09G184800.v6.11.467299905 0.9421659 1.557369 0.63911069 0.823 0 up yes

Manes.09G185000.v6.117.63725527 44.77783 0.393884 -1.34415854 0.002 0.93 up no

Manes.09G185100.v6.179.63736498 52.424132 1.519097 0.60321442 0.044 0.9 down no

Manes.10G002800.v6.1248.6495682 268.93013 0.924588 -0.11311749 0.565 0.73 down no

Manes.10G004200.v6.195.83233656 109.06768 0.87865 -0.18663919 0.454 0.1 down no

Manes.10G004600.v6.131.53447667 12.429283 2.537111 1.34318692 0.002 0.21 up no

Manes.10G005100.v6.111.9677901 21.766946 0.549815 -0.86298226 0.078 0 down yes

Manes.10G011500.v6.13.843618714 3.4433476 1.116245 0.15865341 0.901 0.98 down no

Manes.10G014700.v6.11.647223903 4.9935593 0.32987 -1.60003183 0.393 0.96 down no

Manes.10G019000.v6.175.36528319 66.491696 1.133454 0.18072592 0.579 0.05 down no

Manes.10G021300.v6.11.794141802 0.6296974 2.849213 1.51056333 0.401 0 up yes

Manes.10G022800.v6.11.342048532 2.4740531 0.542449 -0.88243964 0.646 0.85 down no

Manes.10G023500.v6.11.062444012 0 Inf Inf 0.239 1 up no

Manes.10G023800.v6.17.840662537 7.8241008 1.002117 0.00305061 1 0.18 down no

Manes.10G025300.v6.125.65077996 28.341173 0.905071 -0.14389678 0.734 0.65 up no

Manes.10G028200.v6.11.088014864 0 Inf Inf 0.238 1 up no



Manes.10G028700.v6.117.02727793 19.057767 0.893456 -0.16253124 0.777 0.08 up no

Manes.10G028800.v6.11.366317941 3.761293 0.363258 -1.46093546 0.292 1 up no

Manes.10G028900.v6.1116.5658955 51.683566 2.255376 1.17336824 3E-04 0 up yes

Manes.10G033100.v6.1256.1557493 243.21956 1.053187 0.07476201 0.682 0.19 up no

Manes.10G037300.v6.142.73886432 178.84689 0.238969 -2.06510457 ##### 0 down yes

Manes.10G037400.v6.119.97154247 74.861264 0.266781 -1.90627364 0.003 0.17 down no

Manes.10G037900.v6.169.60606803 69.257283 1.005036 0.00724729 0.963 0.01 down yes

Manes.10G038900.v6.16.936475996 9.638001 0.719701 -0.47453105 0.587 0.23 down no

Manes.10G041000.v6.113.38264686 22.6244 0.591514 -0.75751604 0.109 0.52 up no

Manes.10G042300.v6.112.64964762 10.293394 1.228909 0.29737849 0.596 0 up yes

Manes.10G042400.v6.17.313158154 4.9561937 1.475559 0.561262 0.457 0 up yes

Manes.10G042600.v6.191.61184351 116.69999 0.78502 -0.34919837 0.17 0.42 down no

Manes.10G045900.v6.1178.3466524 122.87893 1.451401 0.53744663 0.012 0 up no

Manes.10G046000.v6.127.25849055 6.5559021 4.157855 2.05583947 ##### 0.47 up no

Manes.10G047000.v6.1136.3006118 125.34943 1.087365 0.12083665 0.641 0.48 up no

Manes.10G047100.v6.1103.9214536 85.284116 1.218532 0.28514455 0.29 0.17 up no

Manes.10G047200.v6.114.74636191 13.608009 1.083653 0.11590308 0.894 0.09 up no

Manes.10G047700.v6.16.326125254 2.4876174 2.543046 1.34655752 0.112 0.02 up yes

Manes.10G049500.v6.18.222550462 2.4964214 3.293735 1.7197245 0.03 0 up yes

Manes.10G049600.v6.152.10606594 51.143085 1.018829 0.02691214 0.972 0 up yes

Manes.10G049800.v6.1881.9119673 8.0430528 109.6489 6.77674764 ##### 0 up yes

Manes.10G049900.v6.137.84573143 98.886157 0.38272 -1.38563798 ##### 1 up no

Manes.10G051100.v6.1178.1799241 117.62122 1.514862 0.59918647 0.005 0.12 down no

Manes.10G051800.v6.111.25775883 9.56803 1.176602 0.23462583 0.854 0.86 up no

Manes.10G053200.v6.120.74434383 22.400688 0.926058 -0.11082499 0.854 0.42 down no

Manes.10G053300.v6.113.81437504 9.6413281 1.432829 0.5188665 0.352 0.12 up no

Manes.10G053600.v6.15.484708812 8.6496654 0.634095 -0.6572293 0.455 0.01 up yes

Manes.10G058100.v6.141.54633657 36.340667 1.143246 0.19313638 0.579 0.01 down yes

Manes.10G058400.v6.10.658889561 1.2458305 0.528876 -0.91899926 0.958 0 up yes

Manes.10G059100.v6.13.037811254 0.933362 3.254698 1.70252363 0.177 0.56 down no

Manes.10G060600.v6.112.54903907 11.798152 1.063644 0.08901595 0.905 0.1 up no

Manes.10G062500.v6.182.33717599 55.813222 1.475227 0.56093703 0.053 0.15 down no

Manes.10G062900.v6.135.39846047 33.839024 1.046084 0.06499864 0.835 0.3 down no

Manes.10G064800.v6.1191.658613 114.96965 1.667037 0.73728575 4E-04 0.55 up no

Manes.10G066900.v6.11.062444012 2.1799091 0.48738 -1.03688117 0.581 0.72 up no

Manes.10G067200.v6.16.171772108 9.2753191 0.665397 -0.58771213 0.45 0.64 up no

Manes.10G068100.v6.12.907727517 0.6208934 4.683135 2.22747452 0.129 1 down no

Manes.10G071400.v6.152.60733724 50.099316 1.050061 0.07047314 0.809 0.87 up no

Manes.10G074600.v6.15.543285762 9.9361887 0.557889 -0.84195119 0.24 0.54 down no

Manes.10G075200.v6.1126.4397554 266.61503 0.474241 -1.07630798 ##### 0 up no

Manes.10G078600.v6.1276.4293447 363.59424 0.760269 -0.39541858 0.087 0.56 up no

Manes.10G079400.v6.12.907727517 2.1839528 1.331406 0.41295041 0.811 0.77 up no

Manes.10G080800.v6.13.972774413 3.1173148 1.274422 0.34984303 0.743 0.74 up no

Manes.10G081000.v6.165.32811825 129.87155 0.503021 -0.99130949 1E-04 0.24 down no

Manes.10G082300.v6.121.30615575 28.914464 0.736868 -0.44052103 0.31 0.01 down yes

Manes.10G083500.v6.1120.7082669 110.57508 1.091641 0.12649822 0.583 0.2 down no

Manes.10G083800.v6.116.80104459 38.476556 0.436657 -1.19542874 0.003 0.43 down no

Manes.10G084900.v6.126.66951752 47.81207 0.557799 -0.84218314 0.019 0.3 up no



Manes.10G086400.v6.169.87470638 79.751274 0.876158 -0.19073725 0.505 0.2 down no

Manes.10G086800.v6.143.80000689 33.889698 1.292428 0.3700843 0.269 0 up yes

Manes.10G091100.v6.149.76973049 72.748694 0.684132 -0.54765278 0.136 0.09 up no

Manes.10G093800.v6.116.94275672 3.4393039 4.926217 2.30048013 2E-04 0.02 up yes

Manes.10G094300.v6.139.52335855 15.268628 2.588534 1.37213507 4E-04 0 up yes

Manes.10G098400.v6.15.816756476 4.3360168 1.341498 0.42384455 0.67 0.75 down no

Manes.10G099300.v6.12.833617847 3.0894697 0.917186 -0.12471402 0.989 0.8 down no

Manes.10G099700.v6.11.821014095 0 Inf Inf 0.072 0.21 up no

Manes.10G099800.v6.16.167867782 0.6073292 10.15572 3.34422125 0.087 0.72 down no

Manes.10G099900.v6.19.174902416 0 Inf Inf ##### NA -- no

Manes.10G100000.v6.16.826757343 0 Inf Inf ##### NA -- no

Manes.10G100200.v6.11.06114257 0 Inf Inf 0.218 0.34 up no

Manes.10G100500.v6.12.477300773 0.9381223 2.640701 1.40092118 0.33 0.56 down no

Manes.10G101000.v6.11.41485676 1.5582991 0.907949 -0.13931616 1 0.3 down no

Manes.10G101300.v6.147.77065942 155.41297 0.307379 -1.70191021 0.109 0 down yes

Manes.10G102000.v6.1542.3318114 333.28066 1.627253 0.7024382 ##### 0.06 up no

Manes.10G107600.v6.1186.3600926 142.91979 1.303949 0.38288729 0.134 0 down yes

Manes.10G107800.v6.11.745602983 0.3036646 5.748457 2.52317488 0.222 0.01 up yes

Manes.10G108300.v6.12.578282737 0.3124686 8.251335 3.04462756 0.086 0.68 up no

Manes.10G108400.v6.12.225869988 0.6249371 3.56175 1.83258641 0.503 1 up no

Manes.10G108700.v6.11.367619383 1.8626803 0.734221 -0.44571329 0.958 1 down no

Manes.10G109000.v6.110.49565783 8.7215303 1.203419 0.26713938 0.714 0.87 down no

Manes.10G109500.v6.11.012603751 0 Inf Inf 0.24 1 up no

Manes.10G110500.v6.11.417459644 0 Inf Inf 0.13 NA -- no

Manes.10G110700.v6.1103.9479525 123.49004 0.841752 -0.24853338 0.357 0.56 down no

Manes.10G111000.v6.19.41154729 5.8774246 1.601305 0.67924781 0.361 0.39 up no

Manes.10G116200.v6.1119.565206 112.34636 1.064255 0.08984422 0.684 0 up yes

Manes.10G116500.v6.14.151396969 3.0901863 1.343413 0.42590308 0.681 0 up yes

Manes.10G118300.v6.11.088014864 0 Inf Inf 0.238 NA -- no

Manes.10G120300.v6.158.1172435 27.956123 2.078874 1.05580198 0.001 0.95 up no

Manes.10G120800.v6.121.55182614 29.625086 0.727486 -0.45900922 0.353 0.07 up no

Manes.10G120900.v6.121.21550074 13.692721 1.5494 0.63170952 0.199 0.04 up yes

Manes.10G122700.v6.11.317779122 0.933362 1.411863 0.49759997 0.745 0 up yes

Manes.10G129100.v6.143.44759414 9.932145 4.374442 2.12909906 ##### 0.13 up no

Manes.10G132500.v6.17.917375091 4.3502977 1.819962 0.86390808 0.253 0.04 up yes

Manes.10G133700.v6.10.379285042 2.4876174 0.152469 -2.71341022 0.137 1 down no

Manes.10G136200.v6.1267.1854924 295.98406 0.902702 -0.14767779 0.47 0.01 up no

Manes.10G137000.v6.11.112284273 0.6161331 1.805266 0.8522115 0.862 0.75 down no

Manes.10G139300.v6.163.27919597 46.368017 1.364716 0.44860123 0.212 0 up yes

Manes.10G139700.v6.121.62203148 12.984966 1.665159 0.73565988 0.232 0.63 down no

Manes.10G139800.v6.163.9020065 40.061984 1.595078 0.67362737 0.042 0.17 down no

Manes.10G142500.v6.115.6340877 11.815044 1.323236 0.40407007 0.498 0.01 down yes

Manes.10G143600.v6.1200.053013 146.82816 1.362498 0.4462537 0.026 0 up yes

Manes.10G144500.v6.18.120267056 13.641792 0.595249 -0.74843404 0.205 0.03 up yes

Manes.10G144800.v6.14.833254497 0.6208934 7.784354 2.9605774 0.012 0.02 up yes

Manes.10G144900.v6.117.27387635 39.773316 0.434308 -1.203209 0.004 0 up yes

Manes.10G147700.v6.1 0 1.2410703 #NAME? #NAME? 0.23 0.93 up no

Manes.10G148400.v6.113.63184816 0 Inf Inf ##### 0 up yes



Manes.10G148500.v6.173.90420167 13.625617 5.423916 2.43933485 ##### 0 up yes

Manes.10G148600.v6.1116.2003716 24.77027 4.691122 2.22993316 ##### 0 up yes

Manes.10G149800.v6.11.088014864 0.6073292 1.791475 0.84114767 1 1 down no

Manes.10G150900.v6.127.9707513 17.434973 1.60429 0.68193485 0.102 0 down yes

Manes.10G152500.v6.1114.8707719 56.689491 2.026315 1.01885854 0.001 0.01 down yes

Manes.11G000800.v6.122.7925193 35.774747 0.637112 -0.65038116 0.101 0.49 down no

Manes.11G001100.v6.119.30521766 19.940199 0.968156 -0.04668896 0.991 0.46 down no

Manes.11G001700.v6.11.137855125 1.2458305 0.913331 -0.13079096 1 0.02 up yes

Manes.11G003500.v6.1158.722764 74.803854 2.121853 1.08532455 0.002 0.85 down no

Manes.11G005400.v6.136.24444346 9.6596526 3.752148 1.90771663 ##### 0 up yes

Manes.11G006400.v6.116.73306873 41.556044 0.402663 -1.31235629 0.02 0 down yes

Manes.11G006500.v6.117.10882285 0.9374057 18.25125 4.18992318 0.009 0.09 up no

Manes.11G006800.v6.196.02357712 20.499464 4.684199 2.22780247 ##### 0 up yes

Manes.11G007600.v6.130.75713177 9.9585569 3.088513 1.62691237 2E-04 0.05 up yes

Manes.11G010700.v6.13.870491007 1.8890922 2.048863 1.0348235 0.356 1 up no

Manes.11G011600.v6.14.02001179 3.9788118 1.010355 0.01486206 0.951 0.87 down no

Manes.11G011800.v6.125.92610675 0.3172288 81.72683 6.35273785 ##### 0.68 up no

Manes.11G012400.v6.10.329444781 2.5011816 0.131716 -2.92450125 0.136 0.3 up no

Manes.11G013300.v6.123.24591401 7.1936868 3.231433 1.69217389 0.013 0.73 down no

Manes.11G015300.v6.112.0370674 44.695185 0.269315 -1.89263548 0.031 1 up no

Manes.11G017500.v6.125.49055882 49.40108 0.515992 -0.95457959 0.044 0.14 down no

Manes.11G018000.v6.11.416158202 1.8355518 0.771516 -0.37423138 0.869 0.51 down no

Manes.11G021400.v6.1405.9348688 503.3939 0.806396 -0.31043946 0.038 0.01 down no

Manes.11G021700.v6.19.896646658 14.035646 0.705108 -0.50408375 0.52 0.75 down no

Manes.11G023000.v6.1321.5073902 314.91877 1.020922 0.02987214 0.833 0 down no

Manes.11G023800.v6.1260.2700546 296.04925 0.879144 -0.18582785 0.27 0.49 down no

Manes.11G024400.v6.1419.8362724 680.41044 0.617034 -0.69657847 ##### 0 down no

Manes.11G027800.v6.1255.2019037 54.38773 4.69227 2.23028599 ##### 0.01 down yes

Manes.11G028500.v6.11.794141802 0.9421659 1.904274 0.92924083 0.598 1 down no

Manes.11G029100.v6.15.617395432 0.3124686 17.97747 4.16811845 0.002 0 up yes

Manes.11G030600.v6.18.727086877 3.148487 2.771835 1.47084147 0.176 0.08 up no

Manes.11G033000.v6.112.69725841 27.968254 0.453988 -1.13927317 0.045 0.48 down no

Manes.11G036000.v6.118.09195142 26.549641 0.681439 -0.55334433 0.229 0.15 down no

Manes.11G045700.v6.11.036873161 0.6344577 1.634267 0.7086436 1 1 up no

Manes.11G047000.v6.13.113222366 11.083026 0.2809 -1.83187128 0.029 0.69 down no

Manes.11G053900.v6.114.60074546 16.164625 0.903253 -0.14679799 0.852 0.49 down no

Manes.11G054000.v6.182.61808195 5.6137361 14.71713 3.87942441 ##### 0.62 up no

Manes.11G055900.v6.122.05821863 35.777357 0.616541 -0.69773054 0.086 0.09 down no

Manes.11G057600.v6.14.55495142 2.1839528 2.085646 1.06049399 0.272 0 up yes

Manes.11G057700.v6.126.03229448 14.670103 1.774513 0.82742345 0.053 0.6 down no

Manes.11G059100.v6.170.61747794 77.071863 0.916255 -0.12617897 0.678 0.06 down no

Manes.11G068700.v6.1210.8288299 186.46296 1.130674 0.17718305 0.343 0 down no

Manes.11G069300.v6.14.753011022 0.3036646 15.65217 3.96829116 0.006 0 up yes

Manes.11G071300.v6.119.25928172 16.495418 1.167553 0.22348857 0.627 0.02 down yes

Manes.11G071400.v6.1802.1959866 79.780327 10.05506 3.32984981 ##### 0.97 down no

Manes.11G072100.v6.1123.397774 8.7174867 14.1552 3.82326031 ##### 0 up yes

Manes.11G072800.v6.1325.048498 256.03909 1.269527 0.34429088 0.205 0.46 up no

Manes.11G072900.v6.189.52917928 69.522609 1.287771 0.36487573 0.26 0 down yes



Manes.11G073700.v6.10.732999232 1.5359309 0.477235 -1.0672297 0.663 0.11 up no

Manes.11G074900.v6.11.417459644 0 Inf Inf 0.13 NA -- no

Manes.11G077600.v6.131.97820666 137.694 0.232241 -2.10630472 ##### 0 down yes

Manes.11G079000.v6.18.40247446 6.2298693 1.34874 0.43161236 0.527 0.62 down no

Manes.11G079600.v6.1134.5187376 100.88709 1.333359 0.41506558 0.067 0 down yes

Manes.11G080000.v6.129.54646841 59.39557 0.497452 -1.00736962 0.003 0.96 down no

Manes.11G080200.v6.133.51794139 21.078232 1.590169 0.6691797 0.087 0.12 down no

Manes.11G081700.v6.1169.8631877 214.03668 0.793617 -0.33348481 0.087 0.01 up no

Manes.11G081800.v6.15.591824581 5.8869451 0.949869 -0.07420008 0.994 0.71 up no

Manes.11G087000.v6.1265.6631574 489.43822 0.542792 -0.88152859 ##### 0.28 up no

Manes.11G088200.v6.121.06505192 36.683847 0.574232 -0.80029346 0.038 0.79 up no

Manes.11G091000.v6.1386.063623 1078.3256 0.358021 -1.48188236 ##### 0 up yes

Manes.11G092200.v6.11227.209324 1597.6527 0.768133 -0.38057246 0.004 0.56 down no

Manes.11G092500.v6.16.372061189 4.3679056 1.458837 0.54481845 0.501 0.25 down no

Manes.11G093800.v6.114.85347768 16.437117 0.903655 -0.14615654 0.87 0.48 up no

Manes.11G094600.v6.178.9179348 145.56355 0.542155 -0.88322404 3E-04 0 down yes

Manes.11G098800.v6.1161.598979 128.77611 1.254883 0.32755313 0.132 0.08 down no

Manes.11G099100.v6.136.17033379 10.57684 3.419768 1.77389827 0.002 0.01 up yes

Manes.11G102500.v6.14.833254497 4.9528666 0.97585 -0.03526879 1 0.44 up no

Manes.11G107900.v6.16.096360996 5.8759914 1.037503 0.05311605 1 0.68 up no

Manes.11G109200.v6.152.61896564 56.590007 0.929828 -0.10496442 0.753 0.03 down yes

Manes.11G109900.v6.131.18700388 31.205497 0.999407 -0.00085524 1 0.21 down no

Manes.11G110300.v6.113.43992236 3.4290667 3.919411 1.97063692 0.019 0 up yes

Manes.11G112100.v6.14.860126791 10.920481 0.445047 -1.16797049 0.099 0.11 down no

Manes.11G114600.v6.13988.575881 3180.4273 1.254101 0.32665312 0.257 0 up yes

Manes.11G114700.v6.13037.923973 2306.9279 1.31687 0.39711284 0.243 0 up yes

Manes.11G114900.v6.133.70660207 29.728614 1.13381 0.181179 0.624 0.05 up no

Manes.11G118500.v6.126.18349011 29.405908 0.890416 -0.16744863 0.747 0 down yes

Manes.11G118700.v6.16.427107218 9.9728378 0.644461 -0.63383454 0.38 0.06 down no

Manes.11G123100.v6.14.62906109 4.6444417 0.996688 -0.00478558 1 0.41 down no

Manes.11G125300.v6.133.54351224 35.028448 0.957608 -0.06249332 0.888 0.1 down no

Manes.11G127700.v6.18.979819103 21.040866 0.42678 -1.22843581 0.021 0.03 down yes

Manes.11G129400.v6.1523.0593231 314.45142 1.663403 0.73413745 ##### 0 up no

Manes.11G129600.v6.12.529743918 2.1879965 1.156192 0.20938093 0.978 0.07 up no

Manes.11G132000.v6.139.48198917 40.228798 0.981436 -0.02703397 0.963 0.01 down yes

Manes.11G132700.v6.11590.698102 1959.8855 0.811628 -0.30110935 0.015 0.01 up no

Manes.11G133100.v6.17.509916314 0.9381223 8.005264 3.00094897 0.002 0.03 up yes

Manes.11G134500.v6.118.9793038 53.868696 0.352325 -1.50502007 9E-04 0 down yes

Manes.11G137600.v6.11.746904425 0.3124686 5.590657 2.48301776 0.222 0.49 up no

Manes.11G138800.v6.181.64101355 58.206863 1.402601 0.48810484 0.129 0 up yes

Manes.11G138900.v6.1653.1302073 18.873344 34.60596 5.11294867 ##### 0 up yes

Manes.11G139000.v6.163.85152702 16.476633 3.875278 1.9542997 ##### 0 up yes

Manes.11G139100.v6.110.75322242 9.2848397 1.158148 0.21182015 0.727 0 up yes

Manes.11G139200.v6.1110.0850436 40.550818 2.714743 1.44081557 2E-04 0 up yes

Manes.11G141900.v6.1240.6664346 284.13756 0.847007 -0.23955463 0.175 0.02 down no

Manes.11G145100.v6.1577.5529398 507.18927 1.138733 0.18742896 0.209 0.3 up no

Manes.11G145200.v6.1278.5799727 256.54277 1.085901 0.11889217 0.591 0.13 up no

Manes.11G146800.v6.114.59331021 34.490373 0.423113 -1.24088658 0.003 0 down yes



Manes.11G147600.v6.119.65763041 57.629989 0.341101 -1.55173032 ##### 0.03 down yes

Manes.11G149600.v6.133.87778938 106.49942 0.318103 -1.65243397 ##### 0 down yes

Manes.11G150200.v6.11.137855125 9.9735543 0.114087 -3.13179086 0.035 0 up yes

Manes.11G152800.v6.15.413202025 8.3467174 0.648543 -0.6247267 0.383 1 up no

Manes.11G153100.v6.1 0 1.5766236 #NAME? #NAME? 0.145 0.61 down no

Manes.11G155900.v6.1158.4727422 152.74462 1.037501 0.05311319 0.824 0.67 down no

Manes.11G156000.v6.14.274045458 6.9138236 0.618188 -0.69388155 0.446 0.84 down no

Manes.11G156400.v6.1719.8672475 434.41121 1.65711 0.72866956 ##### 0 down yes

Manes.11G157800.v6.1133.4353739 375.73031 0.355136 -1.49355634 ##### 0.01 up no

Manes.11G159200.v6.11.794141802 2.1791925 0.823306 -0.28049973 1 0.98 up no

Manes.11G165600.v6.11.367619383 1.5678197 0.872307 -0.19709284 1 0.61 down no

Manes.12G002000.v6.199.08206529 80.022363 1.23818 0.3082207 0.242 0.37 up no

Manes.12G005400.v6.1105.0368954 171.28003 0.613247 -0.70546078 0.002 0.17 down no

Manes.12G005900.v6.1477.9138093 355.93454 1.342701 0.42513851 0.005 0.45 down no

Manes.12G006500.v6.1200.2477229 63.081415 3.174433 1.66649891 ##### 0 up yes

Manes.12G009400.v6.1717.4172816 2.8088899 255.4095 7.99666861 ##### 0.75 down no

Manes.12G009500.v6.123.1077328 9.8874086 2.337087 1.22471136 0.036 0.92 down no

Manes.12G009900.v6.1934.2655126 276.56146 3.378148 1.7562325 ##### 0.86 down no

Manes.12G011100.v6.1409.5001965 349.39106 1.17204 0.22902146 0.146 0.58 down no

Manes.12G011400.v6.1264.205811 306.82075 0.861108 -0.21573384 0.215 0.88 up no

Manes.12G015400.v6.15.239411832 9.0339989 0.579966 -0.78595987 0.293 0.08 up no

Manes.12G015600.v6.1662.9866346 74.260824 8.927812 3.15830657 ##### 0 up no

Manes.12G015900.v6.17.388569266 24.53586 0.301133 -1.73152492 8E-04 0.82 up no

Manes.12G017700.v6.189.3255405 48.09741 1.85718 0.89311354 0.005 0 down yes

Manes.12G019900.v6.1353.7510776 488.02718 0.724859 -0.46422696 0.003 0.11 up no

Manes.12G021800.v6.12.528442476 1.8755279 1.348123 0.43095221 0.819 0.13 up no

Manes.12G022100.v6.1464.1290906 100.40399 4.622616 2.20870954 ##### 0 up yes

Manes.12G022500.v6.1139.5093446 258.4325 0.539829 -0.88942575 2E-04 0 down yes

Manes.12G024000.v6.132.05361777 56.24826 0.56986 -0.81132127 0.018 0 up yes

Manes.12G026600.v6.195.68345499 215.97768 0.443025 -1.17454085 0.001 0.2 down no

Manes.12G029300.v6.1400.5234382 59.037648 6.784204 2.76217952 ##### 0.12 up no

Manes.12G035800.v6.1152.5523779 108.7105 1.40329 0.48881332 0.034 0.48 down no

Manes.12G039200.v6.1129.9068841 59.026234 2.200833 1.13804969 ##### 0 up yes

Manes.12G042500.v6.161.8129317 44.393957 1.392373 0.47754539 0.134 0.31 up no

Manes.12G043900.v6.1509.257153 503.91405 1.010603 0.01521666 0.968 0.37 up no

Manes.12G044100.v6.12.099317173 2.4876174 0.843907 -0.24484445 1 0.12 down no

Manes.12G045300.v6.11.317779122 0 Inf Inf 0.132 0.14 up no

Manes.12G046100.v6.178.9143193 10.928568 7.22092 2.85218274 ##### 0.08 down no

Manes.12G047600.v6.1671.0743656 509.19589 1.31791 0.39825188 0.012 0.01 up no

Manes.12G049900.v6.17.742283457 4.0459165 1.913604 0.93629259 0.204 0.07 up no

Manes.12G053800.v6.11408.194647 1604.4889 0.877659 -0.18826706 0.44 0.56 up no

Manes.12G054000.v6.1703.4225815 1439.3254 0.488717 -1.03292923 ##### 0 down yes

Manes.12G056600.v6.1106.9891134 74.094235 1.44396 0.53003081 0.036 0.84 up no

Manes.12G058600.v6.1348.1378524 279.23087 1.246774 0.31820025 0.052 0.47 down no

Manes.12G062000.v6.11.746904425 5.5961282 0.312163 -1.67962833 0.1 1 up no

Manes.12G062700.v6.1188.0142937 169.97874 1.106105 0.14548807 0.522 0.85 down no

Manes.12G063600.v6.1135.7432589 167.07154 0.812486 -0.29958543 0.167 0.28 up no

Manes.12G065900.v6.19.540329584 7.4628522 1.278376 0.354312 0.597 0.12 up no



Manes.12G070300.v6.1160.9664808 196.42749 0.81947 -0.28723655 0.173 0.47 up no

Manes.12G071300.v6.115.66579235 7.4269197 2.109326 1.07678186 0.046 0.75 up no

Manes.12G071500.v6.12.173426843 0.3036646 7.157327 2.83942094 0.138 1 down no

Manes.12G071700.v6.11.846584947 1.5630594 1.181391 0.24048705 0.934 0.89 up no

Manes.12G072000.v6.1189.1600421 222.32913 0.850811 -0.23308961 0.234 0 down yes

Manes.12G073100.v6.15.89569851 18.897606 0.311981 -1.68046883 0.004 0.4 down no

Manes.12G073400.v6.18.302793938 19.270525 0.430855 -1.21472709 0.044 0.25 down no

Manes.12G073800.v6.1222.6395443 1013.4061 0.219694 -2.1864306 ##### 0.95 up no

Manes.12G077000.v6.13.466936556 8.7534191 0.396067 -1.33618521 0.093 0.91 up no

Manes.12G077100.v6.1102.7644502 100.3645 1.023912 0.03409216 0.918 0.02 down no

Manes.12G077500.v6.121.25110972 51.238782 0.414747 -1.269698 8E-04 0 down yes

Manes.12G077700.v6.115.27646918 18.371662 0.831524 -0.26617104 0.607 0.03 up yes

Manes.12G077900.v6.134.71633713 18.884758 1.838326 0.87839241 0.047 0.26 up no

Manes.12G079400.v6.152.59469623 54.307061 0.968469 -0.04622246 0.901 1 up no

Manes.12G082200.v6.130.260404 27.34214 1.106731 0.14630511 0.736 0 up yes

Manes.12G082300.v6.13.264044591 10.946176 0.29819 -1.74569427 0.069 0.12 up no

Manes.12G082700.v6.115.83307534 11.848366 1.336309 0.41825343 0.411 0 up yes

Manes.12G087300.v6.1414.3779779 126.99794 3.262872 1.70614229 ##### 0 up yes

Manes.12G087700.v6.159.91937518 3.0949466 19.36039 4.27503617 ##### 0 up yes

Manes.12G090100.v6.112.27166402 9.9585569 1.232273 0.30132229 0.598 0.27 up no

Manes.12G092000.v6.1106.8614404 186.97939 0.571515 -0.80713787 3E-04 0.42 down no

Manes.12G092500.v6.114.28943628 10.824814 1.320063 0.40060673 0.491 0.06 up no

Manes.12G094900.v6.122.8589049 4.6444417 4.921777 2.2991792 ##### 0.05 up yes

Manes.12G097600.v6.118.49067351 44.744252 0.413252 -1.27490458 9E-04 0.04 down yes

Manes.12G098000.v6.137.04318908 20.565852 1.801199 0.84895744 0.048 0.7 up no

Manes.12G098400.v6.1309.1430338 178.97442 1.727303 0.78852112 ##### 1 up no

Manes.12G099000.v6.11.440427612 0.3124686 4.609832 2.20471424 0.35 1 down no

Manes.12G100700.v6.19.312794805 33.611013 0.277076 -1.85164791 6E-04 0 down yes

Manes.12G101800.v6.112.11470799 14.645125 0.827218 -0.27366083 0.636 0.51 down no

Manes.12G102100.v6.1152.4709406 276.53027 0.551372 -0.85890308 ##### 0 down yes

Manes.12G102400.v6.1598.9098748 562.14569 1.0654 0.09139485 0.512 0.03 down no

Manes.12G107500.v6.15.114160459 9.6230036 0.531452 -0.91198983 0.298 0.34 up no

Manes.12G110300.v6.177.32827523 140.53403 0.550246 -0.86185156 4E-04 0.01 down no

Manes.12G112300.v6.12.149157434 0 Inf Inf 0.041 NA -- no

Manes.12G113700.v6.159.13022066 86.094878 0.686803 -0.54203175 0.08 0.01 down yes

Manes.12G115500.v6.181.4053813 141.77418 0.57419 -0.80039871 0.005 0.17 up no

Manes.12G117000.v6.1179.8057703 133.85868 1.343251 0.42572863 0.042 0.27 down no

Manes.12G117100.v6.1401.3580091 325.78672 1.231966 0.30096187 0.236 1 down no

Manes.12G119500.v6.11.06114257 0 Inf Inf 0.218 NA -- no

Manes.12G120500.v6.111.18364916 9.0211512 1.239714 0.31000755 0.6 0.23 down no

Manes.12G120600.v6.177.99552807 51.410357 1.517117 0.60133238 0.043 0.99 up no

Manes.12G121900.v6.1128.5072712 279.69401 0.459457 -1.12199934 ##### 0.99 down no

Manes.12G122500.v6.10.379285042 4.3441042 0.08731 -3.51770433 0.026 0.63 down no

Manes.12G125800.v6.161.62918796 70.033321 0.879998 -0.18442771 0.544 0.09 up no

Manes.12G128700.v6.13.896061859 0 Inf Inf 0.003 1 up no

Manes.12G131300.v6.11.870854356 1.5582991 1.200575 0.26372509 0.937 0.61 down no

Manes.12G131500.v6.141.48868766 7.4533316 5.566462 2.47676067 ##### 0.41 down no

Manes.12G132400.v6.146.47602949 55.29035 0.840581 -0.25054088 0.631 0.06 down no



Manes.12G138000.v6.13.088952957 8.7039224 0.354892 -1.4945478 0.085 0.73 up no

Manes.12G139400.v6.160.27096749 160.08085 0.376503 -1.40926565 ##### 0.87 up no

Manes.12G139700.v6.1752.7989539 225.59798 3.336905 1.73851044 ##### 0 up yes

Manes.12G142000.v6.112.59720448 26.124615 0.482197 -1.05230616 0.024 0.07 down no

Manes.12G142300.v6.13.134888892 6.5654226 0.477485 -1.06647357 0.412 1 down no

Manes.12G143000.v6.11502.562056 1160.9268 1.294278 0.37214755 0.004 0 up yes

Manes.12G144900.v6.15.945538771 7.1679915 0.829457 -0.26976138 0.805 1 down no

Manes.12G145100.v6.138.25579309 56.278511 0.679758 -0.55690592 0.114 0.45 up no

Manes.12G145200.v6.134.9133611 53.812545 0.648796 -0.62416329 0.068 0.7 up no

Manes.12G145500.v6.1371.7023791 421.87541 0.881071 -0.18266907 0.709 0.03 up no

Manes.12G146500.v6.112.74412238 4.3719493 2.914975 1.54348346 0.017 0 up yes

Manes.12G151000.v6.125.41971426 3.7382082 6.799973 2.76552899 ##### 0.6 up no

Manes.12G152100.v6.178.9597006 107.97607 0.73127 -0.45152321 0.129 0.04 up no

Manes.12G154600.v6.12105.202025 1.2689153 1659.056 10.6961472 ##### 1 down no

Manes.13G000600.v6.145.44751961 31.402337 1.447266 0.53332963 0.194 0.91 down no

Manes.13G005600.v6.1485.1915517 393.78546 1.232122 0.30114457 0.042 0.71 up no

Manes.13G007400.v6.11.088014864 0.9469262 1.148996 0.20037433 1 0.94 down no

Manes.13G008100.v6.121.721712 59.215877 0.366822 -1.44684624 0.001 0 down yes

Manes.13G009700.v6.15.411900583 3.4481079 1.569528 0.65033043 0.476 0.76 up no

Manes.13G009800.v6.116.01690366 8.7182033 1.837179 0.87749253 0.091 0.39 down no

Manes.13G010100.v6.1121.5509848 365.55549 0.33251 -1.58852882 ##### 0.56 down no

Manes.13G010600.v6.1847.3901963 485.4256 1.745664 0.80377624 ##### 0.83 down no

Manes.13G010900.v6.1154.4698304 117.51055 1.314519 0.39453476 0.069 0.08 down no

Manes.13G012300.v6.11399.389276 1252.7346 1.117068 0.1597165 0.197 1 up no

Manes.13G014500.v6.11.342048532 0.3172288 4.230538 2.08084102 0.354 0.03 up yes

Manes.13G015100.v6.12.783777586 1.2641551 2.202086 1.13887051 0.471 0.75 down no

Manes.13G017000.v6.1370.7462775 475.58076 0.779565 -0.35925814 0.019 0 down yes

Manes.13G017900.v6.13.262743149 0.3036646 10.74456 3.42553483 0.035 0.62 up no

Manes.13G020600.v6.12.478602214 6.5152093 0.380433 -1.39428478 0.122 0.74 down no

Manes.13G021600.v6.1232.8903137 232.05684 1.003592 0.00517243 0.986 0.09 down no

Manes.13G023200.v6.1218.5029333 146.53643 1.491117 0.57639329 0.007 0 up yes

Manes.13G023600.v6.12.126189466 4.0466331 0.525422 -0.92845188 0.427 0.3 down no

Manes.13G025000.v6.1155.6164222 14.639648 10.62979 3.41004158 ##### 0.43 up no

Manes.13G025500.v6.18.168805875 14.024231 0.582478 -0.77972457 0.183 0 up yes

Manes.13G025600.v6.1246.6593074 196.37489 1.256063 0.32890925 0.072 0 up no

Manes.13G028700.v6.113.64058485 23.080598 0.590998 -0.75877511 0.115 0 down yes

Manes.13G030700.v6.1106.5136788 159.92138 0.666038 -0.58632412 0.01 0.01 up no

Manes.13G033800.v6.19.941281151 1.2322663 8.067478 3.01211773 4E-04 0 up yes

Manes.13G037100.v6.1124.9557289 238.30117 0.524361 -0.931369 1E-04 0.05 down no

Manes.13G038400.v6.1105.0835781 91.75983 1.145202 0.1956026 0.434 0 up yes

Manes.13G040700.v6.120.65117052 39.741428 0.519638 -0.94442015 0.025 0.41 up no

Manes.13G041700.v6.117.09878472 5.922161 2.887254 1.52969817 0.006 0 up yes

Manes.13G043100.v6.177.35329145 63.858169 1.21133 0.27659149 0.38 0.63 up no

Manes.13G043300.v6.12.428761953 21.984465 0.110476 -3.17819144 ##### 0 up yes

Manes.13G043400.v6.118.32431856 218.83583 0.083735 -3.57801754 ##### 0 down yes

Manes.13G045800.v6.12.050778354 0.9374057 2.187717 1.12942616 0.736 0.26 up no

Manes.13G046200.v6.115.2561041 24.645551 0.619021 -0.69194067 0.144 0.83 down no

Manes.13G047700.v6.111.38523968 33.313541 0.34176 -1.54894407 0.005 0.36 up no



Manes.13G048300.v6.137.74251999 69.319627 0.544471 -0.87707315 0.004 0.59 down no

Manes.13G048600.v6.146.3743853 111.21599 0.416976 -1.2619641 ##### 0.13 down no

Manes.13G048700.v6.133.830552 51.454151 0.657489 -0.60496075 0.079 0.74 up no

Manes.13G049700.v6.1593.0561113 994.85468 0.596123 -0.7463172 ##### 0.37 up no

Manes.13G057100.v6.12.758206734 2.7960423 0.986468 -0.01965557 1 0.42 up no

Manes.13G057800.v6.1165.8611423 127.5579 1.300281 0.37882372 0.134 1 down no

Manes.13G059300.v6.148.83235662 71.745361 0.680634 -0.55504815 0.138 0 up yes

Manes.13G061000.v6.11878.036181 1486.4349 1.26345 0.3373686 0.009 0.82 up no

Manes.13G061100.v6.13.944600678 4.3319731 0.910578 -0.13514504 0.981 0.04 up yes

Manes.13G067100.v6.1256.5226822 294.85199 0.870005 -0.20090454 0.252 0.34 down no

Manes.13G067800.v6.178.54087924 82.032817 0.957432 -0.06275743 0.876 0 up no

Manes.13G067900.v6.15.287950652 21.747905 0.243148 -2.04009583 3E-04 0.08 up no

Manes.13G069400.v6.11.769872392 4.055437 0.43642 -1.19621205 0.309 0.69 up no

Manes.13G070300.v6.13.114523808 15.862393 0.196346 -2.34852696 0.007 0.01 down yes

Manes.13G070800.v6.1343.160017 338.70951 1.01314 0.01883297 0.917 0.85 down no

Manes.13G071600.v6.10.379285042 1.8531597 0.204669 -2.28863285 0.274 0.49 down no

Manes.13G074500.v6.17.140669403 9.6915414 0.736794 -0.44066681 0.717 0.68 up no

Manes.13G075900.v6.17.157503566 21.087036 0.339427 -1.55882792 0.003 0.73 down no

Manes.13G078800.v6.1260.5681682 215.30866 1.210208 0.27525447 0.163 0.01 down no

Manes.13G080800.v6.113.1858887 37.352548 0.353012 -1.50221185 0.003 0.18 up no

Manes.13G083100.v6.1207.0555011 164.59964 1.257934 0.33105639 0.086 0.63 down no

Manes.13G083200.v6.126.42934172 27.787384 0.951127 -0.07228954 0.928 0.92 down no

Manes.13G084700.v6.10.329444781 2.791282 0.118026 -3.0828193 0.096 0.9 down no

Manes.13G086200.v6.11.441729054 2.1703886 0.664272 -0.59015328 0.793 0.15 up no

Manes.13G088400.v6.1255.2978491 488.95401 0.522131 -0.93751739 ##### 0 up yes

Manes.13G089800.v6.136.73958096 22.700308 1.618462 0.69462327 0.06 0.49 down no

Manes.13G090900.v6.115.60851684 17.077052 0.914005 -0.12972547 0.827 0.29 down no

Manes.13G094000.v6.17.287587302 24.380686 0.298908 -1.74222554 0.001 0.97 down no

Manes.13G098900.v6.11.517140166 0.3172288 4.782479 2.25775856 0.29 1 down no

Manes.13G099200.v6.12.856585814 4.670137 0.611671 -0.709173 0.52 0.12 up no

Manes.13G100900.v6.1421.3712823 334.21477 1.26078 0.33431651 0.034 0.01 down no

Manes.13G103000.v6.11.744301541 0.6344577 2.74928 1.45905364 0.622 0.71 down no

Manes.13G104900.v6.1159.3085795 130.2673 1.222936 0.29034895 0.178 0 down yes

Manes.13G105600.v6.1293.8030477 335.02269 0.876965 -0.18940946 0.264 0.07 down no

Manes.13G107300.v6.15.568856613 3.1403996 1.773296 0.82643301 0.498 0 up yes

Manes.13G109500.v6.15.999283358 2.1784759 2.75389 1.46147101 0.414 1 up no

Manes.13G109600.v6.157.33049968 39.544127 1.449785 0.5358394 0.08 0.01 up no

Manes.13G110700.v6.1176.693476 267.08317 0.661567 -0.59604028 0.001 0.01 up no

Manes.13G111700.v6.11.647223903 3.4026548 0.4841 -1.04662414 0.699 0.77 down no

Manes.13G112700.v6.1192.9100065 167.43995 1.152115 0.20428417 0.282 1 up no

Manes.13G114800.v6.13.062080663 0.9421659 3.250044 1.7004592 0.171 0.06 up no

Manes.13G115100.v6.177.34779686 239.9619 0.322334 -1.63337328 ##### 0.07 up no

Manes.13G118000.v6.12.708366473 1.2689153 2.134395 1.09382715 0.695 0.02 up yes

Manes.13G118300.v6.17.485646905 5.9526166 1.257539 0.33060303 0.742 0.46 up no

Manes.13G122100.v6.12.073746321 0.3172288 6.537068 2.7086436 0.141 0.68 up no

Manes.13G125200.v6.1136.8723773 188.40043 0.726497 -0.46097092 0.078 0.27 up no

Manes.13G126300.v6.1 0 1.5447348 #NAME? #NAME? 0.145 1 down no

Manes.13G127500.v6.135.94019613 33.018681 1.088481 0.1223158 0.738 0.99 up no



Manes.13G128000.v6.17456.66203 5476.8598 1.361485 0.445181 0.005 0.01 up no

Manes.13G128500.v6.112.94999063 9.9537966 1.30101 0.37963224 0.536 0 up yes

Manes.13G131800.v6.13.892157533 1.5718633 2.476142 1.30809431 0.248 0.94 down no

Manes.13G132300.v6.10.329444781 9.2976873 0.035433 -4.81876334 ##### 0.98 down no

Manes.13G133100.v6.14.2753469 13.343604 0.320404 -1.64203497 0.012 0.03 down yes

Manes.13G138400.v6.13.743010155 13.946889 0.268376 -1.89767252 0.072 0 down yes

Manes.13G138900.v6.1720.8982636 229.03923 3.147488 1.65420093 ##### 0 up yes

Manes.13G142700.v6.140.03599244 84.879073 0.471683 -1.08411133 2E-04 0 up no

Manes.13G143000.v6.15.999283358 0.9286017 6.460556 2.69165835 0.012 0.37 up no

Manes.13G145500.v6.14.854921023 0.6296974 7.709927 2.94671723 0.016 0.71 up no

Manes.13G146900.v6.14.62906109 6.5328173 0.708586 -0.49698568 0.575 0.31 down no

Manes.13G147000.v6.1478.631961 441.15089 1.084962 0.11764455 0.461 0 down yes

Manes.13G149400.v6.1210.4071629 342.47534 0.614372 -0.70281629 3E-04 0.15 down no

Manes.13G150400.v6.1109.1384521 43.437049 2.512566 1.32916148 ##### 0.44 up no

Manes.13G151100.v6.1435.0215549 416.9704 1.043291 0.06114192 0.772 0.11 up no

Manes.13G152100.v6.137.86702455 36.737387 1.030749 0.04369304 0.893 0.87 down no

Manes.13G152200.v6.130.16807415 27.346183 1.103191 0.14168311 0.71 0.64 up no

Manes.13G152300.v6.158.93802905 37.990128 1.551404 0.63357425 0.095 0 up yes

Manes.14G001200.v6.149.88986068 53.850832 0.926445 -0.110222 0.767 0 down yes

Manes.14G001300.v6.114.57164368 16.147017 0.902436 -0.14810403 0.801 0.08 down no

Manes.14G004500.v6.15.948141655 9.3431404 0.636632 -0.65146854 0.375 0 up yes

Manes.14G004800.v6.12.782476144 2.8319747 0.982522 -0.02543906 1 1 up no

Manes.14G006000.v6.12.808046995 1.2410703 2.262601 1.17798229 0.471 0.29 up no

Manes.14G006100.v6.12.404492544 0.3172288 7.579678 2.92213663 0.09 0.08 up no

Manes.14G008400.v6.145.0036084 84.780049 0.530828 -0.91368412 0.005 0.22 down no

Manes.14G010500.v6.14.505111159 4.0778052 1.104788 0.14376983 0.899 0.28 up no

Manes.14G011400.v6.11413.636906 243.65853 5.801713 2.53647897 ##### 0.03 down no

Manes.14G011500.v6.16.019648441 8.3636088 0.719743 -0.47444634 0.532 0.92 down no

Manes.14G012700.v6.1142.8280388 87.933071 1.624281 0.69980147 0.002 0 up no

Manes.14G014000.v6.112.77620044 5.2605748 2.42867 1.28016649 0.038 0.54 up no

Manes.14G015100.v6.112.27036258 7.1272988 1.721601 0.78375057 0.183 0.2 up no

Manes.14G016600.v6.13.745239634 4.6539623 0.804742 -0.31340148 0.901 0.31 down no

Manes.14G017200.v6.110.97685287 5.57376 1.96938 0.9777417 0.126 0 up yes

Manes.14G022000.v6.16.377266957 1.8755279 3.400252 1.76564153 0.047 0.19 up no

Manes.14G024900.v6.119.70877211 24.290496 0.811378 -0.30155407 0.519 0.35 down no

Manes.14G025300.v6.11.491569315 27.7134 0.053821 -4.21568078 6E-04 0.09 down no

Manes.14G026900.v6.13.164364069 13.611336 0.23248 -2.10482117 0.01 0.64 down no

Manes.14G029800.v6.12.405793986 2.8096065 0.856274 -0.22385498 1 0.24 down no

Manes.14G030100.v6.192.31119743 6.5599458 14.07195 3.81474987 ##### 0.03 up yes

Manes.14G030300.v6.14.857523907 6.2569978 0.776335 -0.36524949 0.75 0.8 down no

Manes.14G037100.v6.13.488603082 1.5542554 2.244549 1.16642587 0.298 0.34 up no

Manes.14G044500.v6.11.062444012 0.6296974 1.687229 0.75465622 0.864 1 down no

Manes.14G044600.v6.1190.1715256 139.82392 1.360079 0.44369008 0.03 0.55 up no

Manes.14G047900.v6.15.263681242 1.5718633 3.348689 1.74359634 0.089 1 down no

Manes.14G048900.v6.19.159743101 13.061591 0.701273 -0.51195158 0.4 0.63 up no

Manes.14G049600.v6.121.52067611 43.834947 0.490948 -1.0263581 0.023 0 down yes

Manes.14G049800.v6.13.188633479 12.434043 0.256444 -1.96328532 0.006 0 up yes

Manes.14G050000.v6.1116.1875384 116.52938 0.997066 -0.00423845 1 0.3 down no



Manes.14G054000.v6.14.857523907 0.9421659 5.155699 2.366168 0.029 0 up yes

Manes.14G054700.v6.1334.0426594 416.50136 0.802021 -0.31828887 0.543 0.81 down no

Manes.14G055700.v6.1479.3235569 280.40415 1.709403 0.77349216 ##### 0.05 up no

Manes.14G056800.v6.136.92630099 65.493124 0.56382 -0.82669469 0.008 0.83 down no

Manes.14G058800.v6.1133.6398561 128.91296 1.036667 0.05195305 0.859 0 down yes

Manes.14G061000.v6.1154.2163514 262.49889 0.587493 -0.76735558 2E-04 0.76 up no

Manes.14G062000.v6.114.75417057 17.131309 0.86124 -0.21551255 0.72 0.75 down no

Manes.14G063100.v6.124.20477318 16.253637 1.489191 0.574529 0.328 0.01 up yes

Manes.14G067300.v6.11045.709886 916.89565 1.14049 0.18965319 0.137 0.5 up no

Manes.14G069500.v6.1111.5944597 67.572862 1.651469 0.72374954 0.013 1 down no

Manes.14G070000.v6.163.71288782 78.261513 0.814102 -0.29671777 0.366 0.55 down no

Manes.14G070400.v6.1442.3959895 151.5964 2.918249 1.54510285 ##### 0 up yes

Manes.14G071100.v6.13256.407319 2847.7132 1.143517 0.19347733 0.107 0.94 up no

Manes.14G071200.v6.11.416158202 1.8619637 0.760572 -0.39484249 0.964 0.13 up no

Manes.14G071800.v6.1246.6964946 303.46022 0.812945 -0.29877018 0.088 0.22 up no

Manes.14G074600.v6.11669.53332 1699.1936 0.982545 -0.02540534 0.821 0 up no

Manes.14G074900.v6.16.045219293 9.902406 0.61048 -0.71198443 0.357 0.16 up no

Manes.14G075300.v6.176.96107657 37.543911 2.049895 1.03555005 6E-04 0.13 down no

Manes.14G076500.v6.13.466936556 6.9002594 0.502436 -0.99298916 0.278 0.78 down no

Manes.14G078100.v6.18.603136946 10.252701 0.839109 -0.25306931 0.799 0.98 down no

Manes.14G078900.v6.119.05378688 37.854229 0.503346 -0.99037674 0.012 0 down yes

Manes.14G079600.v6.11.745602983 0 Inf Inf 0.073 1 up no

Manes.14G083300.v6.117.50847297 82.39811 0.212486 -2.23455798 ##### 0 down yes

Manes.14G083600.v6.173.45778422 88.302663 0.831886 -0.26554156 0.323 0.02 up no

Manes.14G083700.v6.12.124888024 0.924558 2.298274 1.20055106 0.459 0.02 up yes

Manes.14G084700.v6.184.66737764 80.056607 1.057594 0.08078574 0.837 0 down yes

Manes.14G085500.v6.144.66048697 33.339953 1.339549 0.4217469 0.215 0.43 down no

Manes.14G087200.v6.12.149157434 2.8081733 0.765322 -0.38586081 0.793 0.28 down no

Manes.14G088000.v6.11.794141802 0.3172288 5.655671 2.4996981 0.217 1 up no

Manes.14G089700.v6.12.075047763 4.6396814 0.447239 -1.1608812 0.287 0.98 up no

Manes.14G093200.v6.13.917728384 0.6161331 6.358574 2.66870333 0.044 0.09 up no

Manes.14G095600.v6.12523.867552 3304.238 0.763827 -0.38868139 0.217 0.72 up no

Manes.14G095700.v6.12343.227154 2605.0997 0.899477 -0.15284176 0.484 0.58 up no

Manes.14G096100.v6.131.76695141 3.4066985 9.32485 3.22108046 ##### 0.96 down no

Manes.14G096900.v6.113.81177216 9.9057331 1.394321 0.47956278 0.424 0.31 down no

Manes.14G097500.v6.13.920331268 0 Inf Inf 0.003 0.08 up no

Manes.14G097600.v6.1822.4981896 863.84073 0.952141 -0.07075284 0.577 0 up yes

Manes.14G100400.v6.11058.919931 599.40398 1.766621 0.82099294 ##### 0.01 up no

Manes.14G100500.v6.110.04709548 13.693438 0.733716 -0.44670622 0.48 0 up yes

Manes.14G100600.v6.1250.0129823 361.25844 0.692061 -0.53102829 0.003 0 down yes

Manes.14G100800.v6.14.53068201 12.728187 0.355957 -1.49022682 0.026 0.6 up no

Manes.14G101200.v6.19.760055712 9.0204347 1.081994 0.11369243 0.934 0.42 down no

Manes.14G101800.v6.1160.5999443 155.8886 1.030223 0.04295598 0.839 0 up yes

Manes.14G102000.v6.124.64300857 20.878321 1.180316 0.23917271 0.568 0 up yes

Manes.14G102200.v6.11.366317941 0 Inf Inf 0.131 NA -- no

Manes.14G102600.v6.116.71949968 15.560162 1.074507 0.1036746 0.872 0.7 up no

Manes.14G106800.v6.12.049476912 2.7953257 0.73318 -0.44776063 0.865 0.67 up no

Manes.14G108400.v6.120.87480097 15.558729 1.341678 0.42403825 0.359 0.29 up no



Manes.14G109100.v6.140.56023171 26.798332 1.513536 0.59792268 0.087 0.01 up yes

Manes.14G112100.v6.115338.04427 12186.886 1.25857 0.33178505 0.089 0.13 up no

Manes.14G112300.v6.1139.7593663 111.79401 1.250151 0.32210213 0.149 0.88 down no

Manes.14G112500.v6.1327.5289793 347.59642 0.942268 -0.08579068 0.649 0 down no

Manes.14G115600.v6.116.34021463 62.073342 0.26324 -1.9255469 ##### 0.07 down no

Manes.14G115700.v6.155.40088715 944.49874 0.058656 -4.09156789 ##### 0 down yes

Manes.14G115900.v6.135.40664252 50.201666 0.705288 -0.5037152 0.293 0 down yes

Manes.14G116600.v6.136.09622412 17.706749 2.038557 1.02754857 0.009 0.94 up no

Manes.14G117300.v6.13.492507408 5.3188755 0.656625 -0.60685809 0.569 0.58 down no

Manes.14G120800.v6.120.93757107 50.447717 0.415035 -1.26869488 0.003 0 down yes

Manes.14G121000.v6.1 0 2.1480203 #NAME? #NAME? 0.068 0.01 up yes

Manes.14G121500.v6.1116.7037878 102.03106 1.143806 0.19384298 0.409 0.91 up no

Manes.14G121900.v6.1 0 2.152064 #NAME? #NAME? 0.064 0.06 up no

Manes.14G125800.v6.11.137855125 0 Inf Inf 0.207 NA -- no

Manes.14G128000.v6.115420.8173 20977.856 0.7351 -0.443988 0.103 0 down yes

Manes.14G128400.v6.119.47287405 25.124865 0.775044 -0.36765001 0.417 0.11 up no

Manes.14G128900.v6.11.036873161 0.3124686 3.318328 1.7304565 0.56 0 up yes

Manes.14G129200.v6.14.37372598 8.3724127 0.522397 -0.9367806 0.209 0.04 down yes

Manes.14G129600.v6.13.21420433 1.5542554 2.068003 1.04823805 0.391 1 up no

Manes.14G131200.v6.141.36603917 135.54861 0.305175 -1.71229156 ##### 0 down yes

Manes.14G135900.v6.13.465635114 2.1663449 1.599762 0.67785684 0.603 0.4 down no

Manes.14G136600.v6.110.12120515 5.930965 1.706502 0.77104233 0.219 1 down no

Manes.14G137500.v6.111.10563516 8.9668943 1.238515 0.30861162 0.605 0.62 up no

Manes.14G138000.v6.11.062444012 0.924558 1.149137 0.20055106 1 0.59 up no

Manes.14G139000.v6.10.683158971 1.2417869 0.550142 -0.86212432 0.87 0.76 down no

Manes.14G139100.v6.125.09640328 30.43422 0.824611 -0.27821376 0.495 0.49 up no

Manes.14G139900.v6.1322.7585794 431.96814 0.747181 -0.42046947 0.01 0.22 up no

Manes.14G140200.v6.111.05839779 31.397321 0.352208 -1.50549908 0.002 1 down no

Manes.14G140400.v6.17.562359459 5.9485729 1.27129 0.34629283 0.667 0.37 up no

Manes.14G140500.v6.1620.8456106 495.86061 1.252057 0.32429991 0.067 0.11 up no

Manes.14G142700.v6.1704.8311463 464.70389 1.516732 0.60096596 ##### 0 up no

Manes.14G145300.v6.16.32352237 7.7929286 0.811444 -0.3014372 0.748 1 up no

Manes.14G145500.v6.17.716712605 9.3138621 0.828519 -0.27139314 0.745 0.68 down no

Manes.14G147900.v6.12.176029727 1.5454514 1.408022 0.49366994 0.808 0.75 up no

Manes.14G148200.v6.12.685398505 0.6073292 4.421652 2.1445856 0.348 0.02 up yes

Manes.14G151700.v6.14.783414236 2.8000859 1.70831 0.77256962 0.383 0.03 up yes

Manes.14G152900.v6.113.83734301 13.679157 1.011564 0.01658761 1 0.56 up no

Manes.14G154800.v6.11.366317941 2.4733365 0.552419 -0.85616532 0.64 0.77 up no

Manes.14G156000.v6.11.845283505 4.6668099 0.395406 -1.33859422 0.2 0.21 down no

Manes.14G157600.v6.13.211601446 2.7905654 1.150878 0.20273542 0.945 0.48 up no

Manes.14G159700.v6.142.40105626 45.571966 0.93042 -0.10404641 0.771 0.15 up no

Manes.14G159900.v6.119.68320126 21.38118 0.920585 -0.11937658 0.832 0.11 down no

Manes.14G160000.v6.114.87681905 8.3874102 1.773708 0.82676877 0.133 0.64 up no

Manes.14G162400.v6.134.91596398 55.075011 0.633971 -0.65751107 0.053 0.72 down no

Manes.14G162800.v6.1542.6202493 317.50989 1.708987 0.77314137 ##### 0.24 down no

Manes.14G162900.v6.180.44149759 77.881479 1.032871 0.04665966 0.887 0.75 down no

Manes.14G163100.v6.132.49399806 8.0863561 4.018373 2.00661163 8E-04 0.09 down no

Manes.14G164100.v6.115.10435383 9.9714046 1.514767 0.59909583 0.295 0.83 down no



Manes.14G164600.v6.111.96648865 9.0306718 1.325094 0.40609466 0.485 0.07 down no

Manes.14G165700.v6.146.05758153 82.623911 0.557436 -0.8431207 0.056 0.52 down no

Manes.14G167700.v6.110.82510261 5.2741391 2.052487 1.03737318 0.117 0.04 down yes

Manes.14G167900.v6.1179.4829173 151.20989 1.186979 0.24729402 0.24 0 down yes

Manes.14G168400.v6.11.896425208 1.2458305 1.522218 0.60617464 0.656 1 down no

Manes.14G169000.v6.10.35371419 1.2458305 0.283918 -1.81645184 0.552 0.41 down no

Manes.14G174300.v6.1156.6032739 142.52737 1.098759 0.13587543 0.58 0.01 down no

Manes.15G001000.v6.120.69710645 25.780258 0.802828 -0.31683759 0.484 0.62 up no

Manes.15G001600.v6.131.69432441 37.336373 0.848886 -0.23635727 0.543 0.76 up no

Manes.15G002400.v6.1141.8366436 43.554111 3.256562 1.70334949 ##### 0 up no

Manes.15G002800.v6.133.87165558 91.586331 0.369833 -1.4350538 ##### 0.67 down no

Manes.15G005800.v6.12.758206734 3.3850469 0.814821 -0.29544523 0.905 1 up no

Manes.15G006400.v6.1284.522331 516.14072 0.55125 -0.85922256 ##### 0.16 down no

Manes.15G006900.v6.115.93926307 10.853376 1.4686 0.55444107 0.421 0 down yes

Manes.15G010500.v6.132.15905869 122.46433 0.262599 -1.92906454 ##### 0.3 up no

Manes.15G010600.v6.132.57395271 12.219135 2.665815 1.41457665 0.013 0.62 up no

Manes.15G012700.v6.115.07450525 29.033931 0.519203 -0.94562928 0.043 0.68 up no

Manes.15G014300.v6.1275.8479761 24.253131 11.37371 3.5076305 ##### 0.77 down no

Manes.15G017100.v6.14.930332135 4.9385857 0.998329 -0.00241311 1 0.75 up no

Manes.15G017300.v6.12.554013327 2.4780968 1.030635 0.04353349 1 0.86 up no

Manes.15G021300.v6.14.478238865 4.6539623 0.962242 -0.05552803 1 0.75 down no

Manes.15G021500.v6.16.273682109 15.636787 0.401213 -1.31755978 0.04 0.78 down no

Manes.15G023200.v6.17.592762673 1.2234623 6.205964 2.63365524 0.024 0 up yes

Manes.15G024700.v6.11788.38675 6854.5946 0.260903 -1.93841258 ##### 0 up yes

Manes.15G028500.v6.14.224205197 1.5542554 2.717832 1.44245632 0.171 0.75 up no

Manes.15G028600.v6.12.427460511 3.4704761 0.69946 -0.51568575 0.825 0.95 up no

Manes.15G029100.v6.115.28650731 7.4214428 2.059776 1.04248722 0.055 0 up yes

Manes.15G029900.v6.13.161761185 9.0171076 0.35064 -1.51193633 0.054 0.04 down yes

Manes.15G033400.v6.1188.5253373 214.39796 0.879324 -0.18553273 0.385 0 down yes

Manes.15G035100.v6.134.93577443 65.032391 0.537206 -0.89645334 0.005 0.81 down no

Manes.15G036000.v6.11.038174603 0.9109938 1.139607 0.18853601 1 0.86 down no

Manes.15G037400.v6.110.97685287 1.8707676 5.867566 2.5527622 0.004 0 up yes

Manes.15G038200.v6.1682.9588163 780.09895 0.875477 -0.19185855 0.237 0 up yes

Manes.15G039200.v6.111.15937975 6.5423378 1.705717 0.77037868 0.2 0.24 up no

Manes.15G039800.v6.13512.565563 2086.845 1.683194 0.75120167 0.111 0.83 down no

Manes.15G044300.v6.1819.0085399 243.84235 3.358763 1.7479298 ##### 0 up yes

Manes.15G046700.v6.125.44751459 27.066064 0.9402 -0.08896036 0.864 1 up no

Manes.15G050300.v6.12.907727517 2.4964214 1.164758 0.22003063 0.958 0.76 up no

Manes.15G051000.v6.190.00134881 94.888304 0.948498 -0.07628364 0.809 0.39 up no

Manes.15G052300.v6.147.59415875 116.49009 0.408568 -1.29135085 ##### 0.01 down no

Manes.15G052500.v6.117.91240083 123.40656 0.14515 -2.78438845 ##### 0.32 down no

Manes.15G054000.v6.11101.078472 1158.0374 0.950814 -0.07276453 0.696 0.46 down no

Manes.15G056700.v6.13.516776817 10.580167 0.332393 -1.5890367 0.03 0.83 down no

Manes.15G057500.v6.15.184739209 8.1244383 0.638166 -0.64799665 0.603 0.04 down yes

Manes.15G058800.v6.176.43962141 64.145659 1.191657 0.252969 0.365 0.01 up no

Manes.15G059100.v6.13.264044591 1.5454514 2.112033 1.07863244 0.391 0.3 down no

Manes.15G060900.v6.1245.2029846 244.60178 1.002458 0.00354164 0.995 0 down no

Manes.15G062600.v6.134.06711229 31.140542 1.093979 0.12958559 0.748 0.23 down no



Manes.15G065400.v6.125.04173066 9.2665152 2.702389 1.43423548 0.011 0.43 down no

Manes.15G065500.v6.11.137855125 0.6249371 1.820751 0.86453396 0.884 0.03 up yes

Manes.15G070300.v6.11.76857095 0.3036646 5.824093 2.54203351 0.202 0.02 up yes

Manes.15G072100.v6.1109.4435429 67.720861 1.616098 0.69251461 0.05 0 up yes

Manes.15G072200.v6.11.038174603 0 Inf Inf 0.24 0 up yes

Manes.15G075800.v6.12.198997695 3.4433476 0.638622 -0.64696572 0.621 0 up yes

Manes.15G078100.v6.125.34690603 105.46635 0.240332 -2.05690122 ##### 0.02 down no

Manes.15G079700.v6.180.6729367 130.44295 0.618454 -0.69326231 0.004 0.01 down no

Manes.15G080000.v6.124.50511618 51.883221 0.472313 -1.08218506 0.003 0.01 down yes

Manes.15G080100.v6.153.54872303 76.646837 0.698642 -0.51737409 0.069 0 down yes

Manes.15G082300.v6.14.955902987 7.8336214 0.632645 -0.66053145 0.416 1 down no

Manes.15G082600.v6.11431.944196 11.428816 125.2924 6.96915546 ##### 0.86 down no

Manes.15G082800.v6.14.984076722 0.9197977 5.418666 2.43793773 0.028 0.81 up no

Manes.15G083200.v6.1270.721067 298.74583 0.906192 -0.14211144 0.426 0 down yes

Manes.15G084300.v6.176.62391978 0.9286017 82.51538 6.3665911 ##### 0.56 down no

Manes.15G086200.v6.1 0 153.87194 #NAME? #NAME? ##### 0.51 down no

Manes.15G091100.v6.1504.569939 1523.4199 0.331209 -1.59418753 ##### 0 down yes

Manes.15G091300.v6.13.772111927 7.7624731 0.485942 -1.04114387 0.214 0 up yes

Manes.15G091400.v6.1106.1596758 95.591832 1.110552 0.15127662 0.817 0.56 up no

Manes.15G094600.v6.16.018346999 11.137283 0.540378 -0.8879581 0.173 0.2 down no

Manes.15G095500.v6.1280.4177134 206.27374 1.359445 0.44301728 0.014 0.34 down no

Manes.15G096900.v6.1328.249456 445.35439 0.737052 -0.44016118 0.082 0.74 down no

Manes.15G097100.v6.111.68558269 11.771024 0.992741 -0.01051014 1 1 down no

Manes.15G097300.v6.1306.1662102 177.6308 1.72361 0.78543331 ##### 0 up no

Manes.15G098500.v6.11224.588887 141.41912 8.659288 3.11424838 ##### 0 up yes

Manes.15G104400.v6.1196.9957756 214.72439 0.917435 -0.12432138 0.618 0.03 up no

Manes.15G104500.v6.1181.9634832 188.13907 0.967175 -0.04815054 0.802 0.03 up no

Manes.15G106000.v6.14.957204429 4.0371125 1.227908 0.29620296 0.783 0.5 up no

Manes.15G106200.v6.142.36990623 73.687277 0.574996 -0.79837561 0.008 0.85 down no

Manes.15G106800.v6.11.088014864 0 Inf Inf 0.238 0.6 up no

Manes.15G109400.v6.120.15696105 14.335266 1.40611 0.49170943 0.293 1 down no

Manes.15G109500.v6.1260.7971856 183.46368 1.421519 0.50743378 0.006 0 up yes

Manes.15G111200.v6.19.107299956 12.092296 0.753149 -0.40899294 0.527 0 up yes

Manes.15G113600.v6.1189.7932532 242.45494 0.782798 -0.35328792 0.066 0.1 down no

Manes.15G118800.v6.11.137855125 0 Inf Inf 0.207 NA -- no

Manes.15G119700.v6.19.34096854 10.023051 0.931949 -0.10167768 0.988 0.01 up yes

Manes.15G121400.v6.116.90072512 13.343604 1.266579 0.34093679 0.5 0.18 down no

Manes.15G124200.v6.116.44602896 22.336193 0.736295 -0.44164406 0.355 0.37 down no

Manes.15G124400.v6.16.835494032 3.3667224 2.030311 1.02170085 0.435 0.14 up no

Manes.15G125400.v6.1106.2190962 190.59816 0.557293 -0.84349102 3E-04 0.01 down no

Manes.15G126200.v6.112.44712906 0.9381223 13.26813 3.72989326 ##### 0.57 up no

Manes.15G127300.v6.178.5697152 67.78774 1.159055 0.21294895 0.446 0.85 down no

Manes.15G128600.v6.178.82218162 87.28336 0.903061 -0.14710495 0.73 0 down yes

Manes.15G132000.v6.121.42657476 11.151564 1.921396 0.94215522 0.052 0.02 down yes

Manes.15G133700.v6.1578.4418209 27.667456 20.90694 4.38590997 ##### 0.03 up no

Manes.15G138600.v6.12.95886922 16.497568 0.179352 -2.4791355 0.009 0.06 down no

Manes.15G140000.v6.157.44868921 55.344893 1.038012 0.05382378 0.887 0.61 down no

Manes.15G140100.v6.17.691141753 8.7277238 0.881231 -0.18240767 0.87 0.18 up no



Manes.15G144200.v6.1665.086614 907.45767 0.732912 -0.44828811 0.004 0.13 up no

Manes.15G145900.v6.1775.0294283 383.83387 2.019179 1.01376907 2E-04 0 up yes

Manes.15G148900.v6.1143.8125534 371.26398 0.387359 -1.36825573 8E-04 0.04 up no

Manes.15G150600.v6.158.21990031 172.41779 0.337668 -1.56632436 ##### 0.71 up no

Manes.15G150800.v6.19.63610578 10.927851 0.881793 -0.18148763 0.815 0.56 down no

Manes.15G151000.v6.1222.6799362 350.25967 0.635757 -0.6534533 0.003 0.55 up no

Manes.15G153900.v6.10.683158971 4.6389648 0.147265 -2.76350967 0.042 0.56 up no

Manes.15G154800.v6.123.87830468 32.620783 0.731997 -0.450091 0.245 0.87 up no

Manes.15G155000.v6.110.57199698 6.837915 1.546085 0.62861951 0.315 0.1 up no

Manes.15G156100.v6.115.17028145 15.91404 0.953264 -0.06905227 1 0.05 down yes

Manes.15G156200.v6.1115.4118454 120.38465 0.958692 -0.0608602 0.879 0.68 up no

Manes.15G162100.v6.163.34531576 77.430757 0.81809 -0.28966881 0.381 0.33 up no

Manes.15G162200.v6.14.654631942 17.411889 0.267325 -1.90333369 0.002 0.11 down no

Manes.15G162300.v6.125.75008708 22.379036 1.150634 0.20242942 0.635 0.26 up no

Manes.15G162400.v6.124.83456096 11.820521 2.10097 1.07105567 0.019 0.56 down no

Manes.15G162500.v6.191.79986498 203.99458 0.450011 -1.15196686 ##### 0.08 up no

Manes.15G162800.v6.188.4970539 54.493377 1.623997 0.69954853 0.02 0.19 down no

Manes.15G163000.v6.113.69135315 12.681301 1.079649 0.11056227 0.836 0.24 down no

Manes.15G166400.v6.127.18605573 10.266265 2.648096 1.40495542 0.005 0.11 down no

Manes.15G169100.v6.13.110619482 11.127046 0.279555 -1.83879677 0.089 0.15 down no

Manes.15G169900.v6.13221.435487 1844.9227 1.746109 0.8041433 ##### 0.51 down no

Manes.15G171100.v6.1125.3172517 163.80524 0.765038 -0.3863965 0.076 0.01 up no

Manes.15G171300.v6.1109.6187191 185.22221 0.591823 -0.75676293 0.003 0 down yes

Manes.15G172500.v6.1207.6374123 176.43515 1.176848 0.23492838 0.231 0.52 up no

Manes.15G173000.v6.1346.0380772 435.5126 0.794554 -0.33178367 0.038 0.25 down no

Manes.15G173100.v6.1113.1627416 82.872407 1.365506 0.44943531 0.067 0 up no

Manes.15G173700.v6.1203.3018982 159.47115 1.274851 0.35032824 0.077 0.62 down no

Manes.15G174300.v6.1245.5293455 183.71502 1.336469 0.41842591 0.024 0 down yes

Manes.15G176000.v6.126.78826168 78.637533 0.340655 -1.5536171 ##### 0.01 down yes

Manes.15G176500.v6.12.529743918 1.5766236 1.604533 0.68215306 0.668 0 up yes

Manes.15G177900.v6.163.41207477 65.937191 0.961704 -0.05633485 0.899 0.33 up no

Manes.15G178300.v6.13.235870856 0.9381223 3.449306 1.78630617 0.166 0.99 up no

Manes.15G179600.v6.135.13959444 47.163331 0.745062 -0.42456808 0.271 1 down no

Manes.15G180900.v6.125.06209574 16.162014 1.550679 0.63290005 0.157 0.05 down no

Manes.15G184600.v6.15.89569851 1.2417869 4.747754 2.24724519 0.021 0.61 up no

Manes.15G186700.v6.18.374300724 10.784122 0.77654 -0.36486803 0.63 0.82 down no

Manes.15G186900.v6.1389.4186235 280.47165 1.388442 0.47346692 0.008 0.98 up no

Manes.15G187300.v6.1379.7091888 639.97779 0.593316 -0.75312692 1E-04 0.09 down no

Manes.15G188500.v6.119.27964681 24.906629 0.774077 -0.36945118 0.425 0.42 down no

Manes.15G190700.v6.13.871792449 5.282943 0.732886 -0.44834024 0.682 0.71 down no

Manes.15G191400.v6.1 0 1.8395955 #NAME? #NAME? 0.1 0.5 down no

Manes.15G191500.v6.11.012603751 1.8986127 0.533339 -0.90687593 0.684 0.66 up no

Manes.15G192100.v6.115.15121781 11.219385 1.35045 0.43344018 0.406 0.25 down no

Manes.15G192800.v6.1148.5382341 116.87349 1.270932 0.34588666 0.111 0.08 up no

Manes.16G000400.v6.186.55041502 75.479526 1.146674 0.19745538 0.478 0.52 down no

Manes.16G005200.v6.148.77534692 82.078731 0.594251 -0.75085629 0.009 0 up no

Manes.16G006400.v6.1138.5828293 172.78576 0.80205 -0.31823582 0.144 0.1 up no

Manes.16G006700.v6.113.05580496 32.309748 0.404083 -1.30727808 0.003 1 down no



Manes.16G008100.v6.17.669475228 7.19512 1.065927 0.09210911 0.909 0 up yes

Manes.16G009100.v6.12.124888024 1.5406912 1.379178 0.46380912 0.831 0.61 down no

Manes.16G010000.v6.132.97360284 67.089761 0.491485 -1.02478107 0.009 0.13 down no

Manes.16G012300.v6.16.196041518 8.3521943 0.741846 -0.43080846 0.625 0.58 down no

Manes.16G019800.v6.117.04634157 4.3495811 3.919077 1.97051379 8E-04 0 up yes

Manes.16G022400.v6.1102.2997775 153.53944 0.666277 -0.58580627 0.059 0 up no

Manes.16G022500.v6.12.856585814 1.2146584 2.351761 1.23374128 0.707 0.2 up no

Manes.16G023500.v6.146.72196569 147.63041 0.316479 -1.65981706 ##### 0.2 down no

Manes.16G024100.v6.12.378921692 6.2075011 0.383233 -1.38370482 0.163 0.08 down no

Manes.16G028400.v6.16.729679705 0.9197977 7.316478 2.87114929 0.005 1 down no

Manes.16G029000.v6.121.83366013 33.979171 0.64256 -0.63809667 0.113 0 down yes

Manes.16G029600.v6.12.126189466 0.3172288 6.702384 2.74467434 0.139 0.48 up no

Manes.16G031000.v6.151.54712271 29.604151 1.741213 0.80009243 0.091 0.48 up no

Manes.16G031200.v6.152.40696358 119.27923 0.439364 -1.18651238 ##### 0.18 up no

Manes.16G033600.v6.161.8854511 38.825674 1.593931 0.67258932 0.027 0.82 up no

Manes.16G034700.v6.13.21420433 1.2370266 2.598331 1.37758516 0.271 0.76 down no

Manes.16G035800.v6.15.796017988 3.1037505 1.867424 0.90104947 0.276 0.94 up no

Manes.16G035900.v6.11.038174603 2.4971379 0.415746 -1.26622642 0.463 0 up yes

Manes.16G036300.v6.112.42118481 12.99377 0.955934 -0.06501724 0.934 0.62 up no

Manes.16G038800.v6.1201.4816925 67.315337 2.993102 1.58164161 ##### 0.37 up no

Manes.16G042800.v6.159.80687242 2.7553495 21.70573 4.44000403 ##### 1 up no

Manes.16G043000.v6.17.082092453 26.121288 0.271123 -1.88297844 2E-04 0.01 down yes

Manes.16G043400.v6.14.528079126 17.756962 0.255003 -1.97141374 0.001 0.02 down yes

Manes.16G043700.v6.1121.2069583 129.60526 0.935201 -0.0966517 0.652 0.11 up no

Manes.16G043900.v6.11.366317941 0 Inf Inf 0.131 0.23 up no

Manes.16G046000.v6.12.856585814 0.9109938 3.135681 1.64877878 0.544 0.86 down no

Manes.16G046600.v6.1289.9849999 270.42078 1.072347 0.10077228 0.546 0 up no

Manes.16G047100.v6.135.81754764 49.195693 0.728063 -0.45786544 0.187 0 down yes

Manes.16G047300.v6.153.79624949 36.619353 1.469066 0.55489931 0.09 0.01 down yes

Manes.16G051200.v6.175.93192748 164.24386 0.462312 -1.11306093 ##### 0.03 down no

Manes.16G053900.v6.13.691868452 0.6073292 6.078859 2.60380056 0.258 0.38 up no

Manes.16G056400.v6.14.958505871 5.2924636 0.936899 -0.09403398 1 0.57 down no

Manes.16G056500.v6.15.792487067 8.9940228 0.644037 -0.63478362 0.39 0.18 down no

Manes.16G056700.v6.1154.4532851 284.51338 0.542868 -0.88132594 ##### 0.71 up no

Manes.16G057400.v6.1407.3438696 403.82395 1.008716 0.01252071 0.918 0 down no

Manes.16G061600.v6.120.01097119 13.036612 1.534982 0.61822219 0.218 1 down no

Manes.16G062900.v6.11.795443244 1.2370266 1.451418 0.53746356 0.838 0.61 up no

Manes.16G064100.v6.14.580522271 1.5582991 2.939437 1.55553994 0.127 1 down no

Manes.16G064700.v6.11.390587351 4.6756139 0.297413 -1.74946142 0.174 0.42 down no

Manes.16G065200.v6.12.478602214 2.1615846 1.14666 0.19743746 0.982 1 down no

Manes.16G066800.v6.13.237172298 0.3036646 10.66035 3.41418356 0.035 0.17 up no

Manes.16G066900.v6.18.85456773 14.987332 0.590803 -0.75924981 0.184 0.8 down no

Manes.16G069200.v6.1129.1058244 90.500436 1.426577 0.51255745 0.03 0.01 down no

Manes.16G070700.v6.12.123586582 2.1703886 0.978436 -0.03145041 1 0.17 down no

Manes.16G075000.v6.137.4907158 77.7313 0.482312 -1.05196227 6E-04 0.11 up no

Manes.16G077000.v6.1287.9516949 281.83391 1.021707 0.03098161 0.841 0.19 up no

Manes.16G077600.v6.11690.966395 849.64439 1.990205 0.99291694 ##### 0.73 up no

Manes.16G078400.v6.12.781174702 4.3638619 0.63732 -0.64991108 0.722 0.07 down no



Manes.16G078800.v6.123.19254283 49.281152 0.470617 -1.08737497 0.003 0 down yes

Manes.16G079400.v6.11.038174603 2.4780968 0.41894 -1.25518346 0.453 0.19 up no

Manes.16G081800.v6.1 0 1.5454514 #NAME? #NAME? 0.145 1 down no

Manes.16G082400.v6.119.52661863 28.347827 0.688822 -0.53779602 0.301 0.18 down no

Manes.16G086800.v6.12.176029727 0.6249371 3.481998 1.79991535 0.519 1 up no

Manes.16G092000.v6.1134.8853817 158.7703 0.849563 -0.2352071 0.277 0.7 down no

Manes.16G092600.v6.1136.3992677 267.41737 0.510061 -0.97125727 0.037 0 up yes

Manes.16G095500.v6.1163.1052267 240.795 0.677361 -0.56200245 0.007 0 down yes

Manes.16G101800.v6.1467.2222258 372.99978 1.252607 0.32493413 0.043 0.29 up no

Manes.16G102200.v6.128.20702277 69.646377 0.405003 -1.3039939 ##### 0.09 down no

Manes.16G102500.v6.15.490842617 4.3679056 1.257088 0.33008589 0.682 0.99 up no

Manes.16G104500.v6.190.4144834 62.180658 1.454061 0.54008801 0.041 0.05 down no

Manes.16G109600.v6.11.012603751 0.6208934 1.630882 0.70565217 0.868 0.75 down no

Manes.16G109700.v6.121.53238909 18.863823 1.141465 0.19088628 0.753 0 up yes

Manes.16G110300.v6.11.41485676 0.6249371 2.263999 1.17887308 0.699 0.71 down no

Manes.16G110900.v6.18.117664172 3.4209794 2.372906 1.24665525 0.095 0.68 up no

Manes.16G113600.v6.11.062444012 0.3036646 3.498742 1.80683623 0.559 0.34 up no

Manes.16G116800.v6.15.815455034 1.5630594 3.720559 1.8955195 0.05 0.94 down no

Manes.16G116900.v6.159.46516003 7.4987846 7.929973 2.98731597 ##### 0 up yes

Manes.16G117100.v6.128.71118578 14.390957 1.995085 0.99645042 0.062 0 up yes

Manes.16G117500.v6.12.100618615 6.2034574 0.338621 -1.56225825 0.101 0.95 down no

Manes.16G118900.v6.11.038174603 1.8755279 0.553537 -0.85324764 0.737 0.23 down no

Manes.16G120900.v6.10.658889561 2.5099856 0.262507 -1.92957051 0.414 0.69 down no

Manes.16G122100.v6.14.479540307 6.5111657 0.687978 -0.53956515 0.571 1 up no

Manes.16G122600.v6.15.160096394 4.9704745 1.03815 0.05401444 0.929 0.2 down no

Manes.16G127900.v6.1128.726166 69.489799 1.852447 0.88943222 8E-04 0 up yes

Manes.16G128600.v6.12.478602214 4.6437251 0.533753 -0.90575581 0.391 0.75 down no

Manes.16G131500.v6.125.06822955 37.626013 0.666247 -0.58587031 0.124 0 down yes

Manes.16G133900.v6.1143.5813185 110.29404 1.301805 0.38051324 0.09 0.58 down no

Manes.16G137000.v6.148.64173227 170.06226 0.286023 -1.80579651 ##### 0 down yes

Manes.16G138200.v6.1193.286134 139.6423 1.384152 0.4690021 0.019 0.02 down no

Manes.16G138500.v6.139.8757713 61.770169 0.645551 -0.63139785 0.068 0.33 down no

Manes.17G000500.v6.169.2964337 46.663339 1.485029 0.57049157 0.054 0.48 up no

Manes.17G001800.v6.18.522520065 6.5335339 1.304427 0.38341656 0.595 0.31 down no

Manes.17G002800.v6.18.14713935 21.196983 0.384354 -1.37949344 0.008 0 down yes

Manes.17G003500.v6.11.391888793 0.6296974 2.210409 1.14431336 0.604 1 down no

Manes.17G004800.v6.1492.2844907 464.74552 1.059256 0.08305132 0.558 0.24 down no

Manes.17G007400.v6.1722.5354954 472.9688 1.52766 0.61132344 0.002 0.47 down no

Manes.17G007700.v6.14.325187161 12.118708 0.356902 -1.48640147 0.027 0.09 down no

Manes.17G012800.v6.11.416158202 0.3036646 4.663561 2.22143185 0.351 0.89 up no

Manes.17G017200.v6.116.82791689 23.239816 0.724099 -0.46574207 0.316 0.25 down no

Manes.17G020500.v6.116.74376909 10.616099 1.577205 0.65737054 0.203 0.36 up no

Manes.17G024200.v6.1946.4135034 911.37544 1.038445 0.05442517 0.752 0.34 up no

Manes.17G024700.v6.11.896425208 0 Inf Inf 0.064 1 up no

Manes.17G024800.v6.11.467299905 0 Inf Inf 0.128 NA -- no

Manes.17G026500.v6.112.19755435 15.843352 0.769885 -0.37728571 0.516 0 up yes

Manes.17G028600.v6.11.745602983 1.5454514 1.12951 0.17569715 1 0.61 down no

Manes.17G030800.v6.14.0442812 0 Inf Inf 0.003 1 up no



Manes.17G033400.v6.12.455634247 0.9109938 2.695555 1.4305826 0.627 0.03 up yes

Manes.17G035600.v6.1165.502765 244.62963 0.676544 -0.56374381 0.003 0.01 down no

Manes.17G038500.v6.14.577919387 2.827931 1.618823 0.69494513 0.707 0.12 down no

Manes.17G040200.v6.131.77624273 25.502288 1.246015 0.31732185 0.413 0.21 down no

Manes.17G040600.v6.128.64786105 32.982288 0.868583 -0.20326404 0.721 0 up yes

Manes.17G041400.v6.155.12927251 212.81803 0.259044 -1.94872989 ##### 0.01 down yes

Manes.17G044400.v6.15.942935887 3.1037505 1.91476 0.93716321 0.267 0.66 down no

Manes.17G044500.v6.13.136190334 3.076622 1.019362 0.0276659 1 0.51 down no

Manes.17G044900.v6.11.720032131 0.6161331 2.791657 1.48112146 0.419 1 down no

Manes.17G045100.v6.11.137855125 0 Inf Inf 0.207 NA -- no

Manes.17G046800.v6.1134.9669266 93.027803 1.450824 0.53687205 0.037 0 up yes

Manes.17G046900.v6.18.85456773 12.790532 0.692275 -0.53058245 0.387 0 up yes

Manes.17G048800.v6.1124.0758118 265.76782 0.466858 -1.09894452 ##### 0.37 up no

Manes.17G053200.v6.11.137855125 32.431826 0.035085 -4.83302147 1E-04 0.33 down no

Manes.17G053300.v6.15.313521503 17.462102 0.304289 -1.716487 0.004 0.55 up no

Manes.17G053500.v6.11.012603751 2.1927568 0.461795 -1.11467605 0.579 0.98 down no

Manes.17G054600.v6.1340.6008825 254.55507 1.338024 0.4201044 0.014 0 up no

Manes.17G057300.v6.161.50784091 79.855519 0.770239 -0.37662178 0.186 0.9 down no

Manes.17G058600.v6.10.732999232 5.2957907 0.138412 -2.85296251 0.019 0 up yes

Manes.17G058700.v6.11.671493312 8.1142012 0.205996 -2.27931149 0.056 0.21 down no

Manes.17G059100.v6.178.65646589 13.67368 5.752399 2.52416377 ##### 1 down no

Manes.17G059300.v6.11.441729054 0.9421659 1.530228 0.61374697 0.847 0 up yes

Manes.17G060700.v6.181.49584413 49.35706 1.651149 0.72347002 0.009 0 up yes

Manes.17G070600.v6.113.15418404 8.6551423 1.519811 0.60389231 0.374 0 up yes

Manes.17G070800.v6.1229.0338497 185.18814 1.236763 0.30656911 0.104 0.4 down no

Manes.17G071000.v6.144.85464225 16.462352 2.72468 1.44608685 1E-04 0.35 up no

Manes.17G071400.v6.163.2958489 93.821705 0.67464 -0.56781083 0.034 0.04 up no

Manes.17G072200.v6.1173.8744628 149.20371 1.165349 0.22076267 0.304 0.7 up no

Manes.17G073200.v6.1435.151084 284.29653 1.530624 0.61411992 3E-04 1 up no

Manes.17G073600.v6.11.038174603 0 Inf Inf 0.24 0.58 up no

Manes.17G073700.v6.1105.2777334 12.181053 8.642745 3.11148962 ##### 0.36 down no

Manes.17G075500.v6.12.176029727 12.132273 0.179359 -2.47907964 0.01 0.5 down no

Manes.17G077600.v6.111.86810957 10.603252 1.11929 0.16258338 0.775 0.09 down no

Manes.17G078600.v6.126.71675489 179.06747 0.149199 -2.74468661 ##### 0 down yes

Manes.17G086500.v6.118.89162508 40.493203 0.466538 -1.09993297 0.005 1 down no

Manes.17G087800.v6.1186.1082653 131.76157 1.412462 0.4982125 0.021 0 down yes

Manes.17G088200.v6.124.58573306 16.160581 1.52134 0.6053423 0.174 0.32 down no

Manes.17G088900.v6.1117.0601049 117.72139 0.994383 -0.00812698 1 0 down yes

Manes.17G094000.v6.17.485646905 4.1049337 1.823573 0.86676806 0.494 0.42 down no

Manes.17G096700.v6.10.758570083 1.5542554 0.48806 -1.03486922 0.817 0 up yes

Manes.17G096900.v6.17.208645269 35.233806 0.204595 -2.28916025 ##### 0 up yes

Manes.17G097700.v6.120.86829376 33.522256 0.622521 -0.68380661 0.086 0.04 down yes

Manes.17G099800.v6.169.37928006 38.661695 1.794522 0.84359997 0.005 0.37 up no

Manes.17G100100.v6.11.391888793 1.2553511 1.108765 0.14895304 1 0.61 up no

Manes.17G101000.v6.1118.028363 271.73876 0.434345 -1.20308676 ##### 0 up no

Manes.17G101500.v6.1537.0996426 220.00117 2.441349 1.28767857 ##### 0 up yes

Manes.17G101700.v6.1134.1812184 177.74739 0.754898 -0.40564565 0.091 0.01 up no

Manes.17G102200.v6.114.70693319 45.233802 0.325131 -1.62090483 0.003 1 down no



Manes.17G102300.v6.19.587566961 9.6779771 0.990658 -0.01354078 1 0.22 up no

Manes.17G102400.v6.196.19860718 143.09686 0.672262 -0.57290409 0.017 0.28 down no

Manes.17G106400.v6.16.453606107 6.5911179 0.979137 -0.03041766 1 0.57 down no

Manes.17G106500.v6.13.541046227 0 Inf Inf 0.005 NA -- no

Manes.17G110700.v6.15.691505103 7.8376651 0.726174 -0.4616137 0.586 0.15 down no

Manes.17G112300.v6.116.29650818 74.786993 0.217906 -2.1982245 ##### 0.78 down no

Manes.17G113100.v6.136.9539201 39.53128 0.934802 -0.09726724 0.888 0.05 down no

Manes.17G118500.v6.11.465998463 0 Inf Inf 0.129 0.33 up no

Manes.17G118900.v6.1207.4766366 375.30767 0.552817 -0.8551249 ##### 0 down yes

Manes.17G119000.v6.1136.3601168 104.94947 1.299293 0.3777269 0.097 0.03 up no

Manes.17G119100.v6.11132.606029 753.84421 1.50244 0.5873078 0.089 0.03 up no

Manes.17G120000.v6.125.09510184 41.577696 0.603571 -0.72840402 0.048 0.98 up no

Manes.17G120400.v6.128.95043353 49.182845 0.588629 -0.76457023 0.074 0.27 down no

Manes.17G121400.v6.118.03337447 5.2646185 3.425391 1.77626848 0.002 0.05 up yes

Manes.17G121800.v6.175.56713952 210.94033 0.358239 -1.48100403 ##### 0 down yes

Manes.17G122000.v6.142.45145115 100.10179 0.424083 -1.23758196 ##### 0 down yes

Manes.17G124000.v6.13.6662976 2.5045087 1.463879 0.54979626 0.942 0.93 up no

Manes.18G000100.v6.138.68101407 25.160797 1.537352 0.62044798 0.095 0.38 down no

Manes.18G001600.v6.1605.8264558 448.03919 1.352173 0.43527965 0.002 0.09 up no

Manes.18G002200.v6.1169.1060036 27.301191 6.194089 2.63089208 ##### 0.24 down no

Manes.18G002600.v6.11062.010718 956.5883 1.110207 0.15082827 0.279 0.02 up no

Manes.18G005300.v6.116.36578549 12.441414 1.315428 0.39553238 0.452 0.02 up yes

Manes.18G007200.v6.1254.3491357 199.81158 1.272945 0.34816996 0.056 1 down no

Manes.18G008100.v6.159.52596646 78.219387 0.761013 -0.39400709 0.173 0 down yes

Manes.18G009800.v6.1448.0389098 1.5454514 289.9081 8.17945189 ##### 1 up no

Manes.18G012400.v6.137.01602797 38.650741 0.957706 -0.062346 0.928 0 up yes

Manes.18G015600.v6.1203.5180088 203.47173 1.000227 0.00032807 0.995 0.18 up no

Manes.18G016900.v6.1131.4008641 103.74909 1.266525 0.34087609 0.129 0.24 down no

Manes.18G017400.v6.1647.9957335 658.31625 0.984323 -0.02279649 0.855 0 down yes

Manes.18G017600.v6.1480.0625317 485.14552 0.989523 -0.01519522 0.903 0 down yes

Manes.18G017900.v6.11.366317941 0.6161331 2.217569 1.14897918 0.607 0.3 up no

Manes.18G020200.v6.193.63696643 110.4111 0.848076 -0.23773512 0.457 0.05 down no

Manes.18G021900.v6.10.379285042 3.1173148 0.12167 -3.03894946 0.068 0.38 up no

Manes.18G022900.v6.19.081729104 12.183202 0.74543 -0.4238545 0.528 0 up yes

Manes.18G024100.v6.112.47455599 21.740535 0.573793 -0.80139895 0.108 0.04 down yes

Manes.18G025200.v6.158.23896395 55.563845 1.048145 0.06783826 0.84 0.56 up no

Manes.18G027600.v6.13320.165729 2116.5901 1.568639 0.64951336 ##### 0 down yes

Manes.18G028600.v6.13.31258341 1.2417869 2.667594 1.41553922 0.265 0.32 up no

Manes.18G031100.v6.16191.225652 3373.9969 1.834983 0.87576641 ##### 0 up yes

Manes.18G031200.v6.11032.285362 529.48972 1.949585 0.96316727 ##### 0 up yes

Manes.18G033800.v6.1 0 11.180125 #NAME? #NAME? ##### 0.76 down no

Manes.18G034300.v6.130.41290108 54.383942 0.559226 -0.83849728 0.065 0 up yes

Manes.18G034600.v6.114.83088312 11.459272 1.294226 0.37208912 0.507 0.06 down no

Manes.18G035800.v6.121.24274644 17.47971 1.21528 0.28128907 0.571 0.39 down no

Manes.18G035900.v6.117.50233917 15.91189 1.099953 0.13744253 0.814 0.27 down no

Manes.18G036000.v6.1498.3855379 637.99332 0.781177 -0.35627912 0.078 0.98 down no

Manes.18G036100.v6.1685.4188709 669.34085 1.024021 0.03424485 0.843 0.06 up no

Manes.18G036200.v6.1867.8497529 964.633 0.899668 -0.15253487 0.329 0 down yes



Manes.18G036300.v6.1500.8343255 949.22882 0.527622 -0.92242246 ##### 0 down yes

Manes.18G036400.v6.129.38922356 33.888521 0.867232 -0.20550944 0.74 0.87 down no

Manes.18G036500.v6.135.10239519 15.601315 2.249964 1.1699018 0.067 0.05 down no

Manes.18G039800.v6.11.086713422 1.2593948 0.862885 -0.21275906 1 1 down no

Manes.18G041800.v6.123.69930872 12.504475 1.895266 0.92240049 0.041 0.24 down no

Manes.18G042100.v6.119.33078851 10.830291 1.784882 0.83582846 0.147 0 up yes

Manes.18G042400.v6.11.467299905 0 Inf Inf 0.128 NA -- no

Manes.18G042500.v6.11.695762722 0 Inf Inf 0.074 NA -- no

Manes.18G043100.v6.13.261441707 0.6208934 5.25282 2.39309228 0.087 0.08 up no

Manes.18G043900.v6.1379.6618329 269.78208 1.407291 0.49292045 0.002 1 down no

Manes.18G044400.v6.16.319991449 12.753883 0.495535 -1.01294199 0.248 0.07 down no

Manes.18G044800.v6.12557.696541 287.57369 8.894056 3.15284149 ##### 0.17 down no

Manes.18G045000.v6.1109.7678665 397.86912 0.275889 -1.85783816 ##### 0 up no

Manes.18G048800.v6.14.429700046 7.1734684 0.617512 -0.69546183 0.509 0.14 down no

Manes.18G049000.v6.1151.3080692 137.22684 1.102613 0.1409263 0.5 0.34 down no

Manes.18G049800.v6.1420.6787474 764.91072 0.549971 -0.86257243 ##### 0.03 down no

Manes.18G050500.v6.15.945538771 8.0463799 0.738909 -0.43653231 0.592 0.24 down no

Manes.18G052900.v6.166.28549474 58.319881 1.136585 0.18470543 0.531 0 up yes

Manes.18G053800.v6.13.717439303 6.8907388 0.539483 -0.89034949 0.495 0.84 down no

Manes.18G057100.v6.1131.0919766 0.3172288 413.241 8.69083976 ##### 0 up yes

Manes.18G057800.v6.115.40785436 29.590791 0.520698 -0.94148231 0.075 0.22 down no

Manes.18G058600.v6.116.39656211 12.391917 1.323166 0.40399393 0.462 0 up yes

Manes.18G063200.v6.134.47717395 49.748765 0.693026 -0.52901918 0.114 0.83 down no

Manes.18G063400.v6.130.03807499 4.6532457 6.455295 2.6904831 ##### 0 up yes

Manes.18G063900.v6.1176.951414 203.63878 0.868948 -0.20265907 0.306 0.31 down no

Manes.18G064800.v6.10.683158971 1.5447348 0.44225 -1.17706598 0.661 0.61 down no

Manes.18G064900.v6.1471.308465 349.77516 1.347461 0.43024374 0.005 0 up no

Manes.18G072200.v6.1403.9212787 186.32234 2.167863 1.11627352 ##### 0.75 up no

Manes.18G073200.v6.1302.2587858 180.98439 1.670082 0.73991901 ##### 0.71 down no

Manes.18G073300.v6.111.58497413 4.6572893 2.487493 1.3146924 0.054 0.21 down no

Manes.18G075100.v6.1157.391127 157.04183 1.002224 0.00320529 0.959 0.55 down no

Manes.18G077000.v6.1206.3326476 346.72564 0.595089 -0.74882241 ##### 0.78 up no

Manes.18G077700.v6.1152.1786951 160.0859 0.950606 -0.07307986 0.731 0 down yes

Manes.18G081600.v6.12.808046995 4.0371125 0.695558 -0.52375671 0.691 0.19 down no

Manes.18G084100.v6.11.845283505 0 Inf Inf 0.072 0.56 up no

Manes.18G086100.v6.164.06928948 43.224751 1.482236 0.56777532 0.056 0 down yes

Manes.18G089800.v6.10.758570083 1.5542554 0.48806 -1.03486922 0.817 0.94 down no

Manes.18G092200.v6.129.82384345 36.39088 0.819542 -0.28711075 0.442 0.48 down no

Manes.18G093200.v6.1971.7658493 15.318842 63.43599 5.98722961 ##### 0.54 down no

Manes.18G093300.v6.11.416158202 0.9469262 1.495532 0.58065851 0.849 0.56 down no

Manes.18G093600.v6.14.298314868 5.5818474 0.770052 -0.3769715 0.709 0.29 up no

Manes.18G094200.v6.1234.7657116 173.26763 1.354931 0.4382196 0.02 0.76 down no

Manes.18G094300.v6.1450.8335799 346.97723 1.299317 0.37775399 0.014 0.43 up no

Manes.18G096800.v6.12.123586582 1.5813839 1.342866 0.42531529 0.961 0.32 down no

Manes.18G097300.v6.129.04137737 44.789961 0.64839 -0.62506552 0.136 0.22 up no

Manes.18G097900.v6.1151.8007115 13.00805 11.66975 3.54470189 ##### 0.78 down no

Manes.18G098100.v6.1196.1738698 285.77179 0.68647 -0.54273063 0.003 0.01 up no

Manes.18G098400.v6.10.758570083 2.1839528 0.347338 -1.52558729 0.55 0.06 up no



Manes.18G098900.v6.16.852328195 7.4709395 0.917198 -0.12469543 0.918 0.73 down no

Manes.18G101400.v6.12.174728285 0 Inf Inf 0.041 NA -- no

Manes.18G103800.v6.15.944237329 10.593015 0.561147 -0.83354959 0.226 0.21 down no

Manes.18G103900.v6.1571.5336987 901.11527 0.634251 -0.65687311 ##### 0.01 down no

Manes.18G104000.v6.128.78436741 159.38996 0.180591 -2.46920335 ##### 0.64 up no

Manes.18G106300.v6.18.597931178 6.5097325 1.320781 0.40139131 0.72 0.49 down no

Manes.18G106500.v6.1127.0862807 126.02363 1.008432 0.01211408 0.962 0.01 down no

Manes.18G109200.v6.193.57048419 121.04957 0.772993 -0.3714725 0.12 0.51 down no

Manes.18G111400.v6.11.038174603 1.5582991 0.666223 -0.58592306 0.925 1 down no

Manes.18G115600.v6.11.137855125 0 Inf Inf 0.207 NA -- no

Manes.18G116700.v6.137.69918694 37.28831 1.011019 0.01581001 0.978 0.04 up no

Manes.18G116900.v6.118.7754838 28.896856 0.649741 -0.62206244 0.167 0.61 down no

Manes.18G117300.v6.115.23146128 30.512278 0.499191 -1.00233554 0.04 0.02 down yes

Manes.18G119100.v6.137.89649973 34.189319 1.108431 0.1485189 0.671 0.56 down no

Manes.18G119200.v6.11.317779122 0.9421659 1.39867 0.48405548 0.742 0.56 down no

Manes.18G119300.v6.113.99169616 19.204598 0.72856 -0.45688088 0.43 0.28 down no

Manes.18G120000.v6.11.745602983 0 Inf Inf 0.073 NA -- no

Manes.18G137400.v6.139.78511628 48.376321 0.822409 -0.28207225 0.458 0.08 up no

Manes.18G138300.v6.112106.62711 12532.6 0.966011 -0.0498887 0.832 0.47 down no

Manes.18G138500.v6.1551.6744669 488.95298 1.128277 0.17412146 0.264 0.01 up no

Manes.18G140200.v6.132.77490402 41.133138 0.7968 -0.32770958 0.354 1 down no

Manes.18G140600.v6.155.12351211 35.944202 1.533586 0.61690873 0.062 0.4 up no

Manes.18G141300.v6.1107.0874079 81.896428 1.307596 0.38691642 0.127 0.04 down no

Manes.18G142100.v6.1456.8010971 360.08453 1.268594 0.3432305 0.04 0.24 up no

Manes.18G145800.v6.12.60515503 0.9469262 2.75117 1.46004529 0.291 0.56 down no

Manes.18G146100.v6.12.732635882 5.2565312 0.519855 -0.94381782 0.381 0.82 up no

Manes.S000700.v6.19.767490959 34.461095 0.283435 -1.81890863 ##### 0.96 up no

Manes.S002500.v6.161.90303207 75.485719 0.820063 -0.28619365 0.297 0.19 up no

Manes.S002600.v6.128.69342358 40.343997 0.711219 -0.49163389 0.189 0.02 down yes

Manes.S002800.v6.12.330382873 0.9374057 2.485992 1.31382158 0.622 0.29 up no

Manes.S003200.v6.16.678538002 5.9390523 1.124512 0.16929957 0.863 0.83 down no

Manes.S004000.v6.110.27072593 11.168455 0.919619 -0.12089147 0.894 0.6 up no

Manes.S004800.v6.164.15502755 47.191893 1.35945 0.44302329 0.14 0.66 up no

Manes.S005400.v6.14.021313232 4.9873658 0.8063 -0.31061131 0.809 0.41 down no

Manes.S006000.v6.180.83278444 73.702274 1.096747 0.1332314 0.656 0.34 down no

Manes.S007000.v6.10.329444781 1.8714842 0.176034 -2.50607432 0.273 0.49 down no

Manes.S007200.v6.15.642966284 6.1986971 0.910347 -0.13551128 0.955 0.35 down no

Manes.S011000.v6.111.71468446 10.597058 1.105466 0.14465427 0.774 0.54 down no

Manes.S012700.v6.16.227746174 5.5330672 1.12555 0.17063069 0.937 0.76 down no

Manes.S017500.v6.13.717439303 20.194367 0.184083 -2.4415718 0.009 0.02 down yes

Manes.S019600.v6.1267.3396643 317.31598 0.842503 -0.24724625 0.16 0 up no

Manes.S020300.v6.120.7945575 13.351691 1.557447 0.63918349 0.2 0.94 down no

Manes.S020600.v6.14.175666378 9.0002162 0.463952 -1.10795321 0.192 0 down yes

Manes.S023200.v6.15.944237329 7.1361028 0.832981 -0.26364467 0.805 0.88 down no

Manes.S023800.v6.157.83986846 121.22516 0.477128 -1.06755293 0.003 0.17 up no

Manes.S026700.v6.1191.8130737 201.90391 0.950022 -0.07396783 0.714 0.5 down no

Manes.S027200.v6.11.695762722 0.3172288 5.34555 2.4183385 0.224 1 down no

Manes.S028000.v6.1355.6022907 392.72335 0.905478 -0.14324876 0.383 0.26 down no



Manes.S028600.v6.12.478602214 5.3188755 0.466001 -1.10159451 0.27 0.31 down no

Manes.S029100.v6.15.764313331 0.6249371 9.223829 3.20536584 0.096 0.66 up no

Manes.S030600.v6.161.89429539 70.164694 0.882129 -0.18093882 0.537 0 down yes

Manes.S030700.v6.118.66966947 29.564635 0.631487 -0.6631761 0.174 0 down yes

Manes.S033800.v6.114.02209937 18.692935 0.750128 -0.41479073 0.566 0.8 down no

Manes.S037300.v6.15.766916215 2.1879965 2.635706 1.39818964 0.125 0.03 up yes

Manes.S037500.v6.123.32132512 30.148163 0.773557 -0.37042034 0.367 0.9 up no

Manes.S041300.v6.148.57078011 58.805848 0.825952 -0.27587098 0.39 0.01 up no

Manes.S041700.v6.1121.2199728 92.829295 1.305837 0.38497535 0.111 0 up yes

Manes.S044900.v6.14.251077491 34.085535 0.124718 -3.00325918 ##### 0 down yes

Manes.S045000.v6.12.578282737 1.8714842 1.377667 0.46222758 0.815 0.23 down no

Manes.S045300.v6.19.411173885 1.5590157 6.036613 2.59373924 0.005 0.55 up no

Manes.S045500.v6.116.67319034 1.2505908 13.33225 3.73684845 ##### 0.02 up yes

Manes.S046200.v6.14.122295196 2.7505892 1.498695 0.58370711 0.748 0.71 up no

Manes.S046300.v6.1398.8734072 482.73383 0.82628 -0.275297 0.073 0.08 up no

Manes.S047000.v6.1123.255773 141.19851 0.872925 -0.19606966 0.387 0.83 up no

Manes.S049400.v6.11.036873161 0.3172288 3.268534 1.7086436 0.56 1 down no

Manes.S049500.v6.11.744301541 0.6344577 2.74928 1.45905364 0.622 0.71 down no

Manes.S049700.v6.127.08860469 26.733377 1.013288 0.01904398 1 0.34 down no

Manes.S049800.v6.129.57724503 55.183555 0.535979 -0.89975073 0.008 0.01 down yes

Manes.S056200.v6.1205.4766495 323.41275 0.635339 -0.65440211 0.001 0 down yes

Manes.S056300.v6.13.767279564 5.3467206 0.704596 -0.50513119 0.89 0.59 down no

Manes.S057000.v6.11.845283505 0 Inf Inf 0.072 0.56 up no

Manes.S058300.v6.11.517140166 6.8914554 0.220148 -2.18345432 0.169 0.43 down no

Manes.S059700.v6.11.062444012 5.8712311 0.180958 -2.46627623 0.035 0.08 down no

Manes.S060100.v6.129.82421686 19.254811 1.548923 0.63126529 0.157 0.45 up no

Manes.S061600.v6.146.98083172 44.496277 1.055837 0.07838761 0.798 0.04 up no

Manes.S061700.v6.11.086713422 1.5406912 0.705342 -0.50360616 0.927 1 down no

Manes.S065600.v6.131.19108943 31.661009 0.985158 -0.0215733 1 0.95 down no

Manes.S068200.v6.116.6450166 18.341207 0.90752 -0.13999826 0.9 1 down no

Manes.S068900.v6.124.63036756 28.96611 0.850317 -0.2339278 0.573 0.01 down yes

Manes.S069800.v6.1422.9846106 270.37086 1.564461 0.64566551 6E-04 0.38 down no

Manes.S071500.v6.1269.1167291 444.77986 0.605056 -0.72485937 ##### 0 up yes

Manes.S073800.v6.168.23752061 57.168774 1.193615 0.25533787 0.372 0.89 down no

Manes.S074000.v6.10.658889561 1.5406912 0.427658 -1.22546912 0.768 1 down no

Manes.S075900.v6.12.075047763 3.1125545 0.66667 -0.58495455 0.734 0.34 down no

Manes.S077200.v6.196.53325773 79.348646 1.216571 0.28282046 0.353 0.04 up no

Manes.S077800.v6.1264.3877833 266.77376 0.991056 -0.01296126 0.945 0 up no

Manes.S077900.v6.112.13804937 5.876708 2.06545 1.04645648 0.121 0.07 up no

Manes.S079300.v6.1 0 10.374093 #NAME? #NAME? ##### 0.04 down yes

Manes.S079500.v6.180.02371186 50.296586 1.591037 0.66996708 0.04 0.17 down no

Manes.S085300.v6.149.75531798 64.35463 0.773143 -0.37119321 0.258 0 down yes

Manes.S085500.v6.1139.6063992 189.37134 0.73721 -0.43985292 0.036 0 down yes

Manes.S087400.v6.1166.6555752 355.73285 0.468485 -1.09392462 ##### 0.04 down no

Manes.S087800.v6.1162.8739797 119.79422 1.359615 0.44319788 0.039 0.72 up no

Manes.S087900.v6.1274.4025119 181.62622 1.510809 0.59532122 0.002 0.01 down no

Manes.S088500.v6.12.149157434 3.0813823 0.697465 -0.51980653 0.736 0.82 up no

Manes.S089800.v6.1123.057821 171.42112 0.717868 -0.47820851 0.036 0 up yes



Manes.S090500.v6.197.55124848 121.11642 0.805434 -0.31216218 0.246 0.35 down no

Manes.S090600.v6.11.746904425 0 Inf Inf 0.073 NA -- no

Manes.S090700.v6.14.503809717 5.2382066 0.8598 -0.21792709 0.898 0.71 down no

Manes.S091400.v6.1165.8111824 185.7507 0.892654 -0.1638263 0.534 0 down yes

Manes.S092300.v6.1181.8662134 193.2716 0.940988 -0.08775212 0.68 0.6 down no

Manes.S093200.v6.131.08955284 33.410415 0.930535 -0.10386805 0.775 0 down yes

Manes.S093300.v6.152.23577627 46.10955 1.132862 0.17997266 0.568 0.01 down yes

Manes.S093500.v6.126.33746985 0.3172288 83.02357 6.37544903 ##### 0 up yes

Manes.S094600.v6.1 0 1.2417869 #NAME? #NAME? 0.226 0.87 up no

Manes.S094700.v6.10.379285042 2.5099856 0.15111 -2.72632471 0.137 0.31 down no

Manes.S095500.v6.199.60537653 127.0793 0.783805 -0.35143353 0.136 0.98 up no

Manes.S096600.v6.178.67330005 172.52109 0.456021 -1.13282674 ##### 0 down no

Manes.S096900.v6.12.554013327 10.561126 0.241832 -2.04792568 0.007 0.78 up no

Manes.S097000.v6.18.041325023 5.9357252 1.354733 0.43800893 0.564 0.36 up no

Manes.S099300.v6.139.56446212 60.01503 0.659243 -0.6011187 0.06 0.49 down no

Manes.S100700.v6.124.66634994 71.61496 0.34443 -1.53771675 2E-04 0 up yes

Manes.S102000.v6.145.48275519 60.63879 0.75006 -0.41492131 0.234 0.01 down yes

Manes.S102100.v6.1329.9623078 396.48916 0.83221 -0.26498019 0.166 0 down yes

Manes.S104000.v6.15.965903854 4.0283085 1.480995 0.56656654 0.48 0.92 up no

Manes.S105300.v6.173.83688804 147.39216 0.500955 -0.99724615 0.001 0 down yes

Manes.S105700.v6.119.98224283 5.8733809 3.40217 1.76645542 0.028 0 up yes

Manes.S106300.v6.145.88445357 31.842105 1.440999 0.52706973 0.126 0 up yes

Manes.S108900.v6.153.07942219 51.841095 1.023887 0.03405648 0.896 0.1 up no



miRNA precursor Mature miRNA sequence (5'-3') miRNA Cold/CK Drought/CK

lincRNA_151 UUGACGACGAGAGAGAGCACG miR535c 1.118266 1.372193666

lincRNA_230 UGCCUGGCUCCCUGAAUGCCA miR160d 0.855571 0.300926166

lincRNA_268 UGACAGAAGAGAGUGAGCAC miR156g 1.773283 1.64006711

lincRNA_315 CAGCCAAGGAUGACUUGCCGG miR169d 1.541803 1.042463656

lincRNA_342 UGAAGCUGCCAGCAUGAUCUGA miR167f 0.245834 0.078127889

lincRNA_37 UGACAACGAGAGAGAGCACGG miR535a 0.814525 1.784632248

lincRNA_384 UCGGACCAGGCUUCAUUCCCC miR166h 0.247914 0.755534647

lincRNA_55 UUGACAGAAGAGAGAGAGCAC miR156h 1.266944 0.335959476

lincRNA_63 UUGGAAGAGCUUACUUUAAAU novel-28 0.377603 0.402718195

lincRNA_79 UUGCAAGGAUGCAUGGUACUA novel-19 1.229939 1.176487395

lncNAT_181 ACUUCUGUCUCAGAUGGCUCAC novel-4 5.013437 0.470594731

lncNAT_53 ACUGGGAACAGGCAGAGCAUG miR408b 2.500324 0.832195466

Supplemental Data S3. lncRNAs as potential miRNA precursors



lncRNA ID lncRNA-miRNA interaction regionlocation miRNA ID miRNA sequence

UUCUGAACUC---UCUCCCUCAU
||||*||||*   |||||||||*
AAGAGUUGAUUAGAGAGGGAGUU
UUGACAGAAG---AUAGAGAGCAC
|||||||||:   |*|||**||||
AACUGUCUUUUUAUUUCUAGCGUG
AUUGGAGUGA---AGGGAGCUCUG
|||:||:*:|   ||:|||||||:
UAAUCUUCUUUCAUCUCUCGAGAU
UGGAGAAGCA---GGGCACGUGCA
*:|||*||||   ||||||||||*
CUCUCGUCGUUUACCCGUGCACGC
UUGGACCAGG---CUUCAUUCCCC
|||*|**|||   ||||||||||*
AACAUCUUCCGUCGAAGUAAGGGU
UGAGCCAAGG---AUGACUUGCCG
|:|||||||*   ||||*:||||*
AUUCGGUUCAGUUUACUCGACGGG
AGAUUGAGCC---GCGCCAAUAUC
||||||*|||   ||:|*||*|||
UCUAACACGGAUACGUGAUUCUAG
AGAAUCUUGA---UGAUGCUGCAU
*|*||||||*   ||*||||||||
ACCUAGAACGGCUACAACGACGUA
UUUGGUUUCC---UCCAAUAUCUUA
|||**||||*   ||||||||||*|
AAAAAAAAGAAGAAGGUUAUAGAUU
UUGGACUGAA---GGGAGCUCCCU
||||||||||   ||*|:||**||
AACCUGACUUUGACCGUUGAAUGA
UCCAAAGGGA---UCGCAUUGAUCU
||*||||::|   ||*|*|||||||
AGAUUUCUUUCGAAGAGAAACUAGA
UUGGCAUUCU---GUCCACCUCCAU
|||:*|||||   |||**|||||||
AACUUUAAGAAUUCAGUAGGAGGUA
CUGAAGGGUU---UGGAGGAACUC
|||||*||:|   ||||*|||*:|
GACUUACCGAAGUACCUACUUCGG
UUCCACAGCU---UUCUUGAACUG
||||||*|||   ||*:||||*||
AAGGUGACGAGUCAAAGACUUUAC
ACUCUCCCUC---AAGGGCUUCAG
|||||*|||*   |||:||||||:
UGAGAAGGAACGAUUCUCGAAGUU
UGCAUUUGCA---CCUGCACCUU
||||||||||   |*|||***||

ACGUAAACGUUCUGAACGCUUAA

lincRNA_290 223-246 mes-miR1446UUCUGAACUCUCUCCCUCAU

lincRNA_271 774-798 mes-miR156hUUGACAGAAGAUAGAGAGCAC

lncNAT_7 383-407 mes-miR159cAUUGGAGUGAAGGGAGCUCUG

lncNAT_159 2603-2627mes-miR164aUGGAGAAGCAGGGCACGUGCA

lincRNA_161 509-533 mes-miR166iUUGGACCAGGCUUCAUUCCCC

lincRNA_340 464-488 mes-miR169hUGAGCCAAGGAUGACUUGCCG

lincRNA_13 1985-2009mes-miR171eAGAUUGAGCCGCGCCAAUAUC

lncNAT_114 2732-2756mes-miR172aAGAAUCUUGAUGAUGCUGCAU

UUUGGUUUCCUCCAAUAUCUUA

lncNAT_78 1783-1807mes-miR319aUUGGACUGAAGGGAGCUCCCU

lncNAT_169 209-232 mes-miR530aUGCAUUUGCACCUGCACCUU

lncNAT_182 1425-1449mes-miR395eCUGAAGGGUUUGGAGGAACUC

lincRNA_74 155-179 mes-miR396aUUCCACAGCUUUCUUGAACUG

Supplemental Data S4. lncRNAs as potential miRNA target mimics

lncNAT_124 3958-3982mes-miR477hACUCUCCCUCAAGGGCUUCAG

lncNAT_142 2217-2242mes-miR393cUCCAAAGGGAUCGCAUUGAUCU

lncNAT_60 605-630 mes-miR394cUUGGCAUUCUGUCCACCUCCAU

lincRNA_119 716-741 mes-miR2275



CA CCA CS NC CCA/NCCA/NC CS/NC Cold/CK Drought/CK

lncNAT_229 15 146 13 12 11.23 1.15 1.00 2.07 1.62

lncNAT_76 558 318 120 44 7.07 12.40 2.67 47.34 6.09

lncNAT_43 258 794 181 141 5.59 1.82 1.27 2.53 1.18

lncNAT_222 129 219 67 63 3.42 2.02 1.05 2.23 0.25

lncNAT_36 58 215 68 88 2.42 0.65 0.76 0.28 0.40

lncNAT_95 35 58 34 24 2.32 1.40 1.36 0.22 0.59

lncNAT_110 33 54 35 26 2.00 1.22 1.30 55.30 2.22

lncNAT_149 56 75 29 41 1.79 1.33 0.69 0.45 0.70

lncNAT_94 268 382 226 267 1.43 1.00 0.84 0.48 1.11

lncNAT_179 701 1152 761 876 1.31 0.80 0.87 3.11 2.61

lncNAT_73 47 47 44 36 1.27 1.27 1.19 42.70 1.65

lncNAT_61 13 24 16 22 1.04 0.57 0.70 2.83 2.29

lncNAT_195 37 30 36 29 1.00 1.23 1.20 62.09 74.88

lncNAT_212 18 24 24 26 0.89 0.67 0.89 0.41 0.89

lncNAT_185 17 16 24 23 0.67 0.71 1.00 0.74 0.07

lncNAT_156 168 139 190 213 0.65 0.79 0.89 0.17 1.02

lncNAT_109 29 10 19 15 0.63 1.81 1.19 0.22 1.33

lncNAT_64 15 7 7 14 0.47 1.00 0.47 2.41 1.78

lncNAT_33 15 14 30 41 0.33 0.36 0.71 0.48 0.96

lncNAT_104 36 93 29 17 5.17 2.00 1.61 0.73 1.30

lncNAT_12 31 40 18 27 1.43 1.11 0.64 0.56 1.50

lncNAT_128 1035 1034 648 552 1.87 1.87 1.17 0.65 1.12

lncNAT_134 90 73 72 82 0.88 1.08 0.87 1.90 1.13

lncNAT_135 311 305 229 305 1.00 1.02 0.75 1.50 0.32

lncNAT_14 13 76 15 23 3.17 0.54 0.63 1.94 0.71

lncNAT_157 6 115 1 2 38.33 2.00 0.33 1.15 1.05

lncNAT_172 11 24 10 6 3.43 1.57 1.43 0.74 1.01

lncNAT_187 50 52 23 24 2.08 2.00 0.92 1.45 1.19

lncNAT_191 42 35 30 20 1.67 2.00 1.43 1.99 1.95

lncNAT_192 235 249 154 528 0.47 0.44 0.29 1.08 1.16

lncNAT_22 254 463 158 147 3.13 1.72 1.07 1.22 1.38

lncNAT_223 1432 2365 1233 1950 1.21 0.73 0.63 0.85 1.76

lncNAT_34 31 38 29 27 1.36 1.11 1.04 3.44 6.28

lncNAT_40 16 43 20 28 1.48 0.55 0.69 0.56 0.79

lncNAT_48 1458 3155 1528 1626 1.94 0.90 0.94 1.39 1.17

lncNAT_58 1602 1289 1149 1128 1.14 1.42 1.02 0.64 0.94

lncNAT_69 1271 1047 805 675 1.55 1.88 1.19 0.83 1.23

lncNAT_77 355 352 314 336 1.04 1.05 0.93 1.03 1.29

lncNAT_8 100 92 72 62 1.46 1.59 1.14 0.53 0.63

lncNAT_83 123 106 172 164 0.64 0.75 1.04 1.03 0.75

lncNAT_88 830 581 511 477 1.22 1.74 1.07 1.15 1.14

lncNAT_90 15 203 12 9 20.30 1.50 1.20 0.95 0.88

lncNAT
siRNA reads siRNA Fold Change lncNAT Fold Change

Supplemental Data S5. lncNATs associated with small RNAs and expresion information.



lincRNA ID Cold/CK strand Left gene ID Cold/CK Left gene strandLeft gene overlap ntlincRNA ID Cold/CK strand Right gene ID Cold/CK Right gene strandRight gene overlap nt

lincRNA_147 1.92 - Manes.13G141400.v6.1 22.72 + -634 lincRNA_114 8.64 - Manes.12G092700.v6.1 Inf + -2808

lincRNA_91 2.43 - Manes.15G183200.v6.1 17.79 - -7594 lincRNA_143 1.89 + Manes.13G114800.v6.1 5.65 + -2193

lincRNA_245 11.60 - Manes.02G213200.v6.1 15.51 - -5968 lincRNA_147 1.92 - Manes.13G141500.v6.1 5.54 + -6208

lincRNA_234 6.26 + Manes.07G130600.v6.1 14.35 + -1353 lincRNA_419 15.95 - Manes.04G126100.v6.1 4.32 + -7589

lincRNA_70 130.72 + Manes.17G057700.v6.1 11.07 + -4016 lincRNA_257 31.10 - Manes.02G122700.v6.1 3.89 - -208

lincRNA_2 2.57 + Manes.S033700.v6.1 8.36 + -1913 lincRNA_445 11.43 + Manes.08G166600.v6.1 3.27 + -3667

lincRNA_397 9.31 + Manes.05G187700.v6.1 5.32 + -8828 lincRNA_318 3.67 - Manes.01G250600.v6.1 2.99 - -1329

lincRNA_419 15.95 - Manes.04G126000.v6.1 5.24 - -5905 lincRNA_306 61.06 + Manes.01G123100.v6.1 2.98 + -2772

lincRNA_21 3.34 + Manes.10G127100.v6.1 4.89 - -8831 lincRNA_53 2.71 + Manes.16G108100.v6.1 2.93 + -2508

lincRNA_315 1.54 - Manes.01G208000.v6.1 4.89 + -93 lincRNA_237 155.42 - Manes.07G050000.v6.1 2.74 - -726

lincRNA_376 46.38 + Manes.09G062400.v6.1 3.67 + -3405 lincRNA_1 2.20 + Manes.S034000.v6.1 2.70 + -4307

lincRNA_122 1.79 - Manes.12G120700.v6.1 3.56 - -9178 lincRNA_20 11.27 + Manes.10G123500.v6.1 2.67 + -678

lincRNA_403 Inf + Manes.05G063900.v6.1 3.56 - -501 lincRNA_286 10.61 - Manes.06G161400.v6.1 2.44 - -679

lincRNA_110 3.20 + Manes.15G103800.v6.1 3.50 + -116 lincRNA_141 3.47 - Manes.13G089600.v6.1 2.33 - -13

lincRNA_453 2.28 + Manes.S085700.v6.1 3.36 - -6710 lincRNA_105 8.83 - Manes.15G060000.v6.1 2.22 + -7884

lincRNA_3 2.77 + Manes.S034000.v6.1 2.70 + -9777 lincRNA_123 6.28 + Manes.12G123100.v6.1 2.16 + -25

lincRNA_327 1.50 - Manes.03G092100.v6.1 2.67 + -2060 lincRNA_366 2.16 - Manes.09G157700.v6.1 2.13 - -445

lincRNA_232 4.17 + Manes.07G112600.v6.1 2.54 + -841 lincRNA_167 5.15 + Manes.11G153800.v6.1 1.99 + -2493

lincRNA_366 2.16 - Manes.09G157600.v6.1 2.51 + -2645 lincRNA_453 2.28 + Manes.S085800.v6.1 1.93 + -5086

lincRNA_258 3.17 + Manes.02G132100.v6.1 2.38 - -1914 lincRNA_56 112.66 - Manes.16G130200.v6.1 1.91 - -516

lincRNA_318 3.67 - Manes.01G250500.v6.1 2.32 - -29 lincRNA_448 1.83 + Manes.08G053800.v6.1 1.91 + -151

lincRNA_204 2.88 + Manes.18G048200.v6.1 2.27 + -1749 lincRNA_203 2.82 + Manes.18G045000.v6.1 1.88 + -2248

lincRNA_18 2.26 - Manes.10G110100.v6.1 2.26 - -5307 lincRNA_169 2.10 + Manes.11G072300.v6.1 1.81 + -9451

lincRNA_33 1.68 - Manes.10G011800.v6.1 2.22 + -5425 lincRNA_236 Inf - Manes.07G046900.v6.1 1.79 - -1700

lincRNA_365 1.79 - Manes.09G148600.v6.1 2.01 + -7529 lincRNA_234 6.26 + Manes.07G130700.v6.1 1.75 - -433

lincRNA_138 40.33 + Manes.13G015400.v6.1 1.95 + -838 lincRNA_32 71.21 - Manes.10G062400.v6.1 1.68 - -899

lincRNA_101 1.65 + Manes.15G003200.v6.1 1.93 + -478 lincRNA_206 2.18 + Manes.18G054800.v6.1 1.68 - -3028

lincRNA_174 61.63 + Manes.14G142200.v6.1 1.78 + -278 lincRNA_431 Inf + Manes.08G080800.v6.1 1.61 - -6232

lincRNA_203 2.82 + Manes.18G044900.v6.1 1.71 + -1282 lincRNA_45 44.76 - Manes.16G060700.v6.1 1.59 - -1419

lincRNA_237 155.42 - Manes.07G049900.v6.1 1.65 + -1420 lincRNA_204 2.88 + Manes.18G048300.v6.1 1.55 - -974

lincRNA_411 Inf + Manes.04G057600.v6.1 1.63 + -1794 lincRNA_161 1.88 - Manes.11G101400.v6.1 1.51 - -7393

lincRNA_139 2.41 + Manes.13G087300.v6.1 1.56 + -1493 lincRNA_121 0.38 + Manes.12G119600.v6.1 0.64 - -4878

lincRNA_311 5.04 - Manes.01G166700.v6.1 1.53 - -1575 lincRNA_401 0.15 - Manes.05G048800.v6.1 0.64 + -806

lincRNA_401 0.15 - Manes.05G048700.v6.1 0.67 + -5684 lincRNA_430 0.67 + Manes.08G015000.v6.1 0.63 + -1917

lincRNA_378 0.44 - Manes.S087000.v6.1 0.63 - -1656 lincRNA_209 0.50 + Manes.18G082600.v6.1 0.62 + -5231

lincRNA_395 0.42 - Manes.05G183400.v6.1 0.57 + -121 lincRNA_75 0.14 - Manes.17G094600.v6.1 0.62 + -363

lincRNA_248 0.39 + Manes.02G035500.v6.1 0.57 - -2780 lincRNA_177 0.39 + Manes.14G148500.v6.1 0.58 + -6213

lincRNA_54 0.34 + Manes.16G127200.v6.1 0.55 + -1998 lincRNA_189 0.56 - Manes.14G075300.v6.1 0.56 - -5165

lincRNA_163 0.63 - Manes.11G105400.v6.1 0.54 + -6799 lincRNA_146 0.67 - Manes.13G130000.v6.1 0.55 - -209

lincRNA_341 0.32 - Manes.03G009700.v6.1 0.49 + -581 lincRNA_340 0.41 + Manes.03G009700.v6.1 0.49 + -124

lincRNA_120 0.48 + Manes.12G102500.v6.1 0.48 - -9283 lincRNA_368 0.62 + Manes.09G170500.v6.1 0.42 + -1530

lincRNA_189 0.56 - Manes.14G075200.v6.1 0.46 - -3387 lincRNA_172 0.67 - Manes.14G134600.v6.1 0.38 - -6157

lincRNA_209 0.50 + Manes.18G082500.v6.1 0.46 + -4939 lincRNA_378 0.44 - Manes.S087100.v6.1 0.35 - -490

lincRNA_177 0.39 + Manes.14G148400.v6.1 0.45 + -312 lincRNA_272 0.49 - Manes.06G057300.v6.1 0.33 - -666

lincRNA_109 0.43 + Manes.15G083200.v6.1 0.44 + -420 lincRNA_341 0.32 - Manes.03G009800.v6.1 0.29 - -3291

lincRNA_71 0.38 - Manes.17G059200.v6.1 0.44 - -1575 lincRNA_191 0.66 + Manes.14G085200.v6.1 0.27 + -5595

lincRNA_6 0.34 - Manes.10G074200.v6.1 0.34 - -4107 lincRNA_307 0.42 + Manes.01G130000.v6.1 0.19 - -1307

lincRNA_382 0.65 + Manes.05G118400.v6.1 0.23 + -1156 lincRNA_248 0.39 + Manes.02G035600.v6.1 0.19 - -3502

lincRNA_140 0.38 - Manes.13G088300.v6.1 0.22 - -57 lincRNA_107 Inf + Manes.15G076000.v6.1 #NAME? + -4202

lincRNA_187 343.89 - Manes.14G068700.v6.1 0.67 + -3041 lincRNA_365 1.79 - Manes.09G148700.v6.1 0.67 - -113

lincRNA_136 19.62 + Manes.13G082600.v6.1 0.66 + -1576 lincRNA_279 15.47 + Manes.06G125600.v6.1 0.66 + -1476

lincRNA_277 8.13 + Manes.06G118600.v6.1 0.63 + -1865 lincRNA_136 19.62 + Manes.13G082700.v6.1 0.60 - -2339

lincRNA_317 2.15 - Manes.01G209800.v6.1 0.60 - -83 lincRNA_311 5.04 - Manes.01G166800.v6.1 0.55 - -2580

lincRNA_24 3.25 + Manes.10G047400.v6.1 0.57 - -8247 lincRNA_317 2.15 - Manes.01G209900.v6.1 0.54 + -3847

lincRNA_56 112.66 - Manes.16G130100.v6.1 0.57 + -3307 lincRNA_334 344.86 + Manes.03G032300.v6.1 0.46 + -5201

lincRNA_324 10.37 + Manes.03G086800.v6.1 0.54 + -1813 lincRNA_33 1.68 - Manes.10G011900.v6.1 0.42 + -2769

lincRNA_303 4.45 + Manes.01G059700.v6.1 0.49 + -3240 lincRNA_277 8.13 + Manes.06G118700.v6.1 0.33 - -2449

lincRNA_286 10.61 - Manes.06G161300.v6.1 0.36 + -78 lincRNA_188 0.66 + Manes.14G072400.v6.1 Inf - -137

lincRNA_326 Inf + Manes.03G018200.v6.1 0.19 - -666 lincRNA_352 0.51 + Manes.09G076700.v6.1 Inf - -652

lincRNA_179 0.63 - Manes.14G151500.v6.1 Inf + -9117 lincRNA_285 0.34 + Manes.06G146600.v6.1 Inf + -7837

lincRNA_359 0.60 - Manes.09G090500.v6.1 Inf + -7580 lincRNA_71 0.38 - Manes.17G059300.v6.1 12.18 + -3448

lincRNA_340 0.41 + Manes.03G009600.v6.1 13.02 - -1755 lincRNA_181 0.53 - Manes.14G161600.v6.1 12.03 - -2628

lincRNA_307 0.42 + Manes.01G129900.v6.1 7.58 + -6196 lincRNA_440 0.67 - Manes.08G034000.v6.1 8.72 + -9242

lincRNA_264 0.66 - Manes.S002400.v6.1 5.64 + -2223 lincRNA_420 0.39 - Manes.04G152700.v6.1 2.37 - -1974

lincRNA_414 0.43 - Manes.04G012800.v6.1 2.51 - -4102 lincRNA_308 0.47 + Manes.01G132000.v6.1 2.30 + -5404

lincRNA_310 0.47 - Manes.01G145500.v6.1 2.18 + -5937 lincRNA_195 0.54 + Manes.18G021600.v6.1 2.25 - -271

lincRNA_278 0.58 - Manes.06G120300.v6.1 1.93 - -3130 lincRNA_354 0.42 + Manes.09G079500.v6.1 2.10 - -2464

lincRNA_440 0.67 - Manes.08G033900.v6.1 1.82 + -796 lincRNA_115 0.66 - Manes.12G094100.v6.1 1.50 - -4288

lincRNA_434 0.56 - Manes.08G092200.v6.1 1.64 + -1306

lincRNA_284 0.53 + Manes.06G141400.v6.1 1.62 + -2942

lincRNA_330 1.25 + Manes.03G026300.v6.1 ####### - -613 lincRNA_207 4.53 + Manes.18G005200.v6.1 #NAME? + -80

lincRNA_76 1.15 - Manes.17G102900.v6.1 ####### + -1016 lincRNA_110 3.20 + Manes.15G103900.v6.1 #NAME? + -2461

lincRNA_314 0.87 + Manes.01G204000.v6.1 ####### - -4626 lincRNA_246 1.11 - Manes.02G213400.v6.1 #NAME? + -778

lincRNA_399 0.76 + Manes.05G200400.v6.1 ####### + -3565 lincRNA_355 0.84 - Manes.09G081100.v6.1 #NAME? + -3732

lincRNA_107 Inf + Manes.15G075900.v6.1 NA + -1594 lincRNA_37 0.81 + Manes.S087700.v6.1 #NAME? - -2274

lincRNA_141 3.47 - Manes.13G089500.v6.1 NA + -5727 lincRNA_403 Inf + Manes.05G064000.v6.1 NA - -663

lincRNA_269 2.05 - Manes.06G039000.v6.1 NA + -9817 lincRNA_245 11.60 - Manes.02G213300.v6.1 NA + -527

lincRNA_370 1.58 + Manes.09G001700.v6.1 NA - -1066 lincRNA_266 2.11 + Manes.S011500.v6.1 NA + -7009

lincRNA_126 1.56 - Manes.12G146900.v6.1 NA + -1741 lincRNA_269 2.05 - Manes.06G039100.v6.1 NA + -416

lincRNA_183 1.15 - Manes.14G166200.v6.1 NA + -210 lincRNA_88 1.37 - Manes.15G134800.v6.1 NA + -301

lincRNA_158 1.13 + Manes.11G088100.v6.1 NA - -2556 lincRNA_413 1.19 - Manes.04G058200.v6.1 NA + -3910

lincRNA_246 1.11 - Manes.02G213300.v6.1 NA + -8098 lincRNA_133 0.69 - Manes.13G076400.v6.1 NA + -5067

lincRNA_433 0.92 - Manes.08G085400.v6.1 NA + -4918 lincRNA_423 0.68 - Manes.04G049300.v6.1 NA + -2985

lincRNA_348 0.92 - Manes.09G073200.v6.1 NA + -5661 lincRNA_162 1.37 + Manes.11G101500.v6.1 Inf - -3117

lincRNA_335 0.85 - Manes.03G195000.v6.1 NA - -736 lincRNA_8 0.77 - Manes.10G075900.v6.1 Inf + -5959

lincRNA_144 0.79 - Manes.13G115600.v6.1 NA + -2645 lincRNA_216 0.98 + Manes.S050000.v6.1 28.81 - -5097

Concordant lincRNAs-neighbors pairs

Discordant lincRNAs-neighbors pairs

 Uncorrelated lincRNAs-neighbors pairs

Supplemental Data S6. Expression information of lincRNAs and nearby protein-coding genes under cold stress



lincRNA_68 0.71 - Manes.17G045100.v6.1 NA + -2236 lincRNA_66 1.37 - Manes.17G033400.v6.1 23.49 - -1736

lincRNA_333 1.24 + Manes.03G032200.v6.1 Inf - -6101 lincRNA_176 0.77 - Manes.14G145700.v6.1 14.48 - -965

lincRNA_373 1.16 - Manes.09G048900.v6.1 Inf + -6677 lincRNA_108 0.97 - Manes.15G005500.v6.1 9.33 - -841

lincRNA_239 1.05 + Manes.07G064500.v6.1 Inf + -7569 lincRNA_398 1.39 - Manes.05G195500.v6.1 3.42 + -4313

lincRNA_66 1.37 - Manes.17G033300.v6.1 14.39 + -6932 lincRNA_254 1.14 + Manes.02G043900.v6.1 2.62 + -5260

lincRNA_374 0.79 - Manes.09G055000.v6.1 11.40 + -3021 lincRNA_287 1.09 + Manes.06G164800.v6.1 2.41 - -3203

lincRNA_435 0.92 + Manes.08G002500.v6.1 9.53 - -1309 lincRNA_39 0.81 + Manes.16G011900.v6.1 2.28 - -1831

lincRNA_73 1.22 - Manes.17G074700.v6.1 6.02 - -332 lincRNA_168 0.81 - Manes.11G064300.v6.1 2.04 + -2299

lincRNA_100 1.25 - Manes.15G035000.v6.1 2.46 - -3385 lincRNA_392 0.73 - Manes.05G029600.v6.1 1.88 - -3058

lincRNA_404 1.24 - Manes.05G070700.v6.1 2.34 - -445 lincRNA_332 1.21 - Manes.03G152400.v6.1 1.82 - -1330

lincRNA_413 1.19 - Manes.04G058100.v6.1 2.08 + -769 lincRNA_111 0.74 + Manes.15G127400.v6.1 1.75 + -3602

lincRNA_254 1.14 + Manes.02G043800.v6.1 1.89 + -3263 lincRNA_428 1.21 + Manes.S050600.v6.1 1.67 + -5243

lincRNA_151 1.12 - Manes.13G056000.v6.1 1.81 - -720 lincRNA_404 1.24 - Manes.05G070800.v6.1 1.64 + -7034

lincRNA_287 1.09 + Manes.06G164600.v6.1 1.75 - -7505 lincRNA_69 0.83 - Manes.17G045800.v6.1 1.64 + -2674

lincRNA_131 NA - Manes.13G010500.v6.1 1.66 - -4616 lincRNA_375 0.91 - Manes.09G000500.v6.1 1.62 - -1282

lincRNA_133 0.69 - Manes.13G076300.v6.1 1.62 - -4308 lincRNA_102 1.10 - Manes.15G047200.v6.1 1.60 - -406

lincRNA_89 0.86 + Manes.15G150500.v6.1 1.61 + -5940 lincRNA_208 1.28 + Manes.18G076800.v6.1 1.53 + -3885

lincRNA_328 1.30 + Manes.03G107900.v6.1 1.57 + -1358 lincRNA_391 2.95 + Manes.05G136900.v6.1 1.51 - -3798

lincRNA_50 0.71 + Manes.16G081300.v6.1 1.56 - -4661 lincRNA_193 2.83 - Manes.18G020700.v6.1 1.50 - -3317

lincRNA_267 1.34 - Manes.S077800.v6.1 1.55 - -1631 lincRNA_156 0.78 - Manes.11G081100.v6.1 1.49 - -1292

lincRNA_331 0.78 - Manes.03G142900.v6.1 1.49 + -299 lincRNA_331 0.78 - Manes.03G143000.v6.1 1.48 - -1261

lincRNA_392 0.73 - Manes.05G029500.v6.1 1.47 - -6243 lincRNA_271 0.99 - Manes.06G055600.v6.1 1.48 - -1650

lincRNA_196 1.79 - Manes.18G138500.v6.1 1.44 - -1708 lincRNA_364 69.93 - Manes.09G106700.v6.1 1.44 - -500

lincRNA_102 1.10 - Manes.15G047100.v6.1 1.44 - -1144 lincRNA_367 1.01 + Manes.09G018800.v6.1 1.42 - -6078

lincRNA_225 0.89 + Manes.07G017600.v6.1 1.43 - -7187 lincRNA_99 2.32 - Manes.15G192800.v6.1 1.42 - -1332

lincRNA_364 69.93 - Manes.09G106600.v6.1 1.42 - -5764 lincRNA_23 0.83 + Manes.10G047100.v6.1 1.41 + -1928

lincRNA_67 0.70 + Manes.17G006500.v6.1 1.39 + -123 lincRNA_112 4.94 + Manes.12G084900.v6.1 1.40 + -9002

lincRNA_53 2.71 + Manes.16G108000.v6.1 1.38 + -1736 lincRNA_76 1.15 - Manes.17G103000.v6.1 1.40 - -2337

lincRNA_168 0.81 - Manes.11G064200.v6.1 1.37 - -9843 lincRNA_256 1.36 - Manes.02G115900.v6.1 1.39 - -570

lincRNA_127 0.73 + Manes.12G042500.v6.1 1.37 - -9393 lincRNA_10 0.92 - Manes.10G084900.v6.1 1.37 - -177

lincRNA_103 1.91 - Manes.15G048000.v6.1 1.36 + -1322 lincRNA_214 0.94 - Manes.S044100.v6.1 1.35 - -359

lincRNA_332 1.21 - Manes.03G152300.v6.1 1.36 - -1101 lincRNA_210 0.77 - Manes.18G099000.v6.1 1.33 - -1744

lincRNA_337 0.98 + Manes.03G053100.v6.1 1.35 + -737 lincRNA_441 1.40 - Manes.08G143800.v6.1 1.33 - -267

lincRNA_167 5.15 + Manes.11G153700.v6.1 1.35 + -3854 lincRNA_325 0.83 - Manes.03G088000.v6.1 1.30 + -1840

lincRNA_394 2.69 - Manes.05G173900.v6.1 1.35 - -1592 lincRNA_324 10.37 + Manes.03G086900.v6.1 1.29 + -5371

lincRNA_257 31.10 - Manes.02G122600.v6.1 1.34 - -1812 lincRNA_17 1.53 - Manes.10G110000.v6.1 1.27 - -95

lincRNA_251 1.82 + Manes.02G220600.v6.1 1.32 + -5399 lincRNA_376 46.38 + Manes.09G062500.v6.1 1.26 - -5614

lincRNA_130 0.86 - Manes.12G080600.v6.1 1.31 - -6546 lincRNA_371 2.05 + Manes.09G041200.v6.1 1.24 + -3624

lincRNA_417 0.78 + Manes.04G066000.v6.1 1.29 + -9163 lincRNA_410 1.18 - Manes.04G057100.v6.1 1.24 - -431

lincRNA_112 4.94 + Manes.12G084800.v6.1 1.28 + -5819 lincRNA_205 1.41 + Manes.18G052100.v6.1 1.24 + -1550

lincRNA_143 1.89 + Manes.13G114700.v6.1 1.28 + -4549 lincRNA_11 0.95 + Manes.10G089300.v6.1 1.24 - -4074

lincRNA_355 0.84 - Manes.09G081000.v6.1 1.27 - -2035 lincRNA_165 174.32 - Manes.11G113100.v6.1 1.22 - -1503

lincRNA_439 8.76 + Manes.08G134600.v6.1 1.27 + -1417 lincRNA_339 2.33 + Manes.03G064800.v6.1 1.22 - -2612

lincRNA_62 33.93 + Manes.17G021900.v6.1 1.26 + -1569 lincRNA_449 4.54 + Manes.08G008700.v6.1 1.21 - -1677

lincRNA_344 0.77 - Manes.03G070300.v6.1 1.26 - -9370 lincRNA_313 1.24 + Manes.01G175900.v6.1 1.21 + -3431

lincRNA_236 Inf - Manes.07G046800.v6.1 1.25 - -7180 lincRNA_293 30.58 + Manes.06G036000.v6.1 1.20 - -4870

lincRNA_13 4.80 + Manes.10G093600.v6.1 1.24 + -6503 lincRNA_394 2.69 - Manes.05G174000.v6.1 1.19 - -1228

lincRNA_211 11.50 + Manes.S016700.v6.1 1.24 + -4244 lincRNA_280 0.89 + Manes.06G126800.v6.1 1.18 + -2999

lincRNA_409 1.28 - Manes.04G010400.v6.1 1.23 - -1226 lincRNA_89 0.86 + Manes.15G150600.v6.1 1.17 + -7693

lincRNA_448 1.83 + Manes.08G053700.v6.1 1.23 + -1741 lincRNA_314 0.87 + Manes.01G204100.v6.1 1.16 - -2967

lincRNA_30 1.35 + Manes.10G058600.v6.1 1.22 + -3881 lincRNA_187 343.89 - Manes.14G068800.v6.1 1.16 - -5365

lincRNA_117 2.26 + Manes.12G098000.v6.1 1.22 + -927 lincRNA_231 2.52 + Manes.07G112500.v6.1 1.15 + -6567

lincRNA_88 1.37 - Manes.15G134700.v6.1 1.21 + -5355 lincRNA_22 1.13 - Manes.10G129200.v6.1 1.13 - -687

lincRNA_268 1.77 - Manes.06G036900.v6.1 1.21 - -5113 lincRNA_178 0.96 + Manes.14G148900.v6.1 1.12 - -5683

lincRNA_449 4.54 + Manes.08G008600.v6.1 1.21 + -368 lincRNA_369 1.21 - Manes.09G173400.v6.1 1.11 - -4479

lincRNA_125 1.05 - Manes.12G140200.v6.1 1.20 - -4108 lincRNA_322 1.53 - Manes.03G078500.v6.1 1.11 - -786

lincRNA_23 0.83 + Manes.10G047000.v6.1 1.20 + -60 lincRNA_34 130.62 - Manes.10G068000.v6.1 1.09 - -4811

lincRNA_193 2.83 - Manes.18G020600.v6.1 1.20 - -3441 lincRNA_150 16.09 - Manes.13G040900.v6.1 1.08 - -3131

lincRNA_271 0.99 - Manes.06G055500.v6.1 1.18 + -4594 lincRNA_235 0.69 + Manes.07G136000.v6.1 1.06 - -476

lincRNA_221 4.71 + Manes.07G071100.v6.1 1.16 + -2389 lincRNA_319 15.68 + Manes.01G040600.v6.1 1.06 + -2587

lincRNA_184 1.65 + Manes.14G167200.v6.1 1.14 + -2091 lincRNA_173 1.09 + Manes.14G140300.v6.1 1.05 + -1840

lincRNA_442 1.09 - Manes.08G146000.v6.1 1.13 - -7413 lincRNA_288 16.23 + Manes.06G179100.v6.1 1.05 + -714

lincRNA_17 1.53 - Manes.10G109900.v6.1 1.10 - -1645 lincRNA_184 1.65 + Manes.14G167300.v6.1 1.05 + -9830

lincRNA_59 0.69 + Manes.16G043100.v6.1 1.10 + -9691 lincRNA_345 0.99 - Manes.03G070400.v6.1 1.05 - -2416

lincRNA_40 1.08 - Manes.16G057100.v6.1 1.09 + -8731 lincRNA_442 1.09 - Manes.08G146100.v6.1 1.05 - -981

lincRNA_51 1.45 + Manes.16G088300.v6.1 1.07 - -3145 lincRNA_447 1.47 - Manes.08G048300.v6.1 1.05 - -175

lincRNA_52 1.06 + Manes.16G094100.v6.1 1.07 + -9274 lincRNA_70 130.72 + Manes.17G057800.v6.1 1.04 + -5660

lincRNA_288 16.23 + Manes.06G179000.v6.1 1.06 + -1781 lincRNA_122 1.79 - Manes.12G120800.v6.1 1.03 - -1503

lincRNA_118 0.97 + Manes.12G098500.v6.1 1.06 + -1218 lincRNA_16 0.85 - Manes.10G109600.v6.1 1.02 - -709

lincRNA_25 15.93 - Manes.10G047500.v6.1 1.06 + -5093 lincRNA_330 1.25 + Manes.03G026400.v6.1 1.00 - -2203

lincRNA_372 1.04 - Manes.09G045800.v6.1 1.05 - -1026 lincRNA_451 0.70 - Manes.08G064000.v6.1 1.00 + -3693

lincRNA_171 1.01 - Manes.14G121500.v6.1 1.04 - -750 lincRNA_232 4.17 + Manes.07G112700.v6.1 0.99 + -1451

lincRNA_306 61.06 + Manes.01G123000.v6.1 1.04 - -2262 lincRNA_381 1.17 - Manes.05G117700.v6.1 0.99 - -2460

lincRNA_289 1.08 - Manes.06G029500.v6.1 1.04 - -5703 lincRNA_415 143.13 - Manes.04G062000.v6.1 0.98 - -1018

lincRNA_304 2.07 + Manes.01G107400.v6.1 1.04 + -3120 lincRNA_90 1.16 + Manes.15G179600.v6.1 0.98 + -522

lincRNA_305 1.81 + Manes.01G107400.v6.1 1.04 + -4423 lincRNA_397 9.31 + Manes.05G187800.v6.1 0.97 - -459

lincRNA_280 0.89 + Manes.06G126700.v6.1 1.04 + -2741 lincRNA_289 1.08 - Manes.06G029600.v6.1 0.96 - -971

lincRNA_45 44.76 - Manes.16G060600.v6.1 1.04 + -2758 lincRNA_387 16.08 - Manes.05G129500.v6.1 0.96 - -6642

lincRNA_20 11.27 + Manes.10G123400.v6.1 1.02 + -7856 lincRNA_131 NA - Manes.13G010600.v6.1 0.95 + -3458

lincRNA_321 0.79 + Manes.03G076400.v6.1 0.99 + -1795 lincRNA_138 40.33 + Manes.13G015500.v6.1 0.94 - -660

lincRNA_208 1.28 + Manes.18G076700.v6.1 0.99 + -5159 lincRNA_400 55.49 - Manes.05G203200.v6.1 0.94 - -9238

lincRNA_339 2.33 + Manes.03G064700.v6.1 0.99 + -7823 lincRNA_106 0.71 - Manes.15G074600.v6.1 0.93 + -501

lincRNA_431 Inf + Manes.08G080700.v6.1 0.98 + -1138 lincRNA_225 0.89 + Manes.07G017700.v6.1 0.91 + -1569

lincRNA_11 0.95 + Manes.10G089200.v6.1 0.98 + -7806 lincRNA_438 0.94 - Manes.08G033200.v6.1 0.90 + -252

lincRNA_255 2.63 + Manes.02G081900.v6.1 0.97 + -397 lincRNA_100 1.25 - Manes.15G035100.v6.1 0.90 - -1904

lincRNA_393 #NAME? - Manes.05G158200.v6.1 0.96 - -7020 lincRNA_218 0.75 + Manes.S004600.v6.1 0.89 + -9487

lincRNA_77 11.92 + Manes.17G112400.v6.1 0.96 + -1025 lincRNA_13 4.80 + Manes.10G093700.v6.1 0.89 - -934

lincRNA_207 4.53 + Manes.18G005100.v6.1 0.96 - -3615 lincRNA_437 1.27 + Manes.08G128900.v6.1 0.88 + -63

 Uncorrelated lincRNAs-neighbors pairs



lincRNA_214 0.94 - Manes.S044000.v6.1 0.95 + -5865 lincRNA_170 0.78 - Manes.11G079700.v6.1 0.88 - -610

lincRNA_1 2.20 + Manes.S033900.v6.1 0.95 + -3638 lincRNA_227 0.76 - Manes.07G082200.v6.1 0.88 - -2015

lincRNA_319 15.68 + Manes.01G040500.v6.1 0.93 + -379 lincRNA_14 1.30 + Manes.10G096700.v6.1 0.88 + -4471

lincRNA_323 1.22 + Manes.03G000500.v6.1 0.91 + -1119 lincRNA_360 2.10 - Manes.09G091700.v6.1 0.87 - -8775

lincRNA_243 0.80 + Manes.02G211600.v6.1 0.91 + -4938 lincRNA_67 0.70 + Manes.17G006600.v6.1 0.84 - -428

lincRNA_111 0.74 + Manes.15G127300.v6.1 0.90 + -1296 lincRNA_290 1.12 + Manes.06G031200.v6.1 0.83 + -8278

lincRNA_357 1.01 - Manes.09G081500.v6.1 0.90 - -8118 lincRNA_343 1.26 + Manes.03G069600.v6.1 0.83 - -7563

lincRNA_235 0.69 + Manes.07G135900.v6.1 0.90 - -3187 lincRNA_439 8.76 + Manes.08G134700.v6.1 0.83 + -8741

lincRNA_343 1.26 + Manes.03G069500.v6.1 0.90 + -4453 lincRNA_2 2.57 + Manes.S033800.v6.1 0.82 + -8094

lincRNA_230 0.86 - Manes.07G101400.v6.1 0.90 + -1494 lincRNA_247 1.10 + Manes.02G215900.v6.1 0.80 + -5274

lincRNA_360 2.10 - Manes.09G091600.v6.1 0.89 - -2801 lincRNA_263 1.04 - Manes.S003000.v6.1 0.78 - -395

lincRNA_441 1.40 - Manes.08G143700.v6.1 0.86 - -446 lincRNA_262 0.75 - Manes.S003000.v6.1 0.78 - -6715

lincRNA_247 1.10 + Manes.02G215800.v6.1 0.85 + -8836 lincRNA_326 Inf + Manes.03G018300.v6.1 0.78 - -62

lincRNA_325 0.83 - Manes.03G087900.v6.1 0.84 - -3710 lincRNA_301 2.52 + Manes.01G054800.v6.1 0.78 + -7881

lincRNA_55 1.27 + Manes.16G128500.v6.1 0.82 + -6654 lincRNA_362 0.94 - Manes.09G011100.v6.1 0.77 + -8701

lincRNA_113 1.46 + Manes.12G092000.v6.1 0.82 + -4953 lincRNA_316 0.94 - Manes.01G208100.v6.1 0.76 + -7996

lincRNA_182 1.29 - Manes.14G163200.v6.1 0.82 - -1972 lincRNA_87 0.84 - Manes.S090500.v6.1 0.75 - -558

lincRNA_5 0.72 + Manes.10G072400.v6.1 0.82 + -9201 lincRNA_144 0.79 - Manes.13G115700.v6.1 0.75 - -8360

lincRNA_185 259.21 - Manes.14G168100.v6.1 0.81 - -4677 lincRNA_125 1.05 - Manes.12G140300.v6.1 0.75 - -523

lincRNA_279 15.47 + Manes.06G125500.v6.1 0.81 + -923 lincRNA_450 0.78 + Manes.08G063000.v6.1 0.75 + -2259

lincRNA_19 1.17 + Manes.10G114300.v6.1 0.81 + -500 lincRNA_186 0.75 - Manes.14G041500.v6.1 0.74 - -4054

lincRNA_148 0.93 + Manes.13G144400.v6.1 0.77 - -5470 lincRNA_124 5.17 + Manes.12G130600.v6.1 0.73 + -1404

lincRNA_351 0.68 - Manes.09G076200.v6.1 0.76 - -2852 lincRNA_119 2.15 + Manes.12G102400.v6.1 0.73 - -8554

lincRNA_398 1.39 - Manes.05G195400.v6.1 0.76 - -221 lincRNA_405 1.50 - Manes.05G085900.v6.1 0.72 - -7107

lincRNA_99 2.32 - Manes.15G192700.v6.1 0.75 - -7383 lincRNA_197 8.93 - Manes.18G138800.v6.1 0.72 - -1259

lincRNA_293 30.58 + Manes.06G035900.v6.1 0.75 - -1002 lincRNA_65 1.26 - Manes.17G026200.v6.1 0.71 - -795

lincRNA_336 1.40 + Manes.03G212600.v6.1 0.71 + -2833 lincRNA_258 3.17 + Manes.02G132200.v6.1 0.70 - -2393

lincRNA_210 0.77 - Manes.18G098900.v6.1 0.70 - -318 lincRNA_351 0.68 - Manes.09G076300.v6.1 0.70 - -5681

lincRNA_276 0.75 - Manes.06G108700.v6.1 0.68 - -5270 lincRNA_309 0.79 + Manes.01G143900.v6.1 0.70 + -6526

lincRNA_105 8.83 - Manes.15G059900.v6.1 0.68 - -695 lincRNA_127 0.73 + Manes.12G042600.v6.1 0.68 + -1614

lincRNA_106 0.71 - Manes.15G074500.v6.1 0.68 - -767 lincRNA_98 0.92 + Manes.15G189100.v6.1 0.67 + -5112

lincRNA_369 1.21 - Manes.09G173300.v6.1 0.67 - -9804 lincRNA_55 1.27 + Manes.16G128600.v6.1 0.64 - -5127

lincRNA_199 1.31 + Manes.18G145600.v6.1 0.65 + -1471 lincRNA_421 0.94 + Manes.04G163200.v6.1 0.63 + -1313

lincRNA_362 0.94 - Manes.09G011000.v6.1 0.61 - -6862 lincRNA_241 0.68 - Manes.02G190000.v6.1 0.62 + -4316

lincRNA_361 0.69 - Manes.09G011000.v6.1 0.61 - -1210 lincRNA_199 1.31 + Manes.18G145700.v6.1 0.61 + -5112

lincRNA_160 0.69 + Manes.11G017500.v6.1 0.61 + -110 lincRNA_399 0.76 + Manes.05G200500.v6.1 0.61 + -8289

lincRNA_178 0.96 + Manes.14G148800.v6.1 0.58 + -2594 lincRNA_276 0.75 - Manes.06G108800.v6.1 0.61 + -999

lincRNA_218 0.75 + Manes.S004500.v6.1 0.58 + -848 lincRNA_171 1.01 - Manes.14G121600.v6.1 0.61 - -2213

lincRNA_367 1.01 + Manes.09G018700.v6.1 0.52 + -3739 lincRNA_239 1.05 + Manes.07G064600.v6.1 0.60 + -9713

lincRNA_205 1.41 + Manes.18G052000.v6.1 0.50 + -593 lincRNA_202 1.07 - Manes.18G043000.v6.1 0.60 - -165

lincRNA_275 0.73 + Manes.06G013900.v6.1 0.46 + -556 lincRNA_52 1.06 + Manes.16G094200.v6.1 0.57 + -88

lincRNA_428 1.21 + Manes.S050500.v6.1 0.41 + -3989 lincRNA_151 1.12 - Manes.13G056100.v6.1 0.56 - -1995

lincRNA_39 0.81 + Manes.16G011800.v6.1 0.40 - -511 lincRNA_28 1.45 - Manes.10G058000.v6.1 0.56 - -2950

lincRNA_15 0.83 + Manes.10G105300.v6.1 0.38 + -438 lincRNA_373 1.16 - Manes.09G049000.v6.1 0.54 - -133

lincRNA_438 0.94 - Manes.08G033100.v6.1 0.36 - -1030 lincRNA_51 1.45 + Manes.16G088400.v6.1 0.53 + -3483

lincRNA_256 1.36 - Manes.02G115800.v6.1 0.33 + -3964 lincRNA_295 0.81 - Manes.06G036200.v6.1 0.50 - -2344

lincRNA_58 1.09 - Manes.16G136200.v6.1 0.28 + -5209 lincRNA_294 0.76 - Manes.06G036200.v6.1 0.50 - -3864

lincRNA_241 0.68 - Manes.02G189900.v6.1 0.23 - -6743 lincRNA_333 1.24 + Manes.03G032300.v6.1 0.46 + -9200

lincRNA_384 0.25 - Manes.05G018600.v6.1 ####### + -2761 lincRNA_47 1.22 - Manes.16G065600.v6.1 0.42 - -4578

lincRNA_342 0.25 - Manes.03G069400.v6.1 ####### + -565 lincRNA_50 0.71 + Manes.16G081400.v6.1 0.41 - -4151

lincRNA_420 0.39 - Manes.04G152600.v6.1 NA + -1447 lincRNA_130 0.86 - Manes.12G080700.v6.1 0.35 - -7066

lincRNA_285 0.34 + Manes.06G146500.v6.1 1.35 + -2415 lincRNA_393 #NAME? - Manes.05G158300.v6.1 0.34 + -3929

lincRNA_78 0.60 + Manes.17G120300.v6.1 1.34 + -256 lincRNA_374 0.79 - Manes.09G055100.v6.1 0.26 + -768

lincRNA_146 0.67 - Manes.13G129900.v6.1 1.31 - -1121 lincRNA_275 0.73 + Manes.06G014000.v6.1 0.21 + -1892

lincRNA_166 0.33 + Manes.11G137100.v6.1 1.31 - -2797 lincRNA_222 0.66 - Manes.07G071800.v6.1 #NAME? + -5869

lincRNA_253 0.46 - Manes.02G226100.v6.1 1.28 + -8606 lincRNA_278 0.58 - Manes.06G120400.v6.1 #NAME? + -774

lincRNA_7 0.46 + Manes.10G075000.v6.1 1.21 + -7266 lincRNA_190 0.55 + Manes.14G076600.v6.1 #NAME? + -5836

lincRNA_72 0.37 + Manes.17G068300.v6.1 1.20 - -1749 lincRNA_48 0.26 + Manes.16G067700.v6.1 #NAME? - -1873

lincRNA_49 0.39 - Manes.16G073700.v6.1 1.19 - -4336 lincRNA_363 0.16 - Manes.09G098200.v6.1 #NAME? + -4442

lincRNA_282 0.22 - Manes.06G000500.v6.1 1.18 - -6446 lincRNA_422 0.44 + Manes.04G030600.v6.1 NA + -6702

lincRNA_312 0.10 - Manes.01G167900.v6.1 1.18 + -522 lincRNA_395 0.42 - Manes.05G183500.v6.1 NA - -2155

lincRNA_436 0.53 + Manes.08G113000.v6.1 1.11 + -9861 lincRNA_229 0.40 + Manes.07G100800.v6.1 NA - -1734

lincRNA_444 0.67 + Manes.08G166500.v6.1 1.09 + -306 lincRNA_282 0.22 - Manes.06G000600.v6.1 NA - -4620

lincRNA_446 0.57 - Manes.08G172300.v6.1 1.06 - -3448 lincRNA_264 0.66 - Manes.S002500.v6.1 1.38 + -3503

lincRNA_443 0.53 - Manes.08G155700.v6.1 0.98 - -2532 lincRNA_402 0.44 + Manes.05G057600.v6.1 1.37 + -855

lincRNA_368 0.62 + Manes.09G170400.v6.1 0.95 + -200 lincRNA_283 0.27 + Manes.06G136700.v6.1 1.36 - -280

lincRNA_57 0.19 - Manes.16G132400.v6.1 0.95 - -1476 lincRNA_154 0.51 + Manes.13G009700.v6.1 1.36 - -4326

lincRNA_191 0.66 + Manes.14G085100.v6.1 0.95 + -2995 lincRNA_281 0.30 + Manes.06G130200.v6.1 1.29 + -2723

lincRNA_406 0.40 - Manes.05G099000.v6.1 0.93 - -870 lincRNA_44 0.52 - Manes.16G019200.v6.1 1.25 - -527

lincRNA_145 0.33 - Manes.13G129100.v6.1 0.93 - -6221 lincRNA_109 0.43 + Manes.15G083300.v6.1 1.22 - -9632

lincRNA_192 0.67 + Manes.18G000300.v6.1 0.92 + -7705 lincRNA_414 0.43 - Manes.04G012900.v6.1 1.18 + -6964

lincRNA_356 0.59 - Manes.09G081500.v6.1 0.90 - -2156 lincRNA_54 0.34 + Manes.16G127300.v6.1 1.11 - -652

lincRNA_281 0.30 + Manes.06G130100.v6.1 0.89 - -491 lincRNA_310 0.47 - Manes.01G145600.v6.1 1.09 + -5862

lincRNA_240 0.65 - Manes.02G171200.v6.1 0.88 - -9193 lincRNA_253 0.46 - Manes.02G226200.v6.1 1.08 - -7182

lincRNA_188 0.66 + Manes.14G072300.v6.1 0.88 - -1065 lincRNA_166 0.33 + Manes.11G137200.v6.1 1.07 - -5462

lincRNA_259 0.39 - Manes.S033400.v6.1 0.85 + -1369 lincRNA_192 0.67 + Manes.18G000400.v6.1 1.02 + -5192

lincRNA_75 0.14 - Manes.17G094500.v6.1 0.85 - -9574 lincRNA_163 0.63 - Manes.11G105500.v6.1 1.02 - -6044

lincRNA_41 0.61 + Manes.16G057200.v6.1 0.80 + -5911 lincRNA_179 0.63 - Manes.14G151600.v6.1 0.98 + -630

lincRNA_338 0.63 - Manes.03G062100.v6.1 0.77 + -9536 lincRNA_312 0.10 - Manes.01G168000.v6.1 0.96 + -1635

lincRNA_274 0.34 - Manes.06G092300.v6.1 0.72 + -1262 lincRNA_7 0.46 + Manes.10G075100.v6.1 0.94 - -1425

lincRNA_142 0.31 + Manes.13G105300.v6.1 0.71 + -7247 lincRNA_436 0.53 + Manes.08G113100.v6.1 0.91 + -2823

lincRNA_190 0.55 + Manes.14G076500.v6.1 0.71 + -1569 lincRNA_57 0.19 - Manes.16G132500.v6.1 0.89 + -158

lincRNA_164 0.25 + Manes.11G108700.v6.1 0.68 + -964 lincRNA_164 0.25 + Manes.11G108800.v6.1 0.83 + -2411

lincRNA_137 0.62 - Manes.13G083500.v6.1 0.68 + -5801 lincRNA_49 0.39 - Manes.16G073800.v6.1 0.80 + -2161

lincRNA_418 0.45 - Manes.04G088700.v6.1 0.68 + -2863 lincRNA_443 0.53 - Manes.08G155800.v6.1 0.80 + -1622

lincRNA_96 0.45 + Manes.15G188500.v6.1 0.67 + -8355 lincRNA_274 0.34 - Manes.06G092400.v6.1 0.80 - -401

lincRNA_384 0.25 - Manes.05G018700.v6.1 0.77 + -6189

lincRNA_145 0.33 - Manes.13G129200.v6.1 0.76 + -6569

 Uncorrelated lincRNAs-neighbors pairs



lincRNA_104 0.33 + Manes.15G000200.v6.1 0.75 + -2988

lincRNA_31 0.23 - Manes.10G060200.v6.1 0.75 - -3092

lincRNA_383 0.27 + Manes.05G118700.v6.1 0.74 + -8803

lincRNA_137 0.62 - Manes.13G083600.v6.1 0.69 - -69

 Uncorrelated lincRNAs-neighbors pairs



lincRNA ID Drought/CK Strand Left gene ID peg/ck Left gene strandLeft gene overlap ntlincRNA ID PEG FoldChangelnc_strandRight gene ID Drought/CKRight gene strandRight gene overlap nt

lincRNA_107 Inf + Manes.15G075900.v6.1 Inf + -1594 lincRNA_403 Inf + Manes.05G064000.v6.1 Inf - -663

lincRNA_335 3.00 - Manes.03G195000.v6.1 Inf - -736 lincRNA_114 10.21 - Manes.12G092700.v6.1 Inf + -2808

lincRNA_101 511.10 + Manes.15G003200.v6.1 3199.81 + -478 lincRNA_376 11.33 + Manes.09G062500.v6.1 9.91 - -5614

lincRNA_403 Inf + Manes.05G063900.v6.1 284.81 - -501 lincRNA_31 4.98 - Manes.10G060200.v6.1 5.39 - -3092

lincRNA_365 1.68 - Manes.09G148600.v6.1 31.31 + -7529 lincRNA_44 3.61 - Manes.16G019200.v6.1 4.14 - -527

lincRNA_376 11.33 + Manes.09G062400.v6.1 12.06 + -3405 lincRNA_13 3.22 + Manes.10G093700.v6.1 3.24 - -934

lincRNA_397 4.93 + Manes.05G187700.v6.1 7.61 + -8828 lincRNA_277 3.19 + Manes.06G118700.v6.1 3.14 - -2449

lincRNA_382 83.42 + Manes.05G118400.v6.1 6.53 + -1156 lincRNA_449 1.62 + Manes.08G008700.v6.1 2.66 - -1677

lincRNA_131 Inf - Manes.13G010500.v6.1 4.90 - -4616 lincRNA_373 3.16 - Manes.09G049000.v6.1 2.64 - -133

lincRNA_245 1.89 - Manes.02G213200.v6.1 3.75 - -5968 lincRNA_231 2.18 + Manes.07G112500.v6.1 2.30 + -6567

lincRNA_110 2.44 + Manes.15G103800.v6.1 2.38 + -116 lincRNA_110 2.44 + Manes.15G103900.v6.1 2.27 + -2461

lincRNA_117 1.73 + Manes.12G098000.v6.1 1.80 + -927 lincRNA_124 2.38 + Manes.12G130600.v6.1 2.19 + -1404

lincRNA_289 1.67 - Manes.06G029500.v6.1 1.69 - -5703 lincRNA_410 2.69 - Manes.04G057100.v6.1 2.11 - -431

lincRNA_174 11.68 + Manes.14G142200.v6.1 1.69 + -278 lincRNA_107 Inf + Manes.15G076000.v6.1 1.90 + -4202

lincRNA_258 1.52 + Manes.02G132100.v6.1 1.66 - -1914 lincRNA_187 9.07 - Manes.14G068800.v6.1 1.85 - -5365

lincRNA_268 1.64 - Manes.06G036900.v6.1 1.65 - -5113 lincRNA_32 2.91 - Manes.10G062400.v6.1 1.77 - -899

lincRNA_361 1.76 - Manes.09G011000.v6.1 1.51 - -1210 lincRNA_131 Inf - Manes.13G010600.v6.1 1.75 + -3458

lincRNA_362 1.60 - Manes.09G011000.v6.1 1.51 - -6862 lincRNA_165 3.43 - Manes.11G113100.v6.1 1.69 - -1503

lincRNA_276 0.53 - Manes.06G108700.v6.1 0.65 - -5270 lincRNA_236 Inf - Manes.07G046900.v6.1 1.66 - -1700

lincRNA_321 0.26 + Manes.03G076400.v6.1 0.65 + -1795 lincRNA_289 1.67 - Manes.06G029600.v6.1 1.66 - -971

lincRNA_230 0.30 - Manes.07G101400.v6.1 0.64 + -1494 lincRNA_445 1.82 + Manes.08G166600.v6.1 1.64 + -3667

lincRNA_435 0.48 + Manes.08G002500.v6.1 0.60 - -1309 lincRNA_33 2.02 - Manes.10G011900.v6.1 1.60 + -2769

lincRNA_5 0.25 + Manes.10G072400.v6.1 0.57 + -9201 lincRNA_154 1.83 + Manes.13G009700.v6.1 1.57 - -4326

lincRNA_286 0.33 - Manes.06G161300.v6.1 0.56 + -78 lincRNA_254 0.27 + Manes.02G043900.v6.1 0.64 + -5260

lincRNA_59 0.66 + Manes.16G043100.v6.1 0.55 + -9691 lincRNA_294 0.60 - Manes.06G036200.v6.1 0.64 - -3864

lincRNA_125 0.45 - Manes.12G140200.v6.1 0.53 - -4108 lincRNA_295 0.54 - Manes.06G036200.v6.1 0.64 - -2344

lincRNA_54 0.54 + Manes.16G127200.v6.1 0.50 + -1998 lincRNA_75 0.55 - Manes.17G094600.v6.1 0.62 + -363

lincRNA_204 0.52 + Manes.18G048200.v6.1 0.49 + -1749 lincRNA_311 0.54 - Manes.01G166800.v6.1 0.60 - -2580

lincRNA_6 0.52 - Manes.10G074200.v6.1 0.46 - -4107 lincRNA_10 0.66 - Manes.10G084900.v6.1 0.56 - -177

lincRNA_444 0.51 + Manes.08G166500.v6.1 0.45 + -306 lincRNA_401 0.43 - Manes.05G048800.v6.1 0.56 + -806

lincRNA_232 0.55 + Manes.07G112600.v6.1 0.42 + -841 lincRNA_272 0.54 - Manes.06G057300.v6.1 0.55 - -666

lincRNA_193 0.36 - Manes.18G020600.v6.1 0.39 - -3441 lincRNA_22 0.67 - Manes.10G129200.v6.1 0.54 - -687

lincRNA_311 0.54 - Manes.01G166700.v6.1 0.39 - -1575 lincRNA_55 0.34 + Manes.16G128600.v6.1 0.53 - -5127

lincRNA_285 0.41 + Manes.06G146500.v6.1 0.36 + -2415 lincRNA_7 0.50 + Manes.10G075100.v6.1 0.47 - -1425

lincRNA_241 0.51 - Manes.02G189900.v6.1 0.22 - -6743 lincRNA_309 0.61 + Manes.01G143900.v6.1 0.46 + -6526

lincRNA_381 0.43 - Manes.05G117700.v6.1 0.44 - -2460

lincRNA_439 0.40 + Manes.08G134700.v6.1 0.42 + -8741

lincRNA_125 0.45 - Manes.12G140300.v6.1 0.42 - -523

lincRNA_363 0.35 - Manes.09G098200.v6.1 0.40 + -4442

lincRNA_141 0.53 - Manes.13G089600.v6.1 0.39 - -13

lincRNA_123 0.57 + Manes.12G123100.v6.1 0.38 + -25

lincRNA_206 0.54 + Manes.18G054800.v6.1 0.37 - -3028

lincRNA_54 0.54 + Manes.16G127300.v6.1 0.34 - -652

lincRNA_179 0.52 - Manes.14G151600.v6.1 0.26 + -630

lincRNA_378 0.49 - Manes.S087100.v6.1 0.24 - -490

lincRNA_234 0.36 + Manes.07G130700.v6.1 0.07 - -433

lincRNA_187 9.07 - Manes.14G068700.v6.1 0.60 + -3041 lincRNA_362 1.60 - Manes.09G011100.v6.1 0.65 + -8701

lincRNA_40 1.54 - Manes.16G057100.v6.1 0.57 + -8731 lincRNA_326 Inf + Manes.03G018300.v6.1 0.60 - -62

lincRNA_256 3.12 - Manes.02G115800.v6.1 0.56 + -3964 lincRNA_301 6.37 + Manes.01G054800.v6.1 0.56 + -7881

lincRNA_56 4.84 - Manes.16G130100.v6.1 0.54 + -3307 lincRNA_334 9.02 + Manes.03G032300.v6.1 0.36 + -5201

lincRNA_417 2.15 + Manes.04G066000.v6.1 0.51 + -9163 lincRNA_333 1.50 + Manes.03G032300.v6.1 0.36 + -9200

lincRNA_277 3.19 + Manes.06G118600.v6.1 0.50 + -1865 lincRNA_136 8.16 + Manes.13G082700.v6.1 0.22 - -2339

lincRNA_33 2.02 - Manes.10G011800.v6.1 0.47 + -5425 lincRNA_279 3.08 + Manes.06G125600.v6.1 0.16 + -1476

lincRNA_293 6.94 + Manes.06G035900.v6.1 0.46 - -1002 lincRNA_162 0.59 + Manes.11G101500.v6.1 Inf - -3117

lincRNA_326 Inf + Manes.03G018200.v6.1 0.14 - -666 lincRNA_181 0.51 - Manes.14G161600.v6.1 10.42 - -2628

lincRNA_411 Inf + Manes.04G057600.v6.1 0.09 + -1794 lincRNA_307 0.45 + Manes.01G130000.v6.1 2.26 - -1307

lincRNA_68 0.59 - Manes.17G045100.v6.1 Inf + -2236 lincRNA_69 0.50 - Manes.17G045800.v6.1 2.18 + -2674

lincRNA_141 0.53 - Manes.13G089500.v6.1 Inf + -5727 lincRNA_204 0.52 + Manes.18G048300.v6.1 1.60 - -974

lincRNA_179 0.52 - Manes.14G151500.v6.1 Inf + -9117 lincRNA_241 0.51 - Manes.02G190000.v6.1 1.57 + -4316

lincRNA_120 0.17 + Manes.12G102500.v6.1 3.91 - -9283 lincRNA_392 0.24 - Manes.05G029600.v6.1 1.52 - -3058

lincRNA_392 0.24 - Manes.05G029500.v6.1 3.36 - -6243

lincRNA_307 0.45 + Manes.01G129900.v6.1 3.21 + -6196

lincRNA_366 0.35 - Manes.09G157600.v6.1 2.87 + -2645

lincRNA_259 0.35 - Manes.S033400.v6.1 1.86 + -1369

lincRNA_414 0.45 - Manes.04G012800.v6.1 1.52 - -4102

lincRNA_75 0.55 - Manes.17G094500.v6.1 1.51 - -9574

lincRNA_133 0.47 - Manes.13G076300.v6.1 1.50 - -4308

lincRNA_138 #NAME? + Manes.13G015400.v6.1 0.64 + -838 lincRNA_245 1.89 - Manes.02G213300.v6.1 NA + -527

lincRNA_373 3.16 - Manes.09G048900.v6.1 NA + -6677 lincRNA_188 1.58 + Manes.14G072400.v6.1 NA - -137

lincRNA_370 2.98 + Manes.09G001700.v6.1 NA - -1066 lincRNA_397 4.93 + Manes.05G187800.v6.1 1.46 - -459

lincRNA_433 1.56 - Manes.08G085400.v6.1 NA + -4918 lincRNA_256 3.12 - Manes.02G115900.v6.1 1.44 - -570

lincRNA_333 1.50 + Manes.03G032200.v6.1 NA - -6101 lincRNA_34 3.49 - Manes.10G068000.v6.1 1.37 - -4811

lincRNA_237 2.82 - Manes.07G049900.v6.1 1.48 + -1420 lincRNA_258 1.52 + Manes.02G132200.v6.1 1.34 - -2393

lincRNA_21 3.72 + Manes.10G127100.v6.1 1.47 - -8831 lincRNA_365 1.68 - Manes.09G148700.v6.1 1.33 - -113

lincRNA_221 1.98 + Manes.07G071100.v6.1 1.46 + -2389 lincRNA_322 1.63 - Manes.03G078500.v6.1 1.31 - -786

lincRNA_127 2.16 + Manes.12G042500.v6.1 1.39 - -9393 lincRNA_45 5.60 - Manes.16G060700.v6.1 1.22 - -1419

lincRNA_62 3.88 + Manes.17G021900.v6.1 1.33 + -1569 lincRNA_293 6.94 + Manes.06G036000.v6.1 1.19 - -4870

lincRNA_45 5.60 - Manes.16G060600.v6.1 1.25 + -2758 lincRNA_70 6.67 + Manes.17G057800.v6.1 1.17 + -5660

lincRNA_279 3.08 + Manes.06G125500.v6.1 1.25 + -923 lincRNA_400 2.57 - Manes.05G203200.v6.1 1.13 - -9238

lincRNA_338 2.18 - Manes.03G062100.v6.1 1.24 + -9536 lincRNA_387 5.60 - Manes.05G129500.v6.1 1.11 - -6642

lincRNA_449 1.62 + Manes.08G008600.v6.1 1.22 + -368 lincRNA_237 2.82 - Manes.07G050000.v6.1 1.11 - -726

lincRNA_288 3.93 + Manes.06G179000.v6.1 1.20 + -1781 lincRNA_119 1.74 + Manes.12G102400.v6.1 1.07 - -8554

lincRNA_236 Inf - Manes.07G046800.v6.1 1.11 - -7180 lincRNA_319 2.57 + Manes.01G040600.v6.1 1.06 + -2587

lincRNA_13 3.22 + Manes.10G093600.v6.1 1.04 + -6503 lincRNA_138 #NAME? + Manes.13G015500.v6.1 1.06 - -660

lincRNA_319 2.57 + Manes.01G040500.v6.1 1.04 + -379 lincRNA_37 1.78 + Manes.S087700.v6.1 1.05 - -2274

lincRNA_211 3.60 + Manes.S016700.v6.1 0.88 + -4244 lincRNA_127 2.16 + Manes.12G042600.v6.1 1.04 + -1614

Supplemental Data S6. Expression information of lincRNAs and nearby protein-coding genes under drought stress

Concordant lincRNAs-neighbors pairs



lincRNA_324 7.82 + Manes.03G086800.v6.1 0.87 + -1813 lincRNA_415 4.43 - Manes.04G062000.v6.1 1.03 - -1018

lincRNA_185 10.35 - Manes.14G168100.v6.1 0.86 - -4677 lincRNA_391 2.11 + Manes.05G136900.v6.1 1.03 - -3798

lincRNA_356 4.69 - Manes.09G081500.v6.1 0.85 - -2156 lincRNA_288 3.93 + Manes.06G179100.v6.1 1.00 + -714

lincRNA_357 3.38 - Manes.09G081500.v6.1 0.85 - -8118 lincRNA_56 4.84 - Manes.16G130200.v6.1 0.93 - -516

lincRNA_24 2.29 + Manes.10G047400.v6.1 0.79 - -8247 lincRNA_197 3.94 - Manes.18G138800.v6.1 0.86 - -1259

lincRNA_364 1.90 - Manes.09G106600.v6.1 0.76 - -5764 lincRNA_324 7.82 + Manes.03G086900.v6.1 0.83 + -5371

lincRNA_188 1.58 + Manes.14G072300.v6.1 0.75 - -1065 lincRNA_169 3.39 + Manes.11G072300.v6.1 0.80 + -9451

lincRNA_284 1.50 + Manes.06G141400.v6.1 0.74 + -2942 lincRNA_431 NA + Manes.08G080800.v6.1 0.76 - -6232

lincRNA_431 NA + Manes.08G080700.v6.1 0.71 + -1138 lincRNA_364 1.90 - Manes.09G106700.v6.1 0.75 - -500

lincRNA_136 8.16 + Manes.13G082600.v6.1 0.68 + -1576 lincRNA_150 3.92 - Manes.13G040900.v6.1 0.73 - -3131

lincRNA_70 6.67 + Manes.17G057700.v6.1 0.67 + -4016 lincRNA_178 1.47 + Manes.14G148900.v6.1 2.13 - -5683

lincRNA_25 1.48 - Manes.10G047500.v6.1 1.04 + -5093 lincRNA_47 1.47 - Manes.16G065600.v6.1 0.76 - -4578

lincRNA_178 1.47 + Manes.14G148800.v6.1 10.08 + -2594 lincRNA_442 1.47 - Manes.08G146100.v6.1 0.77 - -981

lincRNA_442 1.47 - Manes.08G146000.v6.1 0.37 - -7413 lincRNA_161 1.44 - Manes.11G101400.v6.1 1.39 - -7393

lincRNA_139 1.46 + Manes.13G087300.v6.1 1.81 + -1493 lincRNA_263 1.43 - Manes.S003000.v6.1 1.14 - -395

lincRNA_58 1.46 - Manes.16G136200.v6.1 1.53 + -5209 lincRNA_404 1.39 - Manes.05G070800.v6.1 3.89 + -7034

lincRNA_196 1.45 - Manes.18G138500.v6.1 1.13 - -1708 lincRNA_253 1.38 - Manes.02G226200.v6.1 1.07 - -7182

lincRNA_251 1.45 + Manes.02G220600.v6.1 4.77 + -5399 lincRNA_173 1.38 + Manes.14G140300.v6.1 1.35 + -1840

lincRNA_404 1.39 - Manes.05G070700.v6.1 3.81 - -445 lincRNA_151 1.37 - Manes.13G056100.v6.1 0.90 - -1995

lincRNA_253 1.38 - Manes.02G226100.v6.1 1.18 + -8606 lincRNA_20 1.36 + Manes.10G123500.v6.1 0.79 + -678

lincRNA_151 1.37 - Manes.13G056000.v6.1 0.47 - -720 lincRNA_438 1.36 - Manes.08G033200.v6.1 1.13 + -252

lincRNA_20 1.36 + Manes.10G123400.v6.1 0.57 + -7856 lincRNA_318 1.35 - Manes.01G250600.v6.1 1.08 - -1329

lincRNA_438 1.36 - Manes.08G033100.v6.1 0.41 - -1030 lincRNA_189 1.34 - Manes.14G075300.v6.1 2.05 - -5165

lincRNA_318 1.35 - Manes.01G250500.v6.1 0.70 - -29 lincRNA_306 1.33 + Manes.01G123100.v6.1 0.85 + -2772

lincRNA_189 1.34 - Manes.14G075200.v6.1 0.49 - -3387 lincRNA_164 1.33 + Manes.11G108800.v6.1 1.32 + -2411

lincRNA_148 1.33 + Manes.13G144400.v6.1 4.70 - -5470 lincRNA_345 1.32 - Manes.03G070400.v6.1 1.54 - -2416

lincRNA_306 1.33 + Manes.01G123000.v6.1 0.78 - -2262 lincRNA_11 1.31 + Manes.10G089300.v6.1 1.15 - -4074

lincRNA_164 1.33 + Manes.11G108700.v6.1 1.38 + -964 lincRNA_14 1.30 + Manes.10G096700.v6.1 1.22 + -4471

lincRNA_140 1.31 - Manes.13G088300.v6.1 1.46 - -57 lincRNA_53 1.30 + Manes.16G108100.v6.1 0.65 + -2508

lincRNA_11 1.31 + Manes.10G089200.v6.1 1.13 + -7806 lincRNA_355 1.30 - Manes.09G081100.v6.1 2.23 + -3732

lincRNA_53 1.30 + Manes.16G108000.v6.1 1.57 + -1736 lincRNA_146 1.29 - Manes.13G130000.v6.1 1.51 - -209

lincRNA_355 1.30 - Manes.09G081000.v6.1 1.18 - -2035 lincRNA_441 1.29 - Manes.08G143800.v6.1 1.18 - -267

lincRNA_183 1.30 - Manes.14G166200.v6.1 NA + -210 lincRNA_360 1.29 - Manes.09G091700.v6.1 1.54 - -8775

lincRNA_146 1.29 - Manes.13G129900.v6.1 2.14 - -1121 lincRNA_375 1.28 - Manes.09G000500.v6.1 1.24 - -1282

lincRNA_441 1.29 - Manes.08G143700.v6.1 0.62 - -446 lincRNA_17 1.26 - Manes.10G110000.v6.1 1.00 - -95

lincRNA_360 1.29 - Manes.09G091600.v6.1 1.62 - -2801 lincRNA_246 1.25 - Manes.02G213400.v6.1 3.40 + -778

lincRNA_3 1.27 + Manes.S034000.v6.1 1.06 + -9777 lincRNA_166 1.25 + Manes.11G137200.v6.1 0.50 - -5462

lincRNA_303 1.27 + Manes.01G059700.v6.1 0.47 + -3240 lincRNA_65 1.24 - Manes.17G026200.v6.1 1.17 - -795

lincRNA_17 1.26 - Manes.10G109900.v6.1 0.80 - -1645 lincRNA_451 1.24 - Manes.08G064000.v6.1 2.67 + -3693

lincRNA_246 1.25 - Manes.02G213300.v6.1 NA + -8098 lincRNA_339 1.23 + Manes.03G064800.v6.1 1.78 - -2612

lincRNA_337 1.25 + Manes.03G053100.v6.1 0.37 + -737 lincRNA_247 1.22 + Manes.02G215900.v6.1 0.86 + -5274

lincRNA_166 1.25 + Manes.11G137100.v6.1 0.38 - -2797 lincRNA_28 1.21 - Manes.10G058000.v6.1 1.71 - -2950

lincRNA_339 1.23 + Manes.03G064700.v6.1 1.25 + -7823 lincRNA_48 1.21 + Manes.16G067700.v6.1 3.01 - -1873

lincRNA_18 1.23 - Manes.10G110100.v6.1 2.67 - -5307 lincRNA_278 1.21 - Manes.06G120400.v6.1 0.40 + -774

lincRNA_247 1.22 + Manes.02G215800.v6.1 0.94 + -8836 lincRNA_367 1.20 + Manes.09G018800.v6.1 0.50 - -6078

lincRNA_118 1.21 + Manes.12G098500.v6.1 1.30 + -1218 lincRNA_66 1.20 - Manes.17G033400.v6.1 2.70 - -1736

lincRNA_278 1.21 - Manes.06G120300.v6.1 0.67 - -3130 lincRNA_271 1.19 - Manes.06G055600.v6.1 1.19 - -1650

lincRNA_15 1.20 + Manes.10G105300.v6.1 1.25 + -438 lincRNA_436 1.18 + Manes.08G113100.v6.1 1.61 + -2823

lincRNA_367 1.20 + Manes.09G018700.v6.1 1.10 + -3739 lincRNA_343 1.18 + Manes.03G069600.v6.1 1.13 - -7563

lincRNA_66 1.20 - Manes.17G033300.v6.1 0.88 + -6932 lincRNA_330 1.18 + Manes.03G026400.v6.1 0.68 - -2203

lincRNA_348 1.19 - Manes.09G073200.v6.1 Inf + -5661 lincRNA_317 1.17 - Manes.01G209900.v6.1 0.87 + -3847

lincRNA_271 1.19 - Manes.06G055500.v6.1 1.16 + -4594 lincRNA_76 1.16 - Manes.17G103000.v6.1 0.30 - -2337

lincRNA_436 1.18 + Manes.08G113000.v6.1 2.74 + -9861 lincRNA_437 1.16 + Manes.08G128900.v6.1 1.11 + -63

lincRNA_19 1.18 + Manes.10G114300.v6.1 1.14 + -500 lincRNA_208 1.16 + Manes.18G076800.v6.1 1.53 + -3885

lincRNA_343 1.18 + Manes.03G069500.v6.1 1.25 + -4453 lincRNA_274 1.15 - Manes.06G092400.v6.1 0.34 - -401

lincRNA_330 1.18 + Manes.03G026300.v6.1 ####### - -613 lincRNA_354 1.15 + Manes.09G079500.v6.1 0.94 - -2464

lincRNA_113 1.18 + Manes.12G092000.v6.1 0.57 + -4953 lincRNA_105 1.13 - Manes.15G060000.v6.1 13.16 + -7884

lincRNA_317 1.17 - Manes.01G209800.v6.1 1.28 - -83 lincRNA_172 1.12 - Manes.14G134600.v6.1 0.46 - -6157

lincRNA_126 1.17 - Manes.12G146900.v6.1 NA + -1741 lincRNA_115 1.12 - Manes.12G094100.v6.1 2.58 - -4288

lincRNA_76 1.16 - Manes.17G102900.v6.1 1.20 + -1016 lincRNA_257 1.11 - Manes.02G122700.v6.1 0.77 - -208

lincRNA_208 1.16 + Manes.18G076700.v6.1 1.18 + -5159 lincRNA_184 1.11 + Manes.14G167300.v6.1 0.66 + -9830

lincRNA_274 1.15 - Manes.06G092300.v6.1 0.67 + -1262 lincRNA_171 1.10 - Manes.14G121600.v6.1 1.55 - -2213

lincRNA_327 1.13 - Manes.03G092100.v6.1 5.19 + -2060 lincRNA_394 1.09 - Manes.05G174000.v6.1 1.71 - -1228

lincRNA_105 1.13 - Manes.15G059900.v6.1 0.76 - -695 lincRNA_137 1.09 - Manes.13G083600.v6.1 1.13 - -69

lincRNA_257 1.11 - Manes.02G122600.v6.1 1.29 - -1812 lincRNA_108 1.09 - Manes.15G005500.v6.1 8.45 - -841

lincRNA_184 1.11 + Manes.14G167200.v6.1 0.62 + -2091 lincRNA_106 1.09 - Manes.15G074600.v6.1 1.09 + -501

lincRNA_30 1.10 + Manes.10G058600.v6.1 1.04 + -3881 lincRNA_248 1.09 + Manes.02G035600.v6.1 0.19 - -3502

lincRNA_171 1.10 - Manes.14G121500.v6.1 1.14 - -750 lincRNA_405 1.08 - Manes.05G085900.v6.1 1.13 - -7107

lincRNA_394 1.09 - Manes.05G173900.v6.1 0.84 - -1592 lincRNA_448 1.08 + Manes.08G053800.v6.1 1.97 + -151

lincRNA_137 1.09 - Manes.13G083500.v6.1 1.37 + -5801 lincRNA_413 1.08 - Manes.04G058200.v6.1 NA + -3910

lincRNA_106 1.09 - Manes.15G074500.v6.1 1.01 - -767 lincRNA_262 1.08 - Manes.S003000.v6.1 1.14 - -6715

lincRNA_248 1.09 + Manes.02G035500.v6.1 0.51 - -2780 lincRNA_102 1.08 - Manes.15G047200.v6.1 1.02 - -406

lincRNA_448 1.08 + Manes.08G053700.v6.1 1.01 + -1741 lincRNA_2 1.06 + Manes.S033800.v6.1 0.75 + -8094

lincRNA_413 1.08 - Manes.04G058100.v6.1 3.31 + -769 lincRNA_453 1.06 + Manes.S085800.v6.1 0.94 + -5086

lincRNA_102 1.08 - Manes.15G047100.v6.1 1.04 - -1144 lincRNA_280 1.06 + Manes.06G126800.v6.1 2.08 + -2999

lincRNA_446 1.07 - Manes.08G172300.v6.1 4.54 - -3448 lincRNA_447 1.06 - Manes.08G048300.v6.1 1.11 - -175

lincRNA_2 1.06 + Manes.S033700.v6.1 2.70 + -1913 lincRNA_287 1.05 + Manes.06G164800.v6.1 1.52 - -3203

lincRNA_453 1.06 + Manes.S085700.v6.1 5.48 - -6710 lincRNA_371 1.04 + Manes.09G041200.v6.1 1.22 + -3624

lincRNA_280 1.06 + Manes.06G126700.v6.1 1.76 + -2741 lincRNA_428 1.03 + Manes.S050600.v6.1 1.20 + -5243

lincRNA_287 1.05 + Manes.06G164600.v6.1 0.61 - -7505 lincRNA_167 1.03 + Manes.11G153800.v6.1 0.10 + -2493

lincRNA_315 1.04 - Manes.01G208000.v6.1 0.41 + -93 lincRNA_383 1.02 + Manes.05G118700.v6.1 0.84 + -8803

lincRNA_428 1.03 + Manes.S050500.v6.1 0.58 + -3989 lincRNA_130 1.02 - Manes.12G080700.v6.1 1.03 - -7066

lincRNA_167 1.03 + Manes.11G153700.v6.1 0.48 + -3854 lincRNA_332 1.02 - Manes.03G152400.v6.1 0.69 - -1330

lincRNA_130 1.02 - Manes.12G080600.v6.1 1.80 - -6546 lincRNA_214 1.01 - Manes.S044100.v6.1 1.17 - -359

lincRNA_332 1.02 - Manes.03G152300.v6.1 0.62 - -1101 lincRNA_203 1.00 + Manes.18G045000.v6.1 0.28 + -2248

lincRNA_304 1.02 + Manes.01G107400.v6.1 0.69 + -3120 lincRNA_331 0.99 - Manes.03G143000.v6.1 2.48 - -1261

lincRNA_214 1.01 - Manes.S044000.v6.1 0.72 + -5865 lincRNA_163 0.99 - Manes.11G105500.v6.1 1.09 - -6044

lincRNA_203 1.00 + Manes.18G044900.v6.1 0.74 + -1282 lincRNA_8 0.99 - Manes.10G075900.v6.1 NA + -5959



lincRNA_331 0.99 - Manes.03G142900.v6.1 1.53 + -299 lincRNA_177 0.99 + Manes.14G148500.v6.1 1.04 + -6213

lincRNA_163 0.99 - Manes.11G105400.v6.1 0.55 + -6799 lincRNA_422 0.98 + Manes.04G030600.v6.1 NA + -6702

lincRNA_177 0.99 + Manes.14G148400.v6.1 1.15 + -312 lincRNA_209 0.98 + Manes.18G082600.v6.1 1.14 + -5231

lincRNA_209 0.98 + Manes.18G082500.v6.1 1.03 + -4939 lincRNA_51 0.98 + Manes.16G088400.v6.1 1.69 + -3483

lincRNA_51 0.98 + Manes.16G088300.v6.1 2.32 - -3145 lincRNA_420 0.97 - Manes.04G152700.v6.1 1.08 - -1974

lincRNA_420 0.97 - Manes.04G152600.v6.1 NA + -1447 lincRNA_430 0.96 + Manes.08G015000.v6.1 1.04 + -1917

lincRNA_99 0.96 - Manes.15G192700.v6.1 1.80 - -7383 lincRNA_99 0.96 - Manes.15G192800.v6.1 1.27 - -1332

lincRNA_49 0.96 - Manes.16G073700.v6.1 165.60 - -4336 lincRNA_49 0.96 - Manes.16G073800.v6.1 1.42 + -2161

lincRNA_323 0.95 + Manes.03G000500.v6.1 0.35 + -1119 lincRNA_104 0.96 + Manes.15G000200.v6.1 0.85 + -2988

lincRNA_235 0.95 + Manes.07G135900.v6.1 0.85 - -3187 lincRNA_235 0.95 + Manes.07G136000.v6.1 2.84 - -476

lincRNA_267 0.95 - Manes.S077800.v6.1 0.99 - -1631 lincRNA_399 0.95 + Manes.05G200500.v6.1 0.96 + -8289

lincRNA_399 0.95 + Manes.05G200400.v6.1 ####### + -3565 lincRNA_443 0.94 - Manes.08G155800.v6.1 1.15 + -1622

lincRNA_344 0.95 - Manes.03G070300.v6.1 1.57 - -9370 lincRNA_218 0.94 + Manes.S004600.v6.1 1.27 + -9487

lincRNA_443 0.94 - Manes.08G155700.v6.1 1.03 - -2532 lincRNA_39 0.93 + Manes.16G011900.v6.1 1.08 - -1831

lincRNA_218 0.94 + Manes.S004500.v6.1 1.04 + -848 lincRNA_23 0.93 + Manes.10G047100.v6.1 1.22 + -1928

lincRNA_409 0.94 - Manes.04G010400.v6.1 1.21 - -1226 lincRNA_352 0.93 + Manes.09G076700.v6.1 Inf - -652

lincRNA_96 0.94 + Manes.15G188500.v6.1 0.77 + -8355 lincRNA_143 0.92 + Manes.13G114800.v6.1 3.25 + -2193

lincRNA_39 0.93 + Manes.16G011800.v6.1 1.27 - -511 lincRNA_239 0.92 + Manes.07G064600.v6.1 1.09 + -9713

lincRNA_23 0.93 + Manes.10G047000.v6.1 1.09 + -60 lincRNA_168 0.92 - Manes.11G064300.v6.1 1.22 + -2299

lincRNA_418 0.93 - Manes.04G088700.v6.1 0.08 + -2863 lincRNA_50 0.91 + Manes.16G081400.v6.1 2.41 - -4151

lincRNA_143 0.92 + Manes.13G114700.v6.1 1.62 + -4549 lincRNA_450 0.91 + Manes.08G063000.v6.1 1.12 + -2259

lincRNA_239 0.92 + Manes.07G064500.v6.1 NA + -7569 lincRNA_283 0.91 + Manes.06G136700.v6.1 0.31 - -280

lincRNA_168 0.92 - Manes.11G064200.v6.1 0.60 - -9843 lincRNA_340 0.91 + Manes.03G009700.v6.1 0.85 + -124

lincRNA_50 0.91 + Manes.16G081300.v6.1 1.43 - -4661 lincRNA_341 0.90 - Manes.03G009800.v6.1 1.17 - -3291

lincRNA_406 0.91 - Manes.05G099000.v6.1 1.36 - -870 lincRNA_395 0.90 - Manes.05G183500.v6.1 Inf - -2155

lincRNA_340 0.91 + Manes.03G009600.v6.1 23.06 - -1755 lincRNA_421 0.90 + Manes.04G163200.v6.1 1.08 + -1313

lincRNA_341 0.90 - Manes.03G009700.v6.1 0.85 + -581 lincRNA_368 0.90 + Manes.09G170500.v6.1 0.99 + -1530

lincRNA_73 0.90 - Manes.17G074700.v6.1 2.41 - -332 lincRNA_121 0.89 + Manes.12G119600.v6.1 0.31 - -4878

lincRNA_395 0.90 - Manes.05G183400.v6.1 0.24 + -121 lincRNA_112 0.89 + Manes.12G084900.v6.1 1.07 + -9002

lincRNA_368 0.90 + Manes.09G170400.v6.1 1.48 + -200 lincRNA_190 0.89 + Manes.14G076600.v6.1 1.10 + -5836

lincRNA_112 0.89 + Manes.12G084800.v6.1 0.81 + -5819 lincRNA_374 0.88 - Manes.09G055100.v6.1 0.48 + -768

lincRNA_190 0.89 + Manes.14G076500.v6.1 0.50 + -1569 lincRNA_109 0.88 + Manes.15G083300.v6.1 1.89 - -9632

lincRNA_374 0.88 - Manes.09G055000.v6.1 1.85 + -3021 lincRNA_67 0.88 + Manes.17G006600.v6.1 1.25 - -428

lincRNA_109 0.88 + Manes.15G083200.v6.1 0.91 + -420 lincRNA_210 0.87 - Manes.18G099000.v6.1 0.75 - -1744

lincRNA_67 0.88 + Manes.17G006500.v6.1 0.85 + -123 lincRNA_16 0.87 - Manes.10G109600.v6.1 1.08 - -709

lincRNA_210 0.87 - Manes.18G098900.v6.1 0.92 - -318 lincRNA_205 0.86 + Manes.18G052100.v6.1 0.47 + -1550

lincRNA_205 0.86 + Manes.18G052000.v6.1 0.75 + -593 lincRNA_308 0.86 + Manes.01G132000.v6.1 1.67 + -5404

lincRNA_91 0.86 - Manes.15G183200.v6.1 1.41 - -7594 lincRNA_398 0.85 - Manes.05G195500.v6.1 1.20 + -4313

lincRNA_398 0.85 - Manes.05G195400.v6.1 0.69 - -221 lincRNA_195 0.85 + Manes.18G021600.v6.1 0.10 - -271

lincRNA_275 0.85 + Manes.06G013900.v6.1 0.87 + -556 lincRNA_275 0.85 + Manes.06G014000.v6.1 1.08 + -1892

lincRNA_160 0.85 + Manes.11G017500.v6.1 0.52 + -110 lincRNA_170 0.84 - Manes.11G079700.v6.1 0.75 - -610

lincRNA_440 0.84 - Manes.08G033900.v6.1 3.76 + -796 lincRNA_440 0.84 - Manes.08G034000.v6.1 4.72 + -9242

lincRNA_305 0.84 + Manes.01G107400.v6.1 0.69 + -4423 lincRNA_269 0.84 - Manes.06G039100.v6.1 NA + -416

lincRNA_269 0.84 - Manes.06G039000.v6.1 Inf + -9817 lincRNA_316 0.82 - Manes.01G208100.v6.1 1.15 + -7996

lincRNA_255 0.83 + Manes.02G081900.v6.1 1.37 + -397 lincRNA_423 0.82 - Manes.04G049300.v6.1 Inf + -2985

lincRNA_89 0.81 + Manes.15G150500.v6.1 0.65 + -5940 lincRNA_89 0.81 + Manes.15G150600.v6.1 0.34 + -7693

lincRNA_243 0.80 + Manes.02G211600.v6.1 0.87 + -4938 lincRNA_98 0.80 + Manes.15G189100.v6.1 0.74 + -5112

lincRNA_328 0.79 + Manes.03G107900.v6.1 1.77 + -1358 lincRNA_402 0.80 + Manes.05G057600.v6.1 1.48 + -855

lincRNA_314 0.78 + Manes.01G204000.v6.1 ####### - -4626 lincRNA_176 0.79 - Manes.14G145700.v6.1 1.12 - -965

lincRNA_225 0.77 + Manes.07G017600.v6.1 0.84 - -7187 lincRNA_90 0.79 + Manes.15G179600.v6.1 0.75 + -522

lincRNA_52 0.76 + Manes.16G094100.v6.1 1.81 + -9274 lincRNA_314 0.78 + Manes.01G204100.v6.1 0.74 - -2967

lincRNA_325 0.76 - Manes.03G087900.v6.1 0.87 - -3710 lincRNA_225 0.77 + Manes.07G017700.v6.1 1.29 + -1569

lincRNA_336 0.76 + Manes.03G212600.v6.1 0.49 + -2833 lincRNA_52 0.76 + Manes.16G094200.v6.1 0.82 + -88

lincRNA_71 0.76 - Manes.17G059200.v6.1 0.99 - -1575 lincRNA_325 0.76 - Manes.03G088000.v6.1 8.49 + -1840

lincRNA_384 0.76 - Manes.05G018600.v6.1 9.66 + -2761 lincRNA_71 0.76 - Manes.17G059300.v6.1 1.53 + -3448

lincRNA_144 0.75 - Manes.13G115600.v6.1 NA + -2645 lincRNA_384 0.76 - Manes.05G018700.v6.1 691.52 + -6189

lincRNA_182 0.75 - Manes.14G163200.v6.1 0.89 - -1972 lincRNA_266 0.75 + Manes.S011500.v6.1 NA + -7009

lincRNA_310 0.74 - Manes.01G145500.v6.1 0.77 + -5937 lincRNA_144 0.75 - Manes.13G115700.v6.1 0.89 - -8360

lincRNA_264 0.74 - Manes.S002400.v6.1 1.67 + -2223 lincRNA_202 0.75 - Manes.18G043000.v6.1 0.93 - -165

lincRNA_100 0.74 - Manes.15G035000.v6.1 0.64 - -3385 lincRNA_310 0.74 - Manes.01G145600.v6.1 1.16 + -5862

lincRNA_145 0.74 - Manes.13G129100.v6.1 0.85 - -6221 lincRNA_216 0.74 + Manes.S050000.v6.1 13.10 - -5097

lincRNA_111 0.74 + Manes.15G127300.v6.1 1.16 + -1296 lincRNA_264 0.74 - Manes.S002500.v6.1 0.82 + -3503

lincRNA_103 0.74 - Manes.15G048000.v6.1 0.15 + -1322 lincRNA_100 0.74 - Manes.15G035100.v6.1 0.54 - -1904

lincRNA_240 0.73 - Manes.02G171200.v6.1 0.72 - -9193 lincRNA_145 0.74 - Manes.13G129200.v6.1 1.43 + -6569

lincRNA_142 0.72 + Manes.13G105300.v6.1 0.89 + -7247 lincRNA_222 0.74 - Manes.07G071800.v6.1 #NAME? + -5869

lincRNA_281 0.72 + Manes.06G130100.v6.1 1.36 - -491 lincRNA_111 0.74 + Manes.15G127400.v6.1 5.50 + -3602

lincRNA_158 0.71 + Manes.11G088100.v6.1 Inf - -2556 lincRNA_313 0.73 + Manes.01G175900.v6.1 0.63 + -3431

lincRNA_351 0.71 - Manes.09G076200.v6.1 1.12 - -2852 lincRNA_281 0.72 + Manes.06G130200.v6.1 1.21 + -2723

lincRNA_282 0.71 - Manes.06G000500.v6.1 0.98 - -6446 lincRNA_351 0.71 - Manes.09G076300.v6.1 1.06 - -5681

lincRNA_57 0.70 - Manes.16G132400.v6.1 0.60 - -1476 lincRNA_282 0.71 - Manes.06G000600.v6.1 NA - -4620

lincRNA_191 0.70 + Manes.14G085100.v6.1 0.29 + -2995 lincRNA_57 0.70 - Manes.16G132500.v6.1 1.11 + -158

lincRNA_72 0.69 + Manes.17G068300.v6.1 1.28 - -1749 lincRNA_186 0.70 - Manes.14G041500.v6.1 1.10 - -4054

lincRNA_122 0.69 - Manes.12G120700.v6.1 1.05 - -9178 lincRNA_191 0.70 + Manes.14G085200.v6.1 0.71 + -5595

lincRNA_192 0.67 + Manes.18G000300.v6.1 0.96 + -7705 lincRNA_122 0.69 - Manes.12G120800.v6.1 0.48 - -1503

lincRNA_88 0.61 - Manes.15G134700.v6.1 ####### + -5355 lincRNA_393 0.17 - Manes.05G158300.v6.1 #NAME? + -3929

lincRNA_359 0.59 - Manes.09G090500.v6.1 NA + -7580 lincRNA_88 0.61 - Manes.15G134800.v6.1 NA + -301

lincRNA_312 0.44 - Manes.01G167900.v6.1 1.45 + -522 lincRNA_229 0.61 + Manes.07G100800.v6.1 NA - -1734

lincRNA_147 0.52 - Manes.13G141400.v6.1 1.39 + -634 lincRNA_133 0.47 - Manes.13G076400.v6.1 NA + -5067

lincRNA_207 0.62 + Manes.18G005100.v6.1 1.35 - -3615 lincRNA_285 0.41 + Manes.06G146600.v6.1 NA + -7837

lincRNA_254 0.27 + Manes.02G043800.v6.1 1.26 + -3263 lincRNA_232 0.55 + Manes.07G112700.v6.1 1.45 + -1451

lincRNA_342 0.08 - Manes.03G069400.v6.1 1.20 + -565 lincRNA_193 0.36 - Manes.18G020700.v6.1 1.43 - -3317

lincRNA_372 0.62 - Manes.09G045800.v6.1 1.15 - -1026 lincRNA_276 0.53 - Manes.06G108800.v6.1 1.36 + -999

lincRNA_41 0.56 + Manes.16G057200.v6.1 1.03 + -5911 lincRNA_419 0.62 - Manes.04G126100.v6.1 1.15 + -7589

lincRNA_55 0.34 + Manes.16G128500.v6.1 0.99 + -6654 lincRNA_207 0.62 + Manes.18G005200.v6.1 1.08 + -80

lincRNA_378 0.49 - Manes.S087000.v6.1 0.97 - -1656 lincRNA_1 0.45 + Manes.S034000.v6.1 1.06 + -4307

lincRNA_234 0.36 + Manes.07G130600.v6.1 0.95 + -1353 lincRNA_147 0.52 - Manes.13G141500.v6.1 1.03 + -6208

lincRNA_1 0.45 + Manes.S033900.v6.1 0.93 + -3638 lincRNA_156 0.64 - Manes.11G081100.v6.1 0.99 - -1292

lincRNA_439 0.40 + Manes.08G134600.v6.1 0.92 + -1417 lincRNA_192 0.67 + Manes.18G000400.v6.1 0.96 + -5192



lincRNA_199 0.65 + Manes.18G145600.v6.1 0.90 + -1471 lincRNA_199 0.65 + Manes.18G145700.v6.1 0.95 + -5112

lincRNA_78 0.41 + Manes.17G120300.v6.1 0.87 + -256 lincRNA_312 0.44 - Manes.01G168000.v6.1 0.92 + -1635

lincRNA_369 0.61 - Manes.09G173300.v6.1 0.86 - -9804 lincRNA_369 0.61 - Manes.09G173400.v6.1 0.92 - -4479

lincRNA_419 0.62 - Manes.04G126000.v6.1 0.85 - -5905 lincRNA_366 0.35 - Manes.09G157700.v6.1 0.90 - -445

lincRNA_77 0.26 + Manes.17G112400.v6.1 0.80 + -1025 lincRNA_286 0.33 - Manes.06G161400.v6.1 0.86 - -679

lincRNA_401 0.43 - Manes.05G048700.v6.1 0.80 + -5684 lincRNA_290 0.47 + Manes.06G031200.v6.1 0.83 + -8278

lincRNA_434 0.56 - Manes.08G092200.v6.1 0.74 + -1306 lincRNA_87 0.61 - Manes.S090500.v6.1 0.81 - -558

lincRNA_393 0.17 - Manes.05G158200.v6.1 0.73 - -7020 lincRNA_414 0.45 - Manes.04G012900.v6.1 0.78 + -6964

lincRNA_7 0.5001245 + Manes.10G075000.v6.1 0.69548 + -7266 lincRNA_227 0.666181 - Manes.07G082200.v6.1 0.76781 - -2015



Gene ID Cold/CK FoldChangepval Up/DownSignificantUniprot:DescriptionPfam:pfam_IDPfam:pfam_Name Pfam:pfam_DescriptionGO:biological_processGO:cellular_componentGO:molecular_functionKEGG:KO

Manes.01G000800.v6.11.1393313 0.24522 up no . pfam08192 Peptidase_S64 Peptidase family S64. This family of fungal proteins is involved in the processing of membrane bound transcription factor Stp1. The processing causes the signalling domain of Stp1 to be passed to the nucleus where several permease genes are induced. The permeases are important for uptake of amino acids, and processing of tp1 only occurs in an amino acid-rich environment. This family is predicted to be distantly related to the trypsin family (MEROPS:S1) and to have a typical trypsin-like catalytic triad.. . . .

Manes.01G001100.v6.10.7598354 0.00813 down no Autophagy-related protein 13pfam10033 ATG13 Autophagy-related protein 13. Members of this family of phosphoproteins are involved in cytoplasm to vacuole transport (Cvt), and more specifically in Cvt vesicle formation. They are probably involved in the switching machinery regulating the conversion between the Cvt pathway and autophagy. Finally, ATG13 is also required for glycogen storage.GO:0006914|autophagy;GO:0015031|protein transport;GO:0034045|pre-autophagosomal structure membrane;. K08331

Manes.01G001300.v6.10.4145797 0.00659 down yes . pfam14675 FANCI_S1 FANCI solenoid 1. This is the solenoid 1 (S1) domain of the Fanconi anemia group I protein.. . . .

Manes.01G001900.v6.13.4617721 2.03E-42 up yes Trihelix transcription factor GTL1pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0042631|cellular response to water deprivation;GO:0030308|negative regulation of cell growth;GO:0032876|negative regulation of DNA endoreduplication;GO:0045892|negative regulation of transcription, DNA-templated;GO:0008361|regulation of cell size;GO:2000038|regulation of stomatal complex development;GO:2000037|regulation of stomatal complex patterning;GO:0006355|regulation of transcription, DNA-templated;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G002100.v6.11.9317219 4.43E-13 up no Nuclear pore complex protein NUP98Apfam04096 Nucleoporin2 Nucleoporin autopeptidase.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14297

Manes.01G002300.v6.10.4103378 2.89E-05 down yes . pfam05997 Nop52 Nucleolar protein,Nop52. Nop52 believed to be involved in the generation of 28S rRNA.. . . .

Manes.01G002400.v6.11.5713865 8.14E-07 up no Calmodulin pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.01G002500.v6.10.8570432 0.11063 down no Protein transport protein SEC23pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;.

Manes.01G002800.v6.10.2705773 1.23E-20 down yes Endoglucanase 1pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0030245|cellulose catabolic process;GO:0009835|fruit ripening;. GO:0008810|cellulase activity;.

Manes.01G002900.v6.11.1237895 0.33853 up no DNA topoisomerase 3-betapfam01131 Topoisom_bac DNA topoisomerase. This subfamily of topoisomerase is divided on the basis that these enzymes preferentially relax negatively supercoiled DNA, from a 5' phospho- tyrosine linkage in the enzyme-DNA covalent intermediate and has high affinity for single stranded DNA.GO:0006265|DNA topological change;GO:0048573|photoperiodism, flowering;. GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0046872|metal ion binding;K03165

Manes.01G003300.v6.10.5598302 0.00096 down no Xyloglucan galactosyltransferase KATAMARI1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G003500.v6.10.9938043 0.9931 down no . pfam00397 WW WW domain. The WW domain is a protein module with two highly conserved tryptophans that binds proline-rich peptide motifs in vitro.. . . .

Manes.01G003600.v6.11.5346038 0.00173 up no . pfam09971 DUF2206 Predicted membrane protein (DUF2206). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.01G003700.v6.11.2377558 0.02648 up no Calcineurin B-like protein 3pfam13499 EF-hand_7 EF-hand domain pair.GO:0005513|detection of calcium ion;GO:0055075|potassium ion homeostasis;GO:0016020|membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;K06268

Manes.01G003800.v6.10.708317 0.02555 down no Heat shock cognate protein 80pfam00183 HSP90 Hsp90 protein.GO:0006457|protein folding;GO:0006950|response to stress;GO:0005737|cytoplasm;GO:0005524|ATP binding;K04079

Manes.01G004100.v6.10.8650829 0.19732 down no Regulatory protein RecXpfam02631 RecX RecX family. RecX is a putative bacterial regulatory protein. The gene encoding RecX is found downstream of recA, and is thought to interact with the RecA protein.GO:0006282|regulation of DNA repair;GO:0005737|cytoplasm;. K03565

Manes.01G004200.v6.121.808695 1.65E-17 up yes E3 ubiquitin-protein ligase RING1-likepfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.01G004600.v6.10.1942446 2.04E-08 down yes Fructose-bisphosphate aldolase, cytoplasmic isozyme 1pfam00274 Glycolytic Fructose-bisphosphate aldolase class-I.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004332|fructose-bisphosphate aldolase activity;.

Manes.01G004800.v6.10.7675074 0.09101 down no Transcription elongation factor SPT4 homolog 2pfam06093 Spt4 Spt4/RpoE2 zinc finger. This family consists of several eukaryotic transcription elongation Spt4 proteins as well as archaebacterial RpoE2. Three transcription-elongation factors Spt4, Spt5, and Spt6 are conserved among eukaryotes and are essential for transcription via the modulation of chromatin structure. Spt4 and Spt5 are tightly associated in a complex, while the physical association of the Spt4-Spt5 complex with Spt6 is considerably weaker. It has been demonstrated that Spt4, Spt5, and Spt6 play roles in transcription elongation in both yeast and humans including a role in activation by Tat. It is known that Spt4, Spt5, and Spt6 are general transcription-elongation factors, controlling transcription both positively and negatively in important regulatory and developmental roles. RpoE2 is one of 13 subunits in the archaeal RNA polymerase. These proteins contain a C4-type zinc finger, and the structure has been solved in. The structure reveals that Spt4-Spt5 binding is governed by an acid-dipole interactioGO:0032786|positive regulation of DNA-templated transcription, elongation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.01G005100.v6.10.3759726 0.02101 down yes Probable amino acid permease 7pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015293|symporter activity;.

Manes.01G005400.v6.1Inf 0.35135 up no . pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.01G005600.v6.10.6515738 0.00014 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G006200.v6.10.7003008 0.00212 down no Phosphatidylinositol/phosphatidylcholine transfer protein SFH13pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.01G006300.v6.12.6064194 4.90E-11 up yes GPI-anchored protein LORELEIpfam15024 Glyco_transf_18 Glycosyltransferase family 18. Enzymes belonging to glycosyltransferase family 18 (alpha-1,6-mannosylglycoprotein 6-beta-N-acetylglucosaminyltransferase) contribute to the creation of branches in complex-type N-glycans. This domain is responsible for the catalytic activity of the enzyme.GO:0009567|double fertilization forming a zygote and endosperm;GO:0010183|pollen tube guidance;GO:0010483|pollen tube reception;GO:0007338|single fertilization;GO:0010198|synergid death;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.01G006500.v6.130.858328 9.29E-24 up yes Zinc finger protein ZAT9pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G007300.v6.10.6339051 2.30E-05 down no . pfam15320 RAM mRNA cap methylation, RNMT-activating mini protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 102 and 154 amino acids in length. There is a single completely conserved residue D that may be functionally important. RAM is a family of eukaryotic proteins that are an obligate component of the mammalian cap methyltransferase, RNMT (RNA guanine-7 methyltransferase). RAM consists of an N-terminal RNMT-activating domain and a C-terminal RNA-binding domain. Either RAM or RNMT independently have rather weak binding affinity for RNA, but together their RNA affinity is significantly increased. RAM is necessary for efficient cap methylation, maintaining mRNA expression levels, for mRNA translation and for cell viability.. . . .

Manes.01G007400.v6.10.8446349 0.10586 down no . pfam04006 Mpp10 Mpp10 protein. This family includes proteins related to Mpp10 (M phase phosphoprotein 10). The U3 small nucleolar ribonucleoprotein (snoRNP) is required for three cleavage events that generate the mature 18S rRNA from the pre-rRNA. In Saccharomyces cerevisiae, depletion of Mpp10, a U3 snoRNP-specific protein, halts 18S rRNA production and impairs cleavage at the three U3 snoRNP-dependent sites.. . . .

Manes.01G007500.v6.10.5494933 0.00172 down no Chloride channel protein CLC-fpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0005247|voltage-gated chloride channel activity;.

Manes.01G007800.v6.11.2068263 0.03669 up no Methionine aminopeptidase 2Bpfam00557 Peptidase_M24 Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0070084|protein initiator methionine removal;GO:0016485|protein processing;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.01G007900.v6.1 0.685 0.00147 down no Probable protein phosphatase 2C 6pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.01G008000.v6.11.3787118 0.00041 up no Peroxisome biogenesis protein 5pfam13414 TPR_11 TPR repeat. GO:0016560|protein import into peroxisome matrix, docking;GO:0006625|protein targeting to peroxisome;GO:0009733|response to auxin;GO:0005829|cytosol;GO:0005778|peroxisomal membrane;GO:0005052|peroxisome matrix targeting signal-1 binding;K13342

Manes.01G008800.v6.10.8736584 0.16855 down no Methylenetetrahydrofolate reductase 2pfam02219 MTHFR Methylenetetrahydrofolate reductase. This family includes the 5,10-methylenetetrahydrofolate reductase EC:1.7.99.5 from bacteria and methylenetetrahydrofolate reductase EC: 1.5.1.20 from eukaryotes. The structure for this domain is known to be a TIM barrel.GO:0006555|methionine metabolic process;GO:0006730|one-carbon metabolic process;GO:0035999|tetrahydrofolate interconversion;GO:0005829|cytosol;GO:0004489|methylenetetrahydrofolate reductase (NAD(P)H) activity;K00297

Manes.01G009100.v6.10.4789092 3.78E-05 down yes F-box/kelch-repeat protein At2g44130pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;. .

Manes.01G009500.v6.18.2065892 2.62E-60 up yes . pfam06378 DUF1071 Protein of unknown function (DUF1071). This family consists of several hypothetical bacterial and phage proteins of unknown function.. . . .

Manes.01G009700.v6.10.6632604 2.71E-05 down no . pfam08373 RAP RAP domain. This domain is found in various eukaryotic species, where it is found in proteins that are important in various parasite-host cell interactions. It is thought to be an RNA-binding domain. The domain is involved in plant defence in response to bacterial infection.. . . .

Manes.01G009900.v6.10.9621155 0.74253 down no Inositol 1,3,4-trisphosphate 5/6-kinase 4pfam05770 Ins134_P3_kin Inositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.GO:0032957|inositol trisphosphate metabolic process;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0047325|inositol tetrakisphosphate 1-kinase activity;GO:0052726|inositol-1,3,4-trisphosphate 5-kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0000287|magnesium ion binding;.

Manes.01G010400.v6.120.178775 0.00053 up yes Cytochrome P450 71B37pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.01G010800.v6.11.1562211 0.18415 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G011300.v6.12.0015275 1.89E-11 up yes . pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.01G011600.v6.10.575459 0.00177 down no Succinate dehydrogenase assembly factor 1, mitochondrialpfam13232 Complex1_LYR_1Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.GO:0016226|iron-sulfur cluster assembly;GO:0034553|mitochondrial respiratory chain complex II assembly;GO:0005759|mitochondrial matrix;. .

Manes.01G012000.v6.10.188497 3.45E-13 down yes Zinc finger protein CONSTANS-LIKE 16pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G012100.v6.10.9581581 0.65924 down no Carbon catabolite repressor protein 4 homolog 5pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;.

Manes.01G012200.v6.12.8924539 8.72E-07 up yes Ethylene-responsive transcription factor CRF4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G012500.v6.11.2152874 0.03218 up no . pfam00766 ETF_alpha Electron transfer flavoprotein FAD-binding domain. This domain found at the C-terminus of electron transfer flavoprotein alpha chain and binds to FAD. The fold consists of a five-stranded parallel beta sheet as the core of the domain, flanked by alternating helices. A small part of this domain is donated by the beta chain.. . . .

Manes.01G012600.v6.10.8988699 0.30142 down no Aluminum-activated malate transporter 9pfam11744 ALMT Aluminium activated malate transporter.GO:0098656|anion transmembrane transport;GO:0015743|malate transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005253|anion channel activity;.

Manes.01G012800.v6.10.963893 0.72501 down no Actin-related protein 4pfam00022 Actin Actin. GO:0006325|chromatin organization;GO:0006338|chromatin remodeling;GO:0006281|DNA repair;GO:0048574|long-day photoperiodism, flowering;GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0031011|Ino80 complex;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005200|structural constituent of cytoskeleton;K11340

Manes.01G012900.v6.10.8875146 0.2345 down no Protein CASPpfam08172 CASP_C CASP C terminal. This domain is the C-terminal region of the CASP family of proteins. It is a Golgi membrane protein which is thought to have a role in vesicle transport.GO:0006891|intra-Golgi vesicle-mediated transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. K09313

Manes.01G013300.v6.10.6579915 0.00075 down no Short-chain dehydrogenase TIC 32, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0005886|plasma membrane;GO:0016491|oxidoreductase activity;.

Manes.01G013500.v6.11.265069 0.01602 up no Zinc finger CCCH domain-containing protein 48pfam00400 WD40 WD domain, G-beta repeat.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.01G014000.v6.10.2856685 2.07E-06 down yes . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.01G014200.v6.115.934021 0.00031 up yes . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.01G014900.v6.10.5321625 6.24E-07 down no L-Ala-D/L-amino acid epimerasepfam13378 MR_MLE_C Enolase C-terminal domain-like. This domain appears at the C-terminus of many of the proteins that carry the MR_MLE, pfam01188 and MR_MLE_N pfam02746 domains. EC:4.2.1.40.GO:0006518|peptide metabolic process;. GO:0000287|magnesium ion binding;GO:0016854|racemase and epimerase activity;.

Manes.01G015200.v6.10.8484239 0.27611 down no . pfam07247 AATase Alcohol acetyltransferase. This family contains a number of alcohol acetyltransferase (EC:2.3.1.84) enzymes approximately 500 residues long found in both bacteria and metazoa. These catalyse the esterification of isoamyl alcohol by acetyl coenzyme A.. . . .

Manes.01G015300.v6.11.2728084 0.01223 up no Probable E3 ubiquitin-protein ligase HIP1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G015400.v6.10.4005798 5.57E-10 down yes UDP-N-acetylglucosamine--N-acetylmuramyl-(pentapeptide) pyrophosphoryl-undecaprenol N-acetylglucosamine transferasepfam04101 Glyco_tran_28_C Glycosyltransferase family 28 C-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). Structural analysis suggests the C-terminal domain contains the UDP-GlcNAc binding site.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071555|cell wall organization;GO:0030259|lipid glycosylation;GO:0009252|peptidoglycan biosynthetic process;GO:0008360|regulation of cell shape;GO:0019277|UDP-N-acetylgalactosamine biosynthetic process;GO:0005886|plasma membrane;GO:0030246|carbohydrate binding;GO:0051991|UDP-N-acetyl-D-glucosamine:N-acetylmuramoyl-L-alanyl-D-glutamyl-meso-2,6-diaminopimelyl-D-alanyl-D-alanine-diphosphoundecaprenol 4-beta-N-acetylglucosaminlytransferase activity;GO:0050511|undecaprenyldiphospho-muramoylpentapeptide beta-N-acetylglucosaminyltransferase activity;K02563

Manes.01G016000.v6.10.8661131 0.17598 down no Uncharacterized PKHD-type hydroxylase At1g22950pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.01G016100.v6.10.3880176 0.00099 down yes . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.01G016900.v6.10.9349655 0.56191 down no U5 small nuclear ribonucleoprotein 40 kDa proteinpfam00400 WD40 WD domain, G-beta repeat.GO:0010467|gene expression;GO:0000398|mRNA splicing, via spliceosome;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0000375|RNA splicing, via transesterification reactions;GO:0071013|catalytic step 2 spliceosome;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0005682|U5 snRNP;GO:0044822|poly(A) RNA binding;K12857

Manes.01G017000.v6.11.2242284 0.03324 up no 60S ribosomal protein L5pfam14204 Ribosomal_L18_c Ribosomal L18 C-terminal region. This domain is the C-terminal end of ribosomal L18/L5 proteins.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02932

Manes.01G017100.v6.12.5459852 4.01E-14 up yes Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G017400.v6.1Inf 0.00381 up yes Zinc finger A20 and AN1 domain-containing stress-associated protein 7pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.01G017700.v6.10.8861128 0.29537 down no Acyl-coenzyme A thioesterase 9, mitochondrialpfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.GO:0006637|acyl-CoA metabolic process;GO:0005739|mitochondrion;GO:0003986|acetyl-CoA hydrolase activity;GO:0052689|carboxylic ester hydrolase activity;K17361

Manes.01G018200.v6.125.710055 5.55E-30 up yes UDP-glycosyltransferase 74E2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0071475|cellular hyperosmotic salinity response;GO:0071215|cellular response to abscisic acid stimulus;GO:0070301|cellular response to hydrogen peroxide;GO:0042631|cellular response to water deprivation;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0080024|indolebutyric acid metabolic process;GO:0080167|response to karrikin;GO:0010016|shoot system morphogenesis;GO:0043231|intracellular membrane-bounded organelle;GO:0052638|indole-3-butyrate beta-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.01G018300.v6.11.9638288 2.20E-11 up no LETM1 and EF-hand domain-containing protein 1, mitochondrialpfam07766 LETM1 LETM1-like protein. Members of this family are inner mitochondrial membrane proteins which play a role in potassium and hydrogen ion exchange. Deletion of LETM1 is thought to be involved in the development of Wolf-Hirschhorn syndrome in humans.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005509|calcium ion binding;K17800

Manes.01G018700.v6.10.6008027 5.00E-06 down no NADP-dependent alkenal double bond reductase P2pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0032440|2-alkenal reductase [NAD(P)] activity;GO:0008270|zinc ion binding;K08070

Manes.01G018800.v6.10.8483435 0.22268 down no NADP-dependent alkenal double bond reductase P2pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0032440|2-alkenal reductase [NAD(P)] activity;GO:0008270|zinc ion binding;K08070

Manes.01G019600.v6.10.4122867 9.72E-10 down yes Ankyrin repeat-containing protein At5g02620pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G019800.v6.1#NAME? 0.14005 down no . pfam07030 DUF1320 Protein of unknown function (DUF1320). This family consists of both hypothetical bacterial and phage proteins of around 145 residues in length. The function of this family is unknown.. . . .

Manes.01G020100.v6.11.2549782 0.01617 up no Putative lysosomal acid lipase/cholesteryl ester hydrolasepfam04083 Abhydro_lipase Partial alpha/beta-hydrolase lipase region. This family corresponds to a N-terminal part of an alpha/beta hydrolase domain.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0004771|sterol esterase activity;.

Manes.01G021200.v6.10.9685596 0.77451 down no Suppressor of mec-8 and unc-52 protein homolog 1pfam00400 WD40 WD domain, G-beta repeat.GO:0008380|RNA splicing;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;. K13111

Manes.01G021300.v6.16.2950615 1.85E-06 up yes . pfam14220 DUF4329 Domain of unknown function (DUF4329). This domain is functionally uncharacterized. It is found in bacteria and eukaryotes, and is approximately 130 amino acids in length. It is often found in association with pfam05593 and pfam03527. There is a single completely conserved residue D and a highly conserved HTH motif which may be functionally important.. . . .

Manes.01G021400.v6.11.7606382 3.88E-06 up no Oleosin 1 pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.01G021500.v6.12.0279574 4.57E-10 up yes . pfam00086 Thyroglobulin_1 Thyroglobulin type-1 repeat. Thyroglobulin type 1 repeats are thought to be involved in the control of proteolytic degradation. The domain usually contains six conserved cysteines. These form three disulphide bridges. Cysteines 1 pairs with 2, 3 with 4 and 5 with 6.. . . .

Manes.01G021600.v6.10.672306 0.05712 down no . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.01G021800.v6.12.5205942 1.15E-25 up yes Nuclear-interacting partner of ALKpfam07967 zf-C3HC C3HC zinc finger-like. This zinc-finger like domain is distributed throughout the eukaryotic kingdom in NIPA (Nuclear interacting partner of ALK) proteins. NIPA is implicate to perform some sort of antiapoptotic role in nucleophosmin-anaplastic lymphoma kinase (ALK) mediated signaling events. The domain is often repeated, with the second domain usually containing a large insert (approximately 90 residues) after the first three cysteine residues. The Schizosaccharomyces pombe the protein containing this domain is involved in mRNA export from the nucleus.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:2001240|negative regulation of extrinsic apoptotic signaling pathway in absence of ligand;GO:0016567|protein ubiquitination;GO:0031965|nuclear membrane;GO:0005634|nucleus;GO:0019901|protein kinase binding;GO:0008270|zinc ion binding;.

Manes.01G022000.v6.12.9307893 1.19E-21 up yes Protein MIZU-KUSSEI 1pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.01G023000.v6.1#NAME? 0.64948 down no Tetraspanin-11pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;. .

Manes.01G023300.v6.10.7840769 0.06223 down no Probable 2-aminoethanethiol dioxygenasepfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.01G023600.v6.110.641878 1.31E-30 up yes Protein STRICTOSIDINE SYNTHASE-LIKE 11pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009820|alkaloid metabolic process;GO:0009058|biosynthetic process;GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0005773|vacuole;GO:0016844|strictosidine synthase activity;K01757

Manes.01G023700.v6.11.2283268 0.06199 up no H/ACA ribonucleoprotein complex subunit 2-like proteinpfam01248 Ribosomal_L7Ae Ribosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0031118|rRNA pseudouridine synthesis;GO:0005730|nucleolus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0030515|snoRNA binding;K11129

Manes.01G023900.v6.11.3583952 0.00424 up no Agmatine deiminasepfam04371 PAD_porph Porphyromonas-type peptidyl-arginine deiminase. Peptidyl-arginine deiminase (PAD) enzymes catalyse the deimination of the guanidino group from carboxy-terminal arginine residues of various peptides to produce ammonia. PAD from Porphyromonas gingivalis (PPAD) appears to be evolutionarily unrelated to mammalian PAD (pfam03068), which is a metalloenzyme. PPAD is thought to belong to the same superfamily as aminotransferase and arginine deiminase, and to form an alpha/beta propeller structure. This family has previously been named PPADH (Porphyromonas peptidyl-arginine deiminase homologues). The predicted catalytic residues in PPAD are Asp130, Asp187, His236, Asp238 and Cys351. These are absolutely conserved with the exception of Asp187 which is absent in two family members. PPAD is also able to catalyse the deimination of free L-arginine, but has primarily peptidyl-arginine specificity. It may have a FMN cofactor.GO:0006596|polyamine biosynthetic process;GO:0033388|putrescine biosynthetic process from arginine;. GO:0047632|agmatine deiminase activity;GO:0004668|protein-arginine deiminase activity;K10536

Manes.01G024000.v6.10.7885218 0.09704 down no Serine/threonine-protein kinase 16pfam00069 Pkinase Protein kinase domain.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0046777|protein autophosphorylation;GO:0006366|transcription from RNA polymerase II promoter;GO:0005798|Golgi-associated vesicle;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;K08856

Manes.01G024100.v6.10.1954282 7.98E-14 down yes Zinc finger protein CONSTANS-LIKE 1pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G024200.v6.112.073532 3.25E-17 up yes . pfam07926 TPR_MLP1_2 TPR/MLP1/MLP2-like protein. The sequences featured in this family are similar to a region of human TPR protein and to yeast myosin-like proteins 1 (MLP1) and 2 (MLP2). These proteins share a number of features; for example, they all have coiled-coil regions and all three are associated with nuclear pores. TPR is thought to be a component of nuclear pore complex- attached intra-nuclear filaments, and is implicated in nuclear protein import. Moreover, its N-terminal region is involved in the activation of oncogenic kinases, possibly by mediating the dimerization of kinase domains or by targeting these kinases to the nuclear pore complex. MLP1 and MLP2 are involved in the process of telomere length regulation, where they are thought to interact with proteins such as Tel1p and modulate their activity.. . . .

Manes.01G024300.v6.11.0624603 0.49534 up no Serine protease SPPA, chloroplasticpfam01343 Peptidase_S49 Peptidase family S49.GO:0006508|proteolysis;GO:0006465|signal peptide processing;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0004252|serine-type endopeptidase activity;K04773

Manes.01G024400.v6.10.9614591 0.7032 down no Translin-associated protein Xpfam01997 Translin Translin family. Members of this family include Translin that interacts with DNA and forms a ring around the DNA. This family also includes human translin-associated protein X, which was found to interact with translin with yeast two-hybrid screen.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0007283|spermatogenesis;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0031687|A2A adenosine receptor binding;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;GO:0032403|protein complex binding;GO:0043565|sequence-specific DNA binding;.
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Manes.01G024600.v6.10.5847509 0.00012 down no . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.01G025300.v6.12.0723243 1.28E-05 up yes Cytochrome P450 CYP749A22pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G025500.v6.10.7044453 0.07014 down no . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.01G025800.v6.10.3225566 0.00036 down yes . pfam10602 RPN7 26S proteasome subunit RPN7. RPN7 (known as the non ATPase regulatory subunit 6 in higher eukaryotes) is one of the lid subunits of the 26S proteasome and has been shown in Saccharomyces cerevisiae to be required for structural integrity. The 26S proteasome is is involved in the ATP-dependent degradation of ubiquitinated proteins.. . . .

Manes.01G025900.v6.10.4523895 3.80E-07 down yes . pfam15440 THRAP3_BCLAF1THRAP3/BCLAF1 family. This family includes thyroid hormone receptor-associated protein 3 (THRAP3), which is a spliceosome component and a subunit of the TRAP complex which plays a role in pre-mRNA splicing and in mRNA decay. It also includes the transcriptional repressor Bcl-2-associated transcription factor 1 (BCLAF1).. . . .

Manes.01G026000.v6.10.3829722 3.31E-09 down yes Squamosa promoter-binding-like protein 6pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0042742|defense response to bacterium;GO:0010468|regulation of gene expression;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G026200.v6.10.4449082 6.42E-06 down yes . pfam05965 FYRC F/Y rich C-terminus. This region is normally found in the trithorax/ALL1 family proteins. It is similar to SMART:SM00542.. . . .

Manes.01G026500.v6.11.8761253 1.47E-06 up no Cytochrome b5 isoform Apfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0010319|stromule;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.01G026700.v6.11.2108742 0.04848 up no Fructokinase-like 2, chloroplasticpfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0009658|chloroplast organization;GO:0009662|etioplast organization;GO:0042793|transcription from plastid promoter;GO:0042644|chloroplast nucleoid;GO:0009295|nucleoid;GO:0016301|kinase activity;.

Manes.01G026800.v6.10.5481121 3.85E-06 down no Probable 6-phosphogluconolactonase 1pfam01182 Glucosamine_iso Glucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005829|cytosol;GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.01G027000.v6.11.179722 0.12217 up no ATP-dependent RNA helicase DHX8pfam07717 OB_NTP_bind Oligonucleotide/oligosaccharide-binding (OB)-fold. This family is found towards the C-terminus of the DEAD-box helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. There do seem to be a couple of instances where it occurs by itself. The structure PDB:3i4u adopts an OB-fold. helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. This C-terminal domain of the yeast helicase contains an oligonucleotide/oligosaccharide-binding (OB)-fold which seems to be placed at the entrance of the putative nucleic acid cavity. It also constitutes the binding site for the G-patch-containing domain of Pfa1p. When found on DEAH/RHA helicases, this domain is central to the regulation of the helicase activity through its binding of both RNA and G-patch domain proteins.GO:0000398|mRNA splicing, via spliceosome;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0042802|identical protein binding;GO:0044822|poly(A) RNA binding;K12818

Manes.01G027200.v6.11.7333791 8.45E-05 up no Ninja-family protein AFP2pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005634|nucleus;. .

Manes.01G027400.v6.10.3573838 9.55E-17 down yes Magnesium transporter MRS2-5pfam00038 Filament Intermediate filament protein.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.01G027600.v6.11.5311877 0.00948 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G027700.v6.12.8267191 6.17E-20 up yes Protein root UVB sensitive 3pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. GO:0016021|integral component of membrane;. .

Manes.01G027900.v6.10.3324103 3.59E-06 down yes Ureide permease 1pfam07168 Ureide_permease Ureide permease. Heterocyclic nitrogen compounds may serve as nitrogen sources or nitrogen transport compounds in plants that are not able to fix nitrogen. This family represents ureide permease, a transporter of a wide spectrum of oxo derivatives of heterocyclic nitrogen compounds, including allantoin, uric acid and xanthine; it has 10 putative transmembrane domains with a large cytosolic central domain containing a 'Walker A' motif. Ureide permease is likely to transport other purine degradation products when nitrogen sources are low. Transport is dependent on glucose and a proton gradient. The family is found in bacteria, plants and yeast.GO:0015720|allantoin transport;GO:0043100|pyrimidine nucleobase salvage;GO:1903791|uracil transmembrane transport;GO:0015857|uracil transport;GO:0016021|integral component of membrane;GO:0005274|allantoin uptake transmembrane transporter activity;GO:0005524|ATP binding;GO:0015210|uracil transmembrane transporter activity;.

Manes.01G028700.v6.10.713352 0.00194 down no Probable methyltransferase PMT5pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0032259|methylation;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.01G029100.v6.12.0172234 2.03E-15 up yes AT-rich interactive domain-containing protein 2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.01G030200.v6.10.4419244 1.39E-11 down yes . pfam01661 Macro Macro domain. This domain is an ADP-ribose binding module. It is found in a number of otherwise unrelated proteins. It is found at the C-terminus of the macro-H2A histone protein. This domain is found in the non-structural proteins of several types of ssRNA viruses such as NSP3 from alphaviruses. This domain is also found on its own in a family of proteins from bacteria, archaebacteria, and eukaryotes.. . . .

Manes.01G030400.v6.10.6396189 3.48E-05 down no F-box only protein 21pfam08755 YccV-like Hemimethylated DNA-binding protein YccV like. YccV is a hemimethylated DNA binding protein which has been shown to regulate dnaA gene expression. The structure of one of the hypothetical proteins in this family has been solved and it forms a beta sheet structure with a terminating alpha helix.. . GO:0003677|DNA binding;K10301

Manes.01G030500.v6.11.2600296 0.1875 up no Putative pentatricopeptide repeat-containing protein At1g69350, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G030700.v6.10.7184614 0.00098 down no . pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.01G030900.v6.10.70361 0.05358 down no Chorismate mutase 3, chloroplasticpfam01817 CM_2 Chorismate mutase type II. Chorismate mutase EC:5.4.99.5 catalyses the conversion of chorismate to prephenate in the pathway of tyrosine and phenylalanine biosynthesis. This enzyme is negatively regulated by tyrosine, tryptophan and phenylalanine.GO:0009073|aromatic amino acid family biosynthetic process;GO:0046417|chorismate metabolic process;GO:0042742|defense response to bacterium;GO:0000162|tryptophan biosynthetic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0004106|chorismate mutase activity;K01850

Manes.01G031400.v6.10.7907126 0.06926 down no Isopentenyl phosphate kinasepfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0008299|isoprenoid biosynthetic process;. GO:0005524|ATP binding;GO:0016301|kinase activity;K06981

Manes.01G031500.v6.10.2301644 0.01304 down yes . pfam10070 DUF2309 Uncharacterized protein conserved in bacteria (DUF2309). Members of this family of hypothetical bacterial proteins have no known function.. . . .

Manes.01G032000.v6.10.709559 0.0475 down no . pfam06012 DUF908 Domain of Unknown Function (DUF908).. . . .

Manes.01G032300.v6.10.7320174 0.03726 down no Protein argonaute 7pfam02171 Piwi Piwi domain. This domain is found in the protein Piwi and its relatives. The function of this domain is the dsRNA guided hydrolysis of ssRNA. Determination of the crystal structure of Argonaute reveals that PIWI is an RNase H domain, and identifies Argonaute as Slicer, the enzyme that cleaves mRNA in the RNAi RISC complex. In addition, Mg+2 dependence and production of 3'-OH and 5' phosphate products are shared characteristics of RNaseH and RISC. The PIWI domain core has a tertiary structure belonging to the RNase H family of enzymes. RNase H fold proteins all have a five-stranded mixed beta-sheet surrounded by helices. By analogy to RNase H enzymes which cleave single-stranded RNA guided by the DNA strand in an RNA/DNA hybrid, the PIWI domain can be inferred to cleave single-stranded RNA, for example mRNA, guided by double stranded siRNA.GO:0035195|gene silencing by miRNA;GO:0010599|production of lsiRNA involved in RNA interference;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0040034|regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0010050|vegetative phase change;GO:0060145|viral gene silencing in virus induced gene silencing;GO:0005737|cytoplasm;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;K11593

Manes.01G032400.v6.10.4584998 1.45E-08 down yes CSC1-like protein At1g69450pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.01G032500.v6.11.6325476 4.53E-07 up no 26S proteasome non-ATPase regulatory subunit 11 homologpfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0030163|protein catabolic process;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0000502|proteasome complex;. K03036

Manes.01G032600.v6.10.5712139 1.60E-06 down no ARF guanine-nucleotide exchange factor GNOMpfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0010540|basipetal auxin transport;GO:0007155|cell adhesion;GO:0071555|cell wall organization;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0006897|endocytosis;GO:0032509|endosome transport via multivesicular body sorting pathway;GO:0001736|establishment of planar polarity;GO:0010274|hydrotropism;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0048209|regulation of vesicle targeting, to, from or within Golgi;GO:0048765|root hair cell differentiation;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K18443

Manes.01G032800.v6.10.5202614 1.28E-09 down no ARF guanine-nucleotide exchange factor GNOMpfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0010540|basipetal auxin transport;GO:0007155|cell adhesion;GO:0071555|cell wall organization;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0006897|endocytosis;GO:0032509|endosome transport via multivesicular body sorting pathway;GO:0001736|establishment of planar polarity;GO:0010274|hydrotropism;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0048209|regulation of vesicle targeting, to, from or within Golgi;GO:0048765|root hair cell differentiation;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K18443

Manes.01G033200.v6.10.4718133 3.60E-08 down yes Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G033400.v6.11.9046241 0.00535 up no . pfam07802 GCK GCK domain. This domain is found in proteins carrying other domains known to be involved in intracellular signalling pathways (such as pfam00071) indicating that it might also be involved in these pathways. It has 4 highly conserved cysteine residues, suggesting that it can bind zinc ions. Moreover, it is found repeated in some members of this family; this may indicate that these domains are able to interact with one another, raising the possibility that this domain mediates heterodimerization.. . . .

Manes.01G033500.v6.10.3778356 0.00843 down yes Phosphate transporter PHO1 homolog 10pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0006817|phosphate ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G033700.v6.10.1645487 5.36E-15 down yes Galactoside 2-alpha-L-fucosyltransferasepfam03254 XG_FTase Xyloglucan fucosyltransferase. Plant cell walls are crucial for development, signal transduction, and disease resistance in plants. Cell walls are made of cellulose, hemicelluloses, and pectins. Xyloglucan (XG), the principal load-bearing hemicellulose of dicotyledonous plants, has a terminal fucosyl residue. This fucosyltransferase adds this residue.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0036065|fucosylation;GO:0006486|protein glycosylation;GO:0009969|xyloglucan biosynthetic process;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0008417|fucosyltransferase activity;GO:0008107|galactoside 2-alpha-L-fucosyltransferase activity;K13681

Manes.01G033800.v6.10.9234348 0.51041 down no . pfam13741 MRP-S25 Mitochondrial ribosomal protein S25. This is the family of fungal 37S mitochondrial ribosomal S25 proteins.. . . .

Manes.01G034300.v6.11.2804139 0.00862 up no . pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.01G034400.v6.10.6413595 0.0011 down no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.01G034700.v6.12.1895547 5.05E-08 up yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G034800.v6.10.2773394 4.30E-07 down yes Transcription factor MYB44pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.01G034900.v6.14.32333 0.02822 up yes Probable calcium-binding protein CML45pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.01G035000.v6.118.946286 ####### up yes Cyclic dof factor 2pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G035400.v6.10.5922474 1.30E-05 down no Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G035500.v6.12.4522228 1.44E-06 up yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G035700.v6.10.681268 0.00079 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G036200.v6.12.5060817 1.48E-07 up yes E3 ubiquitin-protein ligase RING1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G036300.v6.10.5340527 1.67E-07 down no Beta-1,3-galactosyltransferase 15pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0010493|Lewis a epitope biosynthetic process;GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0010488|UDP-galactose:N-glycan beta-1,3-galactosyltransferase activity;K14413

Manes.01G036900.v6.11.4669717 3.69E-05 up no Protein MATERNALLY EXPRESSED GENE 5pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;. GO:0000166|nucleotide binding;GO:0017069|snRNA binding;.

Manes.01G037200.v6.10.8229824 0.0469 down no MAG2-interacting protein 2pfam08314 Sec39 Secretory pathway protein Sec39. Mnaimneh et al identified Sec39p as a protein involved in ER-Golgi transport in a large scale promoter shut down analysis of essential yeast genes. Kraynack et al. (2005) showed that Sec39p (Dsl3p) is required for Golgi-ER retrograde transport and is part of a very stable protein complex that also includes Dsl1p (in mammals ZW10), Tip20p (Rint-1) and the ER localized Q-SNARE proteins Ufe1p (syntaxin-18), Sec20p and Use1p. This was confirmed in a genome-wide analysis of protein complexes by Gavin et al (2006).GO:0051604|protein maturation;GO:0015031|protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0006624|vacuolar protein processing;GO:0005789|endoplasmic reticulum membrane;GO:0005773|vacuole;. .

Manes.01G037400.v6.11.1766528 0.075 up no Molybdate-anion transporterpfam05631 DUF791 Protein of unknown function (DUF791). This family consists of several eukaryotic proteins of unknown function.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015098|molybdate ion transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.01G037500.v6.10.3869678 4.86E-17 down yes Rhodanese-like domain-containing protein 14, chloroplasticpfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;. .

Manes.01G037600.v6.10.9890366 0.92384 down no Vacuolar protein sorting-associated protein 26Apfam03643 Vps26 Vacuolar protein sorting-associated protein 26. Vacuolar protein sorting-associated protein (Vps) 26 is one of around 50 proteins involved in protein trafficking. In particular, Vps26 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps29 and Vps35. This family also contains Down syndrome critical region 3/A.GO:0006886|intracellular protein transport;GO:0042147|retrograde transport, endosome to Golgi;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0008565|protein transporter activity;K18466

Manes.01G037700.v6.10.8885343 0.22955 down no Vacuolar protein sorting-associated protein 53 Apfam04100 Vps53_N Vps53-like, N-terminal. Vps53 complexes with Vps52 and Vps54 to form a multi- subunit complex involved in regulating membrane trafficking events.GO:0010286|heat acclimation;GO:0007009|plasma membrane organization;GO:0015031|protein transport;GO:0010008|endosome membrane;GO:0000938|GARP complex;GO:0000139|Golgi membrane;. .

Manes.01G037900.v6.12.9852953 3.34E-13 up yes Mitochondrial chaperone BCS1pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0032979|protein insertion into mitochondrial membrane from inner side;GO:0071806|protein transmembrane transport;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008320|protein transmembrane transporter activity;K08900

Manes.01G038000.v6.11.3209977 0.00387 up no ATPase family AAA domain-containing protein 1-Apfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0030054|cell junction;GO:0005777|peroxisome;GO:0045211|postsynaptic membrane;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;.

Manes.01G038600.v6.11.1051519 0.28595 up no Probable 6-phosphogluconolactonase 4, chloroplasticpfam01182 Glucosamine_iso Glucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0009507|chloroplast;GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.01G038800.v6.1Inf 0.01334 up yes . pfam10093 DUF2331 Uncharacterized protein conserved in bacteria (DUF2331). Members of this family of hypothetical bacterial proteins have no known function.. . . .

Manes.01G038900.v6.12.2779505 0.00041 up yes Homeobox-leucine zipper protein ATHB-7pfam00046 Homeobox Homeobox domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G039000.v6.1NA NA -- no . pfam00953 Glycos_transf_4 Glycosyl transferase family 4.. . . .

Manes.01G039300.v6.10.1544592 1.19E-08 down yes Histone-lysine N-methyltransferase ATXR6pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0009901|anther dehiscence;GO:0070734|histone H3-K27 methylation;GO:0051726|regulation of cell cycle;GO:0006275|regulation of DNA replication;GO:0005634|nucleus;GO:0046976|histone methyltransferase activity (H3-K27 specific);GO:0008270|zinc ion binding;.

Manes.01G040100.v6.11.1951242 0.05485 up no Acyl-CoA-binding domain-containing protein 2pfam00887 ACBP Acyl CoA binding protein.GO:0006869|lipid transport;GO:0001666|response to hypoxia;GO:0010288|response to lead ion;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005886|plasma membrane;GO:0000062|fatty-acyl-CoA binding;GO:0032791|lead ion binding;GO:0008289|lipid binding;.

Manes.01G040200.v6.10.7857571 0.01302 down no Importin subunit beta-1pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0051028|mRNA transport;GO:0006913|nucleocytoplasmic transport;GO:0006605|protein targeting;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0034399|nuclear periphery;GO:0005643|nuclear pore;GO:0005525|GTP binding;GO:0008565|protein transporter activity;K14293

Manes.01G040400.v6.10.8394407 0.07035 down no Importin subunit beta-1pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0006606|protein import into nucleus;GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0071782|endoplasmic reticulum tubular network;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0005654|nucleoplasm;GO:0043234|protein complex;GO:0019899|enzyme binding;GO:0044822|poly(A) RNA binding;GO:0019904|protein domain specific binding;GO:0008565|protein transporter activity;K14293

Manes.01G040900.v6.10.1841108 0.15267 down no Probable leucine-rich repeat receptor-like protein kinase At5g63930pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G041200.v6.14.1268115 4.22E-39 up yes Auxin-induced protein 10A5pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.01G041700.v6.10.5202282 0.00029 down no Leucine-rich repeat receptor-like protein kinase PEPR1pfam00069 Pkinase Protein kinase domain.GO:0006182|cGMP biosynthetic process;GO:0009755|hormone-mediated signaling pathway;GO:0006955|immune response;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004383|guanylate cyclase activity;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G041800.v6.12.1849213 9.21E-08 up yes Growth-regulating factor 7pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0010218|response to far red light;GO:0080167|response to karrikin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.01G041900.v6.10.378465 1.41E-11 down yes . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.01G042100.v6.10.5654392 0.01997 down no . pfam09446 VMA21 VMA21-like domain. This presumed short domain appears to contain two potential transmembrane helices. VMA21 is localized in the ER where it is needed as an accessory factor for assembly of the V0 component of the vacuolar ATPase.. . . .

Manes.01G042400.v6.10.5669536 1.35E-07 down no Polyadenylate-binding protein-interacting protein 11pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G042600.v6.10.6958444 0.0003 down no Polyadenylate-binding protein-interacting protein 10pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G042700.v6.10.8564863 0.15453 down no . pfam12657 TFIIIC_delta Transcription factor IIIC subunit delta N-term. In humans there are six subunits of transcription factor IIIC, and this one is the 90 kDa subunit; whereas in fungi the complex resolves into nine different subunits and this is No. 9 in yeasts. The whole subunit is involved in RNA polymerase III-mediated transcription. It is possible that this N-terminal domain interacts with TFIIIC subunit 8.. . . .

Manes.01G043000.v6.11.3847017 0.19105 up no StAR-related lipid transfer protein 7, mitochondrialpfam14684 Tricorn_C1 Tricorn protease C1 domain. This domain is the C1 core domain of tricorn protease. This is a mixed alpha-beta domain.GO:1903955|positive regulation of protein targeting to mitochondrion;GO:0005739|mitochondrion;GO:0008289|lipid binding;.

Manes.01G043100.v6.12.0987431 2.59E-16 up yes . pfam14953 DUF4504 Domain of unknown function (DUF4504). This family of proteins is found in eukaryotes. Proteins in this family are typically between 253 and 329 amino acids in length. There are two conserved sequence motifs: LLGYP and SFS.. . . .

Manes.01G043200.v6.123.684842 1.39E-27 up yes Two-component response regulator-like APRR5pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K12130

Manes.01G043300.v6.11.2065796 0.14464 up no Protein YLS9pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.GO:0051607|defense response to virus;GO:0010150|leaf senescence;GO:0051707|response to other organism;GO:0009507|chloroplast;. .

Manes.01G043400.v6.12.5660662 6.22E-24 up yes . pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.01G044100.v6.11.0885671 0.35435 up no . pfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.01G044300.v6.12.5670589 4.11E-08 up yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.01G044600.v6.11.041409 0.67275 up no IAA-amino acid hydrolase ILR1-like 3pfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009850|auxin metabolic process;. GO:0010178|IAA-amino acid conjugate hydrolase activity;K14664

Manes.01G044700.v6.12.6517352 5.48E-29 up yes NAC domain-containing protein 86pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0090603|sieve element differentiation;GO:0090602|sieve element enucleation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G045500.v6.10.7639491 0.08602 down no Probable GABA transporter 2pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G045900.v6.10.7425756 0.0151 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.01G046200.v6.10.3936259 0.00021 down yes Ethylene-responsive transcription factor CRF2pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048364|root development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G047300.v6.1NA NA -- no . pfam00215 OMPdecase Orotidine 5'-phosphate decarboxylase / HUMPS family. This family includes Orotidine 5'-phosphate decarboxylase enzymes EC:4.1.1.23 that are involved in the final step of pyrimidine biosynthesis. The family also includes enzymes such as hexulose-6-phosphate synthase. This family appears to be distantly related to pfam00834.. . . .

Manes.01G047400.v6.12.1889924 1.71E-14 up yes Hydroquinone glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0050505|hydroquinone glucosyltransferase activity;.

Manes.01G047900.v6.11.0071655 0.90532 up no Protein SPA1-RELATED 2pfam00069 Pkinase Protein kinase domain.GO:0009585|red, far-red light phototransduction;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.01G048100.v6.10.8750787 0.23764 down no Translation initiation factor IF-2pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003743|translation initiation factor activity;K02519



Manes.01G048900.v6.10.8546098 0.14047 down no Nucleoside diphosphate kinase IV, chloroplastic/mitochondrialpfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009543|chloroplast thylakoid lumen;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004550|nucleoside diphosphate kinase activity;GO:0008270|zinc ion binding;K00940

Manes.01G049300.v6.11.0750364 0.55665 up no . pfam00169 PH PH domain. PH stands for pleckstrin homology.. . . .

Manes.01G049700.v6.11.817311 1.52E-11 up no Dynamin-related protein 5Apfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005874|microtubule;GO:0009524|phragmoplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.01G049800.v6.10.7351022 0.0041 down no GDSL esterase/lipase At4g10955pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0016787|hydrolase activity;.

Manes.01G049900.v6.10.4907453 0.00141 down yes Calcineurin B-like protein 2pfam13499 EF-hand_7 EF-hand domain pair.. GO:0032578|aleurone grain membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;K06268

Manes.01G050200.v6.10.6722529 4.79E-05 down no . pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.01G050400.v6.114.230436 8.02E-11 up yes Pathogenesis-related protein 5pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.01G050500.v6.12.0484093 7.31E-15 up yes Cation/H(+) antiporter 18pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006885|regulation of pH;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0015299|solute:proton antiporter activity;.

Manes.01G050600.v6.12.1495478 2.23E-05 up yes Cation/H(+) antiporter 18pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006885|regulation of pH;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0015299|solute:proton antiporter activity;.

Manes.01G050700.v6.10.3812546 3.06E-05 down yes Disease resistance response protein 206pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048046|apoplast;. .

Manes.01G051200.v6.128.142992 1.21E-13 up yes . pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.01G051300.v6.1Inf 9.53E-06 up yes . pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.01G051400.v6.10.8145657 0.17288 down no Uncharacterized AAA domain-containing protein C24B10.10cpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0045041|protein import into mitochondrial intermembrane space;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.01G051600.v6.10.839519 0.12129 down no GTPase-activating protein GYP7pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0005096|GTPase activator activity;.

Manes.01G051700.v6.10.9480912 0.61916 down no . pfam05616 Neisseria_TspB Neisseria meningitidis TspB protein. This family consists of several Neisseria meningitidis TspB virulence factor proteins.. . . .

Manes.01G051900.v6.15.9885166 2.94E-49 up yes Early nodulin-like protein 1pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.01G052000.v6.14.9478592 1.54E-07 up yes . pfam03637 Mob1_phocein Mob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . . .

Manes.01G052100.v6.10.8658567 0.17921 down no Molybdate-anion transporterpfam05631 DUF791 Protein of unknown function (DUF791). This family consists of several eukaryotic proteins of unknown function.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015098|molybdate ion transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.01G052200.v6.10.5781325 1.59E-07 down no . pfam01500 Keratin_B2 Keratin, high sulfur B2 protein. High sulfur proteins are cysteine-rich proteins synthesized during the differentiation of hair matrix cells, and form hair fibres in association with hair keratin intermediate filaments. This family has been divided up into four regions, with the second region containing 8 copies of a short repeat. This family is also known as B2 or KAP1.. . . .

Manes.01G052300.v6.10.9599101 0.88446 down no . pfam03706 UPF0104 Uncharacterized protein family (UPF0104). This family of proteins are integral membrane proteins. These proteins are uncharacterized but contain a conserved PG motif. Some members of this family are annotated as dolichol-P-glucose synthetase and contain a pfam00535 domain.. . . .

Manes.01G052800.v6.13.9787251 1.47E-16 up yes Galactose oxidasepfam07250 Glyoxal_oxid_N Glyoxal oxidase N-terminus. This family represents the N-terminus (approximately 300 residues) of a number of plant and fungal glyoxal oxidase enzymes. Glyoxal oxidase catalyses the oxidation of aldehydes to carboxylic acids, coupled with reduction of dioxygen to hydrogen peroxide. It is an essential component of the extracellular lignin degradation pathways of the wood-rot fungus Phanerochaete chrysosporium.. GO:0005576|extracellular region;GO:0045480|galactose oxidase activity;GO:0046872|metal ion binding;.

Manes.01G052900.v6.11.2023933 0.71369 up no . pfam15548 DUF4655 Domain of unknown function (DUF4655). This family of proteins is found in eukaryotes. Proteins in this family are typically between 533 and 570 amino acids in length.. . . .

Manes.01G053100.v6.12.4010171 0.04235 up no Bidirectional sugar transporter SWEET4pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.01G053300.v6.10.6889928 0.00016 down no Luminal-binding protein 5pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. GO:0005788|endoplasmic reticulum lumen;GO:0005524|ATP binding;.

Manes.01G053600.v6.10.6791616 0.04747 down no Trehalase pfam01204 Trehalase Trehalase. Trehalase (EC:3.2.1.28) is known to recycle trehalose to glucose. Trehalose is a physiological hallmark of heat-shock response in yeast and protects of proteins and membranes against a variety of stresses. This family is found in conjunction with pfam07492 in fungi.GO:0005993|trehalose catabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0004555|alpha,alpha-trehalase activity;K01194

Manes.01G053700.v6.10.2748316 1.34E-09 down yes Short-chain dehydrogenase TIC 32, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0005886|plasma membrane;GO:0016491|oxidoreductase activity;.

Manes.01G053800.v6.10.8343727 0.09364 down no Methyltransferase-like protein 17, mitochondrialpfam09243 Rsm22 Mitochondrial small ribosomal subunit Rsm22. Rsm22 has been identified as a mitochondrial small ribosomal subunit and is a methyltransferase. In Schizosaccharomyces pombe, Rsm22 is tandemly fused to Cox11 (a factor required for copper insertion into cytochrome oxidase) and the two proteins are proteolytically cleaved after import into the mitochondria.GO:0006412|translation;GO:0005739|mitochondrion;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005840|ribosome;GO:0005507|copper ion binding;GO:0008168|methyltransferase activity;.

Manes.01G054100.v6.10.3342981 0.11919 down no Transcription factor bHLH14pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G054500.v6.10.5256645 5.76E-10 down no Exocyst complex component SEC8pfam09749 HVSL Uncharacterized conserved protein. This entry is of proteins of approximately 300 residues conserved from plants to humans. It contains two conserved motifs, HxSL and FHVSL. The function is unknown.GO:0048354|mucilage biosynthetic process involved in seed coat development;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. K06111

Manes.01G054600.v6.10.5260418 1.96E-10 down no Exocyst complex component SEC8pfam04048 Sec8_exocyst Sec8 exocyst complex component specific domain.GO:0048354|mucilage biosynthetic process involved in seed coat development;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. K06111

Manes.01G055000.v6.115.823322 1.30E-53 up yes . pfam04490 Pox_T4_C Poxvirus T4 protein, C terminus. This family of poxvirus proteins are thought to be retained in the endoplasmic reticulum. M-T4 of myxoma virus is thought to protect infected lymphocytes from apoptosis and modulate the inflammatory response to virus infection.. . . .

Manes.01G055100.v6.112.372298 1.16E-87 up yes . pfam03535 Paxillin Paxillin family.. . . .

Manes.01G055200.v6.11.6805087 4.90E-08 up no . pfam09057 Smac_DIABLO Second Mitochondria-derived Activator of Caspases. Second Mitochondria-derived Activator of Caspases promotes apoptosis by activating caspases in the cytochrome c/Apaf-1/caspase-9 pathway, and by opposing the inhibitory activity of inhibitor of apoptosis proteins (XIAP-BIR3). The protein assumes an elongated three-helix bundle structure, and forms a dimer in solution.. . . .

Manes.01G055500.v6.10.8426582 0.086 down no Polyadenylate-binding protein-interacting protein 11pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G056100.v6.11.1553093 0.10935 up no Ubiquitin carboxyl-terminal hydrolase 9pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11835

Manes.01G056500.v6.10.9629753 0.82346 down no Long-chain-fatty-acid--[acyl-carrier-protein] ligase AEE15, chloroplasticpfam11710 Git3 G protein-coupled glucose receptor regulating Gpa2. Git3 is one of six proteins required for glucose-triggered adenylate cyclase activation, and is a G protein-coupled receptor responsible for the activation of adenylate cyclase through Gpa2 - heterotrimeric G protein alpha subunit, part of the glucose-detection pathway. Git3 contains seven predicted transmembrane domains, a third cytoplasmic loop and a cytoplasmic tail. This is the conserved N-terminus of these proteins, and the C-terminal conserved region is now in family Git3_C.GO:0030497|fatty acid elongation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009536|plastid;GO:0008922|long-chain fatty acid [acyl-carrier-protein] ligase activity;K01897

Manes.01G056800.v6.11.0414223 0.65567 up no Receptor protein kinase TMK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.01G056900.v6.10.8122597 0.07217 down no . pfam10318 7TM_GPCR_Srh Serpentine type 7TM GPCR chemoreceptor Srh. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srh is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.01G057800.v6.10.8351931 0.07823 down no 1-aminocyclopropane-1-carboxylate synthasepfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;K01762

Manes.01G058100.v6.10.4621501 7.16E-10 down yes Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.01G058300.v6.10.7426486 0.07996 down no . pfam12680 SnoaL_2 SnoaL-like domain. This family contains a large number of proteins that share the SnoaL fold.. . . .

Manes.01G058600.v6.10.6007956 1.95E-06 down no . pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.01G059300.v6.10.346578 7.58E-06 down yes Transcription factor GLABRA 3pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0001708|cell fate specification;GO:0009957|epidermal cell fate specification;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G059500.v6.10.9872606 0.91612 down no Signal peptide peptidase-like 2pfam04258 Peptidase_A22B Signal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.01G059700.v6.10.5319336 5.61E-10 down no Short-chain dehydrogenase TIC 32, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.

Manes.01G059900.v6.16.3996823 7.58E-32 up yes Uncharacterized protein At1g76660pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. GO:0005886|plasma membrane;. .

Manes.01G060100.v6.10.7582566 0.02972 down no AT-rich interactive domain-containing protein 2pfam01388 ARID ARID/BRIGHT DNA binding domain. This domain is know as ARID for AT-Rich Interaction Domain, and also known as the BRIGHT domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.01G060200.v6.10.7504567 0.01551 down no E3 ubiquitin-protein ligase At3g02290pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G060300.v6.11.7465282 3.25E-10 up no . pfam13867 SAP30_Sin3_bdg Sin3 binding region of histone deacetylase complex subunit SAP30. This C-terminal domain of the SAP30 proteins appears to be the binding region for Sin3.. . . .

Manes.01G060500.v6.17.3503624 1.32E-05 up yes Zinc finger protein CONSTANS-LIKE 3pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0010161|red light signaling pathway;GO:0009909|regulation of flower development;GO:0010099|regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G060800.v6.10.323831 0.01362 down yes . pfam00153 Mito_carr Mitochondrial carrier protein.. . . .

Manes.01G060900.v6.10.2211861 0.00383 down yes . pfam13650 Asp_protease_2 Aspartyl protease. This family consists of predicted aspartic proteases, typically from 180 to 230 amino acids in length, in MEROPS clan AA. This model describes the well-conserved 121-residue C-terminal region. The poorly conserved, variable length N-terminal region usually contains a predicted transmembrane helix.. . . .

Manes.01G061100.v6.11.2371219 0.01899 up no Lysine-specific demethylase 5Bpfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0034720|histone H3-K4 demethylation;GO:0034721|histone H3-K4 demethylation, trimethyl-H3-K4-specific;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0034648|histone demethylase activity (H3-dimethyl-K4 specific);GO:0034647|histone demethylase activity (H3-trimethyl-K4 specific);GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0008270|zinc ion binding;K11446

Manes.01G061400.v6.11.5417957 1.12E-05 up no Tubulin beta-7 chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.01G061500.v6.17.0875065 9.68E-81 up yes Glutamate--cysteine ligase, chloroplasticpfam04107 GCS2 Glutamate-cysteine ligase family 2(GCS2). Also known as gamma-glutamylcysteine synthetase and gamma-ECS (EC:6.3.2.2). This enzyme catalyses the first and rate limiting step in de novo glutathione biosynthesis. Members of this family are found in archaea, bacteria and plants. May and Leaver discuss the possible evolutionary origins of glutamate-cysteine ligase enzymes in different organisms and suggest that it evolved independently in different eukaryotes, from an ancestral bacterial enzyme. They also state that Arabidopsis thaliana gamma-glutamylcysteine synthetase is structurally unrelated to mammalian, yeast and Escherichia coli homologues. In plants, there are separate cytosolic and chloroplast forms of the enzyme.GO:0006750|glutathione biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004357|glutamate-cysteine ligase activity;.

Manes.01G061800.v6.11.9474813 2.04E-10 up no . pfam04032 Rpr2 RNAse P Rpr2/Rpp21/SNM1 subunit domain. This family contains a ribonuclease P subunit of humans and yeast. Other members of the family include the probable archaeal homologues. This family includes SNM1. It is a subunit of RNase MRP (mitochondrial RNA processing), a ribonucleoprotein endoribonuclease that has roles in both mitochondrial DNA replication and nuclear 5.8S rRNA processing. SNM1 is an RNA binding protein that binds the MRP RNA specifically. This subunit possibly binds the precursor tRNA.. . . .

Manes.01G061900.v6.11.0694924 0.4637 up no . pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . . .

Manes.01G062400.v6.11.3763845 0.00047 up no Probable phospholipid hydroperoxide glutathione peroxidase 6, mitochondrialpfam00255 GSHPx Glutathione peroxidase.GO:0046686|response to cadmium ion;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0004602|glutathione peroxidase activity;GO:0047066|phospholipid-hydroperoxide glutathione peroxidase activity;K00432

Manes.01G062600.v6.10.4632927 2.04E-11 down yes Glutathione S-transferase T1pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005777|peroxisome;GO:0004364|glutathione transferase activity;GO:0004601|peroxidase activity;K00799

Manes.01G062700.v6.11.9922128 1.71E-12 up no Probable copper-transporting ATPase HMA5pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006825|copper ion transport;GO:0010273|detoxification of copper ion;GO:0046688|response to copper ion;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005507|copper ion binding;K17686

Manes.01G062800.v6.123.736034 ####### up yes Oxalate--CoA ligasepfam00501 AMP-binding AMP-binding enzyme.GO:0050832|defense response to fungus;GO:0033611|oxalate catabolic process;GO:0010030|positive regulation of seed germination;GO:0046686|response to cadmium ion;GO:0009735|response to cytokinin;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0050203|oxalate-CoA ligase activity;.

Manes.01G062900.v6.1Inf 0.04209 up no Actin-depolymerizing factor 1pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. K05765

Manes.01G063100.v6.10.6079967 1.19E-05 down no Probable LRR receptor-like serine/threonine-protein kinase At1g63430pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G063300.v6.10.2906372 9.14E-09 down yes O-glucosyltransferase rumipfam05686 Glyco_transf_90 Glycosyl transferase family 90. This family of glycosyl transferases are specifically (mannosyl) glucuronoxylomannan/galactoxylomannan -beta 1,2-xylosyltransferases, EC:2.4.2.-.GO:0007030|Golgi organization;GO:0045746|negative regulation of Notch signaling pathway;GO:0007219|Notch signaling pathway;GO:0045747|positive regulation of Notch signaling pathway;GO:0033577|protein glycosylation in endoplasmic reticulum;GO:2000035|regulation of stem cell division;GO:0042052|rhabdomere development;GO:0012505|endomembrane system;GO:0005788|endoplasmic reticulum lumen;GO:0046527|glucosyltransferase activity;.

Manes.01G063600.v6.10.7424059 0.00276 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.01G064600.v6.10.8036036 0.0675 down no General transcription factor IIE subunit 2pfam02186 TFIIE_beta TFIIE beta subunit core domain. General transcription factor TFIIE consists of two subunits, TFIIE alpha pfam02002 and TFIIE beta. TFIIE beta has been found to bind to the region where the promoter starts to open to be single-stranded upon transcription initiation by RNA polymerase II. The structure of the DNA binding core region has been solved and has a winged helix fold.GO:0006355|regulation of transcription, DNA-templated;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0005673|transcription factor TFIIE complex;GO:0003677|DNA binding;K03137

Manes.01G065000.v6.14.4100479 6.90E-48 up yes Myb-related protein 3R-1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G065200.v6.10.2673518 1.19E-25 down yes Heat stress transcription factor B-2bpfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0045892|negative regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.01G065300.v6.11.8600664 0.3466 up no BON1-associated protein 2pfam00168 C2 C2 domain. GO:0006952|defense response;GO:0016020|membrane;. .

Manes.01G065400.v6.10.8709545 0.19333 down no . pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.. . . .

Manes.01G065700.v6.10.3974092 1.01E-06 down yes Pentatricopeptide repeat-containing protein At2g29760, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0031425|chloroplast RNA processing;GO:0009507|chloroplast;. .

Manes.01G065900.v6.17.7060116 1.00E-71 up yes Serine/threonine-protein kinase CTR1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.01G066000.v6.10.5501541 0.00053 down no Protein HAPLESS 2pfam10699 HAP2-GCS1 Male gamete fusion factor. The gene encoding Arabidopsis HAP2 is allelic with GCS1 (Generative cell-specific protein 1). HAP2 is expressed only in the haploid sperm and is required for efficient guidance of the pollen tube to the ovules. In Arabidopsis the protein is a predicted membrane protein with an N-terminal secretion signal, a single transmembrane domain and a C-terminal histidine-rich domain. HAP2-GCS1 is found from plants to lower eukaryotes and is necessary for the fusion of the gametes in fertilisation. It is involved in a novel mechanism for gamete fusion where a first species-specific protein binds male and female gamete membranes together after which a second, broadly conserved protein, either directly or indirectly, causes fusion of the two membranes together. The broadly conserved protein is represented by this HAP2-GCS1 domain, conserved from plants to lower eukaryotes. In Plasmodium berghei the protein is expressed only in male gametocytes and gametes, having a male-specific function during GO:0048235|pollen sperm cell differentiation;GO:0007338|single fertilization;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G066100.v6.10.6722289 0.00065 down no Phosphatidylinositol glycan anchor biosynthesis class U proteinpfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.GO:0006506|GPI anchor biosynthetic process;GO:0042765|GPI-anchor transamidase complex;. K05293

Manes.01G066200.v6.11.2361823 0.01876 up no . pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. . . .

Manes.01G066800.v6.10.896254 0.32515 down no Lysophospholipid acyltransferase 1pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.GO:0019375|galactolipid biosynthetic process;GO:0045017|glycerolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0047184|1-acylglycerophosphocholine O-acyltransferase activity;GO:0071617|lysophospholipid acyltransferase activity;GO:0016746|transferase activity, transferring acyl groups;K13519

Manes.01G066900.v6.10.9542208 0.73751 down no BAG family molecular chaperone regulator 1pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005739|mitochondrion;. .

Manes.01G067700.v6.10.4175611 0.00073 down yes . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G068000.v6.10.8401174 0.19393 down no . pfam00638 Ran_BP1 RanBP1 domain.. . . .

Manes.01G068100.v6.10.2845167 6.83E-24 down yes Calcium-dependent protein kinase 17pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.01G068400.v6.11.516987 6.37E-06 up no SPX domain-containing membrane protein At4g22990pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.01G068800.v6.10.1737737 2.61E-13 down yes Molybdenum cofactor sulfurasepfam12252 SidE Dot/Icm substrate protein. This family of proteins is found in bacteria. Proteins in this family are typically between 397 and 1543 amino acids in length. This family is the SidE protein in the Dot/Icm pathway of Legionella pneumophila bacteria. There is little literature describing the family.GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0043545|molybdopterin cofactor metabolic process;. GO:0016829|lyase activity;GO:0008265|Mo-molybdopterin cofactor sulfurase activity;GO:0030151|molybdenum ion binding;GO:0030170|pyridoxal phosphate binding;GO:0016740|transferase activity;K15631

Manes.01G069700.v6.12.3619779 0.07269 up no Protein STAY-GREEN 1, chloroplasticpfam12638 Staygreen Staygreen protein. This family of proteins have been implicated in chlorophyll degradation. Intriguingly members of this family are also found in non-photosynthetic bacteria.GO:0015996|chlorophyll catabolic process;GO:0009535|chloroplast thylakoid membrane;. .

Manes.01G070500.v6.146.286709 4.99E-08 up yes Subtilisin-like protease SBT1.2pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0042127|regulation of cell proliferation;GO:0010103|stomatal complex morphogenesis;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009897|external side of plasma membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.01G070800.v6.17.41476 6.48E-29 up yes Growth-regulating factor 12pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.01G071200.v6.10.8274999 0.14671 down no Probable sodium/metabolite cotransporter BASS6, chloroplasticpfam01758 SBF Sodium Bile acid symporter family. This family consists of Na+/bile acid co-transporters. These transmembrane proteins function in the liver in the uptake of bile acids from portal blood plasma a process mediated by the co-transport of Na+. Also in the family is ARC3 from S. cerevisiae, a putative transmembrane protein involved in resistance to arsenic compounds.GO:0006810|transport;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;. .

Manes.01G071400.v6.11.192843 0.06532 up no Zinc finger A20 and AN1 domain-containing stress-associated protein 7pfam01754 zf-A20 A20-like zinc finger. The A20 Zn-finger of bovine/human Rabex5/rabGEF1 is a Ubiquitin Binding Domain. The zinc finger mediates self-association in A20. These fingers also mediate IL-1-induced NF-kappa B activation.. GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.01G071500.v6.11.0752165 0.46223 up no Armadillo repeat-containing kinesin-like protein 3pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.



Manes.01G071700.v6.10.3497755 8.09E-09 down yes . pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.01G072100.v6.10.8783866 0.17948 down no Methylsterol monooxygenase 1-1pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0080064|4,4-dimethyl-9beta,19-cyclopropylsterol oxidation;GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0000254|C-4 methylsterol oxidase activity;GO:0005506|iron ion binding;K14423

Manes.01G072500.v6.1Inf 9.24E-05 up yes SNARE-interacting protein KEULEpfam04790 Sarcoglycan_1 Sarcoglycan complex subunit protein. The dystrophin glycoprotein complex (DGC) is a membrane-spanning complex that links the interior cytoskeleton to the extracellular matrix in muscle. The sarcoglycan complex is a subcomplex within the DGC and is composed of several muscle-specific, transmembrane proteins (alpha-, beta-, gamma-, delta- and zeta-sarcoglycan). The sarcoglycans are asparagine-linked glycosylated proteins with single transmembrane domains. This family contains beta, gamma and delta members.GO:0007049|cell cycle;GO:0051301|cell division;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005773|vacuole;. K15292

Manes.01G072600.v6.1Inf 0.01269 up yes . pfam11945 WASH_WAHD WAHD domain of WASH complex. This domain forms part of the WASH-complex of domains and proteins that activates the Arp2/3 complex, see pfam04062. The Arp2/3 complex regulates endocytosis, sorting, and trafficking within the cell. The WAHD domain attaches to the FAM21 proteins via its N-terminal residues and to the microtubules via its C-terminal residues.. . . .

Manes.01G073400.v6.10.9096088 0.3434 down no . pfam10248 Mlf1IP Myelodysplasia-myeloid leukemia factor 1-interacting protein. This entry is the conserved central region of a group of proteins that are putative transcriptional repressors. The structure contains a putative 14-3-3 binding motif involved in the subcellular localisation of various regulatory molecules, and it may be that interaction with the transcription factor DREF could be regulated through this motif. DREF regulates proliferation-related genes in Drosophila. Mlf1IP is expressed in both the nuclei and the cytoplasm and thus may have multi-functions.. . . .

Manes.01G073700.v6.10.6342023 4.06E-05 down no Putative transferase CAF17, mitochondrialpfam01571 GCV_T Aminomethyltransferase folate-binding domain. This is a family of glycine cleavage T-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. The T-protein is an aminomethyl transferase.GO:0016226|iron-sulfur cluster assembly;GO:0005759|mitochondrial matrix;GO:0016740|transferase activity;.

Manes.01G074600.v6.11.0608794 0.85993 up no Lipid transfer-like protein VASpfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;GO:0031225|anchored component of membrane;GO:0008289|lipid binding;.

Manes.01G074700.v6.10.8741344 0.1513 down no . pfam05536 Neurochondrin Neurochondrin. This family contains several eukaryotic neurochondrin proteins. Neurochondrin induces hydroxyapatite resorptive activity in bone marrow cells resistant to bafilomycin A1, an inhibitor of macrophage- and osteoclast-mediated resorption. Expression of the gene is localized to chondrocyte, osteoblast, and osteocyte in the bone and to the hippocampus and Purkinje cell layer of cerebellum in the brain.. . . .

Manes.01G074900.v6.10.5475358 0.00014 down no 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.01G075000.v6.10.8948436 0.25948 down no Elongation factor G-1, chloroplasticpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K02355

Manes.01G075100.v6.10.5852632 6.40E-07 down no Hsp70-Hsp90 organizing protein 3pfam13414 TPR_11 TPR repeat. GO:0051131|chaperone-mediated protein complex assembly;GO:0010286|heat acclimation;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051879|Hsp90 protein binding;GO:0070678|preprotein binding;K09553

Manes.01G075600.v6.1NA NA -- no Probable pectinesterase 49pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.01G075800.v6.112.759453 0.01084 up yes . pfam10104 Brr6_like_C_C Di-sulfide bridge nucleocytoplasmic transport domain. Brr6_like_C_C is the highly conserved C-terminal region of a group of proteins found in fungi. It carries four highly conserved cysteine residues. It is suggested that members of the family interact with each other via di-sulfide bridges to form a complex which is involved in nucleocytoplasmic transport. Brr6 in yeast is an essential integral membrane protein of the NE-ER, wit two predicted transmembrane domains, and is a dosage suppressor of Apq12, pfam12716.. . . .

Manes.01G076000.v6.12.8997973 6.73E-05 up yes NAC domain-containing protein 7pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:1901348|positive regulation of secondary cell wall biogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048759|xylem vessel member cell differentiation;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G076400.v6.11.0490161 0.65933 up no Monocopper oxidase-like protein SKU5pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.01G076600.v6.11.0522871 0.58204 up no Transaldolasepfam00923 Transaldolase Transaldolase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0004801|sedoheptulose-7-phosphate:D-glyceraldehyde-3-phosphate glyceronetransferase activity;K00616

Manes.01G077000.v6.10.8168652 0.04525 down no Flavin-containing monooxygenase FMO GS-OX-like 4pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.. GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;.

Manes.01G077300.v6.10.6238991 0.14298 down no Probable WRKY transcription factor 11pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G077400.v6.10.3258614 2.01E-07 down yes Adenine phosphoribosyltransferase 4pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.01G077500.v6.10.6338333 0.0149 down no Probable lipid phosphate phosphatase betapfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.. GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.01G078600.v6.1Inf 0.1623 up no 14 kDa proline-rich protein DC2.15pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. GO:0016021|integral component of membrane;. .

Manes.01G079500.v6.10.8503064 0.12912 down no . pfam03253 UT Urea transporter. Members of this family transport urea across membranes. The family includes a bacterial homologue, Actinobacillus pleuropneumoniae urea transport protein Utp.. . . .

Manes.01G079600.v6.11.8638125 3.24E-07 up no . pfam10197 Cir_N N-terminal domain of CBF1 interacting co-repressor CIR. This is a 45 residue conserved region at the N-terminal end of a family of proteins referred to as CIRs (CBF1-interacting co-repressors). CBF1 (centromere-binding factor 1) acts as a transcription factor that causes repression by binding specifically to GTGGGAA motifs in responsive promoters, and it requires CIR as a co-repressor. CIR binds to histone deacetylase and to SAP30 and serves as a linker between CBF1 and the histone deacetylase complex.. . . .

Manes.01G079700.v6.10.8229836 0.08614 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G080000.v6.10.5727837 0.00063 down no Phosphatidylinositol/phosphatidylcholine transfer protein SFH11pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.01G080300.v6.10.6875898 0.00151 down no Chaperone protein dnaJ 13pfam11875 DUF3395 Domain of unknown function (DUF3395). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 147 to 176 amino acids in length. This domain is found associated with pfam00226.GO:0055122|response to very low light intensity stimulus;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0016021|integral component of membrane;GO:0009536|plastid;. K09531

Manes.01G080400.v6.10.5311834 0.00419 down no . pfam15244 HSD3 Hydroxy-steroid dehydrogenase. This family also goes by the name of Spermatogenesis-associated protein 7 or SPAT7. It is an aldo-keto reductase (AKR) human type 3 3-alpha-hydroxy-steroid dehydrogenase (H3-alpha-HSD3, AKR1C2), and it plays a crucial role in the regulation of the intracellular concentrations of testosterone and 5-alpha-dihydrotestosterone (5-alpha-DHT), two steroids directly linked to the aetiology and the progression of many prostate diseases and cancer. Mutations in the gene cause Leber congenital amaurosis (LCA) and juvenile retinitis pigmentosa (RP), the most common hereditary causes of visual impairment in infants and children.. . . .

Manes.01G080500.v6.1Inf 0.35135 up no Protein EXORDIUM-like 5pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005615|extracellular space;. .

Manes.01G080700.v6.10.8904664 0.3509 down no . pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.01G080800.v6.11.4590008 0.00021 up no Asparagine--tRNA ligase, chloroplastic/mitochondrialpfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006421|asparaginyl-tRNA aminoacylation;GO:0048481|ovule development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0004816|asparagine-tRNA ligase activity;GO:0005524|ATP binding;GO:0003677|DNA binding;K01893

Manes.01G081000.v6.10.598107 0.00156 down no Zinc finger protein ZAT4pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G081100.v6.18.0929132 0.00027 up yes WAT1-related protein At5g47470pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.01G081200.v6.12.3116124 4.77E-09 up yes . pfam12225 MTHFR_C Methylene-tetrahydrofolate reductase C terminal. This family is found in bacteria and archaea, and is approximately 100 amino acids in length. There is a conserved NGPCGG sequence motif. This family is the C terminal of methylene-tetrahydrofolate reductase. This protein reduces FAD using the reducing equivalents from reduced FAD, subsequently reduces tetrahydrofolate. The C terminal of MTHFR contains the FAD binding site and is the catalytic portion of the enzyme.. . . .

Manes.01G081400.v6.11.0210856 0.80739 up no . pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.01G081500.v6.10.7322516 0.00176 down no . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.01G081800.v6.10.6805943 0.00101 down no . pfam05703 Auxin_canalis Auxin canalisation. This domain is frequently found at the N-terminus of proteins containing pfam08458 at the C-terminus. It is a component of the auto-regulatory loop which enables auxin canalisation by recruitment of the PIN1 auxin efflux protein to the cell membrane.. . . .

Manes.01G082000.v6.10.3632656 0.00042 down yes . pfam13301 DUF4079 Protein of unknown function (DUF4079). This is an uncharacterized family of proteins.. . . .

Manes.01G082200.v6.11.1188132 0.30863 up no Phosphatidylserine decarboxylase proenzyme 1, mitochondrialpfam02666 PS_Dcarbxylase Phosphatidylserine decarboxylase. This is a family of phosphatidylserine decarboxylases, EC:4.1.1.65.  These enzymes catalyse the reaction: Phosphatidyl-L-serine <=> phosphatidylethanolamine + CO2. Phosphatidylserine decarboxylase plays a central role in the biosynthesis of aminophospholipids by converting phosphatidylserine to phosphatidylethanolamine.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0004609|phosphatidylserine decarboxylase activity;K01613

Manes.01G082400.v6.10.2903694 1.51E-05 down yes DNA mismatch repair protein MSH4pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0051026|chiasma assembly;GO:0045143|homologous chromosome segregation;GO:0010777|meiotic mismatch repair involved in reciprocal meiotic recombination;GO:0007131|reciprocal meiotic recombination;GO:0007129|synapsis;GO:0000794|condensed nuclear chromosome;GO:0043073|germ cell nucleus;GO:0009506|plasmodesma;GO:0000795|synaptonemal complex;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0030983|mismatched DNA binding;K08740

Manes.01G082900.v6.10.8724038 0.61311 down no Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G083500.v6.1Inf 2.44E-10 up yes . pfam09742 Dymeclin Dyggve-Melchior-Clausen syndrome protein. Dymeclin (Dyggve-Melchior-Clausen syndrome protein) contains a large number of leucine and isoleucine residues and a total of 17 repeated dileucine motifs. It is characteristically about 700 residues long and present in plants and animals. Mutations in the gene coding for this protein in humans give rise to the disorder Dyggve-Melchior-Clausen syndrome (DMC, MIM 223800) which is an autosomal-recessive disorder characterized by the association of a spondylo-epi-metaphyseal dysplasia and mental retardation. DYM transcripts are widely expressed throughout human development and Dymeclin is not an integral membrane protein of the ER, but rather a peripheral membrane protein dynamically associated with the Golgi apparatus.. . . .

Manes.01G083600.v6.111.766235 2.70E-11 up yes Alcohol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;.

Manes.01G083800.v6.10.7882356 0.07302 down no . pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.01G084100.v6.10.8119476 0.14665 down no 1-aminocyclopropane-1-carboxylate oxidasepfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009693|ethylene biosynthetic process;. GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.01G084300.v6.12.5286426 1.22E-21 up yes . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.01G084600.v6.10.8790258 0.25284 down no Putative dual specificity protein phosphatase DSP8pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.01G084700.v6.10.682132 0.00013 down no Palmitoyl-protein thioesterase 1pfam02089 Palm_thioest Palmitoyl protein thioesterase.GO:0044257|cellular protein catabolic process;GO:0007005|mitochondrion organization;GO:0018991|oviposition;GO:0009791|post-embryonic development;GO:0002084|protein depalmitoylation;GO:0006898|receptor-mediated endocytosis;GO:0005764|lysosome;GO:0008474|palmitoyl-(protein) hydrolase activity;K01074

Manes.01G084900.v6.10.7178809 0.00617 down no DeSI-like protein At4g17486pfam05903 Peptidase_C97 PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.01G085100.v6.10.1879246 0.0001 down yes Ethylene-responsive transcription factor 6pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0009644|response to high light intensity;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G085200.v6.16.0098991 2.56E-29 up yes Ethylene-responsive transcription factor 5pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G085400.v6.1148.1738 ####### up yes Ethylene-responsive transcription factor 1Apfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G085600.v6.147.982211 2.79E-09 up yes G-type lectin S-receptor-like serine/threonine-protein kinase RLK1pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G085700.v6.12.4193446 1.86E-08 up yes Ubiquitin carboxyl-terminal hydrolase isozyme L3pfam01088 Peptidase_C12 Ubiquitin carboxyl-terminal hydrolase, family 1.GO:0016579|protein deubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0004843|ubiquitin-specific protease activity;K05609

Manes.01G085800.v6.13.4606262 6.04E-06 up yes AP2/ERF and B3 domain-containing transcription factor At1g50680pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09287

Manes.01G086100.v6.13.0760513 5.95E-10 up yes Phospholipase A1-Ibeta2, chloroplasticpfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047714|galactolipase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0004806|triglyceride lipase activity;.

Manes.01G086400.v6.11.8338304 7.12E-10 up no GTP-binding protein YPTM2pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.01G086500.v6.10.461632 0.00062 down yes . pfam09480 PrgH Type III secretion system protein PrgH-EprH (PrgH). In Salmonella, the gene encoding this protein is part of a four-gene operon PrgHIJK, while in other organisms it is found in type III secretion operons. PrgH has been shown to be required for type III secretion and is a structural component of the needle complex, which is the core component of type III secretion systems.. . . .

Manes.01G086600.v6.10.3972046 0.00244 down yes Hyoscyamine 6-dioxygenasepfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.01G086800.v6.11.3789258 0.04022 up no . pfam10401 IRF-3 Interferon-regulatory factor 3. This is the interferon-regulatory factor 3 chain of the hetero-dimeric structure which also contains the shorter chain CREB-binding protein. These two subunits make up the DRAF1 (double-stranded RNA-activated factor 1).  Viral dsRNA produced during viral transcription or replication leads to the activation of DRAF1. The DNA-binding specificity of DRAF1 correlates with transcriptional induction of ISG (interferon-alpha,beta-stimulated gene). IRF-3 preexists in the cytoplasm of uninfected cells and translocates to the nucleus following viral infection. Translocation of IRF-3 is accompanied by an increase in serine and threonine phosphorylation, and association with the CREB coactivator occurs only after infection.. . . .

Manes.01G086900.v6.10.9442326 0.89419 down no Putative glycerol-3-phosphate transporter 4pfam07690 MFS_1 Major Facilitator Superfamily.GO:0006820|anion transport;GO:0008643|carbohydrate transport;GO:0055062|phosphate ion homeostasis;GO:0035435|phosphate ion transmembrane transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015315|organophosphate:inorganic phosphate antiporter activity;K13783

Manes.01G087000.v6.10.8642842 0.18216 down no 50S ribosomal protein L19-1, chloroplasticpfam01245 Ribosomal_L19 Ribosomal protein L19.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02884

Manes.01G087100.v6.11.6225991 0.02959 up no . pfam06432 GPI2 Phosphatidylinositol N-acetylglucosaminyltransferase. Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins. The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This step involves products of three or four genes in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.. . . .

Manes.01G087400.v6.12.3505533 6.10E-22 up yes Bax inhibitor 1pfam01027 Bax1-I Inhibitor of apoptosis-promoting Bax1. Programmed cell-death involves a set of Bcl-2 family proteins, some of which inhibit apoptosis (Bcl-2 and Bcl-XL) and some of which promote it (Bax and Bak). Human Bax inhibitor, BI-1, is an evolutionarily conserved integral membrane protein containing multiple membrane-spanning segments predominantly localized to intracellular membranes. It has 6-7 membrane-spanning domains. The C termini of the mammalian BI-1 proteins are comprised of basic amino acids resembling some nuclear targeting sequences, but otherwise the predicted proteins lack motifs that suggest a function. As plant BI-1 appears to localize predominantly to the ER, we hypothesized that plant BI-1 could also regulate cell death triggered by ER stress. BI-1 appears to exert its effect through an interaction with calmodulin. The budding yeast member of this family has been found unexpectedly to encode a BH3 domain-containing protein (Ybh3p) that regulates the mitochondrial pathway of apoptosis in a phylogenetiGO:0006983|ER overload response;GO:0043066|negative regulation of apoptotic process;GO:0043069|negative regulation of programmed cell death;GO:0009414|response to water deprivation;GO:0000038|very long-chain fatty acid metabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005635|nuclear envelope;. .

Manes.01G087600.v6.10.8963874 0.53042 down no . pfam06317 Arena_RNA_pol Arenavirus RNA polymerase. This family consists of several Arenavirus RNA polymerase proteins (EC:2.7.7.48).. . . .

Manes.01G087700.v6.10.6893683 0.0003 down no Histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH6pfam02182 SAD_SRA SAD/SRA domain. The domain goes by several names including SAD, SRA and YDG. It adopts a beta barrel, modified PUA-like, fold that is widely present in eukaryotic chromatin proteins and in bacteria. Versions of this domain are known to bind hemi-methylated CpG dinucleotides and also other 5mC containing dinucleotides. The domain binds DNA by flipping out the methylated cytosine base from the DNA double helix.The conserved tyrosine and aspartate residues and a glycine rich patch are critical for recognition of the flipped out base. Mammalian UHRF1 that contains this domain plays an important role in maintenance of methylation at CpG dinucleotides by recruiting DNMT1 to hemimethylated sites associated with replication forks. The SAD/SRA domain has been combined with other domains involved in the ubiquitin pathway on multiple occasions and such proteins link recognition of DNA methylation to chromatin-protein ubiquitination. The domain is also found in species that lack DNA methylation, such as certain apicompleGO:0016571|histone methylation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008327|methyl-CpG binding;GO:0010428|methyl-CpNpG binding;GO:0010429|methyl-CpNpN binding;GO:0008168|methyltransferase activity;GO:0008270|zinc ion binding;K11420

Manes.01G087900.v6.10.8046201 0.02475 down no ATP-dependent Clp protease proteolytic subunit-related protein 4, chloroplasticpfam00574 CLP_protease Clp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.GO:0010468|regulation of gene expression;GO:0000302|response to reactive oxygen species;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0009532|plastid stroma;GO:0004252|serine-type endopeptidase activity;K01358

Manes.01G088500.v6.10.7916019 0.06953 down no . pfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.. . . .

Manes.01G088700.v6.16.0490563 2.30E-24 up yes Subtilisin-like protease SBT4.14pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.01G089200.v6.10.4118906 7.08E-05 down yes Putative glucose-6-phosphate 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.01G089500.v6.1Inf 0.08543 up no Germin-like protein 9-3pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.01G089600.v6.10.6567027 8.34E-05 down no Phospho-2-dehydro-3-deoxyheptonate aldolase 1, chloroplasticpfam01474 DAHP_synth_2 Class-II DAHP synthetase family. Members of this family are aldolase enzymes that catalyse the first step of the shikimate pathway.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009507|chloroplast;GO:0003849|3-deoxy-7-phosphoheptulonate synthase activity;K01626

Manes.01G089800.v6.11.0640404 0.55686 up no . pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.. . . .

Manes.01G090100.v6.11.5776982 1.01E-05 up no ATP-dependent RNA helicase SUPV3L1, mitochondrialpfam00271 Helicase_C Helicase conserved C-terminal domain. The Prosite family is restricted to DEAD/H helicases, whereas this domain family is found in a wide variety of helicases and helicase related proteins. It may be that this is not an autonomously folding unit, but an integral part of the helicase.GO:0070827|chromatin maintenance;GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0000958|mitochondrial mRNA catabolic process;GO:0035946|mitochondrial mRNA surveillance;GO:0035945|mitochondrial ncRNA surveillance;GO:0000965|mitochondrial RNA 3'-end processing;GO:2000827|mitochondrial RNA surveillance;GO:0070584|mitochondrion morphogenesis;GO:0043066|negative regulation of apoptotic process;GO:0030307|positive regulation of cell growth;GO:0000962|positive regulation of mitochondrial RNA catabolic process;GO:0006401|RNA catabolic process;GO:0045025|mitochondrial degradosome;GO:0005759|mitochondrial matrix;GO:0042645|mitochondrial nucleoid;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0034458|3'-5' RNA helicase activity;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;GO:0003725|double-stranded RNA binding;GO:0004386|helicase activity;GO:0044822|poly(A) RNA binding;GO:0042803|protein homodimerization activity;GO:0003723|RNA binding;K17675

Manes.01G090200.v6.10.6190011 8.78E-06 down no Protease Do-like 8, chloroplasticpfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.GO:0010206|photosystem II repair;GO:0006508|proteolysis;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0008233|peptidase activity;GO:0004252|serine-type endopeptidase activity;.

Manes.01G090300.v6.11.0173455 0.99987 up no Protein FEZ pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G090400.v6.10.8502836 0.10356 down no 60S ribosomal protein L34pfam01199 Ribosomal_L34e Ribosomal protein L34e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G090700.v6.12.393756 9.01E-23 up yes Myb-related protein 306pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G091100.v6.10.7374682 0.00489 down no Gibberellin-regulated protein 4pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0045454|cell redox homeostasis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005623|cell;GO:0005576|extracellular region;. .

Manes.01G091400.v6.10.8377383 0.4729 down no Vacuolar amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.01G091500.v6.10.2030666 2.65E-06 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G091700.v6.10.4886706 0.04013 down no Granule-bound starch synthase 2, chloroplastic/amyloplasticpfam08323 Glyco_transf_5 Starch synthase catalytic domain.GO:0010021|amylopectin biosynthetic process;GO:0019375|galactolipid biosynthetic process;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0001666|response to hypoxia;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;K00703

Manes.01G092000.v6.10.9076708 0.62351 down no Uncharacterized protein At5g19025pfam08881 CVNH CVNH domain. CyanoVirin-N Homology domains are found in the sugar-binding antiviral protein cyanovirin-N (CVN) as well as filamentous ascomycetes and in the fern Ceratopteris richardii.GO:0006412|translation;GO:0016021|integral component of membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G092100.v6.17.7870018 ####### up yes Cyclic dof factor 2pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G092300.v6.15.0447955 3.31E-10 up yes Probable calcium-binding protein CML45pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.01G092600.v6.10.2512202 9.52E-16 down yes Expansin-A15pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.01G093100.v6.10.3766373 0.00259 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G093200.v6.11.0262376 0.99145 up no NAC domain-containing protein 100pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G093400.v6.10.9631261 0.71192 down no Cystathionine gamma-synthase 1, chloroplasticpfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0009086|methionine biosynthetic process;GO:0001887|selenium compound metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003962|cystathionine gamma-synthase activity;GO:0030170|pyridoxal phosphate binding;K01739



Manes.01G094200.v6.10.3687966 6.91E-11 down yes Transcription factor TCP13pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G094300.v6.11.3748263 0.00123 up no Transcription initiation factor TFIID subunit 8pfam07524 Bromo_TP Bromodomain associated. This domain is predicted to bind DNA and is often found associated with pfam00439 and in transcription factors. It has a histone-like fold.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. K14649

Manes.01G094400.v6.12.5558211 5.20E-07 up yes . pfam00844 Gemini_coat Geminivirus coat protein/nuclear export factor BR1 family. It has been shown that the 104 N-terminal amino acids of the maize streak virus coat protein bind DNA non- specifically. This family also includes various geminivirus movement proteins that are nuclear export factors or shuttles. One member BR1 facilitates the export of both ds and ss DNA form the nucleus.. . . .

Manes.01G095300.v6.10.2946648 2.29E-09 down yes Phenolic glucoside malonyltransferase 1pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0050736|O-malonyltransferase activity;.

Manes.01G095400.v6.10.8005529 1 down no Phenolic glucoside malonyltransferase 1pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0050736|O-malonyltransferase activity;.

Manes.01G095900.v6.11.1096054 0.23898 up no Serine carboxypeptidase-like 25pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.01G096100.v6.11.820729 8.12E-11 up no . pfam12095 DUF3571 Protein of unknown function (DUF3571). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 85 to 97 amino acids in length.. . . .

Manes.01G096600.v6.10.2159073 5.37E-08 down yes UDP-glycosyltransferase 83A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.01G097200.v6.15.8041521 2.55E-57 up yes . pfam12119 DUF3581 Protein of unknown function (DUF3581). This protein is found in bacteria. Proteins in this family are about 240 amino acids in length.. . . .

Manes.01G097300.v6.10.2803247 0.0003 down yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.01G097500.v6.11.973396 1.42E-06 up no Biotin carboxyl carrier protein of acetyl-CoA carboxylase 2, chloroplasticpfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.01G097900.v6.12.6108614 2.29E-16 up yes UDP-glucose 6-dehydrogenase 1pfam03721 UDPG_MGDP_dh_NUDP-glucose/GDP-mannose dehydrogenase family, NAD binding domain. The UDP-glucose/GDP-mannose dehydrogenaseses are a small group of enzymes which possesses the ability to catalyse the NAD-dependent 2-fold oxidation of an alcohol to an acid without the release of an aldehyde intermediate.GO:0006065|UDP-glucuronate biosynthetic process;. GO:0051287|NAD binding;GO:0003979|UDP-glucose 6-dehydrogenase activity;K00012

Manes.01G098500.v6.10.6108405 0.00111 down no Membrane-anchored ubiquitin-fold protein 1pfam13881 Rad60-SLD_2 Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.01G098600.v6.10.789996 0.01397 down no Chaperone protein ClpB3, chloroplasticpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0009658|chloroplast organization;GO:0016485|protein processing;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009532|plastid stroma;GO:0005524|ATP binding;K03695

Manes.01G098700.v6.10.7226407 0.06774 down no . pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. . . .

Manes.01G098800.v6.10.6585336 0.00016 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.01G099000.v6.12.5541104 1.94E-26 up yes . pfam07839 CaM_binding Plant calmodulin-binding domain. The sequences featured in this family are found repeated in a number of plant calmodulin-binding proteins and are thought to constitute the calmodulin-binding domains. Binding of the proteins to calmodulin depends on the presence of calcium ions. These proteins are thought to be involved in various processes, such as plant defence responses and stolonisation or tuberization.. . . .

Manes.01G099100.v6.10.9812136 0.84172 down no . pfam14234 DUF4336 Domain of unknown function (DUF4336).. . . .

Manes.01G099200.v6.10.9062741 0.33395 down no . pfam13445 zf-RING_UBOX RING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.. . . .

Manes.01G099300.v6.10.3286948 4.46E-09 down yes Cyclic nucleotide-gated ion channel 2pfam00027 cNMP_binding Cyclic nucleotide-binding domain.GO:0070588|calcium ion transmembrane transport;GO:0006952|defense response;GO:0007263|nitric oxide mediated signal transduction;GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005622|intracellular;GO:0005262|calcium channel activity;GO:0005516|calmodulin binding;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005222|intracellular cAMP activated cation channel activity;GO:0005221|intracellular cyclic nucleotide activated cation channel activity;GO:0005242|inward rectifier potassium channel activity;K05391

Manes.01G099500.v6.11.0016461 0.95329 up no Probable mitochondrial saccharopine dehydrogenase-like oxidoreductase At5g39410pfam03435 Saccharop_dh Saccharopine dehydrogenase. This family comprised of three structural domains that can not be separated in the linear sequence. In some organisms this enzyme is found as a bifunctional polypeptide with lysine ketoglutarate reductase. The saccharopine dehydrogenase can also function as a saccharopine reductase.. GO:0009941|chloroplast envelope;GO:0016020|membrane;GO:0031966|mitochondrial membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;.

Manes.01G099800.v6.10.4625653 0.00022 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G100000.v6.11.7402634 6.47E-06 up no Lamin-like proteinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.01G100100.v6.11.8102512 1.09E-07 up no U3 small nucleolar ribonucleoprotein protein IMP3pfam01479 S4 S4 domain. The S4 domain is a small domain consisting of 60-65 amino acid residues that was detected in the bacterial ribosomal protein S4, eukaryotic ribosomal S9, two families of pseudouridine synthases, a novel family of predicted RNA methylases, a yeast protein containing a pseudouridine synthetase and a deaminase domain, bacterial tyrosyl-tRNA synthetases, and a number of uncharacterized, small proteins that may be involved in translation regulation. The S4 domain probably mediates binding to RNA.GO:0006364|rRNA processing;GO:0034457|Mpp10 complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;GO:0030519|snoRNP binding;K14560

Manes.01G100200.v6.17.7697788 8.36E-18 up yes . pfam06836 DUF1240 Protein of unknown function (DUF1240). This family consists of a number of hypothetical putative membrane proteins which seem to be specific to Yersinia pestis. The function of this family is unknown.. . . .

Manes.01G100700.v6.11.2073471 0.24456 up no . pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.. . . .

Manes.01G101000.v6.119.800997 0.00028 up yes Ethylene-responsive transcription factor RAP2-11pfam04954 SIP Siderophore-interacting protein.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G102000.v6.10.364065 3.01E-07 down yes . pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.. . . .

Manes.01G102300.v6.10.2606716 1.38E-09 down yes . pfam12842 DUF3819 Domain of unknown function (DUF3819). This is an uncharacterized domain that is found on the CCR4-Not complex component Not1. Not1 is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.. . . .

Manes.01G102600.v6.10.3677562 0.13709 down no PI-PLC X domain-containing protein At5g67130pfam01683 EB EB module. This domain has no known function. It is found in several C. elegans proteins. The domain contains 8 conserved cysteines that probably form four disulphide bridges. This domain is found associated with kunitz domains pfam00014.GO:0006629|lipid metabolic process;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008081|phosphoric diester hydrolase activity;.

Manes.01G102800.v6.10.2623996 6.02E-07 down yes Cytochrome P450 85Apfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G103000.v6.11.1834694 0.08248 up no Probable tRNA (guanine(26)-N(2))-dimethyltransferase 2pfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . GO:0004809|tRNA (guanine-N2-)-methyltransferase activity;GO:0000049|tRNA binding;K00555

Manes.01G103300.v6.10.710902 0.0102 down no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.01G104100.v6.10.7191605 0.02611 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G104300.v6.10.4256686 5.18E-14 down yes Phosphatidylinositol 4-kinase gamma 7pfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0046854|phosphatidylinositol phosphorylation;GO:0046777|protein autophosphorylation;. GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0005524|ATP binding;.

Manes.01G104400.v6.10.3994858 8.95E-13 down yes Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At5g15730pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G104700.v6.11.1537009 0.1229 up no Alpha/beta hydrolase domain-containing protein 17Bpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016020|membrane;GO:0016787|hydrolase activity;.

Manes.01G105000.v6.11.3438462 0.00184 up no Probable sodium-coupled neutral amino acid transporter 6pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006814|sodium ion transport;GO:0005887|integral component of plasma membrane;GO:0015171|amino acid transmembrane transporter activity;K14993

Manes.01G105200.v6.121.21994 0.00036 up yes . pfam00001 7tm_1 7 transmembrane receptor (rhodopsin family). This family contains, amongst other G-protein-coupled receptors (GCPRs), members of the opsin family, which have been considered to be typical members of the rhodopsin superfamily. They share several motifs, mainly the seven transmembrane helices, GCPRs of the rhodopsin superfamily. All opsins bind a chromophore, such as 11-cis-retinal. The function of most opsins other than the photoisomerases is split into two steps: light absorption and G-protein activation. Photoisomerases, on the other hand, are not coupled to G-proteins - they are thought to generate and supply the chromophore that is used by visual opsins.. . . .

Manes.01G105600.v6.10.692583 0.00047 down no 6-phosphogluconate dehydrogenase, decarboxylating 3pfam00393 6PGD 6-phosphogluconate dehydrogenase, C-terminal domain. This family represents the C-terminal all-alpha domain of 6-phosphogluconate dehydrogenase.   The domain contains two structural repeats of 5 helices each.GO:0019521|D-gluconate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0009651|response to salt stress;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005777|peroxisome;GO:0050661|NADP binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;K00033

Manes.01G105800.v6.15.3578482 1.50E-08 up yes Protein GLUTAMINE DUMPER 4pfam13877 RPAP3_C Potential Monad-binding region of RPAP3. This domain is found at the C-terminus of RNA-polymerase II-associated proteins. These proteins bind to Monad and are involved in regulating apoptosis.   They contain TPR-repeats towards the N_terminus.GO:0006865|amino acid transport;GO:0080143|regulation of amino acid export;GO:0016021|integral component of membrane;. .

Manes.01G105900.v6.15.4159477 3.37E-22 up yes Protein GLUTAMINE DUMPER 4pfam14221 DUF4330 Domain of unknown function (DUF4330). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 165 and 177 amino acids in length. There is a single completely conserved residue G that may be functionally important.GO:0006865|amino acid transport;GO:0080143|regulation of amino acid export;GO:0016021|integral component of membrane;. .

Manes.01G106000.v6.10.8665271 0.14716 down no Biogenesis of lysosome-related organelles complex 1 subunit 2pfam10046 BLOC1_2 Biogenesis of lysosome-related organelles complex-1 subunit 2. Members of this family of proteins play a role in cellular proliferation, as well as in the biogenesis of specialized organelles of the endosomal-lysosomal system.. GO:0031083|BLOC-1 complex;GO:0005768|endosome;. K16750

Manes.01G106200.v6.11.966314 2.01E-14 up no Zinc finger protein CONSTANS-LIKE 2pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009658|chloroplast organization;GO:0009909|regulation of flower development;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G106300.v6.10.6057964 1.27E-06 down no Protein NSP-INTERACTING KINASE 1pfam00069 Pkinase Protein kinase domain.GO:0051607|defense response to virus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G106600.v6.113.381525 ####### up yes S-adenosylmethionine decarboxylase proenzymepfam01536 SAM_decarbox Adenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.GO:0006557|S-adenosylmethioninamine biosynthetic process;GO:0008295|spermidine biosynthetic process;GO:0006597|spermine biosynthetic process;. GO:0004014|adenosylmethionine decarboxylase activity;.

Manes.01G106700.v6.116.494022 3.01E-66 up yes . pfam08132 AdoMetDC_leaderS-adenosyl-l-methionine decarboxylase leader peptide. This family consists of the S-adenosyl-l-methionine decarboxylase (AdoMetDC) leader peptides. AdoMetDC is a key regulatory enzymes in the biosynthesis of polyamines. All expressed plant AdoMetDC mRNA 5' leader sequences contain a highly conserved pair of overlapping upstream ORFs (uORFs) that overlap by one base. Sequences of the small uORFs are highly conserved between monocot, dicot and gymnosperm AdoMetDC mRNA species, suggesting a translational regulatory mechanism.. . . .

Manes.01G106800.v6.11.0288584 0.7805 up no EVI5-like proteinpfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:1902018|negative regulation of cilium assembly;GO:0043547|positive regulation of GTPase activity;. GO:0005096|GTPase activator activity;GO:0017137|Rab GTPase binding;.

Manes.01G106900.v6.10.2289037 1.94E-10 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.01G107200.v6.10.6424939 0.00054 down no . pfam06162 DUF976 Caenorhabditis elegans protein of unknown function (DUF976). This family consists of several hypothetical Caenorhabditis elegans proteins of unknown function.. . . .

Manes.01G107500.v6.11.2710088 0.00929 up no Histone acetyltransferase HAC12pfam08214 KAT11 Histone acetylation protein. Histone acetylation is required in many cellular processes including transcription, DNA repair, and chromatin assembly. This family contains the fungal KAT11 protein (previously known as RTT109) which is required for H3K56 acetylation. Loss of KAT11 results in the loss of H3K56 acetylation, both on bulk histone and on chromatin. KAT11 and H3K56 acetylation appear to correlate with actively transcribed genes and associate with the elongating form of Pol II in yeast. This family also incorporates the p300/CBP histone acetyltransferase domain which has different catalytic properties and cofactor regulation to KAT11.GO:0009908|flower development;GO:0006473|protein acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.

Manes.01G108200.v6.14.5109069 0.00211 up yes . pfam00421 PSII Photosystem II protein.. . . .

Manes.01G108300.v6.10.2805202 1.33E-23 down yes . pfam12780 AAA_8 P-loop containing dynein motor region D4. The 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This particular family is the D4 ATP-binding region of the motor.. . . .

Manes.01G108500.v6.11.0375862 0.74564 up no Cell division cycle-associated 7-like proteinpfam10497 zf-4CXXC_R1 Zinc-finger domain of monoamine-oxidase A repressor R1. R1 is a transcription factor repressor that inhibits monoamine oxidase A gene expression. This domain is a four-CXXC zinc finger putative DNA-binding domain found at the C-terminal end of R1. The domain carries 12 cysteines of which four pairs are of the CXXC type.GO:0008284|positive regulation of cell proliferation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;. .

Manes.01G109700.v6.11.0118882 0.88464 up no Probable dolichyl pyrophosphate Man9GlcNAc2 alpha-1,3-glucosyltransferasepfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.GO:0006486|protein glycosylation;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;K03848

Manes.01G110100.v6.114.975364 0.00107 up yes . pfam04388 Hamartin Hamartin protein. This family includes the hamartin protein which is thought to function as a tumor suppressor. The hamartin protein interacts with the tuberin protein pfam03542. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. TSC1 encodes a protein, hamartin, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. The TSC2 gene codes for tuberin pfam03542. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.01G110200.v6.12.0784966 0.0003 up yes . pfam14727 PHTB1_N PTHB1 N-terminus. This family includes the N-terminus of PTHB1 protein. This protein forms a part of the BBSome complex, which is required for ciliogenesis.. . . .

Manes.01G110300.v6.13.7379792 6.08E-37 up yes . pfam15255 CAP-ZIP_m WASH complex subunit CAP-Z interacting, central region. This domain is found on WASH complex subunits FAM21 and CAP-ZIP proteins, as well as on VPEF (vaccinia virus penetration factor). This family of proteins is found in eukaryotes. Proteins in this family are typically between 305 and 1321 amino acids in length. The exact function of this region is not known.. . . .

Manes.01G110400.v6.11.1199245 0.2577 up no Caffeoylshikimate esterasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.01G110500.v6.10.3581071 1.28E-13 down yes Caffeoylshikimate esterasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.01G110800.v6.11.2888904 0.03694 up no Mannose-6-phosphate isomerase 2pfam01238 PMI_typeI Phosphomannose isomerase type I. This is a family of Phosphomannose isomerase type I enzymes (EC 5.3.1.8).GO:0009298|GDP-mannose biosynthetic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009646|response to absence of light;GO:0046686|response to cadmium ion;GO:0046680|response to DDT;GO:0033591|response to L-ascorbic acid;GO:0009744|response to sucrose;GO:0010043|response to zinc ion;. GO:0004476|mannose-6-phosphate isomerase activity;GO:0008270|zinc ion binding;K01809

Manes.01G110900.v6.12.7504553 2.57E-20 up yes . pfam13398 Peptidase_M50B Peptidase M50B-like. This is a family of bacterial and plant peptidases in the same family as MEROPS:M50B.. . . .

Manes.01G111000.v6.13.3943537 4.08E-19 up yes . pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.01G111200.v6.10.6209417 1.33E-06 down no . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G111300.v6.12.8067772 2.58E-08 up yes . pfam06391 MAT1 CDK-activating kinase assembly factor MAT1. MAT1 is an assembly/targeting factor for cyclin-dependent kinase-activating kinase (CAK), which interacts with the transcription factor TFIIH. The domain found to the N-terminal side of this domain is a C3HC4 RING finger.. . . .

Manes.01G111700.v6.10.5489222 8.23E-07 down no Plastidic glucose transporter 4pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0005887|integral component of plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.01G111800.v6.10.9072672 0.321 down no Delta(7)-sterol-C5(6)-desaturasepfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0050046|lathosterol oxidase activity;.

Manes.01G112500.v6.11.6786595 0.13495 up no Probable non-specific lipid-transfer protein AKCS9pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.01G112700.v6.10.5463286 4.44E-09 down no Probable non-specific lipid-transfer protein AKCS9pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.01G112900.v6.10.701498 0.00048 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.01G113000.v6.13.4134318 0.0009 up yes Probable inactive leucine-rich repeat receptor-like protein kinase At1g66830pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.01G113100.v6.145.071374 ####### up yes . pfam10344 Fmp27 Mitochondrial protein from FMP27. This family contains mitochondrial FMP27 proteins which in yeasts together with SEN1 are long genes that exist in a looped conformation, effectively bringing together their promoter and terminator regions. Pol-II is located at both ends of FMP27 when this gene is transcribed from a GAL1 promoter under induced and non-induced conditions. The exact function of the Fmp27 protein is not certain.. . . .

Manes.01G113400.v6.13.4705509 4.97E-05 up yes . . . . . . . .

Manes.01G113700.v6.11.4021674 0.00024 up no 2-hydroxyacyl-CoA lyasepfam00205 TPP_enzyme_M Thiamine pyrophosphate enzyme, central domain. The central domain of TPP enzymes contains a 2-fold Rossman fold.. GO:0005829|cytosol;GO:0016831|carboxy-lyase activity;GO:0000287|magnesium ion binding;GO:0030976|thiamine pyrophosphate binding;K12261

Manes.01G113800.v6.11.6430621 1.96E-05 up no . pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.01G114100.v6.10.7832714 0.04564 down no Gamma-interferon-inducible lysosomal thiol reductasepfam03227 GILT Gamma interferon inducible lysosomal thiol reductase (GILT). This family includes the two characterized human gamma-interferon-inducible lysosomal thiol reductase (GILT) sequences. It also contains several other eukaryotic putative proteins with similarity to GILT. The aligned region contains three conserved cysteine residues. In addition, the two GILT sequences possess a C-X(2)-C motif that is shared by some of the other sequences in the family. This motif is thought to be associated with disulphide bond reduction.GO:0042590|antigen processing and presentation of exogenous peptide antigen via MHC class I;GO:0005576|extracellular region;GO:0005764|lysosome;GO:0016667|oxidoreductase activity, acting on a sulfur group of donors;K08059

Manes.01G114200.v6.17.6683479 1.48E-08 up yes Probable S-adenosylmethionine-dependent methyltransferase At5g38100pfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.01G114400.v6.1Inf 0.08944 up no . pfam07128 DUF1380 Protein of unknown function (DUF1380). This family consists of several hypothetical bacterial proteins of around 140 residues in length. Members of this family seem to be specific to Enterobacteria. The function of this family is unknown.. . . .

Manes.01G115700.v6.10.591414 0.00259 down no . pfam05090 VKG_Carbox Vitamin K-dependent gamma-carboxylase. Using reduced vitamin K, oxygen, and carbon dioxide, gamma-glutamyl carboxylase post-translationally modifies certain glutamates by adding carbon dioxide to the gamma position of those amino acids. In vertebrates, the modification of glutamate residues of target proteins is facilitated by an interaction between a propeptide present on target proteins and the gamma-glutamyl carboxylase.. . . .

Manes.01G116100.v6.10.9215698 0.43959 down no Double-stranded RNA-binding protein 4pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.. . GO:0003725|double-stranded RNA binding;.

Manes.01G116200.v6.11.9890258 1.57E-12 up no Pentatricopeptide repeat-containing protein At1g77360, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G116600.v6.11.3573864 0.00079 up no Probable fructokinase-6, chloroplasticpfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.01G116700.v6.113.16998 ####### up yes Probable calcium-binding protein CML23pfam13499 EF-hand_7 EF-hand domain pair.GO:0009909|regulation of flower development;GO:0080164|regulation of nitric oxide metabolic process;. GO:0005509|calcium ion binding;K13448

Manes.01G116800.v6.19.8336814 0.00659 up yes GDP-L-galactose phosphorylase 1pfam14895 PPPI_inhib Protein phosphatase 1 inhibitor. This family of proteins interacts with and inhibits the phosphatase activity of protein phosphatase 1 (PP1) complexes.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009408|response to heat;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010475|galactose-1-phosphate guanylyltransferase (GDP) activity;GO:0080048|GDP-D-glucose phosphorylase activity;GO:0010472|GDP-galactose:glucose-1-phosphate guanylyltransferase activity;GO:0010471|GDP-galactose:mannose-1-phosphate guanylyltransferase activity;GO:0010473|GDP-galactose:myoinositol-1-phosphate guanylyltransferase activity;GO:0010474|glucose-1-phosphate guanylyltransferase (GDP) activity;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0016787|hydrolase activity;GO:0008928|mannose-1-phosphate guanylyltransferase (GDP) activity;GO:0000166|nucleotide binding;GO:0080046|quercetin 4'-O-glucosyltransferase activity;K14190

Manes.01G116900.v6.12.5220334 4.63E-15 up yes Probable ADP-ribosylation factor GTPase-activating protein AGD11pfam00168 C2 C2 domain. . . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.01G117100.v6.10.1082566 0.001 down yes Transcription factor MYB113pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0031540|regulation of anthocyanin biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.01G118000.v6.11.9616946 2.13E-14 up no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.01G118100.v6.11.5042529 4.82E-05 up no Aldose 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0006012|galactose metabolic process;GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0004034|aldose 1-epimerase activity;GO:0030246|carbohydrate binding;K01785



Manes.01G118400.v6.10.408941 5.98E-11 down yes PsbQ-like protein 3, chloroplasticpfam05757 PsbQ Oxygen evolving enhancer protein 3 (PsbQ). This family consists of the plant specific oxygen evolving enhancer protein 3 (PsbQ). Photosystem II (PSII)1 is a pigment-protein complex, which consists of at least 25 different protein subunits, at present denoted PsbA-Z according to the genes that encode them. PsbQ plays an important role in the lumenal oxygen-evolving activity of PSII from higher plants and green algae.GO:0009767|photosynthetic electron transport chain;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;GO:0045156|electron transporter, transferring electrons within the cyclic electron transport pathway of photosynthesis activity;.

Manes.01G118700.v6.12.567638 1.07E-11 up yes Protein ODORANT1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G118900.v6.10.9237302 0.4487 down no Probable inactive receptor kinase At1g48480pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G119100.v6.10.5690635 0.00422 down no . pfam03193 DUF258 Protein of unknown function, DUF258.. . . .

Manes.01G119200.v6.10.2008314 5.53E-06 down yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.01G119300.v6.10.2552414 4.75E-16 down yes Cysteine-rich repeat secretory protein 60pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0006810|transport;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;. .

Manes.01G119400.v6.12.0423114 3.55E-12 up yes Nudix hydrolase 21, chloroplasticpfam00293 NUDIX NUDIX domain.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;K07766

Manes.01G119600.v6.11.0778642 0.51824 up no Kinesin light chain 1pfam13424 TPR_12 Tetratricopeptide repeat.GO:0060271|cilium morphogenesis;GO:0060027|convergent extension involved in gastrulation;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:2000095|regulation of Wnt signaling pathway, planar cell polarity pathway;GO:0016055|Wnt signaling pathway;GO:0005929|cilium;GO:0072372|primary cilium;. K10407

Manes.01G120000.v6.11.8277082 1.54E-08 up no Aspartic proteinase PCS1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0012501|programmed cell death;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0008233|peptidase activity;.

Manes.01G120400.v6.10.4982014 9.97E-05 down yes Bidirectional sugar transporter SWEET17pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.01G120800.v6.10.5321564 0.00064 down no Potassium channel SKORpfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0071805|potassium ion transmembrane transport;GO:0006813|potassium ion transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0015271|outward rectifier potassium channel activity;.

Manes.01G121200.v6.1Inf 0.08088 up no . pfam00643 zf-B_box B-box zinc finger.. . . .

Manes.01G121300.v6.172.910958 ####### up yes U-box domain-containing protein 21pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.01G121400.v6.11.9817577 3.67E-09 up no Receptor protein kinase TMK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.01G121500.v6.12.5010761 3.89E-20 up yes Zinc finger protein 4pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G121800.v6.10.5660897 0.00058 down no . pfam12675 DUF3795 Protein of unknown function (DUF3795). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 99 and 171 amino acids in length. This protein is likely to be zinc binding given the conserved cysteines.. . . .

Manes.01G122100.v6.10.9483487 0.65244 down no Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.01G122400.v6.11.2358375 0.03597 up no Glutamate decarboxylase 1pfam00282 Pyridoxal_deC Pyridoxal-dependent decarboxylase conserved domain.GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005516|calmodulin binding;GO:0004351|glutamate decarboxylase activity;GO:0030170|pyridoxal phosphate binding;K01580

Manes.01G122600.v6.10.6031906 8.07E-05 down no Uncharacterized aarF domain-containing protein kinase 1pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.01G122900.v6.1NA NA -- no Homeobox-leucine zipper protein ROC8pfam00046 Homeobox Homeobox domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;.

Manes.01G123100.v6.13.210384 1.10E-34 up yes Protein REVEILLE 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009851|auxin biosynthetic process;GO:0009734|auxin-activated signaling pathway;GO:0007623|circadian rhythm;GO:0010600|regulation of auxin biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G123200.v6.11.5988902 3.68E-05 up no Autophagy protein 5pfam04106 APG5 Autophagy protein Apg5. Apg5 is directly required for the import of aminopeptidase I via the cytoplasm-to-vacuole targeting pathway.GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006501|C-terminal protein lipidation;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0034274|Atg12-Atg5-Atg16 complex;GO:0034045|pre-autophagosomal structure membrane;. K08339

Manes.01G123300.v6.16.166102 1.34E-11 up yes Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.01G123400.v6.10.9697265 0.75363 down no Coatomer subunit deltapfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0030131|clathrin adaptor complex;GO:0030126|COPI vesicle coat;GO:0005829|cytosol;GO:0016020|membrane;GO:0009506|plasmodesma;. .

Manes.01G123800.v6.11.1565472 0.1847 up no Sucrose synthase 6pfam00862 Sucrose_synth Sucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0080165|callose deposition in phloem sieve plate;GO:0005985|sucrose metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016157|sucrose synthase activity;.

Manes.01G124000.v6.10.6095593 0.00111 down no Protein SET DOMAIN GROUP 40pfam09273 Rubis-subs-bind Rubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.. . GO:0008168|methyltransferase activity;.

Manes.01G124300.v6.11.3484354 0.13959 up no 7-deoxyloganetin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.01G124400.v6.13.2901264 0.0288 up yes Butyrate--CoA ligase AAE11, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0019605|butyrate metabolic process;GO:0005777|peroxisome;GO:0047760|butyrate-CoA ligase activity;.

Manes.01G124500.v6.112.312525 9.21E-82 up yes Probable polyamine oxidase 4pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0005777|peroxisome;GO:0052895|N1-acetylspermine:oxygen oxidoreductase (N1-acetylspermidine-forming) activity;GO:0052894|norspermine:oxygen oxidoreductase activity;GO:0046592|polyamine oxidase activity;GO:0052901|spermine:oxygen oxidoreductase (spermidine-forming) activity;K17839

Manes.01G125200.v6.12.2312539 1.28E-19 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g07650pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G125800.v6.10.8447731 0.07968 down no WAT1-related protein At3g02690, chloroplasticpfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. .

Manes.01G125900.v6.146.16496 7.23E-08 up yes Protein YLS9pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.GO:0051607|defense response to virus;GO:0010150|leaf senescence;GO:0051707|response to other organism;GO:0009507|chloroplast;. .

Manes.01G126100.v6.14.4850381 1.30E-11 up yes Alpha-amylase/subtilisin inhibitorpfam00197 Kunitz_legume Trypsin and protease inhibitor.GO:0010951|negative regulation of endopeptidase activity;. GO:0015066|alpha-amylase inhibitor activity;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.01G126300.v6.1Inf 0.04608 up no Alpha-amylase/subtilisin inhibitorpfam00197 Kunitz_legume Trypsin and protease inhibitor.GO:0010951|negative regulation of endopeptidase activity;. GO:0015066|alpha-amylase inhibitor activity;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.01G126400.v6.118.35735 0.00128 up yes Miraculin pfam00197 Kunitz_legume Trypsin and protease inhibitor.. . GO:0004866|endopeptidase inhibitor activity;.

Manes.01G126700.v6.10.6902381 0.00119 down no Cell division control protein 2 homologpfam00069 Pkinase Protein kinase domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;. GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;.

Manes.01G127300.v6.18.3450782 1.80E-10 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.01G127800.v6.113.880001 1.62E-39 up yes Glycerol-3-phosphate acyltransferase 1pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0048235|pollen sperm cell differentiation;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0090447|glycerol-3-phosphate 2-O-acyltransferase activity;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13508

Manes.01G128000.v6.114.634132 2.13E-11 up yes Probable WRKY transcription factor 71pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G128400.v6.10.4312903 7.17E-09 down yes . pfam06859 Bin3 Bicoid-interacting protein 3 (Bin3). This family represents a conserved region of approximately 120 residues within eukaryotic Bicoid-interacting protein 3 (Bin3). Bin3, which shows similarity to a number of protein methyltransferases that modify RNA-binding proteins, interacts with Bicoid, which itself directs pattern formation in the early Drosophila embryo. The interaction might allow Bicoid to switch between its dual roles in transcription and translation. Note that family members contain a conserved HLN motif.. . . .

Manes.01G128800.v6.10.843955 0.09844 down no Serine/threonine-protein phosphatase 5pfam08321 PPP5 PPP5 TPR repeat region. This region is specific to the PPP5 subfamily of serine/threonine phosphatases and contains TPR repeats.GO:0010019|chloroplast-nucleus signaling pathway;GO:1902325|negative regulation of chlorophyll biosynthetic process;GO:0006913|nucleocytoplasmic transport;GO:0006470|protein dephosphorylation;GO:0010017|red or far-red light signaling pathway;GO:0046686|response to cadmium ion;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004722|protein serine/threonine phosphatase activity;GO:0046906|tetrapyrrole binding;K04460

Manes.01G129000.v6.11.2884546 0.00754 up no Citrate synthase, glyoxysomalpfam00285 Citrate_synt Citrate synthase.GO:0006097|glyoxylate cycle;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0046912|transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer;.

Manes.01G129100.v6.11.194183 0.05234 up no Glutamyl-tRNA(Gln) amidotransferase subunit A, chloroplastic/mitochondrialpfam01425 Amidase Amidase. GO:0006655|phosphatidylglycerol biosynthetic process;GO:0006412|translation;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050567|glutaminyl-tRNA synthase (glutamine-hydrolyzing) activity;K02433

Manes.01G129200.v6.10.7659 0.02374 down no Actin-related protein 2/3 complex subunit 1Apfam00400 WD40 WD domain, G-beta repeat.GO:0007015|actin filament organization;GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051015|actin filament binding;K05757

Manes.01G129300.v6.13.5902207 2.41E-11 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G129500.v6.12.8871784 3.70E-08 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G129800.v6.14.4202295 0.00696 up yes Small heat shock protein C2pfam00011 HSP20 Hsp20/alpha crystallin family.. . . K13993

Manes.01G129900.v6.18.1631057 1.14E-05 up yes Heat stress transcription factor A-4bpfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09414

Manes.01G130100.v6.11.9976908 1.00E-14 up no . pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.01G130200.v6.16.9515946 7.31E-35 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.01G130600.v6.10.4548944 0.00388 down yes Cytochrome b561 domain-containing protein At4g18260pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.01G130700.v6.1 1.095 0.38074 up no Aspartate aminotransferase, mitochondrialpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005507|copper ion binding;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14455

Manes.01G130800.v6.11.2925963 0.00539 up no . pfam00169 PH PH domain. PH stands for pleckstrin homology.. . . .

Manes.01G130900.v6.11.6076728 0.00124 up no Glutathione S-transferase F9pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0010043|response to zinc ion;GO:0009407|toxin catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009579|thylakoid;GO:0005773|vacuole;GO:0005507|copper ion binding;GO:0043295|glutathione binding;GO:0004602|glutathione peroxidase activity;GO:0004364|glutathione transferase activity;K00799

Manes.01G131100.v6.13.1667619 1.13E-25 up yes Protein ASPARTIC PROTEASE IN GUARD CELL 1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.01G131200.v6.10.7826067 0.01183 down no WD repeat-containing protein 26pfam00400 WD40 WD domain, G-beta repeat.. GO:0005737|cytoplasm;. .

Manes.01G131300.v6.10.4753818 1.86E-11 down yes Oxygen-evolving enhancer protein 2, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;K02717

Manes.01G131400.v6.11.2731884 0.01398 up no Reticulon-like protein B8pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.01G131900.v6.10.4753621 1.30E-05 down yes N-acetyl-D-glucosamine kinasepfam01869 BcrAD_BadFG BadF/BadG/BcrA/BcrD ATPase family. This family includes the BadF and BadG proteins that are two subunits of Benzoyl-CoA reductase, that may be involved in ATP hydrolysis. The family also includes an activase subunit from the enzyme 2-hydroxyglutaryl-CoA dehydratase. An uncharacterized protein from Aquifex aeolicus contains two copies of this region suggesting that the family may structurally dimerise. This family appears to be related to pfam00370.. . GO:0005524|ATP binding;GO:0045127|N-acetylglucosamine kinase activity;.

Manes.01G132400.v6.10.3939079 2.41E-15 down yes Serine/threonine-protein kinase CTR1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14510

Manes.01G132500.v6.11.0727137 0.43691 up no ATP-dependent RNA helicase DHX36pfam04408 HA2 Helicase associated domain (HA2). This presumed domain is about 90 amino acid residues in length. It is found is a diverse set of RNA helicases. Its function is unknown, however it seems likely to be involved in nucleic acid binding.GO:0001503|ossification;GO:0032206|positive regulation of telomere maintenance;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0043330|response to exogenous dsRNA;GO:0009615|response to virus;GO:0006396|RNA processing;GO:0010501|RNA secondary structure unwinding;GO:0006351|transcription, DNA-templated;GO:0000781|chromosome, telomeric region;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0001047|core promoter binding;GO:0008094|DNA-dependent ATPase activity;GO:0003725|double-stranded RNA binding;GO:0051880|G-quadruplex DNA binding;GO:0002151|G-quadruplex RNA binding;GO:0042826|histone deacetylase binding;GO:0044822|poly(A) RNA binding;GO:0044212|transcription regulatory region DNA binding;K14442

Manes.01G133000.v6.12.2923925 0.00216 up yes Bifunctional riboflavin kinase/FMN phosphatasepfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0009398|FMN biosynthetic process;GO:0009231|riboflavin biosynthetic process;. GO:0005524|ATP binding;GO:0003919|FMN adenylyltransferase activity;GO:0016787|hydrolase activity;GO:0000287|magnesium ion binding;GO:0008531|riboflavin kinase activity;K00861

Manes.01G133500.v6.10.1793843 0.00221 down yes Transcription repressor OFP7pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.01G133700.v6.16.206695 0.14967 up no . pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.01G133800.v6.10.3492526 3.14E-05 down yes . pfam06708 DUF1195 Protein of unknown function (DUF1195). This family consists of several plant specific hypothetical proteins of around 160 residues in length. The function of this family is unknown.. . . .

Manes.01G134000.v6.10.8136339 0.03802 down no . pfam09871 DUF2098 Uncharacterized protein conserved in archaea (DUF2098). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.01G134100.v6.12.3759311 0.0001 up yes F-box protein At5g49610pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. . .

Manes.01G134400.v6.10.8986185 0.35695 down no U1 small nuclear ribonucleoprotein 70 kDapfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11093

Manes.01G134900.v6.11.165211 0.09594 up no Scarecrow-like protein 4pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G135000.v6.11.035899 0.9123 up no . pfam04376 ATE_N Arginine-tRNA-protein transferase, N terminus. This family represents the N terminal region of the enzyme arginine-tRNA-protein transferase (EC 2.3.2.8), which catalyses the post-translational conjugation of arginine to the N terminus of a protein. In eukaryotes, this functions as part of the N-end rule pathway of protein degradation by conjugating a de-stabilizing amino acid to the amino terminal aspartate or glutamate of a protein, targeting the protein for ubiquitin-dependent proteolysis. N terminal cysteine is sometimes modified. In S cerevisiae, Cys20, 23, 94 and/or 95 are thought to be important for activity. Of these, only Cys 94 appears to be completely conserved in this family.. . . .

Manes.01G135300.v6.10.5728243 0.00081 down no Protein AE7 pfam09615 Cas_Csy3 CRISPR-associated protein (Cas_Csy3). CRISPR (Clustered Regularly Interspaced Short Palindromic Repeats) is a widespread family of prokaryotic direct repeats with spacers of unique sequence between consecutive repeats. This entry, typified by YPO2463 of Yersinia pestis, is a CRISPR-associated (Cas) entry strictly associated with the Ypest subtype of CRISPR/Cas locus. It is designated Csy3, for CRISPR/Cas Subtype Ypest protein 3.GO:0007059|chromosome segregation;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.01G135400.v6.10.3004852 8.84E-05 down yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.01G135500.v6.10.1997185 6.17E-06 down yes . pfam10259 Rogdi_lz Rogdi leucine zipper containing protein. This is a family of conserved proteins which have been suggested as containing leucine-zipper domains. A leucine zipper domain is a region of 30 amino acids with leucines repeating every seven or eight residues; these proteins do have many such leucines. The protein in Drosophila comes from the gene ROGDI.. . . .

Manes.01G135700.v6.10.9301175 1 down no . pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . . .

Manes.01G136200.v6.10.2506021 0.02543 down yes Transcription factor RADIALISpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G136500.v6.10.5531802 0.07964 down no . pfam03276 Gag_spuma Spumavirus gag protein.. . . .

Manes.01G136700.v6.10.3804349 4.42E-05 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G136800.v6.10.8681137 0.38145 down no Syntaxin-112 pfam00804 Syntaxin Syntaxin. Syntaxins are the prototype family of SNARE proteins. They usually consist of three main regions - a C-terminal transmembrane region, a central SNARE domain which is characteristic of and conserved in all syntaxins (pfam05739), and an N-terminal domain that is featured in this entry. This domain varies between syntaxin isoforms; in syntaxin 1A it is found as three alpha-helices with a left-handed twist. It may fold back on the SNARE domain to allow the molecule to adopt a 'closed' configuration that prevents formation of the core fusion complex - it thus has an auto-inhibitory role. The function of syntaxins is determined by their localisation. They are involved in neuronal exocytosis, ER-Golgi transport and Golgi-endosome transport, for example. They also interact with other proteins as well as those involved in SNARE complexes. These include vesicle coat proteins, Rab GTPases, and tethering factors.GO:0006887|exocytosis;GO:0006886|intracellular protein transport;GO:0009409|response to cold;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0000149|SNARE binding;K08486

Manes.01G136900.v6.10.6639686 0.00138 down no Transmembrane protein 53-Bpfam05705 DUF829 Eukaryotic protein of unknown function (DUF829). This family consists of several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;. .

Manes.01G137100.v6.11.1787983 0.09934 up no Protein RER1Bpfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.01G137500.v6.13.5475135 5.98E-11 up yes Soluble inorganic pyrophosphatasepfam00719 Pyrophosphatase Inorganic pyrophosphatase.GO:0006796|phosphate-containing compound metabolic process;GO:0005737|cytoplasm;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;K01507

Manes.01G137900.v6.113.290678 6.88E-13 up yes . pfam04642 DUF601 Protein of unknown function, DUF601. This family represents a conserved region found in several uncharacterized plant proteins.. . . .

Manes.01G138100.v6.10.1612886 6.20E-48 down yes Mannan endo-1,4-beta-mannosidase 7pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.01G138200.v6.10.3993315 8.06E-05 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G138300.v6.10.7018717 0.05237 down no Lipid phosphate phosphatase epsilon 2, chloroplasticpfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0016311|dephosphorylation;GO:0006651|diacylglycerol biosynthetic process;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.01G138500.v6.124.508317 0.02055 up yes Salicylate carboxymethyltransferasepfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0046872|metal ion binding;GO:0008168|methyltransferase activity;.

Manes.01G139500.v6.112.38982 1.49E-91 up yes Probable mitochondrial chaperone bcs1pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.01G139600.v6.10.9417126 0.59468 down no Thioredoxin domain-containing protein PLP3Bpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0051211|anisotropic cell growth;GO:0045454|cell redox homeostasis;GO:0043622|cortical microtubule organization;GO:0000911|cytokinesis by cell plate formation;GO:0000280|nuclear division;GO:0007000|nucleolus organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005634|nucleus;GO:0048487|beta-tubulin binding;.



Manes.01G139700.v6.10.9830005 0.90133 down no Phosphatidylinositol/phosphatidylcholine transfer protein SFH12pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.01G139900.v6.11.0012503 0.97442 up no Uncharacterized WD repeat-containing protein C17D11.16pfam00400 WD40 WD domain, G-beta repeat.GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0043234|protein complex;. K14791

Manes.01G140000.v6.10.7983728 0.03608 down no . pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.. . . .

Manes.01G140100.v6.114.42223 0.00778 up yes Peroxidase 72pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0009809|lignin biosynthetic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.01G140200.v6.10.3633825 2.26E-12 down yes 50S ribosomal protein L9pfam01281 Ribosomal_L9_N Ribosomal protein L9, N-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02939

Manes.01G140300.v6.12.1178985 3.30E-07 up yes 50S ribosomal protein L7/L12pfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G140600.v6.10.771432 0.00796 down no CDK5RAP1-like proteinpfam00919 UPF0004 Uncharacterized protein family UPF0004. This family is the N terminal half of the Prosite family. The C-terminal half has been shown to be related to MiaB proteins. This domain is a nearly always found in conjunction with pfam04055 and pfam01938 although its function is uncertain.GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0045859|regulation of protein kinase activity;GO:0009451|RNA modification;. GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0019887|protein kinase regulator activity;GO:0016740|transferase activity;.

Manes.01G140700.v6.10.5510841 2.92E-05 down no D-2-hydroxyglutarate dehydrogenase, mitochondrialpfam02913 FAD-oxidase_C FAD linked oxidases, C-terminal domain. This domain has a ferredoxin-like fold.GO:0006807|nitrogen compound metabolic process;GO:0009853|photorespiration;GO:0005739|mitochondrion;GO:0051990|(R)-2-hydroxyglutarate dehydrogenase activity;GO:0047545|2-hydroxyglutarate dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K18204

Manes.01G141000.v6.1Inf 0.02254 up yes . pfam10060 DUF2298 Uncharacterized membrane protein (DUF2298). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.01G141200.v6.11.1264141 0.20745 up no Beta-galactosidase 3pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.01G141400.v6.10.8214966 0.08629 down no Protein RTE1-HOMOLOGpfam05608 DUF778 Protein of unknown function (DUF778). This family consists of several eukaryotic proteins of unknown function.. GO:0016021|integral component of membrane;. .

Manes.01G142100.v6.10.57155 3.86E-07 down no Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.01G142200.v6.10.4349813 3.28E-06 down yes Probable leucine-rich repeat receptor-like protein kinase At2g33170pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G142400.v6.10.1146608 0.00239 down yes Cytochrome P450 84A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009809|lignin biosynthetic process;GO:0009699|phenylpropanoid biosynthetic process;GO:0010224|response to UV-B;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K09755

Manes.01G142500.v6.10.8821819 0.29122 down no Protein FMP32, mitochondrialpfam07798 DUF1640 Protein of unknown function (DUF1640). This family consists of sequences derived from hypothetical eukaryotic proteins. A region approximately 100 residues in length is featured.GO:0033617|mitochondrial respiratory chain complex IV assembly;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.01G142800.v6.11.2787673 0.00686 up no Zinc finger CCCH domain-containing protein 44pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.01G142900.v6.11.1420593 0.15191 up no . pfam11833 DUF3353 Protein of unknown function (DUF3353). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 205 to 258 amino acids in length.. . . .

Manes.01G143400.v6.1#NAME? 0.43419 down no NAC domain-containing protein 102pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0001666|response to hypoxia;GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G144100.v6.1Inf 0.9009 up no Mitogen-activated protein kinase kinase kinase Apfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0009653|anatomical structure morphogenesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0051403|stress-activated MAPK cascade;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0046872|metal ion binding;.

Manes.01G144400.v6.11.0803176 0.44686 up no V-type proton ATPase subunit c2pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02155

Manes.01G144500.v6.10.7239955 0.16934 down no NAC domain-containing protein 7pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:1901348|positive regulation of secondary cell wall biogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048759|xylem vessel member cell differentiation;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G144600.v6.10.8509887 0.23534 down no Histone H1 pfam00538 Linker_histone linker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.GO:0006334|nucleosome assembly;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G144700.v6.11.9314054 3.17E-12 up no GDP-mannose 4,6 dehydratase 2pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0042351|'de novo' GDP-L-fucose biosynthetic process;GO:0019673|GDP-mannose metabolic process;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;GO:0050662|coenzyme binding;GO:0008446|GDP-mannose 4,6-dehydratase activity;GO:0005525|GTP binding;K01711

Manes.01G144800.v6.12.3651867 6.83E-10 up yes Peptidyl-prolyl cis-trans isomerase Pin1pfam00639 Rotamase PPIC-type PPIASE domain. Rotamases increase the rate of protein folding by catalyzing the interconversion of cis-proline and trans-proline.. . GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.01G145000.v6.10.5551603 0.00829 down no Transcription initiation factor TFIID subunit 14bpfam03366 YEATS YEATS family. We have named this family the YEATS family, after `YNK7', `ENL', `AF-9', and `TFIIF small subunit'. This family also contains the GAS41 protein. All these proteins are thought to have a transcription stimulatory activityGO:0030154|cell differentiation;GO:0006281|DNA repair;GO:0009908|flower development;GO:0043981|histone H4-K5 acetylation;GO:0009909|regulation of flower development;GO:0090239|regulation of histone H4 acetylation;GO:2000028|regulation of photoperiodism, flowering;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005634|nucleus;. K11341

Manes.01G145500.v6.12.3514472 0.20848 up no Protein WUSCHELpfam00046 Homeobox Homeobox domain.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G145900.v6.12.9593261 3.37E-07 up yes Transcription factor bHLH121pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G146000.v6.10.5872461 6.35E-05 down no DNA-(apurinic or apyrimidinic site) lyase 2pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006284|base-excision repair;GO:0007049|cell cycle;GO:0006310|DNA recombination;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0043231|intracellular membrane-bounded organelle;GO:0005743|mitochondrial inner membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0008311|double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0008270|zinc ion binding;.

Manes.01G146100.v6.14.0386086 3.33E-46 up yes Chaperone protein dnaJ 11, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.01G146200.v6.10.5760901 3.66E-06 down no . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.01G146300.v6.11.8876088 6.20E-12 up no . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.01G146600.v6.10.7688666 0.01697 down no Ferredoxin--NADP reductase, leaf isozyme, chloroplasticpfam00175 NAD_binding_1 Oxidoreductase NAD-binding domain. Xanthine dehydrogenases, that also bind FAD/NAD, have essentially no similarity.GO:0015979|photosynthesis;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0004324|ferredoxin-NADP+ reductase activity;.

Manes.01G146800.v6.11.7664141 0.00932 up no Thaumatin-like protein 1pfam00314 Thaumatin Thaumatin family.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.01G146900.v6.10.3911649 2.51E-06 down yes Thaumatin-like protein 1pfam00314 Thaumatin Thaumatin family.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.01G147000.v6.10.3397292 5.80E-07 down yes Calmodulin-lysine N-methyltransferasepfam10294 Methyltransf_16 Putative methyltransferase.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0018025|calmodulin-lysine N-methyltransferase activity;K18826

Manes.01G147100.v6.10.1952638 5.53E-07 down yes . pfam05602 CLPTM1 Cleft lip and palate transmembrane protein 1 (CLPTM1). This family consists of several eukaryotic cleft lip and palate transmembrane protein 1 sequences. Cleft lip with or without cleft palate is a common birth defect that is genetically complex. The nonsyndromic forms have been studied genetically using linkage and candidate-gene association studies with only partial success in defining the loci responsible for orofacial clefting. CLPTM1 encodes a transmembrane protein and has strong homology to two Caenorhabditis elegans genes, suggesting that CLPTM1 may belong to a new gene family. This family also contains the human cisplatin resistance related protein CRR9p which is associated with CDDP-induced apoptosis.. . . .

Manes.01G147500.v6.10.4115909 0.00039 down yes Myb-related protein 308pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G147600.v6.10.4576802 3.64E-09 down yes Histidine kinase 1pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0010431|seed maturation;GO:0023014|signal transduction by protein phosphorylation;GO:0010375|stomatal complex patterning;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009927|histidine phosphotransfer kinase activity;GO:0005034|osmosensor activity;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;.

Manes.01G147800.v6.12.1936195 2.19E-18 up yes Nucleolar GTP-binding protein 2pfam08153 NGP1NT NGP1NT (NUC091) domain. This N terminal domain is found in a subfamily of hypothetical nucleolar GTP-binding proteins similar to human NGP1.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0044822|poly(A) RNA binding;K14537

Manes.01G148200.v6.11.3284003 0.00158 up no V-type proton ATPase subunit Epfam01991 vATP-synt_E ATP synthase (E/31 kDa) subunit. This family includes the vacuolar ATP synthase E subunit, as well as the archaebacterial ATP synthase E subunit.GO:0015991|ATP hydrolysis coupled proton transport;GO:0033178|proton-transporting two-sector ATPase complex, catalytic domain;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.01G148300.v6.1Inf 0.08975 up no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.01G148500.v6.12.2838855 8.31E-15 up yes Cell cycle checkpoint protein RAD17pfam03215 Rad17 Rad17 cell cycle checkpoint protein.GO:0007049|cell cycle;GO:0006281|DNA repair;GO:0006282|regulation of DNA repair;GO:0005634|nucleus;GO:0005524|ATP binding;K06662

Manes.01G148700.v6.10.8026949 0.02782 down no Rac-like GTP-binding protein ARAC1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005525|GTP binding;K04392

Manes.01G148800.v6.11.0525923 0.56866 up no Vacuolar protein sorting-associated protein 35Apfam03635 Vps35 Vacuolar protein sorting-associated protein 35. Vacuolar protein sorting-associated protein (Vps) 35 is one of around 50 proteins involved in protein trafficking. In particular, Vps35 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps26 and Vps29. Vps35 contains a central region of weaker sequence similarity, thought to indicate the presence of at least three domains.GO:0042147|retrograde transport, endosome to Golgi;GO:0005794|Golgi apparatus;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0030904|retromer complex;GO:0008565|protein transporter activity;K18468

Manes.01G149200.v6.10.4581187 8.75E-10 down yes Protein MID1-COMPLEMENTING ACTIVITY 1pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006816|calcium ion transport;GO:0033500|carbohydrate homeostasis;GO:0007638|mechanosensory behavior;GO:0007231|osmosensory signaling pathway;GO:0005887|integral component of plasma membrane;. .

Manes.01G149300.v6.1Inf 0.38692 up no Senescence-specific cysteine protease SAG39pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.01G149600.v6.10.5858406 0.00462 down no Protein preY, mitochondrialpfam03966 Trm112p Trm112p-like protein. The function of this family is uncertain. The bacterial members are about 60-70 amino acids in length and the eukaryotic examples are about 120 amino acids in length. The C terminus contains the strongest conservation. Trm112p is required for tRNA methylation in S. cerevisiae and is found in complexes with 2 tRNA methylases (TRM9 and TRM11) also with putative methyltransferase YDR140W. The zinc-finger protein Ynr046w is plurifunctional and a component of the eRF1 methyltransferase in yeast. The crystal structure of Ynr046w has been determined to 1.7 A resolution. It comprises a zinc-binding domain built from both the N- and C-terminal sequences and an inserted domain, absent from bacterial and archaeal orthologs of the protein, composed of three alpha-helices.. GO:0005739|mitochondrion;. .

Manes.01G149700.v6.10.807453 0.54464 down no E3 ubiquitin-protein ligase At1g12760pfam13639 zf-RING_2 Ring finger domain.. GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.01G149800.v6.10.8186091 0.18514 down no F-box protein CPR30pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.01G150100.v6.10.5815147 0.0022 down no Methyltransferase-like protein 23pfam10294 Methyltransf_16 Putative methyltransferase.. GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.01G150300.v6.10.5541171 4.10E-06 down no Aspartic proteinase-like protein 1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.01G150400.v6.10.4442829 6.54E-13 down yes Probable protein phosphatase 2C 60pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.01G150800.v6.13.9115362 0.00048 up yes . pfam02393 US22 US22 like. US22 proteins have been found across many animal DNA viruses and some vertebrates. The name sake of this family, US22, is an early nuclear protein that is secreted from cells. The US22 family may have a role in virus replication and pathogenesis. Domain analysis showed that US22 proteins #=GF CC   usually contain two copies of conserved modules which is homologous to several other families like SMI1 and SYD (commonly called SUKH superfamily). Bacterial operon analysis revealed that all bacterial SUKH members function as immunity proteins against various toxins. Thus US22 family is predicted to counter diverse anti-viral responses by interacting with specific host proteins.. . . .

Manes.01G151100.v6.11.0068744 0.92825 up no Phospholipase D deltapfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046473|phosphatidic acid metabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0012501|programmed cell death;GO:0090333|regulation of stomatal closure;GO:0009409|response to cold;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.01G152100.v6.14.0850647 4.89E-23 up yes . pfam13716 CRAL_TRIO_2 Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.01G152200.v6.10.2687911 1.92E-09 down yes Putative disease resistance protein At1g58400pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G152300.v6.10.8347227 0.25222 down no ATP-dependent DNA helicase Q-like 3pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0000733|DNA strand renaturation;GO:0005634|nucleus;GO:0043138|3'-5' DNA helicase activity;GO:0036310|annealing helicase activity;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0009378|four-way junction helicase activity;GO:0046872|metal ion binding;K10901

Manes.01G152400.v6.10.9668614 0.77483 down no F-box protein SKIP23pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.01G152500.v6.10.5847514 0.00036 down no Putative F-box protein At1g65770pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:2000083|negative regulation of L-ascorbic acid biosynthetic process;. . .

Manes.01G152800.v6.1Inf 4.47E-06 up yes GDSL esterase/lipase At5g55050pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.01G153600.v6.12.0844178 7.69E-16 up yes Isocitrate dehydrogenase [NAD] regulatory subunit 1, mitochondrialpfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0006102|isocitrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005739|mitochondrion;GO:0004449|isocitrate dehydrogenase (NAD+) activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;GO:0008270|zinc ion binding;K00030

Manes.01G153700.v6.10.7889056 0.01728 down no Protein GRIPpfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0048193|Golgi vesicle transport;GO:0000042|protein targeting to Golgi;GO:0007131|reciprocal meiotic recombination;GO:0000795|synaptonemal complex;GO:0005802|trans-Golgi network;. .

Manes.01G153900.v6.10.4874733 3.47E-05 down yes G2/mitotic-specific cyclin-1pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005634|nucleus;. .

Manes.01G154100.v6.10.6797181 0.00097 down no Poly(A) polymerase Ipfam01743 PolyA_pol Poly A polymerase head domain. This family includes nucleic acid independent RNA polymerases, such as Poly(A) polymerase, which adds the poly (A) tail to mRNA EC:2.7.7.19. This family also includes the tRNA nucleotidyltransferase that adds the CCA to the 3' of the tRNA EC:2.7.7.25. This family is part of the nucleotidyltransferase superfamily.GO:0006378|mRNA polyadenylation;GO:0006351|transcription, DNA-templated;. GO:0005524|ATP binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;K00970

Manes.01G154600.v6.142.570287 4.16E-13 up yes Dirigent protein 6pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:1901599|(-)-pinoresinol biosynthetic process;GO:0050790|regulation of catalytic activity;GO:0048046|apoplast;GO:0042349|guiding stereospecific synthesis activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;.

Manes.01G154800.v6.10.7651716 0.02455 down no Aspartic proteinase Asp1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;.

Manes.01G155200.v6.11.0223651 0.82277 up no Heterogeneous nuclear ribonucleoprotein Fpfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003727|single-stranded RNA binding;K12898

Manes.01G155900.v6.10.7102747 0.00074 down no Uncharacterized calcium-binding protein C800.10cpfam12763 EF-hand_4 Cytoskeletal-regulatory complex EF hand. This is an efhand family from the N-terminal of actin cytoskeleton-regulatory complex END3 and similar proteins from fungi and closely related species.GO:0000147|actin cortical patch assembly;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0006898|receptor-mediated endocytosis;GO:0030479|actin cortical patch;GO:0005938|cell cortex;GO:0005509|calcium ion binding;.

Manes.01G156100.v6.10.3685672 0.00144 down yes Pentatricopeptide repeat-containing protein At2g17525, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G156400.v6.10.9993174 0.9743 down no Serine/threonine-protein kinase/endoribonuclease IRE1apfam06479 Ribonuc_2-5A Ribonuclease 2-5A. This domain is a endoribonuclease. Specifically it cleaves an intron from Hac1 mRNA in humans, which causes it to be much more efficiently translated.GO:0006987|activation of signaling protein activity involved in unfolded protein response;GO:0009816|defense response to bacterium, incompatible interaction;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;GO:0006355|regulation of transcription, DNA-templated;GO:0009751|response to salicylic acid;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0042406|extrinsic component of endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08852

Manes.01G156600.v6.10.5256289 0.03762 down no . pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.. . . .

Manes.01G156800.v6.11.3985494 0.00036 up no MLO-like protein 8pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.01G156900.v6.12.8135565 3.92E-20 up yes RING-H2 finger protein ATL80pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.01G157000.v6.10.9011642 0.32468 down no . pfam10199 Adaptin_binding Alpha and gamma adaptin binding protein p34. p34 is a protein involved in membrane trafficking. It is known to interact with both alpha and gamma adaptin. It has been speculated that p34 may play a chaperone role such as preventing the soluble adaptors from co-assembling with soluble clathrin, or helping to remove the adaptors from the coated vesicle. Another possible function is in aiding the recruitment of soluble adaptors onto the membrane.. . . .

Manes.01G157100.v6.11.6447116 2.54E-08 up no Eukaryotic translation initiation factor 6-2pfam01912 eIF-6 eIF-6 family. This family includes eukaryotic translation initiation factor 6 as well as presumed archaebacterial homologues.GO:0071215|cellular response to abscisic acid stimulus;GO:0009793|embryo development ending in seed dormancy;GO:0042256|mature ribosome assembly;GO:0042273|ribosomal large subunit biogenesis;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0043023|ribosomal large subunit binding;GO:0043022|ribosome binding;GO:0003743|translation initiation factor activity;K03264

Manes.01G157300.v6.10.8758486 0.19727 down no RNA polymerase I-specific transcription initiation factor RRN3pfam05327 RRN3 RNA polymerase I specific transcription initiation factor RRN3. This family consists of several eukaryotic proteins which are homologous to the yeast RRN3 protein. RRN3 is one of the RRN genes specifically required for the transcription of rDNA by RNA polymerase I (Pol I) in Saccharomyces cerevisiae.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;. K15216

Manes.01G157900.v6.10.8201755 0.0458 down no AT-rich interactive domain-containing protein 3pfam01388 ARID ARID/BRIGHT DNA binding domain. This domain is know as ARID for AT-Rich Interaction Domain, and also known as the BRIGHT domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G158900.v6.11.0446606 0.73624 up no N-acylphosphatidylethanolamine synthasepfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0006650|glycerophospholipid metabolic process;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0031224|intrinsic component of membrane;GO:0005886|plasma membrane;GO:0008374|O-acyltransferase activity;GO:0016746|transferase activity, transferring acyl groups;K13511

Manes.01G159100.v6.10.7309714 0.02166 down no Histone deacetylase 8pfam00850 Hist_deacetyl Histone deacetylase domain. Histones can be reversibly acetylated on several lysine residues. Regulation of transcription is caused in part by this mechanism. Histone deacetylases catalyse the removal of the acetyl group. Histone deacetylases are related to other proteins.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0032041|NAD-dependent histone deacetylase activity (H3-K14 specific);.

Manes.01G159200.v6.11.091411 0.55861 up no ABC transporter G family member 11pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.01G159500.v6.11.7819399 0.00027 up no . pfam05623 DUF789 Protein of unknown function (DUF789). This family consists of several plant proteins of unknown function.. . . .

Manes.01G159600.v6.10.8360732 0.07494 down no Testis-expressed sequence 2 proteinpfam10296 DUF2404 Putative integral membrane protein conserved region (DUF2404). This domain is conserved from plants to humans. The function is not known.. GO:0016021|integral component of membrane;. .

Manes.01G159900.v6.10.4200514 4.94E-11 down yes . pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . . .

Manes.01G160500.v6.10.4134607 0.00035 down yes U-box domain-containing protein 43pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.01G161400.v6.10.8167717 0.07683 down no Protein ELF4-LIKE 1pfam07011 DUF1313 Protein of unknown function (DUF1313). This family consists of several hypothetical plant proteins of around 100 residues in length. The function of this family is unknown.GO:0042753|positive regulation of circadian rhythm;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;.

Manes.01G161700.v6.11.0106252 0.93999 up no NudC domain-containing protein 2pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.. GO:0000777|condensed chromosome kinetochore;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0015630|microtubule cytoskeleton;GO:0005815|microtubule organizing center;GO:0000922|spindle pole;. .

Manes.01G161900.v6.11.0234932 0.85599 up no Vacuolar cation/proton exchanger 3pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0070588|calcium ion transmembrane transport;GO:0006874|cellular calcium ion homeostasis;GO:0030026|cellular manganese ion homeostasis;GO:0006882|cellular zinc ion homeostasis;GO:0055062|phosphate ion homeostasis;GO:0006793|phosphorus metabolic process;GO:0051592|response to calcium ion;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015369|calcium:proton antiporter activity;K07300

Manes.01G162200.v6.12.8334606 1.59E-05 up yes Ammonium transporter 1 member 3pfam00909 Ammonium_transpAmmonium Transporter Family.GO:0015696|ammonium transport;GO:0016021|integral component of membrane;GO:0008519|ammonium transmembrane transporter activity;K03320



Manes.01G162500.v6.10.6106452 0.00754 down no UDP-glycosyltransferase 71D1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0047893|flavonol 3-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.01G162700.v6.11.0304471 0.78524 up no Probable NAD(P)H dehydrogenase (quinone) FQR1-like 3pfam03358 FMN_red NADPH-dependent FMN reductase.GO:0045892|negative regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0010181|FMN binding;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;K03809

Manes.01G162800.v6.11.1524484 0.13803 up no Anthranilate synthase alpha subunit 2, chloroplasticpfam00425 Chorismate_bind chorismate binding enzyme. This family includes the catalytic regions of the chorismate binding enzymes anthranilate synthase, isochorismate synthase, aminodeoxychorismate synthase and para-aminobenzoate synthase.GO:0000162|tryptophan biosynthetic process;GO:0005950|anthranilate synthase complex;GO:0009507|chloroplast;GO:0004049|anthranilate synthase activity;K01657

Manes.01G162900.v6.1Inf 0.35135 up no 60S acidic ribosomal protein P0-1pfam00466 Ribosomal_L10 Ribosomal protein L10.GO:0042254|ribosome biogenesis;GO:0022626|cytosolic ribosome;. K02941

Manes.01G163500.v6.10.5998844 6.45E-06 down no . pfam04158 Sof1 Sof1-like domain. Sof1 is essential for cell growth and is a component of the nucleolar rRNA processing machinery.. . . .

Manes.01G163800.v6.117.650961 1.20E-07 up yes . pfam12835 Integrase_1 Integrase. This is a family of DNA-binding prophage integrases found in Proteobacteria.. . . .

Manes.01G163900.v6.10.7115745 0.10758 down no . pfam14636 FNIP_N Folliculin-interacting protein N-terminus. This is the N-terminus of folliculin-interacting proteins.. . . .

Manes.01G164000.v6.10.8284678 0.08025 down no . pfam00168 C2 C2 domain. . . . .

Manes.01G164200.v6.13.5885068 2.22E-11 up yes Phosphomethylpyrimidine synthase, chloroplasticpfam01964 ThiC ThiC family. ThiC is found within the thiamine biosynthesis operon. ThiC is involved in pyrimidine biosynthesis. The precise catalytic function of ThiC is still not known. ThiC participates in the formation of 4-Amino-5-hydroxymethyl-2-methylpyrimidine from AIR, an intermediate in the de novo pyrimidine biosynthesis.GO:0010266|response to vitamin B1;GO:0009228|thiamine biosynthetic process;GO:0009229|thiamine diphosphate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0080041|ADP-ribose pyrophosphohydrolase activity;GO:0051536|iron-sulfur cluster binding;GO:0016829|lyase activity;GO:0046872|metal ion binding;K03147

Manes.01G164300.v6.10.7831113 0.08504 down no ATP-dependent zinc metalloprotease FTSH 9, chloroplasticpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K03798

Manes.01G164400.v6.1Inf 0.9009 up no . pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.01G164600.v6.10.7898381 0.06404 down no Sugar transport protein 8pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.01G164700.v6.10.8015731 0.0294 down no Beta-glucosidase BoGH3Bpfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0085030|mutualism;GO:2000899|xyloglucan catabolic process;GO:0042597|periplasmic space;GO:0008422|beta-glucosidase activity;.

Manes.01G165300.v6.10.975638 0.8061 down no Helicase SKI2Wpfam08148 DSHCT DSHCT (NUC185) domain. This C terminal domain is found in DOB1/SK12/helY-like DEAD box helicases.GO:0006401|RNA catabolic process;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0055087|Ski complex;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K12599

Manes.01G165400.v6.10.6342404 0.00017 down no . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.01G165700.v6.10.9607007 0.71531 down no Cytosolic enolase 3pfam00113 Enolase_C Enolase, C-terminal TIM barrel domain.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000015|phosphopyruvate hydratase complex;GO:0000287|magnesium ion binding;GO:0004634|phosphopyruvate hydratase activity;K01689

Manes.01G165800.v6.10.9116444 0.57023 down no Neutral ceramidasepfam04734 Ceramidase_alk Neutral/alkaline non-lysosomal ceramidase. This family represents a group of neutral/alkaline ceramidases found in both bacteria and eukaryotes.GO:0006665|sphingolipid metabolic process;GO:0005576|extracellular region;GO:0017040|ceramidase activity;K12349

Manes.01G166100.v6.10.4562927 4.19E-05 down yes Tubulin beta-8 chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0009651|response to salt stress;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005874|microtubule;GO:0045298|tubulin complex;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07375

Manes.01G166300.v6.16.9071009 0.01968 up yes . pfam06521 PAR1 PAR1 protein. This family consists of several plant specific PAR1 proteins from Nicotiana tabacum and Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.01G166500.v6.10.7775388 0.08794 down no DNA-directed RNA polymerases I and III subunit RPAC2pfam13656 RNA_pol_L_2 RNA polymerase Rpb3/Rpb11 dimerization domain. The two eukaryotic subunits Rpb3 and Rpb11 dimerise to from a platform onto which the other subunits of the RNA polymerase assemble (D/L in archaea). The prokaryotic equivalent of the Rpb3/Rpb11 platform is the alpha-alpha dimer. The dimerization domain of the alpha subunit/Rpb3 is interrupted by an insert domain (pfam01000). Some of the alpha subunits also contain iron-sulphur binding domains (pfam00037). Rpb11 is found as a continuous domain. Members of this family include: alpha subunit from eubacteria, alpha subunits from chloroplasts, Rpb3 subunits from eukaryotes, Rpb11 subunits from eukaryotes, RpoD subunits from archaeal spp, and RpoL subunits from archaeal spp. Many of the members of this family carry only the N-terminal region of Rpb11.GO:0042254|ribosome biogenesis;GO:0006360|transcription from RNA polymerase I promoter;GO:0042797|tRNA transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0001054|RNA polymerase I activity;K03020

Manes.01G166700.v6.11.6524144 9.53E-08 up no Probable serine/threonine-protein kinase At5g41260pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K14500

Manes.01G166800.v6.10.5928062 1.93E-07 down no . pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.01G166900.v6.10.3423884 0.00024 down yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.01G167400.v6.1#NAME? 0.65369 down no Glutathione S-transferase U7pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0009751|response to salicylic acid;GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.01G167700.v6.1Inf 0.00042 up yes Cucumisin pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.01G167800.v6.11.016651 0.86128 up no Ras-related protein Rab11Cpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.01G168600.v6.11.7185446 0.05052 up no Probable protein phosphatase 2C 24pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.01G168700.v6.11.7561647 6.08E-05 up no . pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.01G169000.v6.1NA NA -- no Probable transcriptional regulator RABBIT EARSpfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0048441|petal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G169400.v6.11.8787316 1.17E-12 up no Transcription initiation factor IIA subunit 1pfam03153 TFIIA Transcription factor IIA, alpha/beta subunit. Transcription initiation factor IIA (TFIIA) is a heterotrimer, the three subunits being known as alpha, beta, and gamma, in order of molecular weight. The N and C-terminal domains of the gamma subunit are represented in pfam02268 and pfam02751, respectively. This family represents the precursor that yields both the alpha and beta subunits. The TFIIA heterotrimer is an essential general transcription initiation factor for the expression of genes transcribed by RNA polymerase II. Together with TFIID, TFIIA binds to the promoter region; this is the first step in the formation of a pre-initiation complex (PIC). Binding of the rest of the transcription machinery follows this step. After initiation, the PIC does not completely dissociate from the promoter. Some components, including TFIIA, remain attached and re-initiate a subsequent round of transcription.GO:0006355|regulation of transcription, DNA-templated;GO:0006366|transcription from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0005672|transcription factor TFIIA complex;. K03122

Manes.01G169500.v6.17.4577987 0.08789 up no . pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. . . .

Manes.01G169700.v6.115.374219 7.63E-13 up yes L-type lectin-domain containing receptor kinase IV.2pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0009555|pollen development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G170000.v6.111.669564 4.65E-33 up yes Transcription factor LUXpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0042753|positive regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G170100.v6.11.9900301 8.92E-13 up no . pfam14037 YoqO YoqO-like protein. The YoqO-like protein family includes the B. subtilis YoqO protein, which is functionally uncharacterized. This family of proteins is found in bacteria and viruses. Proteins in this family are approximately 120 amino acids in length. There are two completely conserved residues (I and Y) that may be functionally important.. . . .

Manes.01G170400.v6.10.6066784 1.81E-05 down no E3 ubiquitin-protein ligase SDIR1pfam13639 zf-RING_2 Ring finger domain.GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16283

Manes.01G170600.v6.154.162093 ####### up yes Laccase-2 pfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0046274|lignin catabolic process;GO:0009414|response to water deprivation;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;K05909

Manes.01G171200.v6.11.3971868 0.0002 up no ATP-dependent zinc metalloprotease FTSH 10, mitochondrialpfam01434 Peptidase_M41 Peptidase family M41.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K08956

Manes.01G171600.v6.10.9177609 0.43912 down no . pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.01G171700.v6.16.289693 4.04E-95 up yes Scarecrow-like protein 33pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.01G171800.v6.111.93595 0.01755 up yes Scarecrow-like protein 14pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009410|response to xenobiotic stimulus;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G171900.v6.125.450158 ####### up yes Scarecrow-like protein 14pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009410|response to xenobiotic stimulus;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G172000.v6.12.2945907 6.41E-20 up yes Scarecrow-like protein 14pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009410|response to xenobiotic stimulus;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G172300.v6.13.0600353 7.11E-30 up yes Oxysterol-binding protein-related protein 3Cpfam01237 Oxysterol_BP Oxysterol-binding protein.GO:0006869|lipid transport;GO:0005829|cytosol;GO:0008289|lipid binding;.

Manes.01G172400.v6.12.4143925 2.87E-17 up yes Uncharacterized protein C20orf24 homologpfam07019 Rab5ip Rab5-interacting protein (Rab5ip). This family consists of several Rab5-interacting protein (RIP5 or Rab5ip ) sequences. The ras-related GTPase rab5 is rate-limiting for homotypic early endosome fusion. Rab5ip represents a novel rab5 interacting protein that may function on endocytic vesicles as a receptor for rab5-GDP and participate in the activation of rab5.. GO:0005739|mitochondrion;. .

Manes.01G172800.v6.11.9929492 5.25E-05 up no Cytochrome P450 710A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016126|sterol biosynthetic process;GO:0016021|integral component of membrane;GO:0000249|C-22 sterol desaturase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;K09832

Manes.01G172900.v6.11.6504421 0.00024 up no Pentatricopeptide repeat-containing protein At1g09900pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0016020|membrane;. .

Manes.01G173100.v6.10.5422303 6.11E-06 down no Putative hydrolase C777.06cpfam12706 Lactamase_B_2 Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.01G173300.v6.10.5379245 0.00017 down no Probable receptor-like protein kinase At5g47070pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.01G173700.v6.11.0790264 0.5305 up no Glucan endo-1,3-beta-glucosidasepfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.01G173900.v6.11.6168983 3.71E-06 up no Mitochondrial import inner membrane translocase subunit TIM9pfam02953 zf-Tim10_DDP Tim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0007005|mitochondrion organization;GO:0015031|protein transport;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0046872|metal ion binding;K17777

Manes.01G174500.v6.12.0305487 0.04361 up no . pfam12691 Minor_capsid_3 Minor capsid protein from bacteriophage. This family is from one of three adjacent genes, all of which are involved in formation of the minor phage capsid.. . . .

Manes.01G174800.v6.11.0122601 0.88465 up no . pfam10058 DUF2296 Predicted integral membrane metal-binding protein (DUF2296). This domain, found in various hypothetical bacterial and eukaryotic metal-binding proteins, has no known function.. . . .

Manes.01G175100.v6.12.3687608 4.62E-19 up yes CBL-interacting serine/threonine-protein kinase 3pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G175200.v6.10.5647039 2.38E-05 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G175300.v6.10.8755654 0.39977 down no RINT1-like protein MAG2Lpfam04437 RINT1_TIP1 RINT-1 / TIP-1 family. This family includes RINT-1, a Rad50 interacting protein which participates in radiation induced checkpoint control, as well as the TIP-1 protein from yeast that seems to be involved in a complex with Sec20p that is required for golgi transport.GO:0048193|Golgi vesicle transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030134|ER to Golgi transport vesicle;GO:0030142|Golgi to ER transport vesicle;. .

Manes.01G175500.v6.14.5317495 1.03E-11 up yes Probable galactinol--sucrose galactosyltransferase 6pfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;. GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.01G175700.v6.10.9222941 0.53248 down no Chlorophyll a-b binding protein 151, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.01G176100.v6.15.1338328 0.22741 up no . pfam10593 Z1 Z1 domain. This uncharacterized domain was identified by Iyer and colleagues. It is found associated with a helicase domain of superfamily type II.. . . .

Manes.01G176300.v6.1Inf 1.44E-06 up yes Proline-rich receptor-like protein kinase PERK8pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0005199|structural constituent of cell wall;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G176500.v6.11.3457308 0.00091 up no . pfam00627 UBA UBA/TS-N domain. This small domain is composed of three alpha helices. This family includes the previously defined UBA and TS-N domains. The UBA-domain (ubiquitin associated domain) is a novel sequence motif found in several proteins having connections to ubiquitin and the ubiquitination pathway. The structure of the UBA domain consists of a compact three helix bundle. This domain is found at the N terminus of EF-TS hence the name TS-N. The structure of EF-TS is known and this domain is implicated in its interaction with EF-TU. The domain has been found in non EF-TS proteins such as alpha-NAC and MJ0280.. . . .

Manes.01G176600.v6.10.7130947 0.05939 down no Dr1-associated corepressorpfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003714|transcription corepressor activity;GO:0008134|transcription factor binding;.

Manes.01G176700.v6.113.337939 2.32E-05 up yes Indole-3-acetic acid-induced protein ARG7pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.01G176900.v6.114.19627 0.00023 up yes Indole-3-acetic acid-induced protein ARG7pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.01G177000.v6.15.4955875 7.58E-38 up yes Feruloyl CoA ortho-hydroxylase 1pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.01G177200.v6.10.5295292 4.77E-09 down no Molybdopterin synthase catalytic subunitpfam02391 MoaE MoaE protein. This family contains the MoaE protein that is involved in biosynthesis of molybdopterin. Molybdopterin, the universal component of the pterin molybdenum cofactors, contains a dithiolene group serving to bind Mo. Addition of the dithiolene sulfurs to a molybdopterin precursor requires the activity of the converting factor. Converting factor contains the MoaE and MoaD proteins.GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0005829|cytosol;GO:0019008|molybdopterin synthase complex;GO:0030366|molybdopterin synthase activity;K03635

Manes.01G177400.v6.11.005084 0.95473 up no . pfam07810 TMC TMC domain. These sequences are similar to a region conserved amongst various protein products of the transmembrane channel-like (TMC) gene family, such as Transmembrane channel-like protein 3 and EVIN2 - this region is termed the TMC domain. Mutations in these genes are implicated in a number of human conditions, such as deafness and epidermodysplasia verruciformis. TMC proteins are thought to have important cellular roles, and may be modifiers of ion channels or transporters.. . . .

Manes.01G177600.v6.11.8737461 9.48E-09 up no . pfam00527 E7 E7 protein, Early protein.. . . .

Manes.01G177800.v6.11.1541689 0.1403 up no Hydroxymethylglutaryl-CoA lyase, mitochondrialpfam00682 HMGL-like HMGL-like. This family contains a diverse set of enzymes. These include various aldolases and a region of pyruvate carboxylase.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004419|hydroxymethylglutaryl-CoA lyase activity;GO:0046872|metal ion binding;K01640

Manes.01G178400.v6.12.6807226 5.40E-21 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G178500.v6.10.4681199 0.00061 down yes . pfam00068 Phospholip_A2_1 Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.01G178800.v6.12.7766453 0.00064 up yes . pfam14630 ORC5_C Origin recognition complex (ORC) subunit 5 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 5.. . . .

Manes.01G179200.v6.1128.82585 9.55E-20 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.01G179400.v6.10.5195855 0.03707 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G179600.v6.10.4513975 0.00548 down yes . pfam02790 COX2_TM Cytochrome C oxidase subunit II, transmembrane domain. The N-terminal domain of cytochrome C oxidase contains two transmembrane alpha-helices.. . . .

Manes.01G179700.v6.11.4960224 0.00265 up no . pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.01G179800.v6.11.8886938 1.80E-12 up no Signal peptide peptidasepfam04258 Peptidase_A22B Signal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;K09595

Manes.01G179900.v6.10.5194201 1.54E-08 down no Homeobox protein CHOX-CAD2 (Fragment)pfam00046 Homeobox Homeobox domain.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;.

Manes.01G180000.v6.199.478987 2.26E-27 up yes E3 ubiquitin protein ligase RIE1pfam13639 zf-RING_2 Ring finger domain.GO:0009790|embryo development;GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G180100.v6.10.8552626 0.10453 down no Ultraviolet-B receptor UVR8pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.01G180200.v6.129.274481 3.42E-16 up yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.01G180300.v6.14.0073472 2.42E-11 up yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.01G180700.v6.1Inf 0.00043 up yes . pfam11050 Viral_env_E26 Virus envelope protein E26. E26 is a multifunctional protein. One form of E26 associates with viral DNA or DNA binding proteins, while a second form associates with intracellular membranes.. . . .

Manes.01G181400.v6.10.8067377 0.06302 down no . pfam05342 Peptidase_M26_N M26 IgA1-specific Metallo-endopeptidase N-terminal region. These peptidases, which cleave mammalian IgA, are found in Gram-positive bacteria. Often found associated with pfam00746, they may be attached to the cell wall.. . . .

Manes.01G181500.v6.10.9082208 0.40082 down no Probable magnesium transporter NIPA3pfam05653 Mg_trans_NIPA Magnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.01G181900.v6.10.1840209 1.67E-09 down yes 60S ribosomal protein L2, mitochondrialpfam00181 Ribosomal_L2 Ribosomal Proteins L2, RNA binding domain.GO:0006412|translation;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G182400.v6.10.504564 1.18E-07 down no Scarecrow-like protein 3pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.01G182600.v6.12.213069 9.41E-09 up yes F-box protein At5g49610pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. . .

Manes.01G182700.v6.12.2769361 2.73E-19 up yes Probable pectinesterase/pectinesterase inhibitor 34pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.



Manes.01G182900.v6.11.1979651 0.06542 up no Decapping nuclease DXO homolog, chloroplasticpfam08652 RAI1 RAI1 like PD-(D/E)XK nuclease. RAI1 is homologous to Caenorhabditis elegans DOM-3 and human DOM3Z and binds to a nuclear exoribonuclease. It is required for 5.8S rRNA processing. Profile-profile comparison tools demonstrate this to be a PD-(D/E)XK nuclease, with a full set of canonical active site signature motifs characteristic to the PD-(D/E)XK nuclease superfamily.. GO:0009507|chloroplast;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G183000.v6.11.2063983 0.04385 up no Dipeptidyl peptidase 8pfam00930 DPPIV_N Dipeptidyl peptidase IV (DPP IV) N-terminal region. This family is an alignment of the region to the N-terminal side of the active site. The Prosite motif does not correspond to this Pfam entry.. GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0004177|aminopeptidase activity;GO:0008236|serine-type peptidase activity;K08655

Manes.01G183200.v6.12.2730481 5.49E-09 up yes Pentatricopeptide repeat-containing protein At3g49240pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;.

Manes.01G183800.v6.10.4341475 3.20E-15 down yes . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.01G183900.v6.10.4729259 2.48E-10 down yes Uncharacterized isomerase BH0283pfam02567 PhzC-PhzF Phenazine biosynthesis-like protein. PhzC/PhzF is involved in dimerization of two 2,3-dihydro-3-oxo-anthranilic acid molecules to create PCA by P. fluorescens. This family also contains an uncharacterized protein Rv2715 from Mycobacterium tuberculosis, though there is no significant sequence similarity to pfam00303 members. This family appears to be distantly related to pfam01678, including containing a weak internal duplication. However members of this family do not contain the conserved cysteines that are hypothesised to be active site residues (Bateman A pers obs).GO:0009058|biosynthetic process;. GO:0016853|isomerase activity;.

Manes.01G184100.v6.10.7279268 0.01183 down no Probable VAMP-like protein At1g33475pfam13774 Longin Regulated-SNARE-like domain. Longin is one of the approximately 26 components required for transporting proteins from the ER to the plasma membrane, via the Golgi apparatus. It is necessary for the steps of the transfer from the ER to the Golgi complex. Longins are the only R-SNAREs that are common to all eukaryotes, and they are characterized by a conserved N-terminal domain with a profilin-like fold called a longin domain.GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.01G184300.v6.10.5768726 1.95E-06 down no . pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.. . . .

Manes.01G184800.v6.11.0398468 0.6936 up no Protein ABIL2pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.01G184900.v6.118.99223 3.33E-08 up yes . pfam04892 VanZ VanZ like family. This family contains several examples of the VanZ protein, but also contains examples of phosphotransbutyrylases.. . . .

Manes.01G185100.v6.10.7149688 0.00066 down no . pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.01G185200.v6.10.7722478 0.00925 down no Probable apyrase 6pfam01150 GDA1_CD39 GDA1/CD39 (nucleoside phosphatase) family.GO:0009901|anther dehiscence;GO:0010584|pollen exine formation;GO:0030659|cytoplasmic vesicle membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K01510

Manes.01G185600.v6.10.6245113 7.06E-05 down no Zinc-finger homeodomain protein 11pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G185800.v6.10.3235789 3.04E-14 down yes . pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.01G186200.v6.11.5298269 2.10E-06 up no Probable methyltransferase PMT2pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.01G186400.v6.10.823162 0.08128 down no Sphinganine C(4)-monooxygenase 2pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.01G186800.v6.11.7760629 0.00013 up no Probable ran guanine nucleotide release factorpfam04603 Mog1 Ran-interacting Mog1 protein. Segregation of nuclear and cytoplasmic processes facilitates regulation of many eukaryotic cellular functions such as gene expression and cell cycle progression. Trafficking through the nuclear pore requires a number of highly conserved soluble factors that escort macromolecular substrates into and out of the nucleus. The Mog1 protein has been shown to interact with RanGTP which stimulates guanine nucleotide release, suggesting Mog1 regulates the nuclear transport functions of Ran. The human homologue of Mog1 is thought to be alternatively spliced.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0008536|Ran GTPase binding;.

Manes.01G186900.v6.11.7538328 0.00226 up no Pentatricopeptide repeat-containing protein At2g13600pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0010182|sugar mediated signaling pathway;GO:0005739|mitochondrion;. .

Manes.01G187200.v6.11.0114121 0.91833 up no Ultraviolet-B receptor UVR8pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.01G187400.v6.11.3239157 0.0032 up no . pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.. . . .

Manes.01G187600.v6.11.9738835 6.12E-12 up no F-box/kelch-repeat protein SKIP11pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.01G187800.v6.11.4791504 3.24E-05 up no . pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . . .

Manes.01G187900.v6.10.6365976 5.21E-06 down no Homeobox-leucine zipper protein ATHB-13pfam02183 HALZ Homeobox associated leucine zipper.GO:0048826|cotyledon morphogenesis;GO:0009965|leaf morphogenesis;GO:0009744|response to sucrose;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.01G188200.v6.12.7397872 7.78E-11 up yes Protein kinase 2B, chloroplasticpfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K04733

Manes.01G188300.v6.14.0539465 4.63E-10 up yes . pfam13090 PP_kinase_C Polyphosphate kinase C-terminal domain. Polyphosphate kinase (Ppk) catalyses the formation of polyphosphate from ATP, with chain lengths of up to a thousand or more orthophosphate molecules. This C-terminal domain has a structure similar to phospholipase D.. . . .

Manes.01G188500.v6.10.6358525 0.01307 down no Vacuolar protein sorting-associated protein 29pfam12850 Metallophos_2 Calcineurin-like phosphoesterase superfamily domain. Members of this family are part of the Calcineurin-like phosphoesterase superfamily.GO:0006623|protein targeting to vacuole;GO:0001881|receptor recycling;GO:0042147|retrograde transport, endosome to Golgi;GO:0007034|vacuolar transport;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0008270|zinc ion binding;K18467

Manes.01G188700.v6.10.9787184 0.99095 down no Pentatricopeptide repeat-containing protein At2g13600pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0010182|sugar mediated signaling pathway;GO:0005739|mitochondrion;. .

Manes.01G188800.v6.10.1356196 7.38E-08 down yes . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.01G189100.v6.14.0065861 0.46784 up no SNF1-related protein kinase regulatory subunit gamma-1-likepfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0005975|carbohydrate metabolic process;. . .

Manes.01G189500.v6.11.1548142 0.1139 up no . pfam07889 DUF1664 Protein of unknown function (DUF1664). The members of this family are hypothetical plant proteins of unknown function. The region featured in this family is approximately 100 amino acids long.. . . .

Manes.01G189800.v6.11.7799474 1.20E-09 up no Alpha-amylase 3, chloroplasticpfam00128 Alpha-amylase Alpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0004556|alpha-amylase activity;GO:0005509|calcium ion binding;.

Manes.01G189900.v6.11.2110977 0.03548 up no Mitochondrial outer membrane protein porin of 36 kDapfam01459 Porin_3 Eukaryotic porin.. GO:0005741|mitochondrial outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0008308|voltage-gated anion channel activity;K15040

Manes.01G190300.v6.10.8817143 0.35007 down no . pfam04918 DltD_M DltD central region. DltD is and integral membrane protein involved in the biosynthesis of D-alanyl-lipoteichoic acid. This is important in controlling the net ionic charge in lipoteichoic acid (LTA). This family is found in bacteria of the Bacillus/Clostridium group. DltD binds Dcp and ligates it with D-alanine. DltD does not ligate acyl carrier protein (ACP) with D-alanine. It also has thioesterase activity for mischarged D-alanyl-acyl carrier protein (ACP). DltD is thought to be responsible for discriminating between Dcp involved in the D-alanylation of LTA, and ACP involved in fatty acid biosynthesis. This family consists of the central region of DltD.. . . .

Manes.01G190400.v6.10.3525545 3.76E-16 down yes Protein TWIN LOV 1pfam13426 PAS_9 PAS domain.GO:0018298|protein-chromophore linkage;GO:0005622|intracellular;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.01G190500.v6.10.2373935 0.00045 down yes . pfam02028 BCCT BCCT family transporter.. . . .

Manes.01G190600.v6.10.2809066 2.48E-08 down yes . pfam03283 PAE Pectinacetylesterase.. . . .

Manes.01G191100.v6.10.3244061 0.07363 down no Protein NRT1/ PTR FAMILY 4.6pfam00858 ASC Amiloride-sensitive sodium channel.GO:0080168|abscisic acid transport;GO:0042128|nitrate assimilation;GO:0010119|regulation of stomatal movement;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0090440|abscisic acid transporter activity;GO:0015293|symporter activity;.

Manes.01G191200.v6.10.2615263 6.52E-09 down yes Protein TWIN LOV 1pfam13426 PAS_9 PAS domain.GO:0018298|protein-chromophore linkage;GO:0005622|intracellular;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.01G191600.v6.10.5223994 6.56E-05 down no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.01G191700.v6.10.3762654 0.00024 down yes Outer envelope pore protein 24B, chloroplasticpfam11854 DUF3374 Protein of unknown function (DUF3374). This family of proteins are functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 665 to 712 amino acids in length.GO:0034765|regulation of ion transmembrane transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0034426|etioplast membrane;GO:0031359|integral component of chloroplast outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0046930|pore complex;GO:0015288|porin activity;GO:0022843|voltage-gated cation channel activity;.

Manes.01G191800.v6.10.6392234 0.00193 down no Sucrose nonfermenting 4-like proteinpfam02922 CBM_48 Carbohydrate-binding module 48 (Isoamylase N-terminal domain). This domain is found in a range of enzymes that act on branched substrates - isoamylase, pullulanase and branching enzyme. This family also contains the beta subunit of 5' AMP activated kinase.GO:0032147|activation of protein kinase activity;GO:0005975|carbohydrate metabolic process;GO:0042149|cellular response to glucose starvation;GO:0046777|protein autophosphorylation;GO:0045859|regulation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030295|protein kinase activator activity;GO:0019887|protein kinase regulator activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G191900.v6.111.738052 0.10742 up no Protein NRT1/ PTR FAMILY 2.13pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0080055|low-affinity nitrate transport;GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0080054|low-affinity nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.01G192100.v6.13.040329 1.46E-14 up yes Thioredoxin H7pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.01G192400.v6.13.1974938 1.34E-24 up yes . pfam04601 DUF569 Protein of unknown function (DUF569). Family of hypothetical proteins. Some family members contain a two copies of the region.. . . .

Manes.01G192500.v6.10.5171526 2.98E-05 down no Probable serine/threonine-protein kinase At1g18390pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G192600.v6.11.5337841 3.90E-06 up no Tetratricopeptide repeat protein 38pfam06386 GvpL_GvpF Gas vesicle synthesis protein GvpL/GvpF. This family consists of several bacterial and archaeal gas vesicle synthesis protein (GvpL/GvpF) sequences. The exact function of this family is unknown.. GO:0070062|extracellular exosome;. .

Manes.01G193200.v6.10.5883668 0.0014 down no . pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.. . . .

Manes.01G193400.v6.11.7843861 4.38E-07 up no Transcription factor BPEpfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048446|petal morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G193700.v6.10.7440465 0.00939 down no Serine/threonine-protein phosphatase PP2A catalytic subunitpfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.01G193800.v6.10.8820186 0.35242 down no . pfam14963 CAML Calcium signal-modulating cyclophilin ligand. Calcium signal-modulating cyclophilin ligand was originally identified in a screen for cyclophilin B-interacting proteins. It is likely to be involved in calcium signalling. It has also been shown to interact with many other signalling molecules including proto-oncogene tyrosine-protein kinase LCK, tumor necrosis factor receptor superfamily member 13B and EGFR.. . . .

Manes.01G194000.v6.11.1496276 0.13374 up no Transcription factor MYB1R1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G194200.v6.11.9240031 4.66E-09 up no UPF0392 protein RCOM_0530710pfam01697 Glyco_transf_92 Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. GO:0016021|integral component of membrane;. .

Manes.01G194600.v6.10.7619244 0.01797 down no Vacuolar protein sorting-associated protein 25pfam05871 ESCRT-II ESCRT-II complex subunit. This family of conserved eukaryotic proteins are subunits of the endosome associated complex ESCRT-II which recruits transport machinery for protein sorting at the multivesicular body (MVB). This protein complex transiently associates with the endosomal membrane and thereby initiates the formation of ESCRT-III, a membrane-associated protein complex that functions immediately downstream of ESCRT-II during sorting of MVB cargo. ESCRT-II in turn functions downstream of ESCRT-I, a protein complex that binds to ubiquitinated endosomal cargo.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000814|ESCRT II complex;GO:0042803|protein homodimerization activity;GO:0005198|structural molecule activity;K12189

Manes.01G194800.v6.14.3865234 2.98E-08 up yes Germin-like protein subfamily 1 member 1pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.01G194900.v6.10.5014273 9.45E-10 down no Protein WAVE-DAMPENED 2pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.GO:0007163|establishment or maintenance of cell polarity;GO:0001578|microtubule bundle formation;GO:0000226|microtubule cytoskeleton organization;GO:0009825|multidimensional cell growth;GO:0010091|trichome branching;GO:0055028|cortical microtubule;. .

Manes.01G195100.v6.10.4653934 5.14E-06 down yes Two-component response regulator ARR3pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0010161|red light signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.01G195300.v6.10.5087581 1.20E-05 down no Zinc finger MYND domain-containing protein 15pfam01753 zf-MYND MYND finger.GO:0045892|negative regulation of transcription, DNA-templated;GO:0007286|spermatid development;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0042826|histone deacetylase binding;GO:0046872|metal ion binding;.

Manes.01G195400.v6.10.8675073 0.1354 down no . pfam05708 DUF830 Orthopoxvirus protein of unknown function (DUF830). This family consists of several Orthopoxvirus proteins of unknown function.. . . .

Manes.01G195600.v6.12.4668209 3.93E-05 up yes Metalloendoproteinase 1pfam00413 Peptidase_M10 Matrixin. The members of this family are enzymes that cleave peptides. These proteases require zinc for catalysis.. GO:0031012|extracellular matrix;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.01G195900.v6.12.1077634 2.21E-07 up yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.01G196000.v6.12.7954508 0.00249 up yes Zinc finger protein GIS2pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G196400.v6.14.0537383 0.0014 up yes Snakin-2 pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.01G196700.v6.10.8742406 0.35943 down no DNA polymerase lambdapfam14792 DNA_pol_B_palmDNA polymerase beta palm. The catalytic region of DNA polymerase beta is split into three domains. An N-terminal fingers domain, a central palm domain and a C-terminal thumb domain. This entry represents the palm domain.GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0016829|lyase activity;GO:0046872|metal ion binding;K03512

Manes.01G196900.v6.10.1543753 2.64E-14 down yes Cyclin-D1-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18810

Manes.01G197100.v6.10.6312097 6.86E-06 down no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.01G197300.v6.11.0034964 0.9523 up no . pfam09793 AD Anticodon-binding domain. This domain of approximately 100 residues is conserved from plants to humans. It is frequently found in association with Lsm domain-containing proteins. It is an anticodon-binding domain of a prolyl-tRNA synthetase, whose PDB structure is available under the identifier 1h4q.. . . .

Manes.01G197400.v6.10.3885337 3.26E-09 down yes Protein ALTERED XYLOGLUCAN 4pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;.

Manes.01G197500.v6.10.7855448 0.02793 down no . pfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.01G197800.v6.10.0738276 1.64E-21 down yes WAT1-related protein At3g28050pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.01G197900.v6.10.7891429 0.36185 down no WAT1-related protein At5g40210pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.01G198000.v6.10.3718729 2.56E-05 down yes Transcription factor EMB1444pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G198300.v6.111.111388 3.30E-12 up yes . pfam10080 DUF2318 Predicted membrane protein (DUF2318). Members of this family of hypothetical bacterial proteins have no known function.. . . .

Manes.01G198600.v6.10.660665 0.00161 down no 30S ribosomal protein S16pfam00886 Ribosomal_S16 Ribosomal protein S16.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02959

Manes.01G198700.v6.11.1536125 0.11237 up no . pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.01G198800.v6.111.601081 1.65E-10 up yes . pfam08524 rRNA_processing rRNA processing. This is a family of proteins that are involved in rRNA processing. In a localisation study they were found to localize to the nucleus and nucleolus. The family also includes other metazoa members from plants to mammals where the protein has been named BR22 and is associated with TTF-1, thyroid transcription factor 1. In the lungs, the family binds TTF-1 to form a complex which influences the expression of the key lung surfactant protein-B (SP-B) and -C (SP-C), the small hydrophobic surfactant proteins that maintain surface tension in alveoli.. . . .

Manes.01G198900.v6.16.3682884 6.61E-40 up yes Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 10pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.01G199100.v6.10.7640883 0.01858 down no Bet1-like SNARE 1-1pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. K08504

Manes.01G199800.v6.1NA NA -- no . pfam05095 DUF687 Protein of unknown function (DUF687). This family contains several uncharacterized Chlamydia proteins.. . . .

Manes.01G200000.v6.12.5033018 3.86E-25 up yes Cytochrome P450 94A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G200100.v6.10.567968 8.56E-05 down no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.01G200400.v6.11.1844851 0.17926 up no . pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.01G200800.v6.10.652018 8.75E-05 down no Probable WRKY transcription factor 21pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G201100.v6.12.312937 1.08E-13 up yes PRA1 family protein Epfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.01G201300.v6.10.3070034 1.94E-14 down yes Magnesium transporter MRS2-Ipfam05856 ARPC4 ARP2/3 complex 20 kDa subunit (ARPC4). This family consists of several eukaryotic ARP2/3 complex 20 kDa subunit (P20-ARC) proteins. The Arp2/3 protein complex has been implicated in the control of actin polymerization in cells. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3 it has been suggested that the complex promotes actin assembly in lamellipodia and may participate in lamellipodial protrusion.. GO:0016021|integral component of membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.01G201400.v6.10.8721281 0.29976 down no DNA-directed RNA polymerase III subunit RPC8pfam08292 RNA_pol_Rbc25 RNA polymerase III subunit Rpc25. Rpc25 is a strongly conserved subunit of RNA polymerase III and has homology to Rpa43 in RNA polymerase I, Rpb7 in RNA polymerase II and the archaeal RpoE subunit. Rpc25 is required for transcription initiation and is not essential for the elongating properties of RNA polymerase III.GO:0051607|defense response to virus;GO:0010467|gene expression;GO:0045087|innate immune response;GO:0006139|nucleobase-containing compound metabolic process;GO:0032481|positive regulation of type I interferon production;GO:0006386|termination of RNA polymerase III transcription;GO:0006385|transcription elongation from RNA polymerase III promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0006384|transcription initiation from RNA polymerase III promoter;GO:0005813|centrosome;GO:0005829|cytosol;GO:0005666|DNA-directed RNA polymerase III complex;GO:0043231|intracellular membrane-bounded organelle;GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03022

Manes.01G201500.v6.10.4731499 5.46E-08 down yes F-box/LRR-repeat protein 17pfam00859 CTF_NFI CTF/NF-I family transcription modulation region.GO:0009793|embryo development ending in seed dormancy;GO:0055047|generative cell mitosis;GO:0009555|pollen development;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0048316|seed development;GO:0001673|male germ cell nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.01G201700.v6.14.093131 9.78E-56 up yes Auxin-induced protein 22Dpfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.01G201800.v6.10.8723501 0.18836 down no NADH dehydrogenase [ubiquinone] flavoprotein 2, mitochondrialpfam01257 2Fe-2S_thioredx Thioredoxin-like [2Fe-2S] ferredoxin.GO:0006979|response to oxidative stress;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0008270|zinc ion binding;K03943

Manes.01G201900.v6.11.8102948 3.20E-10 up no Transcription factor UNE12pfam11804 DUF3325 Protein of unknown function (DUF3325). This family of short proteins are functionally uncharacterized. This family is restricted to Alpha-, Beta- and Gamma-proteobacteria.GO:0009567|double fertilization forming a zygote and endosperm;GO:0007275|multicellular organismal development;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.01G202300.v6.10.9793821 0.83016 down no Histone acetyltransferase GCN5pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0009908|flower development;GO:0016573|histone acetylation;GO:0043966|histone H3 acetylation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0010015|root morphogenesis;GO:0006351|transcription, DNA-templated;GO:0000123|histone acetyltransferase complex;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0010484|H3 histone acetyltransferase activity;GO:0004402|histone acetyltransferase activity;K06062

Manes.01G202600.v6.10.9026505 0.3767 down no Guanylate-binding protein 4pfam02263 GBP Guanylate-binding protein, N-terminal domain. Transcription of the anti-viral guanylate-binding protein (GBP) is induced by interferon-gamma during macrophage induction. This family contains GBP1 and GPB2, both GTPases capable of binding GTP, GDP and GMP.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.01G203100.v6.10.6492321 0.00288 down no . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G203200.v6.10.8412961 0.08498 down no . pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.01G203300.v6.10.7031769 0.00056 down no 2-methyl-6-phytyl-1,4-hydroquinone methyltransferase, chloroplasticpfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0010189|vitamin E biosynthetic process;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.01G203700.v6.12.4766952 1.13E-07 up yes Pentatricopeptide repeat-containing protein At3g63370, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.01G203900.v6.10.5024955 4.05E-05 down no . pfam04762 IKI3 IKI3 family. Members of this family are components of the elongator multi-subunit component of a novel RNA polymerase II holoenzyme for transcriptional elongation. This region contains WD40 like repeats.. . . .

Manes.01G204500.v6.11.6081287 0.93871 up no Chlorophyllase type 0pfam07224 Chlorophyllase Chlorophyllase. This family consists of several plant specific Chlorophyllase proteins (EC:3.1.1.14). Chlorophyllase (Chlase) is the first enzyme involved in chlorophyll (Chl) degradation and catalyses the hydrolysis of ester bond to yield chlorophyllide and phytol.GO:0015996|chlorophyll catabolic process;. GO:0047746|chlorophyllase activity;.

Manes.01G204600.v6.10.8855047 0.59824 down no BI1-like proteinpfam01027 Bax1-I Inhibitor of apoptosis-promoting Bax1. Programmed cell-death involves a set of Bcl-2 family proteins, some of which inhibit apoptosis (Bcl-2 and Bcl-XL) and some of which promote it (Bax and Bak). Human Bax inhibitor, BI-1, is an evolutionarily conserved integral membrane protein containing multiple membrane-spanning segments predominantly localized to intracellular membranes. It has 6-7 membrane-spanning domains. The C termini of the mammalian BI-1 proteins are comprised of basic amino acids resembling some nuclear targeting sequences, but otherwise the predicted proteins lack motifs that suggest a function. As plant BI-1 appears to localize predominantly to the ER, we hypothesized that plant BI-1 could also regulate cell death triggered by ER stress. BI-1 appears to exert its effect through an interaction with calmodulin. The budding yeast member of this family has been found unexpectedly to encode a BH3 domain-containing protein (Ybh3p) that regulates the mitochondrial pathway of apoptosis in a phylogeneti. GO:0016021|integral component of membrane;. K06890

Manes.01G204700.v6.11.258573 0.35788 up no . pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.01G205000.v6.10.8568365 0.66092 down no . pfam06681 DUF1182 Protein of unknown function (DUF1182). This family consists of several hypothetical proteins of around 360 residues in length and seems to be specific to Caenorhabditis elegans. The function of this family is unknown.. . . .

Manes.01G205200.v6.11.8944831 1.53E-11 up no TP53-regulating kinasepfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0070525|tRNA threonylcarbamoyladenosine metabolic process;GO:0008033|tRNA processing;GO:0005829|cytosol;GO:0000408|EKC/KEOPS complex;GO:0016020|membrane;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016787|hydrolase activity;GO:0002039|p53 binding;GO:0004674|protein serine/threonine kinase activity;K08851

Manes.01G205300.v6.14.00094 2.80E-07 up yes CST complex subunit STN1pfam01336 tRNA_anti-codon OB-fold nucleic acid binding domain. This family contains OB-fold domains that bind to nucleic acids. The family includes the anti-codon binding domain of lysyl, aspartyl, and asparaginyl -tRNA synthetases (See pfam00152). Aminoacyl-tRNA synthetases catalyse the addition of an amino acid to the appropriate tRNA molecule EC:6.1.1.-. This family also includes part of RecG helicase involved in DNA repair. Replication factor A is a heterotrimeric complex, that contains a subunit in this family. This domain is also found at the C-terminus of bacterial DNA polymerase III alpha chain.GO:0016233|telomere capping;GO:0000784|nuclear chromosome, telomeric region;GO:0003677|DNA binding;.

Manes.01G205900.v6.14.6353273 0.00031 up yes . pfam02724 CDC45 CDC45-like protein. CDC45 is an essential gene required for initiation of DNA replication in S. cerevisiae, forming a complex with MCM5/CDC46. Homologues of CDC45 have been identified in human, mouse and smut fungus among others.. . . .

Manes.01G206000.v6.14.0782789 5.42E-50 up yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.01G206300.v6.17.3856264 6.58E-13 up yes . pfam12051 DUF3533 Protein of unknown function (DUF3533). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 393 to 772 amino acids in length.. . . .

Manes.01G206500.v6.10.3486411 3.58E-06 down yes Transcription repressor OFP12pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.01G206800.v6.10.4620642 0.00618 down yes . pfam06047 SynMuv_product Ras-induced vulval development antagonist. This family is from synthetic multi-vulval genes which encode chromatin-associated proteins involved in transcriptional repression. This protein has a role in antagonising Ras-induced vulval development.. . . .

Manes.01G207900.v6.12.2391965 0.00024 up yes . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.01G208000.v6.15.2584971 0.02763 up yes . pfam05210 Sprouty Sprouty protein (Spry). This family consists of eukaryotic Sprouty protein homologues. Sprouty proteins have been revealed as inhibitors of the Ras/mitogen-activated protein kinase (MAPK) cascade, a pathway crucial for developmental processes initiated by activation of various receptor tyrosine kinases. The sprouty gene has found to be expressed in the the brain, cochlea, nasal organs, teeth, salivary gland, lungs, digestive tract, kidneys and limb buds in mice.. . . .

Manes.01G208100.v6.10.8212622 0.17491 down no Pentatricopeptide repeat-containing protein At4g02820, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G208600.v6.12.1635312 2.08E-14 up yes Protein trichome birefringence-like 11pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.01G208700.v6.11.2783304 0.03143 up no . pfam04114 Gaa1 Gaa1-like, GPI transamidase component. GPI (glycosyl phosphatidyl inositol) transamidase is a multi-protein complex. Gpi16, Gpi8 and Gaa1 for a sub-complex of the GPI transamidase. GPI transamidase that adds glycosylphosphatidylinositols (GPIs) to newly synthesized proteins.. . . .

Manes.01G208800.v6.12.5512045 8.32E-08 up yes . pfam10136 SpecificRecomb Site-specific recombinase. Members of this family of bacterial proteins are found in various putative site-specific recombinase transmembrane proteins.. . . .

Manes.01G209100.v6.10.7775346 0.66124 down no Adenylate isopentenyltransferase 3, chloroplasticpfam01715 IPPT IPP transferase. This is a family of IPP transferases EC:2.5.1.8 also known as tRNA delta(2)-isopentenylpyrophosphate transferase. These enzymes modify both cytoplasmic and mitochondrial tRNAs at A(37) to give isopentenyl A(37).GO:0009691|cytokinin biosynthetic process;GO:0006400|tRNA modification;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0031965|nuclear membrane;GO:0005634|nucleus;GO:0009536|plastid;GO:0052623|ADP dimethylallyltransferase activity;GO:0009824|AMP dimethylallyltransferase activity;GO:0005524|ATP binding;GO:0052622|ATP dimethylallyltransferase activity;GO:0052381|tRNA dimethylallyltransferase activity;K10760

Manes.01G209300.v6.10.4150453 0.00011 down yes . pfam13340 DUF4096 Putative transposase of IS4/5 family (DUF4096).. . . .

Manes.01G209500.v6.11.4535211 3.05E-05 up no . pfam00213 OSCP ATP synthase delta (OSCP) subunit. The ATP D subunit from Escherichia coli is the same as the OSCP subunit which is this family. The ATP D subunit from metazoa are found in family pfam00401.. . . .

Manes.01G209600.v6.12.5522352 7.63E-13 up yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.01G209700.v6.11.2088978 0.04525 up no Probable glutathione peroxidase 4pfam00255 GSHPx Glutathione peroxidase.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0004602|glutathione peroxidase activity;K00432

Manes.01G209800.v6.10.6445 9.64E-06 down no HUA2-like protein 3pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.01G209900.v6.10.5821957 0.0194 down no CSC1-like protein At4g02900pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.01G210000.v6.10.4755044 9.74E-09 down yes Protein PALE CRESS, chloroplasticpfam09444 MRC1 MRC1-like domain. This putative domain is found to be the most conserved region in mediator of replication checkpoint protein 1.GO:0071482|cellular response to light stimulus;GO:0010239|chloroplast mRNA processing;GO:0009658|chloroplast organization;GO:0009965|leaf morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0009509|chromoplast;GO:0009513|etioplast;GO:0009537|proplastid;. .

Manes.01G210100.v6.10.8513078 0.1086 down no Mediator of RNA polymerase II transcription subunit 33Apfam03035 RNA_capsid Calicivirus putative RNA polymerase/capsid protein.GO:0009698|phenylpropanoid metabolic process;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.01G210200.v6.111.276726 7.52E-14 up yes . pfam13321 DUF4084 Domain of unknown function (DUF4084). This family of Firmicute proteins is frequently associated with the EAL, GGDEF and PAS families, pfam00563, pfam00990, and pfam00989. The exact function is not known.. . . .

Manes.01G210500.v6.10.567989 1.05E-05 down no . pfam03143 GTP_EFTU_D3 Elongation factor Tu C-terminal domain. Elongation factor Tu consists of three structural domains, this is the third domain. This domain adopts a beta barrel structure. This the third domain is involved in binding to both charged tRNA and binding to EF-Ts pfam00889.. . . .

Manes.01G210600.v6.11.1026584 0.41823 up no Elongation factor Tu, mitochondrialpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.GO:0046686|response to cadmium ion;GO:0005618|cell wall;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;GO:0008270|zinc ion binding;K02358

Manes.01G211000.v6.10.7941875 0.25757 down no . pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.01G211100.v6.10.6319774 0.01321 down no . pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.01G211300.v6.10.4764318 2.29E-08 down yes Auxin-binding protein T85pfam02041 Auxin_BP Auxin binding protein.GO:0009734|auxin-activated signaling pathway;GO:0005788|endoplasmic reticulum lumen;GO:0010011|auxin binding;GO:0004872|receptor activity;GO:0008270|zinc ion binding;.

Manes.01G211600.v6.110.00883 0.02845 up yes Probable indole-3-acetic acid-amido synthetase GH3.6pfam03321 GH3 GH3 auxin-responsive promoter.GO:0009733|response to auxin;GO:0009416|response to light stimulus;. GO:0016874|ligase activity;.

Manes.01G211900.v6.10.6084632 1.16E-05 down no Autophagy-related protein 18gpfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.01G212300.v6.12.6845914 1.13E-20 up yes Gibberellin receptor GID1Bpfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.01G212400.v6.11.0792718 0.39198 up no Serine/threonine-protein phosphatase BSL1pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0009742|brassinosteroid mediated signaling pathway;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K01090

Manes.01G212500.v6.11.0208638 0.80429 up no Sister-chromatid cohesion protein 3pfam08514 STAG STAG domain. STAG domain proteins are subunits of cohesin complex - a protein complex required for sister chromatid cohesion in eukaryotes. The STAG domain is present in Schizosaccharomyces pombe mitotic cohesin Psc3, and the meiosis specific cohesin Rec11. Many organisms express a meiosis-specific STAG protein, for example, mice and humans have a meiosis specific variant called STAG3, although budding yeast does not have a meiosis specific version.GO:0051455|attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0051301|cell division;GO:0051754|meiotic sister chromatid cohesion, centromeric;GO:0007067|mitotic nuclear division;GO:0005694|chromosome;GO:0005634|nucleus;. K06671

Manes.01G212600.v6.10.1837068 8.36E-10 down yes Rho GTPase-activating protein 2pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.01G212900.v6.13.7691737 2.44E-06 up yes . pfam12036 DUF3522 Protein of unknown function (DUF3522). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 220 to 787 amino acids in length.. . . .

Manes.01G213000.v6.11.3559098 0.01406 up no CUGBP Elav-like family member 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13207

Manes.01G213100.v6.11.4540295 9.14E-05 up no U1 small nuclear ribonucleoprotein Cpfam06220 zf-U1 U1 zinc finger. This family consists of several U1 small nuclear ribonucleoprotein C (U1-C) proteins. The U1 small nuclear ribonucleoprotein (U1 snRNP) binds to the pre-mRNA 5' splice site (ss) at early stages of spliceosome assembly. Recruitment of U1 to a class of weak 5' ss is promoted by binding of the protein TIA-1 to uridine-rich sequences immediately downstream from the 5' ss. Binding of TIA-1 in the vicinity of a 5' ss helps to stabilize U1 snRNP recruitment, at least in part, via a direct interaction with U1-C, thus providing one molecular mechanism for the function of this splicing regulator. This domain is probably a zinc-binding. It is found in multiple copies in some members of the family.GO:0000395|mRNA 5'-splice site recognition;GO:0000387|spliceosomal snRNP assembly;GO:0000243|commitment complex;GO:0005685|U1 snRNP;GO:0071004|U2-type prespliceosome;GO:0003729|mRNA binding;GO:0030619|U1 snRNA binding;GO:0008270|zinc ion binding;K11095

Manes.01G213300.v6.10.3800687 2.34E-13 down yes Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.01G213400.v6.10.5107216 2.31E-05 down no Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.01G213700.v6.11.3289375 0.00165 up no Protease Do-like 2, chloroplasticpfam00089 Trypsin Trypsin. GO:0009658|chloroplast organization;GO:0010206|photosystem II repair;GO:0030163|protein catabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009533|chloroplast stromal thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.01G213900.v6.10.6854431 0.04526 down no . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.01G214000.v6.12.0277022 4.64E-07 up yes Sodium/hydrogen exchanger 2pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0055075|potassium ion homeostasis;GO:0010107|potassium ion import;GO:0006885|regulation of pH;GO:0090333|regulation of stomatal closure;GO:0009651|response to salt stress;GO:0035725|sodium ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015386|potassium:proton antiporter activity;GO:0015385|sodium:proton antiporter activity;.

Manes.01G214100.v6.10.6865994 0.00036 down no Tubby-like F-box protein 3pfam01167 Tub Tub family. . GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0009536|plastid;. .

Manes.01G214300.v6.11.2267921 0.02639 up no Protein TRANSPORT INHIBITOR RESPONSE 1pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010311|lateral root formation;GO:0010152|pollen maturation;GO:0009733|response to auxin;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0038198|auxin receptor activity;GO:0000822|inositol hexakisphosphate binding;GO:0004842|ubiquitin-protein transferase activity;K14485

Manes.01G214600.v6.10.0724739 1.09E-10 down yes Membrane-anchored ubiquitin-fold protein 3pfam13881 Rad60-SLD_2 Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.01G214800.v6.15.0576852 4.66E-38 up yes Glutaredoxin-C11pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.01G215200.v6.10.6588428 0.01172 down no . pfam15100 TMEM187 TMEM187 protein family. The function of this family, TMEM187, is not known, however it is predicted to be a multi-pass membrane protein. Members of this family are as yet uncharacterized. This protein family is also alternatively named ITBA1. This family of proteins are found in eukaryotes. Proteins in this family are typically between 239 and 267 amino acids in length.. . . .

Manes.01G215300.v6.10.6193512 0.00067 down no BTB/POZ domain-containing protein At1g03010pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009860|pollen tube growth;GO:0016567|protein ubiquitination;. . .

Manes.01G216000.v6.10.9434106 0.63645 down no . pfam15051 FAM198 FAM198 protein. This family of proteins is found in eukaryotes. The function of this family is unknown. Murine FAM198B is downregulated by FGFR signalling.. . . .

Manes.01G216100.v6.12.4332934 1.81E-23 up yes Autophagy-related protein 18apfam00400 WD40 WD domain, G-beta repeat.GO:0048102|autophagic cell death;GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0006497|protein lipidation;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0042594|response to starvation;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005634|nucleus;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.01G216200.v6.124.416736 0.00324 up yes Glutathione S-transferase F13pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.01G216500.v6.10.6887647 0.01085 down no . pfam11933 DUF3451 Domain of unknown function (DUF3451). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 199 to 238 amino acids in length. This domain is found associated with pfam06512, pfam00520. This domain has a conserved ADD sequence motif.. . . .

Manes.01G216600.v6.11.0604041 0.51803 up no Bifunctional protein FolD 2pfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.01G216800.v6.10.3716183 8.80E-12 down yes Putative indole-3-acetic acid-amido synthetase GH3.9pfam03321 GH3 GH3 auxin-responsive promoter.. GO:0009941|chloroplast envelope;GO:0016874|ligase activity;K14487

Manes.01G217000.v6.16.5089155 6.86E-08 up yes Protein RALF-like 33pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.01G217500.v6.10.7555123 0.00497 down no DNA mismatch repair protein PMS1pfam01119 DNA_mis_repair DNA mismatch repair protein, C-terminal domain. This family represents the C-terminal domain of the mutL/hexB/PMS1 family. This domain has a ribosomal S5 domain 2-like fold.GO:0006310|DNA recombination;GO:0010154|fruit development;GO:0006298|mismatch repair;GO:0009555|pollen development;GO:0048316|seed development;GO:0032389|MutLalpha complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0030983|mismatched DNA binding;GO:0003697|single-stranded DNA binding;K10858

Manes.01G217600.v6.10.5463558 0.00011 down no Probable U6 snRNA-associated Sm-like protein LSm4pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;.

Manes.01G217700.v6.11.5046693 2.10E-05 up no . pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.01G218100.v6.11.1156237 0.35652 up no Universal stress protein A-like proteinpfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.01G218200.v6.10.8737218 0.28256 down no Beta-glucosidase 11pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.01G218300.v6.10.7307923 0.00297 down no Serine/arginine-rich-splicing factor SR34pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0035061|interchromatin granule;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12890

Manes.01G218600.v6.11.9505612 3.97E-13 up no . pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.01G218900.v6.12.1552873 0.03021 up no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.01G219600.v6.10.8188893 0.13856 down no Magnesium/proton exchangerpfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. K03452

Manes.01G219700.v6.10.6770349 7.55E-05 down no Blue-light photoreceptor PHR2pfam00875 DNA_photolyase DNA photolyase. This domain binds a light harvesting cofactor.GO:0006281|DNA repair;GO:0018298|protein-chromophore linkage;. GO:0003913|DNA photolyase activity;GO:0009881|photoreceptor activity;.

Manes.01G220400.v6.1183.34709 0 up yes Indole-3-acetic acid-induced protein ARG2pfam03242 LEA_3 Late embryogenesis abundant protein. Members of this family are similar to late embryogenesis abundant proteins.  Members of the family have been isolated in a number of different screens. However, the molecular function of these proteins remains obscure.GO:0006950|response to stress;. . .

Manes.01G220500.v6.11.2772148 0.02651 up no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.01G220800.v6.10.3939526 7.60E-07 down yes . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.01G221000.v6.11.8300545 0.0297 up no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.01G221400.v6.10.3683617 1.64E-08 down yes Bifunctional epoxide hydrolase 2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019369|arachidonic acid metabolic process;GO:0006874|cellular calcium ion homeostasis;GO:0042632|cholesterol homeostasis;GO:0016311|dephosphorylation;GO:0017144|drug metabolic process;GO:0019373|epoxygenase P450 pathway;GO:0006954|inflammatory response;GO:0046839|phospholipid dephosphorylation;GO:0010628|positive regulation of gene expression;GO:0045909|positive regulation of vasodilation;GO:0072593|reactive oxygen species metabolic process;GO:0008217|regulation of blood pressure;GO:0090181|regulation of cholesterol metabolic process;GO:0009636|response to toxic substance;GO:0044281|small molecule metabolic process;GO:0046272|stilbene catabolic process;GO:0006805|xenobiotic metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005777|peroxisome;GO:0033885|10-hydroxy-9-(phosphonooxy)octadecanoate phosphatase activity;GO:0004301|epoxide hydrolase activity;GO:0042577|lipid phosphatase activity;GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;GO:0042803|protein homodimerization activity;GO:0005102|receptor binding;GO:0015643|toxic substance binding;K08726

Manes.01G221500.v6.19.3693945 1.99E-53 up yes RING-H2 finger protein ATL5pfam13639 zf-RING_2 Ring finger domain.GO:0006461|protein complex assembly;GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0008270|zinc ion binding;.

Manes.01G221600.v6.125.817656 1.57E-44 up yes Probable pectinesterase/pectinesterase inhibitor 7pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.01G221700.v6.10.2652657 2.78E-16 down yes Probable pectinesterase/pectinesterase inhibitor 40pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.01G221900.v6.11.0992208 0.33092 up no Sucrose synthase 2pfam00862 Sucrose_synth Sucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0005985|sucrose metabolic process;. GO:0016157|sucrose synthase activity;.

Manes.01G222000.v6.13.0005235 4.91E-20 up yes . pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.. . . .

Manes.01G222300.v6.1Inf 5.09E-06 up yes Proline-rich protein 1pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.01G222600.v6.118.11566 7.58E-59 up yes Ethylene-responsive transcription factor RAP2-3pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0008219|cell death;GO:0009873|ethylene-activated signaling pathway;GO:0010286|heat acclimation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0051707|response to other organism;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286



Manes.01G223500.v6.10.5683517 5.55E-07 down no Nicotinamide adenine dinucleotide transporter 1, chloroplasticpfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0015297|antiporter activity;GO:0051724|NAD transporter activity;K15115

Manes.01G223600.v6.10.637157 0.00036 down no Cytidine deaminase 1pfam08211 dCMP_cyt_deam_2Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0009972|cytidine deamination;GO:0005829|cytosol;GO:0004126|cytidine deaminase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K01489

Manes.01G224100.v6.10.7886533 0.03196 down no . pfam04941 LEF-8 Late expression factor 8 (LEF-8). Late expression factor 8 (LEF-8) is one of the primary components of RNA polymerase produced by polyhedrosis viruses. LEF-8 shows homology to the second largest subunit of prokaryotic DNA-directed RNA polymerase.. . . .

Manes.01G224500.v6.10.4221723 4.34E-12 down yes . pfam13555 AAA_29 P-loop containing region of AAA domain.. . . .

Manes.01G224600.v6.15.7875728 0.00739 up yes Importin subunit alphapfam01749 IBB Importin beta binding domain. This family consists of the importin alpha (karyopherin alpha), importin beta (karyopherin beta) binding domain. The domain mediates formation of the importin alpha beta complex; required for classical NLS import of proteins into the nucleus, through the nuclear pore complex and across the nuclear envelope. Also in the alignment is the NLS of importin alpha which overlaps with the IBB domain.GO:0006606|protein import into nucleus;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008565|protein transporter activity;.

Manes.01G225000.v6.10.4763167 0.0001 down yes Kynurenine--oxoglutarate transaminasepfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0006575|cellular modified amino acid metabolic process;GO:0097053|L-kynurenine catabolic process;GO:0005737|cytoplasm;GO:0047804|cysteine-S-conjugate beta-lyase activity;GO:0047316|glutamine-phenylpyruvate transaminase activity;GO:0016212|kynurenine-oxoglutarate transaminase activity;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K00816

Manes.01G225200.v6.10.5096212 3.79E-11 down no Protein FAR1-RELATED SEQUENCE 11pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.01G225300.v6.10.2551079 0.00061 down yes Zinc finger protein 6pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G225600.v6.111.50255 1.74E-15 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.01G225700.v6.10.7087943 0.00369 down no CTP synthasepfam06418 CTP_synth_N CTP synthase N-terminus. This family consists of the N-terminal region of the CTP synthase protein (EC:6.3.4.2). This family is found in conjunction with pfam00117 located in the C-terminal region of the protein. CTP synthase catalyses the synthesis of CTP from UTP by amination of the pyrimidine ring at the 4-position.GO:0044210|'de novo' CTP biosynthetic process;GO:0006241|CTP biosynthetic process;GO:0006541|glutamine metabolic process;GO:0008654|phospholipid biosynthetic process;GO:0019856|pyrimidine nucleobase biosynthetic process;. GO:0005524|ATP binding;GO:0003883|CTP synthase activity;K01937

Manes.01G225800.v6.10.3139175 2.79E-05 down yes . pfam06273 eIF-4B Plant specific eukaryotic initiation factor 4B. This family consists of several plant specific eukaryotic initiation factor 4B proteins.. . . .

Manes.01G226000.v6.10.4679777 9.76E-05 down yes . pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.01G226300.v6.10.6923052 0.00237 down no DnaJ protein ERDJ3Bpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0052033|pathogen-associated molecular pattern dependent induction by symbiont of host innate immune response;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;. K09517

Manes.01G226400.v6.10.9311283 0.67504 down no . pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.01G226500.v6.11.1615109 0.11242 up no Transmembrane protein 205pfam13664 DUF4149 Domain of unknown function (DUF4149).. GO:0016021|integral component of membrane;. .

Manes.01G226600.v6.10.8283593 0.39825 down no BRCT domain-containing protein At4g02110pfam12738 PTCB-BRCT twin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.. . . K10728

Manes.01G227100.v6.15.7110804 8.78E-76 up yes Probable E3 ubiquitin ligase SUD1pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.01G227300.v6.10.581152 3.46E-05 down no Pentatricopeptide repeat-containing protein At3g62470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G227400.v6.11.8902579 4.05E-09 up no Probable dimethyladenosine transferasepfam00398 RrnaAD Ribosomal RNA adenine dimethylase.. GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0052909|18S rRNA (adenine(1779)-N(6)/adenine(1780)-N(6))-dimethyltransferase activity;GO:0044822|poly(A) RNA binding;GO:0000179|rRNA (adenine-N6,N6-)-dimethyltransferase activity;K14191

Manes.01G227500.v6.11.0691668 0.46147 up no PH-interacting proteinpfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0007010|cytoskeleton organization;GO:0008286|insulin receptor signaling pathway;GO:0043066|negative regulation of apoptotic process;GO:2001237|negative regulation of extrinsic apoptotic signaling pathway;GO:0008284|positive regulation of cell proliferation;GO:0043568|positive regulation of insulin-like growth factor receptor signaling pathway;GO:0045840|positive regulation of mitotic nuclear division;GO:0033138|positive regulation of peptidyl-serine phosphorylation;GO:0010800|positive regulation of peptidyl-threonine phosphorylation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006606|protein import into nucleus;GO:0022604|regulation of cell morphogenesis;GO:0008360|regulation of cell shape;GO:0040008|regulation of growth;GO:0001932|regulation of protein phosphorylation;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0005158|insulin receptor binding;GO:0070577|lysine-acetylated histone binding;K11797

Manes.01G227600.v6.10.4432568 2.21E-07 down yes DNA replication licensing factor MCM7pfam00493 MCM MCM2/3/5 family.GO:0007049|cell cycle;GO:0006270|DNA replication initiation;GO:0006268|DNA unwinding involved in DNA replication;GO:0006355|regulation of transcription, DNA-templated;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0042555|MCM complex;GO:0005634|nucleus;GO:0000347|THO complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;GO:0046872|metal ion binding;K02210

Manes.01G227700.v6.10.8354401 0.06035 down no . pfam15469 Sec5 Exocyst complex component Sec5. This Sec5 family of eukaryotic proteins conserved is not representing the Sec5-Ral binding site.. . . .

Manes.01G227900.v6.12.4742591 2.32E-19 up yes Ocs element-binding factor 1pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G228300.v6.10.6594714 4.61E-05 down no Histone-lysine N-methyltransferase EZA1pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0005634|nucleus;GO:0031519|PcG protein complex;GO:0009506|plasmodesma;GO:0018024|histone-lysine N-methyltransferase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0003727|single-stranded RNA binding;K11430

Manes.01G228700.v6.1Inf 0.9009 up no . pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.01G228900.v6.10.9608732 0.71065 down no DEAD-box ATP-dependent RNA helicase 24pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12835

Manes.01G229000.v6.10.5437772 2.16E-07 down no Pentatricopeptide repeat-containing protein At1g02370, mitochondrialpfam01535 PPR PPR repeat. This repeat has no known function. It is about 35 amino acids long and found in up to 18 copies in some proteins. This family appears to be greatly expanded in plants. This repeat occurs in PET309, which may be involved in RNA stabilisation. This domain occurs in crp1 that is involved in RNA processing. This repeat is associated with a predicted plant protein that has a domain organisation similar to the human BRCA1 protein. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G229100.v6.13.5547571 1.07E-34 up yes Peptidyl-prolyl cis-trans isomerase CYP21-4pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.01G229800.v6.11.6240222 0.32822 up no Stachyose synthasepfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0009312|oligosaccharide biosynthetic process;GO:0033532|stachyose biosynthetic process;GO:0005737|cytoplasm;GO:0047268|galactinol-raffinose galactosyltransferase activity;.

Manes.01G230000.v6.16.6083519 2.60E-16 up yes Probable WRKY transcription factor 23pfam03106 WRKY WRKY DNA -binding domain.GO:0009733|response to auxin;GO:0009624|response to nematode;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G230100.v6.10.8427165 0.10602 down no Flowering time control protein FCApfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G230200.v6.10.8820887 0.20853 down no . pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.01G230400.v6.1Inf ####### up yes Probable glycerol-3-phosphate acyltransferase 3pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13508

Manes.01G230500.v6.10.92274 0.42016 down no Probable pre-mRNA-splicing factor ATP-dependent RNA helicasepfam04408 HA2 Helicase associated domain (HA2). This presumed domain is about 90 amino acid residues in length. It is found is a diverse set of RNA helicases. Its function is unknown, however it seems likely to be involved in nucleic acid binding.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0009941|chloroplast envelope;GO:0016020|membrane;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003676|nucleic acid binding;K12820

Manes.01G230800.v6.10.7469849 0.00273 down no . pfam05266 DUF724 Protein of unknown function (DUF724). This family contains several uncharacterized proteins found in Arabidopsis thaliana and other plants. This region is often found associated with Agenet domains and may contain coiled-coil.. . . .

Manes.01G232000.v6.10.5344723 0.00146 down no Probable boron transporter 2pfam00955 HCO3_cotransp HCO3- transporter family. This family contains Band 3 anion exchange proteins that exchange CL-/HCO3-. This family also includes cotransporters of Na+/HCO3-.GO:0035445|borate transmembrane transport;GO:0051453|regulation of intracellular pH;GO:0048364|root development;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0080139|borate efflux transmembrane transporter activity;GO:0005452|inorganic anion exchanger activity;.

Manes.01G232400.v6.17.5680609 6.74E-16 up yes Polygalacturonase At1g48100pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.01G232500.v6.12.1653403 3.91E-18 up yes Shaggy-related protein kinase alphapfam00069 Pkinase Protein kinase domain.GO:0042538|hyperosmotic salinity response;GO:0009933|meristem structural organization;GO:1901002|positive regulation of response to salt stress;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.01G232600.v6.16.3698794 9.78E-99 up yes Probable protein phosphatase 2C 49pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14803

Manes.01G232700.v6.19.0909871 0.00059 up yes Short-chain dehydrogenase reductase 3bpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.01G232900.v6.11.3374596 0.00176 up no Ubiquitin-40S ribosomal protein S27apfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.01G233000.v6.14.3192245 2.29E-20 up yes Protein TolB pfam00930 DPPIV_N Dipeptidyl peptidase IV (DPP IV) N-terminal region. This family is an alignment of the region to the N-terminal side of the active site. The Prosite motif does not correspond to this Pfam entry.GO:0017038|protein import;GO:0042597|periplasmic space;. K03641

Manes.01G233100.v6.10.5804009 0.00175 down no Autophagy-related protein 8ipfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0061025|membrane fusion;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005874|microtubule;GO:0000407|pre-autophagosomal structure;GO:0019779|Atg8 activating enzyme activity;GO:0019776|Atg8 ligase activity;GO:0019786|Atg8-specific protease activity;K08341

Manes.01G233500.v6.11.4692507 2.04E-05 up no Pto-interacting protein 1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009626|plant-type hypersensitive response;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K13436

Manes.01G233600.v6.12.4886835 5.57E-23 up yes Meiosis arrest female protein 1 homologpfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.GO:0051321|meiotic cell cycle;GO:0048477|oogenesis;GO:0010468|regulation of gene expression;GO:0005777|peroxisome;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G233700.v6.10.4812145 9.37E-13 down yes . pfam04937 DUF659 Protein of unknown function (DUF 659). Transposase-like protein with no known function.. . . .

Manes.01G233900.v6.136.838122 ####### up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.01G234000.v6.10.3098519 0.02048 down yes Protein RADIALIS-like 3pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G234700.v6.10.2651907 1.36E-17 down yes . pfam01257 2Fe-2S_thioredx Thioredoxin-like [2Fe-2S] ferredoxin.. . . .

Manes.01G234800.v6.12.8965564 5.02E-29 up yes Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G234900.v6.10.8061268 0.0848 down no L-cysteine desulfhydrasepfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0019450|L-cysteine catabolic process to pyruvate;GO:0005829|cytosol;GO:0080146|L-cysteine desulfhydrase activity;.

Manes.01G235200.v6.11.3636155 0.00266 up no Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.01G235300.v6.10.476116 0.00011 down yes Protein S-acyltransferase 18pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0030659|cytoplasmic vesicle membrane;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K18932

Manes.01G235500.v6.11.3107711 0.54444 up no Auxin-responsive protein IAA30pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009630|gravitropism;GO:0009733|response to auxin;GO:0048364|root development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.01G235600.v6.11.3510087 0.54952 up no Cytochrome P450 734A6pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G235800.v6.10.3974454 1.49E-13 down yes Transcription factor MYB86pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.01G236400.v6.10.5225398 3.43E-08 down no Protein phosphatase 2C 32pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0010074|maintenance of meristem identity;GO:0006470|protein dephosphorylation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.01G236600.v6.1NA NA -- no Putative expansin-A17pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.01G236700.v6.10.5051266 0.01317 down no Glucose-1-phosphate adenylyltransferase large subunit 2, chloroplasticpfam00483 NTP_transferase Nucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;K00975

Manes.01G236900.v6.11.1933944 0.05413 up no Cathepsin B pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0097067|cellular response to thyroid hormone stimulus;GO:0030574|collagen catabolic process;GO:0046697|decidualization;GO:0030855|epithelial cell differentiation;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0070062|extracellular exosome;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0042470|melanosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0048471|perinuclear region of cytoplasm;GO:0004197|cysteine-type endopeptidase activity;K01363

Manes.01G237200.v6.11.6072846 1.60E-06 up no Tricin synthase 1pfam01596 Methyltransf_3 O-methyltransferase. Members of this family are O-methyltransferases. The family includes catechol o-methyltransferase, caffeoyl-CoA O-methyltransferase, and a family of bacterial O-methyltransferases that may be involved in antibiotic production.GO:0032259|methylation;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0008171|O-methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K18883

Manes.01G237300.v6.14.8283382 3.12E-05 up yes . pfam11971 CAMSAP_CH CAMSAP CH domain. This domain is the N-terminal CH domain from the CAMSAP proteins.i. . . .

Manes.01G237600.v6.127.098258 4.16E-89 up yes Uncharacterized protein C594.04cpfam06966 DUF1295 Protein of unknown function (DUF1295). This family contains a number of bacterial and eukaryotic proteins of unknown function that are approximately 300 residues long.GO:0055114|oxidation-reduction process;GO:0008202|steroid metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016627|oxidoreductase activity, acting on the CH-CH group of donors;GO:0016229|steroid dehydrogenase activity;.

Manes.01G237700.v6.10.8266782 0.27612 down no Probable inactive purple acid phosphatase 29pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.01G237800.v6.12.060804 5.08E-07 up yes . pfam00050 Kazal_1 Kazal-type serine protease inhibitor domain. Usually indicative of serine protease inhibitors. However, kazal-like domains are also seen in the extracellular part of agrins, which are not known to be protease inhibitors. Kazal domains often occur in tandem arrays. Small alpha+beta fold containing three disulphides. Alignment also includes a single domain from transporters in the OATP/PGT family.. . . .

Manes.01G238100.v6.14.0512959 2.00E-13 up yes NAC domain-containing protein 45pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0090603|sieve element differentiation;GO:0090602|sieve element enucleation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G238500.v6.10.3562695 0.00053 down yes . pfam05309 TraE TraE protein. This family consists of several bacterial sex pilus assembly and synthesis proteins (TraE). Conjugal transfer of plasmids from donor to recipient cells is a complex process in which a cell-to-cell contact plays a key role. Many genes encoded by self-transmissible plasmids are required for various processes of conjugation, including pilus formation, stabilisation of mating pairs, conjugative DNA metabolizm, surface exclusion and regulation of transfer gene expression. The exact function of the TraE protein is unknown.. . . .

Manes.01G238900.v6.14.8750396 7.40E-18 up yes Soluble inorganic pyrophosphatasepfam00719 Pyrophosphatase Inorganic pyrophosphatase.GO:0006796|phosphate-containing compound metabolic process;GO:0005737|cytoplasm;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;.

Manes.01G239000.v6.10.5821603 2.19E-05 down no Protein LHY pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0042754|negative regulation of circadian rhythm;GO:0043433|negative regulation of sequence-specific DNA binding transcription factor activity;GO:0042752|regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K12133

Manes.01G240000.v6.11.0047854 0.94231 up no Vacuolar protein sorting-associated protein 8 homologpfam12816 Vps8 Golgi CORVET complex core vacuolar protein 8. Vps8 is one of the Golgi complex components necessary for vacuolar sorting. Eukaryotic cells contain a highly dynamic endo-membrane system, in which individual organelles keep their identity despite continuous vesicle generation and fusion. Vesicles that bud from a donor membrane are targeted and delivered to each individual organelle, where they release their cargo after fusion with the acceptor membrane. Vps8 is the core component of the endosomal tethering complex CORVET (class C core vacuole/endosome tethering). Vps8 co-operates with Vps21-GTP to mediate endosomal clustering in a reaction that is dependent on Vps3. Vps8 is the only CORVET subunit that is enriched on late endosomes, suggesting that it is a marker for the maturation of late endosomes. Late endosomes form intralumenal vesicles, and the resulting multivesicular bodies fuse with the vacuole to release their cargoes.. GO:0033263|CORVET complex;GO:0008270|zinc ion binding;.

Manes.01G240200.v6.11.7284908 1.64E-08 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G240400.v6.15.9898484 9.23E-68 up yes RNA-binding protein 38pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0070935|3'-UTR-mediated mRNA stabilization;GO:0007049|cell cycle;GO:0007050|cell cycle arrest;GO:0030154|cell differentiation;GO:0006977|DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest;GO:0006978|DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator;GO:0006397|mRNA processing;GO:0008285|negative regulation of cell proliferation;GO:0010830|regulation of myotube differentiation;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;.

Manes.01G240900.v6.10.9514662 0.63349 down no Heterogeneous nuclear ribonucleoprotein Qpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.01G241000.v6.13.9411483 0.00807 up yes 3-ketoacyl-CoA synthase 1pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0010025|wax biosynthetic process;GO:0022626|cytosolic ribosome;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009922|fatty acid elongase activity;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.01G241400.v6.10.7060737 0.00098 down no GRF1-interacting factor 3pfam05030 SSXT SSXT protein (N-terminal region). The SSXT or SS18 protein is involved in synovial sarcoma in humans. A SYT-SSX fusion gene resulting from the chromosomal translocation t(X;18) (p11;q11) is characteristic of synovial sarcomas. This translocation fuses the SSXT (SYT) gene from chromosome 18 to either of two homologous genes at Xp11, SSX1 or SSX2.GO:0008283|cell proliferation;GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003713|transcription coactivator activity;.

Manes.01G241500.v6.15.5867839 1.83E-14 up yes . pfam13578 Methyltransf_24 Methyltransferase domain. This family appears to be a methyltransferase domain.. . . .

Manes.01G241700.v6.14.5509808 3.26E-07 up yes Transcription factor bHLH28pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0042538|hyperosmotic salinity response;GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005509|calcium ion binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G241800.v6.10.7144409 0.00252 down no CDPK-related kinase 3pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0035556|intracellular signal transduction;GO:0010150|leaf senescence;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G242200.v6.10.377404 3.76E-08 down yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.01G242300.v6.14.9752983 1.35E-37 up yes Homeobox-leucine zipper protein ATHB-7pfam00046 Homeobox Homeobox domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G242400.v6.10.4571239 0.006 down yes Cytochrome P450 78A3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G243000.v6.11.9038119 1.83E-06 up no Ras-related protein RABA3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009504|cell plate;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.01G243200.v6.11.4450633 0.0002 up no Serine/arginine-rich splicing factor RS31pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12893

Manes.01G243500.v6.11.0167594 0.90771 up no DNA-directed RNA polymerase III subunit RPC10pfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0051607|defense response to virus;GO:0010467|gene expression;GO:0045087|innate immune response;GO:0032481|positive regulation of type I interferon production;GO:0006386|termination of RNA polymerase III transcription;GO:0006385|transcription elongation from RNA polymerase III promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005829|cytosol;GO:0005666|DNA-directed RNA polymerase III complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03019

Manes.01G243600.v6.10.8484534 0.11447 down no Bifunctional fucokinase/fucose pyrophosphorylasepfam07959 Fucokinase L-fucokinase. In the salvage pathway of GDP-L-fucose, free cytosolic fucose is phosphorylated by L-fucokinase to form L-fucose-L-phosphate, which is then further converted to GDP-L-fucose in the reaction catalysed by GDP-L-fucose pyrophosphorylase.GO:0005975|carbohydrate metabolic process;GO:0042352|GDP-L-fucose salvage;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0050201|fucokinase activity;GO:0047341|fucose-1-phosphate guanylyltransferase activity;GO:0046872|metal ion binding;K05305

Manes.01G243900.v6.12.2375412 2.20E-15 up yes ORM1-like protein 1pfam04061 ORMDL ORMDL family. Evidence form suggests that ORMDLs are involved in protein folding in the ER. Orm proteins have been identified as negative regulators of sphingolipid synthesis that form a conserved complex with serine palmitoyltransferase, the first and rate-limiting enzyme in sphingolipid production. This novel and conserved protein complex, has been termed the SPOTS complex (serine palmitoyltransferase, Orm1/2, Tsc3, and Sac1).GO:0006672|ceramide metabolic process;GO:0090155|negative regulation of sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.01G244300.v6.10.738086 0.04527 down no . pfam07817 GLE1 GLE1-like protein. The members of this family are sequences that are similar to the human protein GLE1. This protein is localized at the nuclear pore complexes and functions in poly(A)+ RNA export to the cytoplasm.. . . .

Manes.01G244400.v6.10.6549128 0.00299 down no Kinesin light chain 1pfam13424 TPR_12 Tetratricopeptide repeat.GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0008088|axon cargo transport;GO:0007596|blood coagulation;GO:0007018|microtubule-based movement;GO:0007264|small GTPase mediated signal transduction;GO:0035617|stress granule disassembly;GO:0016032|viral process;GO:0030424|axon;GO:0035253|ciliary rootlet;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0005829|cytosol;GO:0030426|growth cone;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0005874|microtubule;GO:0003777|microtubule motor activity;GO:0003774|motor activity;K10407



Manes.01G244500.v6.11.055647 0.55236 up no . pfam12234 Rav1p_C RAVE protein 1 C terminal. This domain family is found in eukaryotes, and is typically between 621 and 644 amino acids in length. This family is the C terminal region of the protein RAVE (regulator of the ATPase of vacuolar and endosomal membranes). Rav1p is involved in regulating the glucose dependent assembly and disassembly of vacuolar ATPase V1 and V0 subunits.. . . .

Manes.01G244700.v6.11.1167651 0.22843 up no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.01G244900.v6.10.5337337 5.84E-07 down no Uncharacterized protein At4g00950pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;. GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G245500.v6.10.4718009 0.06785 down no . pfam11412 DsbC Disulphide bond corrector protein DsbC. DsbC rearranges incorrect disulphide bonds during oxidative protein folding. It is activated by the N-terminal domain of DsbD, a transmembrane electron transporter. DsbD binds to a DsbC dimer and selectively activates it using electrons from the cytoplasm.. . . .

Manes.01G245600.v6.13.6242397 1.67E-27 up yes Transcription factor bHLH13pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G245800.v6.11.5897425 2.38E-07 up no Protein ASPARTIC PROTEASE IN GUARD CELL 1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.01G245900.v6.10.7739214 0.24505 down no . pfam00501 AMP-binding AMP-binding enzyme.. . . .

Manes.01G246000.v6.10.6234328 0.0008 down no E3 ubiquitin-protein ligase SINAT3pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.01G246100.v6.10.407262 1.33E-11 down yes E3 ubiquitin-protein ligase SINAT3pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.01G246700.v6.11.1373046 0.16605 up no Beclin-1-like proteinpfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.GO:0000045|autophagosome assembly;GO:0006995|cellular response to nitrogen starvation;GO:0032258|CVT pathway;GO:0050832|defense response to fungus;GO:0045324|late endosome to vacuole transport;GO:0044804|nucleophagy;GO:0009846|pollen germination;GO:0006623|protein targeting to vacuole;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0019898|extrinsic component of membrane;GO:0034271|phosphatidylinositol 3-kinase complex, class III, type I;GO:0034272|phosphatidylinositol 3-kinase complex, class III, type II;GO:0000407|pre-autophagosomal structure;. .

Manes.01G247000.v6.10.5936509 6.78E-06 down no . pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.01G247300.v6.11.9105353 2.70E-13 up no Abscisic acid receptor PYL9pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.01G247400.v6.12.7322512 2.92E-23 up yes Protein ROOT PRIMORDIUM DEFECTIVE 1pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.01G247600.v6.11.5704205 0.01128 up no Transcription factor TRYpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.01G248000.v6.13.2235613 1.48E-06 up yes Protein trichome birefringence-like 25pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.01G248100.v6.11.060802 0.53223 up no . pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.01G248500.v6.10.8410608 0.20383 down no Mitochondrial adenine nucleotide transporter ADNT1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.01G248800.v6.10.8402576 0.37708 down no Light-sensor Protein kinasepfam06760 DUF1221 Protein of unknown function (DUF1221). This is a family of plant proteins, most of which are hypothetical and of unknown function. All members contain the pfam00069 domain, suggesting that they may possess kinase activity.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G248900.v6.10.4758558 5.57E-07 down yes . pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.01G249600.v6.11.5370735 0.01652 up no Ethylene-responsive transcription factor CRF4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G249700.v6.11.6374157 7.58E-06 up no Exosome complex component RRP41pfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0051607|defense response to virus;GO:0045006|DNA deamination;GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0010467|gene expression;GO:0071044|histone mRNA catabolic process;GO:0000460|maturation of 5.8S rRNA;GO:0071028|nuclear mRNA surveillance;GO:0000956|nuclear-transcribed mRNA catabolic process;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0034427|nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071051|polyadenylation-dependent snoRNA 3'-end processing;GO:0030307|positive regulation of cell growth;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0031125|rRNA 3'-end processing;GO:0016075|rRNA catabolic process;GO:0006364|rRNA processing;GO:0034475|U4 snRNA 3'-end processing;GO:0005737|cytoplasm;GO:0000177|cytoplasmic exosome (RNase complex);GO:0005829|cytosol;GO:0000178|exosome (RNase complex);GO:0000176|nuclear exosome (RNase complex);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0035327|transcriptionally active chromatin;GO:0000175|3'-5'-exoribonuclease activity;GO:0017091|AU-rich element binding;K11600

Manes.01G249800.v6.10.7837516 0.14921 down no Putative glucose-6-phosphate 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.01G249900.v6.10.6933324 0.00069 down no Common plant regulatory factor 1pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G250000.v6.10.6883606 0.0039 down no GDSL esterase/lipase At4g01130pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.01G250100.v6.11.3187408 0.01079 up no Protein CURVATURE THYLAKOID 1A, chloroplasticpfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.01G250200.v6.10.9168518 0.40777 down no BTB/POZ domain-containing protein POB1pfam07707 BACK BTB And C-terminal Kelch. This domain is found associated with pfam00651 and pfam01344. The BACK domain is found juxtaposed to the BTB domain; they are separated by as little as two residues. This family appears to be closely related to the BTB domain (Finn RD, personal observation).GO:0016567|protein ubiquitination;GO:0010114|response to red light;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;.

Manes.01G250400.v6.10.546549 2.77E-06 down no Uncharacterized protein At5g41620pfam13851 GAS Growth-arrest specific micro-tubule binding. This family is the highly conserved central region of a number of metazoan proteins referred to as growth-arrest proteins. In mouse, Gas8 is predominantly a testicular protein, whose expression is developmentally regulated during puberty and spermatogenesis. In humans, it is absent in infertile males who lack the ability to generate gametes. The localisation of Gas8 in the motility apparatus of post-meiotic gametocytes and mature spermatozoa, together with the detection of Gas8 also in cilia at the apical surfaces of epithelial cells lining the pulmonary bronchi and Fallopian tubes suggests that the Gas8 protein may have a role in the functioning of motile cellular appendages. Gas8 is a microtubule-binding protein localized to regions of dynein regulation in mammalian cells.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.01G250600.v6.13.2314525 3.94E-26 up yes F-box/kelch-repeat protein At3g61590pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0031571|mitotic G1 DNA damage checkpoint;GO:0048513|organ development;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0019005|SCF ubiquitin ligase complex;GO:0004842|ubiquitin-protein transferase activity;.

Manes.01G251000.v6.10.6837823 0.0002 down no . pfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.. . . .

Manes.01G251400.v6.14.0759164 4.71E-28 up yes Delta(8)-fatty-acid desaturase 2pfam00487 FA_desaturase Fatty acid desaturase.GO:0070417|cellular response to cold;GO:0030148|sphingolipid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0052631|sphingolipid delta-8 desaturase activity;K13076

Manes.01G251500.v6.10.3966665 2.33E-09 down yes Probable membrane-associated kinase regulator 6pfam03805 CLAG Cytoadherence-linked asexual protein. Clag (cytoadherence linked asexual gene) is a malaria surface protein which has been shown to be involved in the binding of Plasmodium falciparum infected erythrocytes to host endothelial cells, a process termed cytoadherence. The cytoadherence phenomenon is associated with the sequestration of infected erythrocytes in the blood vessels of the brain, cerebral malaria. Clag is a multi-gene family in Plasmodium falciparum with at least 9 members identified to date. Orthologous proteins in the rodent malaria species Plasmodium chabaudi (Lawson D Unpubl. obs.) suggest that the gene family is found in other malaria species and may play a more generic role in cytoadherence.GO:0009738|abscisic acid-activated signaling pathway;GO:0005886|plasma membrane;. .

Manes.01G251600.v6.10.7407073 0.0254 down no U11/U12 small nuclear ribonucleoprotein 59 kDa proteinpfam13853 7tm_4 Olfactory receptor. The members of this family are transmembrane olfactory receptors.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. .

Manes.01G251800.v6.13.2639679 1.68E-14 up yes RING-H2 finger protein ATL68pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.01G252400.v6.15.0965928 1.42E-42 up yes WRKY transcription factor 22pfam03106 WRKY WRKY DNA -binding domain.GO:0006952|defense response;GO:0010150|leaf senescence;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13425

Manes.01G252600.v6.10.4338369 9.88E-05 down yes . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.01G252700.v6.1#NAME? 0.60004 down no 1-aminocyclopropane-1-carboxylate synthase 1pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.01G252800.v6.10.7075815 0.04123 down no . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.01G253000.v6.11.4380438 0.00015 up no Protein REVEILLE 5pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G253100.v6.10.9175639 0.37064 down no . pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.. . . .

Manes.01G253400.v6.123.029027 ####### up yes Probable WRKY transcription factor 41pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G253500.v6.12.4227805 4.84E-13 up yes Probable serine/threonine-protein kinase At1g01540pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G253800.v6.12.5593202 2.51E-05 up yes Putative UDP-rhamnose:rhamnosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.01G254000.v6.10.8072393 0.06543 down no Mechanosensitive ion channel protein 1, mitochondrialpfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005739|mitochondrion;. .

Manes.01G254400.v6.11.0446237 0.6287 up no RAB6A-GEF complex partner protein 1pfam07064 RIC1 RIC1. RIC1 has been identified in yeast as a Golgi protein involved in retrograde transport to the cis-Golgi network. It forms a heterodimer with Rgp1 and functions as a guanyl-nucleotide exchange factor.GO:1903363|negative regulation of cellular protein catabolic process;GO:0043547|positive regulation of GTPase activity;GO:0042147|retrograde transport, endosome to Golgi;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0043234|protein complex;GO:0034066|RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0017137|Rab GTPase binding;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.01G254500.v6.18.2285097 1.43E-37 up yes E3 ubiquitin-protein ligase RHA1Bpfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16281

Manes.01G254700.v6.12.622179 7.14E-06 up yes . pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.. . . .

Manes.01G254800.v6.10.6773636 0.00013 down no . pfam12036 DUF3522 Protein of unknown function (DUF3522). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 220 to 787 amino acids in length.. . . .

Manes.01G254900.v6.13.3661733 4.93E-11 up yes Calmodulin-binding receptor-like cytoplasmic kinase 2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0009555|pollen development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G255100.v6.10.7888029 0.09936 down no AT-rich interactive domain-containing protein 1pfam01388 ARID ARID/BRIGHT DNA binding domain. This domain is know as ARID for AT-Rich Interaction Domain, and also known as the BRIGHT domain.GO:0016575|histone deacetylation;GO:0048235|pollen sperm cell differentiation;GO:0010628|positive regulation of gene expression;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048555|generative cell nucleus;GO:0000118|histone deacetylase complex;GO:0048556|microsporocyte nucleus;GO:0003677|DNA binding;.

Manes.01G255200.v6.11.5863435 9.37E-07 up no Ubiquitin-conjugating enzyme E2 5pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10576

Manes.01G255300.v6.11.2899554 0.01202 up no ATP-dependent helicase BRMpfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0043044|ATP-dependent chromatin remodeling;GO:0010199|organ boundary specification between lateral organs and the meristem;GO:0040029|regulation of gene expression, epigenetic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0004386|helicase activity;K11647

Manes.01G255400.v6.10.886038 0.19514 down no Bifunctional L-3-cyanoalanine synthase/cysteine synthase 1, mitochondrialpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0019499|cyanide metabolic process;GO:0006535|cysteine biosynthetic process from serine;GO:0006534|cysteine metabolic process;GO:0005739|mitochondrion;GO:0004124|cysteine synthase activity;GO:0050017|L-3-cyanoalanine synthase activity;GO:0016740|transferase activity;.

Manes.01G255600.v6.10.8113308 0.05695 down no . pfam08264 Anticodon_1 Anticodon-binding domain of tRNA. This domain is found mainly hydrophobic tRNA synthetases. The domain binds to the anticodon of the tRNA.. . . .

Manes.01G255700.v6.12.9208578 6.21E-30 up yes . pfam00303 Thymidylat_synt Thymidylate synthase.. . . .

Manes.01G255800.v6.10.7597478 0.00467 down no Ascorbate transporter, chloroplasticpfam07690 MFS_1 Major Facilitator Superfamily.GO:0098656|anion transmembrane transport;GO:0015882|L-ascorbic acid transport;GO:0010028|xanthophyll cycle;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015229|L-ascorbic acid transporter activity;.

Manes.01G255900.v6.10.6983635 0.00321 down no Glycerol-3-phosphate 2-O-acyltransferase 4pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0010143|cutin biosynthetic process;GO:0016311|dephosphorylation;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0090447|glycerol-3-phosphate 2-O-acyltransferase activity;GO:0016791|phosphatase activity;K13508

Manes.01G256200.v6.12.1132445 2.48E-15 up yes U-box domain-containing protein 33pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.01G256300.v6.122.161302 0.00023 up yes . pfam03554 Herpes_UL73 UL73 viral envelope glycoprotein. This family groups together the viral proteins BLRF1, U46, 53, and UL73. The UL73-like envelope glycoproteins, which associates in a high molecular mass complex with its counterpart, gM, induce neutralizing antibody responses in the host. These glycoprotein are highly polymorphic, particularly in the N-terminal region.. . . .

Manes.01G256600.v6.11.8408791 6.39E-10 up no . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G256700.v6.10.6561728 1.86E-05 down no Mediator of RNA polymerase II transcription subunit 12pfam09497 Med12 Transcription mediator complex subunit Med12. Med12 is a negative regulator of the Gli3-dependent sonic hedgehog signalling pathway via its interaction with Gli3 within the RNA polymerase II transcriptional Mediator. A complex is formed between Med12, Med13, CDK8 and CycC which is responsible for suppression of transcription. This subunit forms part of the Kinase section of Mediator.GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;.

Manes.01G257000.v6.10.9489879 0.70807 down no Rop guanine nucleotide exchange factor 3pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0043547|positive regulation of GTPase activity;. GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.01G257300.v6.127.947308 4.33E-12 up yes Poly(A)-specific ribonuclease PARNpfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006952|defense response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.01G257600.v6.10.7619351 0.00756 down no 60S ribosomal protein L36-3pfam01158 Ribosomal_L36e Ribosomal protein L36e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02920

Manes.01G257800.v6.10.483388 2.53E-10 down yes Acyl-coenzyme A thioesterase 8pfam02551 Acyl_CoA_thio Acyl-CoA thioesterase. This family represents the thioesterase II domain. Two copies of this domain are found in a number of acyl-CoA thioesterases.GO:0006637|acyl-CoA metabolic process;GO:0043649|dicarboxylic acid catabolic process;GO:0016559|peroxisome fission;GO:0005739|mitochondrion;GO:0005782|peroxisomal matrix;GO:0005777|peroxisome;GO:0047617|acyl-CoA hydrolase activity;GO:0052689|carboxylic ester hydrolase activity;GO:0033882|choloyl-CoA hydrolase activity;GO:0052815|medium-chain acyl-CoA hydrolase activity;GO:0016290|palmitoyl-CoA hydrolase activity;GO:0005102|receptor binding;K11992

Manes.01G257900.v6.10.5756059 0.18187 down no . pfam04030 ALO D-arabinono-1,4-lactone oxidase. This domain is specific to D-arabinono-1,4-lactone oxidase EC:1.1.3.-, which is involved in the final step of the D-erythroascorbic acid biosynthesis pathway.. . . .

Manes.01G258100.v6.10.7021379 0.06686 down no . pfam01524 Gemini_V1 Geminivirus V1 protein. Disruption of the V1 gene in Tomato yellow leaf curl virus (TYLCV) stopped its ability to systemically infect tomato plants, suggesting that the V1 gene product is required for successful infection of the host.. . . .

Manes.01G258400.v6.10.6084595 0.01957 down no . pfam13766 ECH_C 2-enoyl-CoA Hydratase C-terminal region. This is the C-terminal region of enoyl-CoA hydratase.. . . .

Manes.01G258800.v6.11.3349229 0.00172 up no . pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.. . . .

Manes.01G259000.v6.1Inf 0.00074 up yes Kiwellin pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.01G259400.v6.10.5004507 1.40E-06 down no tRNA-specific adenosine deaminase 1pfam02137 A_deamin Adenosine-deaminase (editase) domain. Adenosine deaminases acting on RNA (ADARs) can deaminate adenosine to form inosine. In long double-stranded RNA, this process is non-specific; it occurs site-specifically in RNA transcripts. The former is important in defence against viruses, whereas the latter may affect splicing or untranslated regions. They are primarily nuclear proteins, but a longer isoform of ADAR1 is found predominantly in the cytoplasm. ADARs are derived from the Tad1-like tRNA deaminases that are present across eukaryotes. These in turn belong to the nucleotide/nucleic acid deaminase superfamily and are characterized by a distinct insert between the two conserved cysteines that are involved in binding zinc.GO:0008033|tRNA processing;. GO:0046872|metal ion binding;GO:0003723|RNA binding;GO:0008251|tRNA-specific adenosine deaminase activity;K15440

Manes.01G259600.v6.11.8511664 2.87E-11 up no DEAD-box ATP-dependent RNA helicase 8pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0033962|cytoplasmic mRNA processing body assembly;GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0006417|regulation of translation;GO:0010501|RNA secondary structure unwinding;GO:0016032|viral process;GO:0000932|cytoplasmic mRNA processing body;GO:0010494|cytoplasmic stress granule;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K12614

Manes.01G259700.v6.17.3140874 1.29E-13 up yes . pfam06160 EzrA Septation ring formation regulator, EzrA. During the bacterial cell cycle, the tubulin-like cell-division protein FtsZ polymerizes into a ring structure that establishes the location of the nascent division site. EzrA modulates the frequency and position of FtsZ ring formation.. . . .

Manes.01G259800.v6.11.7986883 1.34E-08 up no . pfam07287 DUF1446 Protein of unknown function (DUF1446). This family consists of several bacterial and plant proteins of around 400 residues in length. The function of this family is unknown.. . . .

Manes.01G260400.v6.10.2745146 1.32E-25 down yes Pentatricopeptide repeat-containing protein At3g42630pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.01G260600.v6.10.3850904 4.42E-06 down yes Cell division protein FtsY homolog, chloroplasticpfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0005525|GTP binding;GO:0046872|metal ion binding;K03110

Manes.01G260700.v6.18.3699539 1.70E-26 up yes BON1-associated protein 2pfam00168 C2 C2 domain. GO:0006952|defense response;GO:0016020|membrane;. .

Manes.01G261400.v6.11.4622243 2.40E-05 up no Probable methyltransferase PMT13pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0052546|cell wall pectin metabolic process;GO:0032259|methylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.01G261500.v6.10.8119094 0.07478 down no FAS-associated factor 1pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.GO:0006915|apoptotic process;GO:0008219|cell death;GO:0007253|cytoplasmic sequestering of NF-kappaB;GO:0043065|positive regulation of apoptotic process;GO:0010942|positive regulation of cell death;GO:1902043|positive regulation of extrinsic apoptotic signaling pathway via death domain receptors;GO:0031334|positive regulation of protein complex assembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030155|regulation of cell adhesion;GO:0042176|regulation of protein catabolic process;GO:0045859|regulation of protein kinase activity;GO:0031265|CD95 death-inducing signaling complex;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0034098|VCP-NPL4-UFD1 AAA ATPase complex;GO:0031072|heat shock protein binding;GO:0051059|NF-kappaB binding;GO:0019901|protein kinase binding;GO:0019887|protein kinase regulator activity;GO:0043130|ubiquitin binding;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G261600.v6.15.8247674 5.49E-18 up yes Probable methyltransferase PMT15pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.01G261700.v6.138.288698 2.13E-14 up yes F-box protein PP2-A13pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.01G261800.v6.12.2719386 7.49E-21 up yes . pfam10395 Utp8 Utp8 family. Utp8 is an essential component of the nuclear tRNA export machinery in Saccharomyces cerevisiae. It is a tRNA binding protein that acts at a step between tRNA maturation /aminoacylation, and translocation of the tRNA across the nuclear pore complex.. . . .

Manes.01G262000.v6.10.8694735 0.1855 down no Armadillo repeat-containing protein 4pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.GO:0003341|cilium movement;GO:0007368|determination of left/right symmetry;GO:0070986|left/right axis specification;GO:0036158|outer dynein arm assembly;GO:0003356|regulation of cilium beat frequency;GO:0021591|ventricular system development;GO:0005930|axoneme;GO:0097546|ciliary base;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005654|nucleoplasm;GO:0005634|nucleus;. .

Manes.01G262100.v6.11.1015224 0.86054 up no Ethylene-responsive transcription factor RAP2-11pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G262200.v6.10.4524269 7.08E-07 down yes RING-H2 finger protein ATL7pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;K19039

Manes.01G262300.v6.10.7260085 0.01484 down no Xyloglucan endotransglucosylase/hydrolase protein 4pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0009733|response to auxin;GO:0009645|response to low light intensity stimulus;GO:0009612|response to mechanical stimulus;GO:0009826|unidimensional cell growth;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.01G262500.v6.11.9582596 0.00157 up no . pfam09948 DUF2182 Predicted metal-binding integral membrane protein (DUF2182). This domain, found in various hypothetical bacterial membrane proteins having predicted metal-binding properties, has no known function.. . . .

Manes.01G262600.v6.10.1408773 3.03E-12 down yes Two-component response regulator ARR2pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0010119|regulation of stomatal movement;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.01G262700.v6.10.4571713 1.33E-08 down yes Flap endonuclease GEN-like 1pfam00867 XPG_I XPG I-region.GO:0006281|DNA repair;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;.



Manes.01G263900.v6.10.8591589 0.16436 down no Histone deacetylase complex subunit SAP18pfam06487 SAP18 Sin3 associated polypeptide p18 (SAP18). This family consists of several eukaryotic Sin3 associated polypeptide p18 (SAP18) sequences. SAP18 is known to be a component of the Sin3-containing complex which is responsible for the repression of transcription via the modification of histone polypeptides. SAP18 is also present in the ASAP complex which is thought to be involved in the regulation of splicing during the execution of programmed cell death.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;. .

Manes.01G264200.v6.10.2585939 0.00251 down yes Probable carboxylesterase 9pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.01G264700.v6.10.7620702 0.05352 down no Growth-regulating factor 9pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.01G265500.v6.10.2404655 4.48E-13 down yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.01G265800.v6.11.6483793 1.99E-08 up no Proteasome subunit beta type-1pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005839|proteasome core complex;GO:0004298|threonine-type endopeptidase activity;.

Manes.01G266000.v6.10.3555801 4.30E-16 down yes Glutathione S-transferase zeta classpfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009072|aromatic amino acid family metabolic process;GO:0005737|cytoplasm;GO:0004364|glutathione transferase activity;.

Manes.01G266100.v6.1Inf 0.02401 up yes Protein transport Sec1apfam00995 Sec1 Sec1 family. GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005623|cell;. .

Manes.01G266300.v6.11.017739 0.82814 up no Probable protein S-acyltransferase 14pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.01G266600.v6.10.5705196 0.00013 down no . pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.. . . .

Manes.01G266700.v6.11.1413042 0.20504 up no UDP-glucuronate 4-epimerase 3pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.01G267200.v6.11.1794146 0.08782 up no Subtilisin-like protease SBT5.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.01G267400.v6.10.8948447 0.27786 down no . pfam00881 Nitroreductase Nitroreductase family. The nitroreductase family comprises a group of FMN- or FAD-dependent and NAD(P)H-dependent enzymes able to metabolize nitrosubstituted compounds.. . . .

Manes.01G267500.v6.10.5048834 8.12E-08 down no . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.01G267700.v6.11.3343681 0.00152 up no Methionine aminopeptidase 1Apfam00557 Peptidase_M24 Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0031365|N-terminal protein amino acid modification;GO:0070084|protein initiator methionine removal;GO:0016485|protein processing;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.01G267900.v6.17.0438929 7.56E-34 up yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.01G268000.v6.10.8205555 0.118 down no Golgi SNAP receptor complex member 1-2pfam12352 V-SNARE_C Snare region anchored in the vesicle membrane C-terminus. Within the SNARE proteins interactions in the C-terminal half of the SNARE helix are critical to the driving of membrane fusion; whereas interactions in the N-terminal half of the SNARE domain are important for promoting priming or docking of the vesicle pfam05008.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005801|cis-Golgi network;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. K08495

Manes.01G268200.v6.12.025761 3.49E-13 up yes . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.01G268300.v6.10.208328 0.00096 down yes . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.01G268500.v6.11.619961 0.00068 up no Vesicle-associated protein 1-3pfam00635 Motile_Sperm MSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.01G268600.v6.19.8274639 0.00689 up yes . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.01G268700.v6.10.4926557 6.22E-05 down yes Putative lipid-binding protein At4g00165pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. GO:0005576|extracellular region;. .

Manes.01G268800.v6.16.0158377 4.08E-08 up yes 14 kDa proline-rich protein DC2.15pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. GO:0016021|integral component of membrane;. .

Manes.01G269200.v6.1NA NA -- no . pfam04478 Mid2 Mid2 like cell wall stress sensor. This family represents a region near the C terminus of Mid2, which contains a transmembrane region. The remainder of the protein sequence is serine-rich and of low complexity, and is therefore impossible to align accurately. Mid2 is thought to act as a mechanosensor of cell wall stress. The C-terminal cytoplasmic region of Mid2 is known to interact with Rom2, a guanine nucleotide exchange factor (GEF) for Rho1, which is part of the cell wall integrity signalling pathway.. . . .

Manes.01G269300.v6.11.9575263 1.77E-10 up no Zinc finger protein ZAT9pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G269400.v6.1#NAME? 0.30365 down no Zinc finger protein ZAT3pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G269700.v6.11.3308239 0.00299 up no Transcription factor UNE10pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009567|double fertilization forming a zygote and endosperm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G269800.v6.10.6400524 0.03277 down no . pfam04924 Pox_A6 Poxvirus A6 protein.. . . .

Manes.01G269900.v6.10.8694091 0.2548 down no F-box protein At5g07670pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . K10268

Manes.01G270100.v6.11.0447116 0.65328 up no CCR4-NOT transcription complex subunit 1pfam04054 Not1 CCR4-Not complex component, Not1. The Ccr4-Not complex is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.GO:0035195|gene silencing by miRNA;GO:0033147|negative regulation of intracellular estrogen receptor signaling pathway;GO:0048387|negative regulation of retinoic acid receptor signaling pathway;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0017148|negative regulation of translation;GO:0010606|positive regulation of cytoplasmic mRNA processing body assembly;GO:0061014|positive regulation of mRNA catabolic process;GO:1900153|positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0060213|positive regulation of nuclear-transcribed mRNA poly(A) tail shortening;GO:2000036|regulation of stem cell population maintenance;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0001829|trophectodermal cell differentiation;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0005615|extracellular space;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0005778|peroxisomal membrane;GO:0070016|armadillo repeat domain binding;GO:0030331|estrogen receptor binding;GO:0044822|poly(A) RNA binding;GO:0032947|protein complex scaffold;GO:0019904|protein domain specific binding;GO:0042974|retinoic acid receptor binding;K12604

Manes.01G270200.v6.10.983574 0.88355 down no . pfam13851 GAS Growth-arrest specific micro-tubule binding. This family is the highly conserved central region of a number of metazoan proteins referred to as growth-arrest proteins. In mouse, Gas8 is predominantly a testicular protein, whose expression is developmentally regulated during puberty and spermatogenesis. In humans, it is absent in infertile males who lack the ability to generate gametes. The localisation of Gas8 in the motility apparatus of post-meiotic gametocytes and mature spermatozoa, together with the detection of Gas8 also in cilia at the apical surfaces of epithelial cells lining the pulmonary bronchi and Fallopian tubes suggests that the Gas8 protein may have a role in the functioning of motile cellular appendages. Gas8 is a microtubule-binding protein localized to regions of dynein regulation in mammalian cells.. . . .

Manes.01G270500.v6.11.9650857 0.00132 up no . pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.01G270600.v6.1Inf 2.67E-11 up yes . pfam15461 BCD Beta-carotene 15,15'-dioxygenase. BCD is a family of bacterial and archaeal proteins is found in bacteria and archaea that catalyse or regulate the conversion of beta-carotene to retinal. Characterisation of BCD proteins shows them to cleave beta-carotene at its central double bond (15,15###) to yield two molecules of all-trans-retinal. However, the oxygen atom of retinal originated not from water but from molecular oxygen, suggesting that the enzyme was a beta-carotene 15,15###-dioxygenase, rather than a mono-oxygenase that catalyzes the same biochemical reaction.. . . .

Manes.01G270700.v6.10.8201689 0.44288 down no Squamosa promoter-binding-like protein 8pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0048653|anther development;GO:0030154|cell differentiation;GO:0009554|megasporogenesis;GO:0009556|microsporogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.01G270800.v6.10.5809192 1.58E-07 down no . pfam01960 ArgJ ArgJ family. Members of the ArgJ family catalyse the first EC:2.3.1.1 and fifth steps EC:2.3.1.35 in arginine biosynthesis.. . . .

Manes.01G271300.v6.11.042187 0.90338 up no Ethylene-responsive transcription factor ERF035pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G271500.v6.11.6908073 0.00018 up no . pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.01G271700.v6.12.2307446 3.69E-07 up yes . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.01G271800.v6.10.5472547 0.00017 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G271900.v6.11.0132038 0.87484 up no KH domain-containing protein At4g18375pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005634|nucleus;GO:0003723|RNA binding;K13162

Manes.01G272200.v6.10.9977661 1 down no Actin-related protein 2/3 complex subunit 5Apfam04699 P16-Arc ARP2/3 complex 16 kDa subunit (p16-Arc). The Arp2/3 protein complex has been implicated in the control of actin polymerization. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3, and five others referred to as p41-Arc, p34-Arc, p21-Arc, p20-Arc, and p16-Arc. The precise function of p16-Arc is currently unknown. Its structure consists of a single domain containing a bundle of seven alpha helices.GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0042995|cell projection;GO:0005737|cytoplasm;. K05754

Manes.01G272400.v6.10.9930323 0.96757 down no Peptidyl-prolyl cis-trans isomerase FKBP20-2, chloroplasticpfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0055114|oxidation-reduction process;GO:0010207|photosystem II assembly;GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0016491|oxidoreductase activity;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.01G272600.v6.10.2661863 9.27E-08 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G272700.v6.10.4505487 5.22E-05 down yes UPF0565 protein C2orf69 homologpfam10561 UPF0565 Uncharacterized protein family UPF0565. This family of proteins has no known function.. GO:0005576|extracellular region;. .

Manes.01G272900.v6.10.9650391 0.76719 down no COP9 signalosome complex subunit 7pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010387|COP9 signalosome assembly;GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. K12180

Manes.01G273100.v6.11.0621874 0.59908 up no Metacaspase-1pfam00656 Peptidase_C14 Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.01G273600.v6.11.0140608 0.86804 up no Pentatricopeptide repeat-containing protein At1g02150pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.01G274200.v6.10.481838 1.48E-11 down yes . pfam04774 HABP4_PAI-RBP1Hyaluronan / mRNA binding family. This family includes the HABP4 family of hyaluronan-binding proteins, and the PAI-1 mRNA-binding protein, PAI-RBP1. HABP4 has been observed to bind hyaluronan (a glucosaminoglycan), but it is not known whether this is its primary role in vivo. It has also been observed to bind RNA, but with a lower affinity than that for hyaluronan. PAI-1 mRNA-binding protein specifically binds the mRNA of type-1 plasminogen activator inhibitor (PAI-1), and is thought to be involved in regulation of mRNA stability. However, in both cases, the sequence motifs predicted to be important for ligand binding are not conserved throughout the family, so it is not known whether members of this family share a common function.. . . .

Manes.01G274300.v6.10.8237591 0.08719 down no Ras-related protein RABD2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0046686|response to cadmium ion;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0032588|trans-Golgi network membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07874

Manes.01G274600.v6.11.1356862 0.1708 up no GRAM domain-containing protein 1Apfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. GO:0016021|integral component of membrane;. .

Manes.01G274900.v6.10.8747949 0.27179 down no Protein ECERIFERUM 1pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404

Manes.02G000100.v6.11.1162814 0.67586 up no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.02G000600.v6.10.7482655 0.01519 down no Metal tolerance protein A2pfam01545 Cation_efflux Cation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;GO:0046872|metal ion binding;.

Manes.02G000900.v6.10.8369518 0.07508 down no StAR-related lipid transfer protein 7, mitochondrialpfam03901 Glyco_transf_22 Alg9-like mannosyltransferase family. Members of this family are mannosyltransferase enzymes. At least some members are localized in endoplasmic reticulum and involved in GPI anchor biosynthesis.GO:1903955|positive regulation of protein targeting to mitochondrion;GO:0005739|mitochondrion;GO:0008289|lipid binding;.

Manes.02G001300.v6.10.4519117 0.01159 down yes . pfam04968 CHORD CHORD. CHORD represents a Zn binding domain. Silencing of the C. elegans CHORD-containing gene results in semisterility and embryo lethality, suggesting an essential function of the wild-type gene in nematode development.. . . .

Manes.02G001400.v6.10.4785114 1.47E-05 down yes Polyadenylate-binding protein-interacting protein 11pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.02G001500.v6.10.3907059 3.02E-10 down yes Alcohol dehydrogenase-like 3pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;K00001

Manes.02G001800.v6.10.4004367 0.00696 down yes . pfam00063 Myosin_head Myosin head (motor domain).. . . .

Manes.02G001900.v6.10.660348 2.48E-05 down no Protein GPR107pfam06814 Lung_7-TM_R Lung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.GO:0072583|clathrin-mediated endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005769|early endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0032050|clathrin heavy chain binding;.

Manes.02G002100.v6.10.3934823 6.83E-13 down yes Beta-carotene isomerase D27, chloroplasticpfam13225 DUF4033 Domain of unknown function (DUF4033). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is approximately 80 amino acids in length.GO:0010223|secondary shoot formation;GO:1901601|strigolactone biosynthetic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0016853|isomerase activity;GO:0046872|metal ion binding;K17911

Manes.02G002600.v6.10.5388263 0.0378 down no Cytochrome P450 78A3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G002900.v6.10.4452968 0.00107 down yes Methionine gamma-lyasepfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0009970|cellular response to sulfate starvation;GO:0042631|cellular response to water deprivation;GO:0019458|methionine catabolic process via 2-oxobutanoate;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0018826|methionine gamma-lyase activity;GO:0030170|pyridoxal phosphate binding;K01761

Manes.02G003300.v6.18.9656132 4.64E-10 up yes . pfam10101 DUF2339 Predicted membrane protein (DUF2339). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.02G003400.v6.11.296043 0.00403 up no Serine/threonine-protein kinase fray2pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08835

Manes.02G003500.v6.11.0255519 0.84956 up no . pfam02262 Cbl_N CBL proto-oncogene N-terminal domain 1. Cbl is an adaptor protein that binds EGF receptors (or other tyrosine kinases) and SH3 domains, functioning as a negative regulator of many signaling pathways. The N-terminal domain is evolutionarily conserved, and is known to bind to phosphorylated tyrosine residues. Cbl_N is comprised of 3 structural domains of which this is the first - a four helix bundle.. . . .

Manes.02G003700.v6.10.9734232 0.82102 down no UPF0160 protein MYG1, mitochondrialpfam03690 UPF0160 Uncharacterized protein family (UPF0160). This family of proteins contains a large number of metal binding residues. The patterns are suggestive of a phosphoesterase function. The conserved DHH motif may mean this family is related to pfam01368.GO:0035641|locomotory exploration behavior;GO:0043473|pigmentation;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0005654|nucleoplasm;GO:0005634|nucleus;. .

Manes.02G003800.v6.10.7583299 0.01578 down no Molybdate-anion transporterpfam05631 DUF791 Protein of unknown function (DUF791). This family consists of several eukaryotic proteins of unknown function.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015098|molybdate ion transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.02G003900.v6.16.5541442 1.74E-14 up yes Early nodulin-like protein 1pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.02G004000.v6.11.6821157 4.93E-08 up no Probable N6-adenosine-methyltransferase MT-A70-likepfam05063 MT-A70 MT-A70. MT-A70 is the S-adenosylmethionine-binding subunit of human mRNA:m6A methyl-transferase (MTase), an enzyme that sequence-specifically methylates adenines in pre-mRNAs.. GO:0009507|chloroplast;GO:0016607|nuclear speck;GO:0016422|mRNA (2'-O-methyladenosine-N6-)-methyltransferase activity;GO:0003723|RNA binding;K05925

Manes.02G004200.v6.10.4261031 1.12E-09 down yes . pfam03226 Yippee-Mis18 Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.02G004600.v6.11.5340518 0.00026 up no Zinc finger HIT domain-containing protein 2pfam04438 zf-HIT HIT zinc finger. This presumed zinc finger contains up to 6 cysteine residues that could coordinate zinc. The domain is named after the HIT protein. This domain is also found in the Thyroid receptor interacting protein 3 (TRIP-3), which specifically interacts with the ligand binding domain of the thyroid receptor.. . GO:0046872|metal ion binding;.

Manes.02G004700.v6.14.9004384 0.05284 up no Aluminum-activated malate transporter 10pfam11744 ALMT Aluminium activated malate transporter.GO:0015743|malate transport;GO:0016021|integral component of membrane;. .

Manes.02G005000.v6.13.1410875 6.59E-15 up yes Dof zinc finger protein DOF4.6pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G005100.v6.11.8590425 5.15E-10 up no WD repeat-containing protein 44pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.02G005200.v6.12.2323856 0.00545 up yes Transcription factor MYB12pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009813|flavonoid biosynthetic process;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.02G005600.v6.10.9367147 0.66667 down no . pfam09762 KOG2701 Coiled-coil domain-containing protein (DUF2037). This entry represents the conserved N-terminal 200 residues of a family of proteins conserved from plants to vertebrates. In Drosophila it comes from the Fidipidine gene, and is of unknown function.. . . .

Manes.02G005900.v6.10.7386294 0.01017 down no Glutamine-dependent NAD(+) synthetasepfam02540 NAD_synthase NAD synthase. NAD synthase (EC:6.3.5.1) is involved in the de novo synthesis of NAD and is induced by stress factors such as heat shock and glucose limitation.GO:0009435|NAD biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016810|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0003952|NAD+ synthase (glutamine-hydrolyzing) activity;K01950

Manes.02G006000.v6.10.8653904 0.15811 down no Luminal-binding protein 5pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. GO:0005788|endoplasmic reticulum lumen;GO:0005524|ATP binding;.

Manes.02G006200.v6.10.7454066 0.01982 down no Beta-amylase 3, chloroplasticpfam01373 Glyco_hydro_14 Glycosyl hydrolase family 14. This family are beta amylases.GO:0000024|maltose biosynthetic process;GO:0009409|response to cold;GO:0005983|starch catabolic process;GO:0009570|chloroplast stroma;GO:0016161|beta-amylase activity;K01177

Manes.02G006700.v6.10.8854388 0.20744 down no Protein NLP7pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0042128|nitrate assimilation;GO:0010167|response to nitrate;GO:0009414|response to water deprivation;GO:0010118|stomatal movement;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G006800.v6.10.4336137 0.00106 down yes Protein ABIL2pfam05770 Ins134_P3_kin Inositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.02G006900.v6.10.8285035 0.08942 down no 26S proteasome non-ATPase regulatory subunit 8 homolog Apfam03399 SAC3_GANP SAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25)GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009908|flower development;GO:0048366|leaf development;GO:0048528|post-embryonic root development;GO:0043248|proteasome assembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030163|protein catabolic process;GO:0031540|regulation of anthocyanin biosynthetic process;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0051788|response to misfolded protein;GO:0009647|skotomorphogenesis;GO:0009941|chloroplast envelope;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005838|proteasome regulatory particle;. K03031

Manes.02G007300.v6.13.639533 0.03502 up no Cellulose synthase-like protein G3pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.02G007600.v6.11.7428287 6.10E-10 up no Auxin response factor 9pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G007700.v6.11.6745528 8.02E-08 up no 3-oxoacyl-[acyl-carrier-protein] synthase I, chloroplasticpfam00109 ketoacyl-synt Beta-ketoacyl synthase, N-terminal domain. The structure of beta-ketoacyl synthase is similar to that of the thiolase family (pfam00108) and also chalcone synthase. The active site of beta-ketoacyl synthase is located between the N and C-terminal domains. The N-terminal domain contains most of the structures involved in dimer formation and also the active site cysteine.GO:0006633|fatty acid biosynthetic process;GO:0009570|chloroplast stroma;GO:0004315|3-oxoacyl-[acyl-carrier-protein] synthase activity;K09458

Manes.02G007900.v6.10.4137446 6.46E-14 down yes Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.02G008300.v6.10.6618036 0.00308 down no . pfam08766 DEK_C DEK C terminal domain. DEK is a chromatin associated protein that is linked with cancers and autoimmune disease. This domain is found at the C terminal of DEK and is of clinical importance since it can reverse the characteristic abnormal DNA-mutagen sensitivity in fibroblasts from ataxia-telangiectasia (A-T) patients.  The structure of this domain shows it to be homologous to the E2F/DP transcription factor family. This domain is also found in chitin synthase proteins and in protein phosphastases.. . . .

Manes.02G008400.v6.10.9145693 0.47032 down no F-box protein SKIP8pfam13474 SnoaL_3 SnoaL-like domain. This family contains a large number of proteins that share the SnoaL fold.GO:0016567|protein ubiquitination;. . .

Manes.02G008600.v6.10.6983335 0.00023 down no ATP-dependent zinc metalloprotease FtsHpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0030163|protein catabolic process;GO:0016021|integral component of membrane;GO:0042651|thylakoid membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K03798



Manes.02G009000.v6.10.2456555 1.04E-11 down yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.02G009300.v6.11.5300698 2.08E-05 up no UDP-glucose 4-epimerase GEPI48pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006012|galactose metabolic process;. GO:0050662|coenzyme binding;GO:0003978|UDP-glucose 4-epimerase activity;K01784

Manes.02G009400.v6.11.0600202 0.52545 up no . pfam07078 FYTT Forty-two-three protein. This family consists of several mammalian proteins of around 320 residues in length called 40-2-3 proteins. The function of this family is unknown.. . . .

Manes.02G009500.v6.11.1883746 0.06429 up no Nucleoside diphosphate kinase IV, chloroplastic/mitochondrialpfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009543|chloroplast thylakoid lumen;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004550|nucleoside diphosphate kinase activity;GO:0008270|zinc ion binding;K00940

Manes.02G009600.v6.10.5595504 1.20E-07 down no . pfam11623 DUF3252 Protein of unknown function (DUF3252). This family of proteins has no known function. Some members are annotated as Ssl0352 however this cannot be confirmed. Currently there is no known function.. . . .

Manes.02G009800.v6.10.5826211 1 down no . pfam06500 DUF1100 Alpha/beta hydrolase of unknown function (DUF1100). This family consists of several hypothetical bacterial proteins of unknown function. Members of this family have an alpha/beta hydrolase fold.. . . .

Manes.02G010100.v6.10.8242371 1 down no RING-H2 finger protein ATL22pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.02G010300.v6.11.2977213 0.00474 up no Long chain acyl-CoA synthetase 4pfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.02G010400.v6.10.4975825 5.76E-08 down yes . pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.02G010600.v6.10.4291853 4.19E-10 down yes Endoglucanase 6pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0008810|cellulase activity;.

Manes.02G010700.v6.11.9768837 0.0003 up no Ethylene-responsive transcription factor ERF061pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G010800.v6.10.7022561 0.00062 down no Abscisic acid receptor PYL8pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.02G010900.v6.11.0117294 0.90094 up no Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.02G011000.v6.11.6282675 4.71E-06 up no . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.02G011100.v6.10.211252 3.65E-08 down yes . pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.. . . .

Manes.02G011500.v6.10.6796339 0.25838 down no Probable WRKY transcription factor 41pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G011600.v6.10.8022792 0.03397 down no . pfam12159 DUF3593 Protein of unknown function (DUF3593). This family of proteins is functionally uncharacterized.This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 98 and 228 amino acids in length. There is a conserved LHG sequence motif.. . . .

Manes.02G011800.v6.10.6285366 7.43E-06 down no Protein SEH1pfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14299

Manes.02G011900.v6.11.2717491 0.06906 up no . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.02G012600.v6.10.5035954 1.05E-06 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G012900.v6.10.6407235 0.00036 down no Probable beta-1,3-galactosyltransferase 11pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:1990714|hydroxyproline O-galactosyltransferase activity;.

Manes.02G013000.v6.12.6512184 0.11454 up no Putative glucose-6-phosphate 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.02G013100.v6.11.2906685 0.00996 up no Ubiquitin-conjugating enzyme E2 28pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K06689

Manes.02G013200.v6.10.7254775 0.09088 down no Ethylene-responsive transcription factor CRF2pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048364|root development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G013300.v6.10.4642484 1.16E-08 down yes Arabinogalactan peptide 20pfam06376 DUF1070 Protein of unknown function (DUF1070). This family consists of several short hypothetical plant proteins of unknown function.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.02G013500.v6.10.5157757 1.23E-05 down no CMP-sialic acid transporter 1pfam04142 Nuc_sug_transp Nucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:0015780|nucleotide-sugar transport;GO:0015739|sialic acid transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005338|nucleotide-sugar transmembrane transporter activity;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;K15272

Manes.02G014800.v6.1NA NA -- no . pfam07571 DUF1546 Protein of unknown function (DUF1546). Associated with pfam02969 in Transcription initiation factor TFIID subunit 6 (TAF6).. . . .

Manes.02G014900.v6.10.6796952 0.0003 down no Probable WRKY transcription factor 19pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.GO:0006952|defense response;GO:0007165|signal transduction;GO:0006351|transcription, DNA-templated;GO:0009941|chloroplast envelope;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G015200.v6.10.9807127 0.84888 down no Potassium transporter 3pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.GO:0009932|cell tip growth;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.02G015300.v6.10.2367648 2.03E-16 down yes . pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.02G015400.v6.10.6688575 3.50E-05 down no Uncharacterized AAA domain-containing protein C24B10.10cpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0045041|protein import into mitochondrial intermembrane space;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.02G015700.v6.10.2556954 0.50461 down no . pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).. . . .

Manes.02G015800.v6.10.2024537 0.11036 down no LRR receptor-like serine/threonine-protein kinase GSO1pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G016000.v6.111.287247 0.01788 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.02G016200.v6.11.5114421 0.07901 up no Respiratory burst oxidase homolog protein Apfam08030 NAD_binding_6 Ferric reductase NAD binding domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;K13447

Manes.02G016300.v6.11.2006189 0.87657 up no . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.02G016500.v6.11.1420862 0.14267 up no Serine/threonine-protein phosphatase PP1pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.02G016600.v6.10.8493353 0.12497 down no E3 SUMO-protein ligase pli1pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.GO:0030999|linear element assembly;GO:2000042|negative regulation of double-strand break repair via homologous recombination;GO:0016925|protein sumoylation;GO:0007131|reciprocal meiotic recombination;GO:0000019|regulation of mitotic recombination;GO:0010520|regulation of reciprocal meiotic recombination;GO:0032204|regulation of telomere maintenance;GO:0005634|nucleus;GO:0035861|site of double-strand break;GO:0016874|ligase activity;GO:0061665|SUMO ligase activity;GO:0008270|zinc ion binding;K04706

Manes.02G016700.v6.10.467296 2.95E-07 down yes Protein SGT1 homologpfam05002 SGS SGS domain. This domain was thought to be unique to the SGT1-like proteins, but is also found in calcyclin binding proteins.GO:0071365|cellular response to auxin stimulus;GO:0006952|defense response;GO:0045087|innate immune response;GO:2000072|regulation of defense response to fungus, incompatible interaction;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;. K12795

Manes.02G016800.v6.10.7082931 0.0008 down no WD repeat-containing protein 7pfam00400 WD40 WD domain, G-beta repeat.GO:0002244|hematopoietic progenitor cell differentiation;GO:0008021|synaptic vesicle;. .

Manes.02G017700.v6.18.1696268 8.52E-05 up yes 1-aminocyclopropane-1-carboxylate synthasepfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;K01762

Manes.02G018100.v6.10.4717516 7.13E-08 down yes Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.02G018300.v6.12.083848 0.10045 up no Beta-carotene 3-hydroxylase 2, chloroplasticpfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0016123|xanthophyll biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15746

Manes.02G018600.v6.10.5963454 0.00025 down no . pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.02G018900.v6.10.8347442 0.32438 down no Phosphoglycerate mutase-like protein AT74pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members appGO:0005975|carbohydrate metabolic process;. GO:0003824|catalytic activity;.

Manes.02G019400.v6.10.237027 6.01E-16 down yes Transcription factor GLABRA 3pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0001708|cell fate specification;GO:0009957|epidermal cell fate specification;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G019500.v6.15.9796078 8.14E-19 up yes Gibberellin 20 oxidase 1-Apfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.02G019800.v6.11.6541903 1.64E-08 up no UDP-N-acetylmuramoyl-L-alanyl-D-glutamate--2,6-diaminopimelate ligasepfam08245 Mur_ligase_M Mur ligase middle domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071555|cell wall organization;GO:0009252|peptidoglycan biosynthetic process;GO:0008360|regulation of cell shape;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0008765|UDP-N-acetylmuramoylalanyl-D-glutamate-2,6-diaminopimelate ligase activity;K01928

Manes.02G019900.v6.15.6071462 1.34E-06 up yes . pfam11230 DUF3029 Protein of unknown function (DUF3029). Some members in this family of proteins are annotated as ykkI. Currently no function is known.. . . .

Manes.02G020000.v6.10.8847116 0.35914 down no Signal peptide peptidase-like 2pfam04258 Peptidase_A22B Signal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.02G020100.v6.11.5878538 0.00181 up no Probable aquaporin PIP1-4pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0009414|response to water deprivation;GO:0006833|water transport;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09872

Manes.02G020600.v6.14.1306811 2.08E-57 up yes BTB/POZ domain-containing protein At5g41330pfam02214 BTB_2 BTB/POZ domain. In voltage-gated K+ channels this domain is responsible for subfamily-specific assembly of alpha-subunits into functional tetrameric channels. In KCTD1 this domain functions as a transcriptional repressor. It also mediates homomultimerization of KCTD1 and interaction of KCTD1 with the transcription factor AP-2-alpha.GO:0051260|protein homooligomerization;GO:0016567|protein ubiquitination;. . .

Manes.02G020800.v6.18.8798482 ####### up yes Uncharacterized protein At1g76660pfam15336 Auts2 Autism susceptibility gene 2 protein. Auts2, or FBRSL2, Fibrosin-1-like protein 2, is a family of eukaryotic proteins associated both with a susceptibility to autism and with influencing the number of corpora lutea produced by breeding sows.. GO:0005886|plasma membrane;. .

Manes.02G021300.v6.11.3451007 0.0216 up no Ubiquitin-conjugating enzyme E2 4pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K06689

Manes.02G021500.v6.10.8012874 0.08658 down no . pfam13867 SAP30_Sin3_bdg Sin3 binding region of histone deacetylase complex subunit SAP30. This C-terminal domain of the SAP30 proteins appears to be the binding region for Sin3.. . . .

Manes.02G022000.v6.11.5118378 0.00051 up no . pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.02G022300.v6.10.4789635 3.61E-06 down yes . pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . . .

Manes.02G022500.v6.10.5145905 4.31E-08 down no AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G022600.v6.11.0576102 0.52655 up no Probable phospholipid hydroperoxide glutathione peroxidase 6, mitochondrialpfam00255 GSHPx Glutathione peroxidase.GO:0046686|response to cadmium ion;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0004602|glutathione peroxidase activity;GO:0047066|phospholipid-hydroperoxide glutathione peroxidase activity;K00432

Manes.02G022700.v6.15.3048666 0.22895 up no Xyloglucan galactosyltransferase KATAMARI1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G022800.v6.11.7706163 0.0004 up no C2 and GRAM domain-containing protein At1g03370pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).. GO:0016021|integral component of membrane;. .

Manes.02G023100.v6.10.4021252 6.75E-07 down yes Glutathione S-transferase T1pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005777|peroxisome;GO:0004364|glutathione transferase activity;GO:0004601|peroxidase activity;K00799

Manes.02G023200.v6.10.44925 0.00032 down yes Probable copper-transporting ATPase HMA5pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006825|copper ion transport;GO:0010273|detoxification of copper ion;GO:0046688|response to copper ion;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005507|copper ion binding;K17686

Manes.02G023300.v6.10.7248949 0.05854 down no Serine racemasepfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0070179|D-serine biosynthetic process;GO:0070178|D-serine metabolic process;GO:0006563|L-serine metabolic process;GO:0009069|serine family amino acid metabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008721|D-serine ammonia-lyase activity;GO:0003941|L-serine ammonia-lyase activity;GO:0046872|metal ion binding;GO:0030170|pyridoxal phosphate binding;GO:0030378|serine racemase activity;K12235

Manes.02G023600.v6.11.9074248 0.00015 up no . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.02G023900.v6.10.2963103 2.91E-13 down yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G024200.v6.10.6981637 0.00078 down no 30S ribosomal protein S1pfam00575 S1 S1 RNA binding domain. The S1 domain occurs in a wide range of RNA associated proteins. It is structurally similar to cold shock protein which binds nucleic acids. The S1 domain has an OB-fold structure.GO:0040007|growth;GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005840|ribosome;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02945

Manes.02G024300.v6.12.2088229 2.76E-18 up yes Tetraspanin-10pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;. .

Manes.02G024500.v6.12.9231648 2.87E-23 up yes Probable DEAD-box ATP-dependent RNA helicase 48pfam01271 Granin Granin (chromogranin or secretogranin).. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.02G024700.v6.19.6682348 8.23E-18 up yes . pfam14358 DUF4405 Domain of unknown function (DUF4405). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and archaea, and is approximately 50 amino acids in length. There are two conserved histidines that may be functionally important. This family is N-terminally truncated compared to other members of the clan.. . . .

Manes.02G024900.v6.10.6358403 1.31E-05 down no Methyl-CpG-binding domain-containing protein 13pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008327|methyl-CpG binding;.

Manes.02G025000.v6.10.9811856 0.87826 down no . pfam00168 C2 C2 domain. . . . .

Manes.02G025200.v6.10.0384569 1.56E-07 down yes Thaumatin-like proteinpfam00314 Thaumatin Thaumatin family.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;. .

Manes.02G025300.v6.11.0090447 0.94986 up no Bifunctional UDP-glucose 4-epimerase and UDP-xylose 4-epimerase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0045227|capsule polysaccharide biosynthetic process;GO:0071555|cell wall organization;GO:0006012|galactose metabolic process;GO:0033358|UDP-L-arabinose biosynthetic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0050662|coenzyme binding;GO:0050373|UDP-arabinose 4-epimerase activity;GO:0003978|UDP-glucose 4-epimerase activity;K01784

Manes.02G025400.v6.11.2449785 0.33186 up no CASP-like protein 4A4pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;GO:0003954|NADH dehydrogenase activity;.

Manes.02G025500.v6.10.4053085 2.38E-10 down yes DEAD-box ATP-dependent RNA helicase 47, mitochondrialpfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0009663|plasmodesma organization;GO:0010497|plasmodesmata-mediated intercellular transport;GO:0010501|RNA secondary structure unwinding;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;.

Manes.02G025600.v6.11.1260486 0.22743 up no E3 ubiquitin-protein ligase At4g11680pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.02G026200.v6.1Inf 0.17988 up no . pfam11176 DUF2962 Protein of unknown function (DUF2962). This eukaryotic family of proteins has no known function.. . . .

Manes.02G026500.v6.13.5840571 2.86E-39 up yes . pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. . . .

Manes.02G026600.v6.10.5901481 0.00108 down no . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.02G026900.v6.10.3741824 4.98E-12 down yes Phosphatidylinositol glycan anchor biosynthesis class U proteinpfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.GO:0006506|GPI anchor biosynthetic process;GO:0042765|GPI-anchor transamidase complex;. K05293

Manes.02G027400.v6.12.2341474 1.62E-16 up yes F-box protein PP2-A12pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.02G027500.v6.10.9795773 0.83752 down no Lysophospholipid acyltransferase 1pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.GO:0019375|galactolipid biosynthetic process;GO:0045017|glycerolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0047184|1-acylglycerophosphocholine O-acyltransferase activity;GO:0071617|lysophospholipid acyltransferase activity;GO:0016746|transferase activity, transferring acyl groups;K13519

Manes.02G027900.v6.10.1615111 1.08E-11 down yes . pfam12730 ABC2_membrane_4ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.02G028000.v6.12.4002463 2.91E-06 up yes UDP-galactose/UDP-glucose transporter 4pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.GO:0008643|carbohydrate transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. K15277

Manes.02G028100.v6.11.0697467 0.4582 up no . pfam00638 Ran_BP1 RanBP1 domain.. . . .

Manes.02G028600.v6.129.205319 2.98E-05 up yes Geraniol 8-hydroxylasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016099|monoterpenoid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.02G029400.v6.10.5811795 3.11E-06 down no Zinc finger CCCH domain-containing protein 45pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0000278|mitotic cell cycle;GO:0006378|mRNA polyadenylation;GO:1900363|regulation of mRNA polyadenylation;GO:0006979|response to oxidative stress;GO:0005847|mRNA cleavage and polyadenylation specificity factor complex;GO:0003677|DNA binding;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;K14404



Manes.02G029900.v6.10.6927866 0.00399 down no Protein FIZZY-RELATED 2pfam00400 WD40 WD domain, G-beta repeat.GO:0051301|cell division;GO:0016049|cell growth;GO:0042023|DNA endoreduplication;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0010091|trichome branching;GO:0005634|nucleus;. K03364

Manes.02G030000.v6.11.3335301 0.00955 up no Protein STAY-GREEN 1, chloroplasticpfam12638 Staygreen Staygreen protein. This family of proteins have been implicated in chlorophyll degradation. Intriguingly members of this family are also found in non-photosynthetic bacteria.GO:0015996|chlorophyll catabolic process;GO:0009535|chloroplast thylakoid membrane;. .

Manes.02G030500.v6.10.6873952 0.00058 down no Homeobox protein knotted-1-like 7pfam05920 Homeobox_KN Homeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0045892|negative regulation of transcription, DNA-templated;GO:2000652|regulation of secondary cell wall biogenesis;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G030700.v6.11.066942 0.4728 up no Bifunctional dTDP-4-dehydrorhamnose 3,5-epimerase/dTDP-4-dehydrorhamnose reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0071555|cell wall organization;GO:0019305|dTDP-rhamnose biosynthetic process;GO:0010253|UDP-rhamnose biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008830|dTDP-4-dehydrorhamnose 3,5-epimerase activity;GO:0008831|dTDP-4-dehydrorhamnose reductase activity;GO:0010489|UDP-4-keto-6-deoxy-glucose-3,5-epimerase activity;GO:0010490|UDP-4-keto-rhamnose-4-keto-reductase activity;K12451

Manes.02G031100.v6.11.8721585 2.44E-06 up no SPX domain-containing membrane protein At4g22990pfam07690 MFS_1 Major Facilitator Superfamily.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.02G031200.v6.16.0019911 1.26E-25 up yes Growth-regulating factor 12pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.02G031300.v6.13.2956593 1.06E-22 up yes Probable sugar phosphate/phosphate translocator At1g12500pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;. .

Manes.02G031500.v6.10.7871705 0.02762 down no Probable aminotransferase ACS10pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;. GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K14270

Manes.02G032100.v6.10.7516076 0.00451 down no Armadillo repeat-containing kinesin-like protein 3pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.02G032200.v6.14.9998574 1.40E-38 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G032500.v6.14.5686904 2.97E-49 up yes Bifunctional uridylyltransferase/uridylyl-removing enzymepfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5GO:0006807|nitrogen compound metabolic process;GO:0006808|regulation of nitrogen utilization;. GO:0008773|[protein-PII] uridylyltransferase activity;GO:0016597|amino acid binding;GO:0008081|phosphoric diester hydrolase activity;K00990

Manes.02G032700.v6.11.9306302 6.61E-07 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G032900.v6.11.0583404 0.8483 up no . pfam00455 DeoRC DeoR C terminal sensor domain. The sensor domains of the DeoR are catalytically inactive versions of the ISOCOT fold, but retain the substrate binding site. DeorC senses diverse sugar derivatives such as deoxyribose nucleoside (DeoR), tagatose phosphate (LacR), galactosamine (AgaR), myo-inositol (Bacillus IolR) and L-ascorbate (UlaR),,.. . . .

Manes.02G033200.v6.10.9441494 0.62514 down no . pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.. . . .

Manes.02G033300.v6.10.5318017 4.02E-06 down no Probable protein S-acyltransferase 14pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.02G033500.v6.110.008294 2.43E-25 up yes . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G033600.v6.13.8595553 6.22E-29 up yes Protein NSP-INTERACTING KINASE 2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G033700.v6.10.5079163 7.29E-07 down no Probable calcium-binding protein CML13pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;K13448

Manes.02G033900.v6.10.9394391 0.55277 down no Maspardin pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0005829|cytosol;GO:0030140|trans-Golgi network transport vesicle;GO:0042609|CD4 receptor binding;K19367

Manes.02G034200.v6.10.6870105 0.00774 down no . pfam01311 Bac_export_1 Bacterial export proteins, family 1. This family includes the following members;  FliR, MopE, SsaT, YopT, Hrp, HrcT and SpaR All of these members export proteins, that do not possess signal peptides, through the membrane. Although the proteins that these exporters move may be different, the exporters are thought to function in similar ways.. . . .

Manes.02G034300.v6.11.0948541 0.65833 up no Protein ODORANT1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G034400.v6.12.2261751 2.86E-05 up yes FAM10 family protein At4g22670pfam13414 TPR_11 TPR repeat. GO:0046686|response to cadmium ion;GO:0005829|cytosol;. K09560

Manes.02G034800.v6.10.6882552 0.00868 down no 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.02G034900.v6.12.6891419 9.16E-10 up yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.02G035000.v6.11.1813426 0.09574 up no Elongation factor G-1, chloroplasticpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K02355

Manes.02G035100.v6.10.7736629 0.03704 down no Hsp70-Hsp90 organizing protein 3pfam13414 TPR_11 TPR repeat. GO:0051131|chaperone-mediated protein complex assembly;GO:0010286|heat acclimation;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051879|Hsp90 protein binding;GO:0070678|preprotein binding;K09553

Manes.02G035200.v6.10.5259362 0.00077 down no NADH dehydrogenase (ubiquinone) complex I, assembly factor 6pfam00494 SQS_PSY Squalene/phytoene synthase.GO:0009058|biosynthetic process;GO:0032981|mitochondrial respiratory chain complex I assembly;GO:0005743|mitochondrial inner membrane;GO:0016740|transferase activity;K18163

Manes.02G035600.v6.10.20094 0.00782 down yes . pfam09794 Avl9 Transport protein Avl9. Avl9 is a protein involved in exocytic transport from the Golgi. It has been speculated that Avl9 could play a role in deforming membranes for vesicle fission and/or in recruiting cargo.. . . .

Manes.02G035800.v6.11.0880457 0.50761 up no Monocopper oxidase-like protein SKU5pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.02G035900.v6.11.4618912 0.02024 up no Acid beta-fructofuranosidasepfam00251 Glyco_hydro_32N Glycosyl hydrolases family 32 N-terminal domain. This domain corresponds to the N-terminal domain of glycosyl hydrolase family 32 which forms a five bladed beta propeller structure.GO:0005985|sucrose metabolic process;GO:0005773|vacuole;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.02G036200.v6.11.4028634 0.00024 up no 3-oxoacyl-[acyl-carrier-protein] synthase 3 A, chloroplasticpfam08541 ACP_syn_III_C 3-Oxoacyl-[acyl-carrier-protein (ACP)] synthase III C terminal. This domain is found on 3-Oxoacyl-[acyl-carrier-protein (ACP)] synthase III EC:2.3.1.41, the enzyme responsible for initiating the chain of reactions of the fatty acid synthase in plants and bacteria.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0004315|3-oxoacyl-[acyl-carrier-protein] synthase activity;GO:0033818|beta-ketoacyl-acyl-carrier-protein synthase III activity;.

Manes.02G036600.v6.115.341854 1.09E-38 up yes Probable WRKY transcription factor 15pfam03106 WRKY WRKY DNA -binding domain.GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.02G036700.v6.11.3414364 0.02688 up no Adenine phosphoribosyltransferase 4pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.02G036800.v6.124.362764 1.32E-95 up yes . pfam04878 Baculo_p48 Baculovirus P48 protein.. . . .

Manes.02G037000.v6.10.3567134 6.90E-05 down yes . pfam03999 MAP65_ASE1 Microtubule associated protein (MAP65/ASE1 family).. . . .

Manes.02G037100.v6.10.22241 4.50E-06 down yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.02G037200.v6.10.651497 0.00037 down no Oxysterol-binding protein-related protein 2Apfam01237 Oxysterol_BP Oxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.02G037900.v6.11.6733887 0.00279 up no NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 8, mitochondrialpfam05821 NDUF_B8 NADH-ubiquinone oxidoreductase ASHI subunit (CI-ASHI or NDUFB8). This family consists of several eukaryotic NADH-ubiquinone oxidoreductase ASHI subunit (CI-ASHI) proteins. NADH:ubiquinone oxidoreductase (complex I) is an extremely complicated multiprotein complex located in the inner mitochondrial membrane. Its main function is the transport of electrons from NADH to ubiquinone, which is accompanied by translocation of protons from the mitochondrial matrix to the intermembrane space. Human complex I appears to consist of 41 subunits.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005747|mitochondrial respiratory chain complex I;. .

Manes.02G038200.v6.15.9976346 2.88E-43 up yes L-lactate dehydrogenase Apfam00056 Ldh_1_N lactate/malate dehydrogenase, NAD binding domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes. N-terminus (this family) is a Rossmann NAD-binding fold. C-terminus is an unusual alpha+beta fold.GO:0005975|carbohydrate metabolic process;GO:0019752|carboxylic acid metabolic process;GO:0005737|cytoplasm;GO:0004459|L-lactate dehydrogenase activity;.

Manes.02G038300.v6.10.7516834 0.05715 down no Autophagy-related protein 8fpfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0000045|autophagosome assembly;GO:0006995|cellular response to nitrogen starvation;GO:0061025|membrane fusion;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005874|microtubule;GO:0000407|pre-autophagosomal structure;. K08341

Manes.02G038600.v6.111.945758 8.88E-59 up yes . pfam15054 DUF4535 Domain of unknown function (DUF4535). This family includes the uncharacterized protein C7orf73 that is found in eukaryotes. Members are generally less than 100 residues in length. Although the precise function of the domain is still unknown, members have a predicted N-terminal signal peptide sequence which suggests they are short secreted peptides.. . . .

Manes.02G038800.v6.1Inf 1.65E-09 up yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.02G039100.v6.10.8115119 0.10809 down no Histidine triad nucleotide-binding protein 3pfam11969 DcpS_C Scavenger mRNA decapping enzyme C-term binding. This family consists of several scavenger mRNA decapping enzymes (DcpS) and is the C-terminal region. DcpS is a scavenger pyrophosphatase that hydrolyses the residual cap structure following 3' to 5' decay of an mRNA. The association of DcpS with 3' to 5' exonuclease exosome components suggests that these two activities are linked and there is a coupled exonucleolytic decay-dependent decapping pathway. The C-terminal domain contains a histidine triad (HIT) sequence with three histidines separated by hydrophobic residues. The central histidine within the DcpS HIT motif is critical for decapping activity and defines the HIT motif as a new mRNA decapping domain, making DcpS the first member of the HIT family of proteins with a defined biological function.. GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0016787|hydrolase activity;GO:0000166|nucleotide binding;.

Manes.02G039200.v6.11.3471748 0.00253 up no Chaperone protein dnaJ 13pfam11875 DUF3395 Domain of unknown function (DUF3395). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 147 to 176 amino acids in length. This domain is found associated with pfam00226.GO:0055122|response to very low light intensity stimulus;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0016021|integral component of membrane;GO:0009536|plastid;. K09531

Manes.02G039400.v6.110.182815 6.01E-40 up yes Putative glucuronosyltransferase PGSIP7pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.. GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G039700.v6.17.6024467 0.0121 up yes . pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.02G040500.v6.10.5953865 3.07E-06 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G041200.v6.10.8726076 0.20776 down no . pfam01987 AIM24 Mitochondrial biogenesis AIM24. In eukaryotes, this domain is involved in mitochondrial biogenesis. Its function in prokaryotes in unknown.. . . .

Manes.02G041300.v6.10.167121 4.37E-05 down yes Transcription factor MYB23pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0010053|root epidermal cell differentiation;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0010026|trichome differentiation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.02G041600.v6.11.0844737 0.36535 up no Peroxisomal acyl-coenzyme A oxidase 1pfam01756 ACOX Acyl-CoA oxidase. This is a family of Acyl-CoA oxidases EC:1.3.3.6. Acyl-coA oxidase converts acyl-CoA into trans-2- enoyl-CoA.GO:0006635|fatty acid beta-oxidation;GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0009695|jasmonic acid biosynthetic process;GO:0055088|lipid homeostasis;GO:0001676|long-chain fatty acid metabolic process;GO:0046686|response to cadmium ion;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;.

Manes.02G041800.v6.13.3897338 2.57E-41 up yes Homeobox-leucine zipper protein HAT4pfam04618 HD-ZIP_N HD-ZIP protein N terminus. This family consists of the N termini of plant homeobox-leucine zipper proteins. Its function is unknown.GO:0008283|cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0010218|response to far red light;GO:0048364|root development;GO:0009641|shade avoidance;GO:0010016|shoot system morphogenesis;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.02G042100.v6.11.3188349 0.00317 up no Putative dual specificity protein phosphatase DSP8pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.02G042300.v6.10.9392692 0.57758 down no Nudix hydrolase 8pfam00293 NUDIX NUDIX domain.GO:0009611|response to wounding;. GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.02G042400.v6.18.6413762 5.21E-53 up yes Ethylene-responsive transcription factor 6pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0009644|response to high light intensity;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G042500.v6.137.193308 3.05E-18 up yes Ethylene-responsive transcription factor 6pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0009644|response to high light intensity;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G042700.v6.11.5046016 0.00835 up no Ubiquitin carboxyl-terminal hydrolase isozyme L3pfam01088 Peptidase_C12 Ubiquitin carboxyl-terminal hydrolase, family 1.GO:0016579|protein deubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0004843|ubiquitin-specific protease activity;K05609

Manes.02G043100.v6.10.8521967 0.16161 down no . pfam10333 Pga1 GPI-Mannosyltransferase II co-activator. Pga1 is found only in yeasts and not in mammals. It localizes in the ER as a glycosylated integral membrane protein. It binds to the GPI-mannosyltransferase II subunit of the GPI and it is responsible for the second mannose addition to GPI precursors. The GPI-anchoring complex is a glycolipid that functions as a membrane anchor for many cell-surface proteins.. . . .

Manes.02G043200.v6.14.7568466 9.20E-16 up yes Phospholipase A1-Ibeta2, chloroplasticpfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047714|galactolipase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0004806|triglyceride lipase activity;.

Manes.02G043500.v6.11.9777087 7.83E-10 up no GTP-binding protein YPTM2pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.02G044000.v6.11.4296302 0.0216 up no . pfam15009 TMEM173 Transmembrane protein 173. Transmembrane protein 173, also known as stimulator of interferon genes protein (STING), is a transmembrane adaptor protein which is involved in innate immune signalling processes. It induces expression of type I interferons (IFN-alpha and IFN-beta) via the NF-kappa-B and IRF3, pathways in response to non-self cytosolic RNA and dsDNA.. . . .

Manes.02G044100.v6.11.639247 1.87E-07 up no Vesicle-associated protein 2-1pfam00635 Motile_Sperm MSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G044500.v6.12.5479007 4.65E-05 up yes . pfam07773 DUF1619 Protein of unknown function (DUF1619). This is a family of sequences derived from hypothetical eukaryotic proteins. The region in question is approximately 330 residues long and has a cysteine rich amino-terminus.. . . .

Manes.02G044600.v6.12.5194825 3.29E-05 up yes Histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH5pfam02182 SAD_SRA SAD/SRA domain. The domain goes by several names including SAD, SRA and YDG. It adopts a beta barrel, modified PUA-like, fold that is widely present in eukaryotic chromatin proteins and in bacteria. Versions of this domain are known to bind hemi-methylated CpG dinucleotides and also other 5mC containing dinucleotides. The domain binds DNA by flipping out the methylated cytosine base from the DNA double helix.The conserved tyrosine and aspartate residues and a glycine rich patch are critical for recognition of the flipped out base. Mammalian UHRF1 that contains this domain plays an important role in maintenance of methylation at CpG dinucleotides by recruiting DNMT1 to hemimethylated sites associated with replication forks. The SAD/SRA domain has been combined with other domains involved in the ubiquitin pathway on multiple occasions and such proteins link recognition of DNA methylation to chromatin-protein ubiquitination. The domain is also found in species that lack DNA methylation, such as certain apicompleGO:0031048|chromatin silencing by small RNA;GO:0016571|histone methylation;GO:0040029|regulation of gene expression, epigenetic;GO:0010200|response to chitin;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0042054|histone methyltransferase activity;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;K11420

Manes.02G044700.v6.14.0045915 0.00019 up yes Expansin-like B1pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.GO:0019953|sexual reproduction;GO:0005576|extracellular region;. .

Manes.02G044800.v6.10.323032 8.24E-14 down yes ATP-dependent Clp protease proteolytic subunit-related protein 4, chloroplasticpfam00574 CLP_protease Clp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.GO:0010468|regulation of gene expression;GO:0000302|response to reactive oxygen species;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0009532|plastid stroma;GO:0004252|serine-type endopeptidase activity;K01358

Manes.02G045000.v6.10.8928834 0.25024 down no . pfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.. . . .

Manes.02G045200.v6.10.1562151 0.01243 down yes . pfam02906 Fe_hyd_lg_C Iron only hydrogenase large subunit, C-terminal domain.. . . .

Manes.02G045900.v6.10.9671928 0.7544 down no 60S ribosomal protein L34pfam01199 Ribosomal_L34e Ribosomal protein L34e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G046000.v6.113.254955 4.10E-07 up yes . pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.02G046100.v6.15.48863 2.18E-28 up yes Myb-related protein 306pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G046200.v6.1Inf 0.9009 up no Mini zinc finger protein 2pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.02G046900.v6.10.485474 4.02E-10 down yes Granule-bound starch synthase 2, chloroplastic/amyloplasticpfam08323 Glyco_transf_5 Starch synthase catalytic domain.GO:0010021|amylopectin biosynthetic process;GO:0019375|galactolipid biosynthetic process;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0001666|response to hypoxia;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;K00703

Manes.02G047100.v6.12.1165613 1.17E-10 up yes Uncharacterized protein At5g19025pfam08881 CVNH CVNH domain. CyanoVirin-N Homology domains are found in the sugar-binding antiviral protein cyanovirin-N (CVN) as well as filamentous ascomycetes and in the fern Ceratopteris richardii.GO:0006412|translation;GO:0016021|integral component of membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G047700.v6.137.195245 1.49E-06 up yes Casparian strip membrane protein 5pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G048100.v6.11.9365158 7.10E-13 up no Cystathionine gamma-synthase 1, chloroplasticpfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0009086|methionine biosynthetic process;GO:0001887|selenium compound metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003962|cystathionine gamma-synthase activity;GO:0030170|pyridoxal phosphate binding;K01739

Manes.02G048200.v6.11.9506656 4.77E-14 up no SPX domain-containing protein 4pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.02G048300.v6.10.4763298 9.39E-06 down yes Phosphate transporter PHO1 homolog 9pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0006817|phosphate ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G048700.v6.10.4627115 4.35E-10 down yes . pfam09366 DUF1997 Protein of unknown function (DUF1997). This family of proteins are functionally uncharacterized.. . . .

Manes.02G048800.v6.12.5327644 2.30E-05 up yes Pentatricopeptide repeat-containing protein At5g15340, mitochondrialpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.02G048900.v6.11.9738463 4.23E-11 up no Vesicle transport v-SNARE 13pfam05008 V-SNARE Vesicle transport v-SNARE protein N-terminus. V-SNARE proteins are required for protein traffic between eukaryotic organelles. The v-SNAREs on transport vesicles interact with t-SNAREs on target membranes in order to facilitate this. This domain is the N-terminal half of the V-Snare proteins.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. K08493

Manes.02G049000.v6.10.6382403 2.89E-05 down no ARF guanine-nucleotide exchange factor GNOMpfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0010540|basipetal auxin transport;GO:0007155|cell adhesion;GO:0071555|cell wall organization;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0006897|endocytosis;GO:0032509|endosome transport via multivesicular body sorting pathway;GO:0001736|establishment of planar polarity;GO:0010274|hydrotropism;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0048209|regulation of vesicle targeting, to, from or within Golgi;GO:0048765|root hair cell differentiation;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K18443

Manes.02G049100.v6.10.77157 0.01723 down no CSC1-like protein HYP1pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.02G049700.v6.12.4876162 5.45E-24 up yes Probable WRKY transcription factor 4pfam03106 WRKY WRKY DNA -binding domain.GO:0006952|defense response;GO:1900425|negative regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.02G049900.v6.11.2495973 0.08329 up no . pfam12204 DUF3598 Domain of unknown function (DUF3598). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 230 and 398 amino acids in length. These proteins are formed entirely from B sheets which form a barrel structure similar to those seen in the lipocalin superfamily.. . . .

Manes.02G050200.v6.12.8675028 5.67E-11 up yes Chorismate mutase 1, chloroplasticpfam10265 DUF2217 Uncharacterized conserved protein (DUF2217). This is a family of conserved proteins of from 500 - 600 residues found from worms to humans. Its function is not known.GO:0009073|aromatic amino acid family biosynthetic process;GO:0046417|chorismate metabolic process;GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004106|chorismate mutase activity;GO:0016688|L-ascorbate peroxidase activity;K01850

Manes.02G050400.v6.113.752478 7.28E-32 up yes UPF0301 protein AB57_0401pfam02622 DUF179 Uncharacterized ACR, COG1678.. . . K07735

Manes.02G050500.v6.126.145467 4.23E-62 up yes Hydroquinone glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0050505|hydroquinone glucosyltransferase activity;.

Manes.02G050800.v6.150.578148 1.61E-19 up yes . pfam03803 Scramblase Scramblase. Scramblase is palmitoylated and contains a potential protein kinase C phosphorylation site. Scramblase exhibits Ca2+-activated phospholipid scrambling activity in vitro. There are also possible SH3 and WW binding motifs. Scramblase is involved in the redistribution of phospholipids after cell activation or injury.. . . .



Manes.02G050900.v6.110.073197 1.89E-14 up yes Phosphatidylinositol 3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTENpfam10409 PTEN_C2 C2 domain of PTEN tumor-suppressor protein. This is the C2 domain-like domain, in greek key form, of the PTEN protein, phosphatidyl-inositol triphosphate phosphatase, and it is the C-terminus. This domain may well include a CBR3 loop which means it plays a central role in membrane binding. This domain associates across an extensive interface with the N-terminal phosphatase domain DSPc (pfam00782) suggesting that the C2 domain productively positions the catalytic part of the protein onto the membrane.GO:0007015|actin filament organization;GO:0007188|adenylate cyclase-modulating G-protein coupled receptor signaling pathway;GO:0031152|aggregation involved in sorocarp development;GO:0048870|cell motility;GO:0006935|chemotaxis;GO:0043327|chemotaxis to cAMP;GO:0030010|establishment of cell polarity;GO:0000281|mitotic cytokinesis;GO:0050919|negative chemotaxis;GO:0071901|negative regulation of protein serine/threonine kinase activity;GO:0046856|phosphatidylinositol dephosphorylation;GO:0048015|phosphatidylinositol-mediated signaling;GO:0051272|positive regulation of cellular component movement;GO:0036051|protein localization to trailing edge;GO:0045761|regulation of adenylate cyclase activity;GO:0022604|regulation of cell morphogenesis;GO:0031272|regulation of pseudopodium assembly;GO:0051285|cell cortex of cell tip;GO:0031254|cell trailing edge;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0008289|lipid binding;GO:0016314|phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;K01110

Manes.02G051000.v6.10.4755279 1.95E-05 down yes Cyclic nucleotide-gated ion channel 2pfam00027 cNMP_binding Cyclic nucleotide-binding domain.GO:0070588|calcium ion transmembrane transport;GO:0006952|defense response;GO:0007263|nitric oxide mediated signal transduction;GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005622|intracellular;GO:0005262|calcium channel activity;GO:0005516|calmodulin binding;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005222|intracellular cAMP activated cation channel activity;GO:0005221|intracellular cyclic nucleotide activated cation channel activity;GO:0005242|inward rectifier potassium channel activity;K05391

Manes.02G051200.v6.10.83386 0.19024 down no . pfam13445 zf-RING_UBOX RING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.. . . .

Manes.02G051300.v6.12.2248768 1.77E-07 up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.02G051500.v6.10.7675783 0.03975 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G051800.v6.11.7685856 8.01E-09 up no Probable galacturonosyltransferase 13pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0009555|pollen development;GO:0009860|pollen tube growth;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0090406|pollen tube;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.02G052000.v6.1Inf 0.08088 up no E3 ubiquitin-protein ligase RING1-likepfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.02G052100.v6.11.2674032 0.06996 up no BAG family molecular chaperone regulator 8, chloroplasticpfam05793 TFIIF_alpha Transcription initiation factor IIF, alpha subunit (TFIIF-alpha). Transcription initiation factor IIF, alpha subunit (TFIIF-alpha) or RNA polymerase II-associating protein 74 (RAP74) is the large subunit of transcription factor IIF (TFIIF), which is essential for accurate initiation and stimulates elongation by RNA polymerase II.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.02G052200.v6.10.6222852 0.20787 down no Alpha-1,4 glucan phosphorylase L isozyme, chloroplastic/amyloplasticpfam00343 Phosphorylase Carbohydrate phosphorylase. The members of this family catalyse the formation of glucose 1-phosphate from one of the following polyglucoses; glycogen, starch, glucan or maltodextrin.GO:0005975|carbohydrate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0008184|glycogen phosphorylase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.02G052600.v6.10.6696199 0.00539 down no Alpha-1,4 glucan phosphorylase L isozyme, chloroplastic/amyloplasticpfam00343 Phosphorylase Carbohydrate phosphorylase. The members of this family catalyse the formation of glucose 1-phosphate from one of the following polyglucoses; glycogen, starch, glucan or maltodextrin.GO:0005975|carbohydrate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0008184|glycogen phosphorylase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.02G053300.v6.10.7421285 0.0078 down no AT-rich interactive domain-containing protein 2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.02G053400.v6.10.7462884 0.13201 down no . pfam07779 Cas1_AcylT 10 TM Acyl Transferase domain found in Cas1p. Cas1p protein of Cryptococcus neoformans is required for the synthesis of O-acetylated glucuronoxylomannans, a consitutent of the capsule, and is critical for its virulence. The multi TM domain of the Cas1p was unified with the 10 TM Sugar Acyltransferase superfamily. This superfamily is comprised of members from the OatA, MdoC, OpgC, NolL and GumG families in addition to the Cas1p family. The Cas1p protein has a N terminal PC-Esterase domain with the opposing Acyl esterase activity.. . . .

Manes.02G053800.v6.17.5659347 1.52E-28 up yes Biotin carboxyl carrier protein of acetyl-CoA carboxylase 2, chloroplasticpfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.02G054000.v6.10.9987529 0.99131 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.02G054300.v6.12.588171 9.97E-06 up yes UDP-glycosyltransferase 83A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.02G054700.v6.10.7864224 0.01247 down no Protein RIK pfam02949 7tm_6 7tm Odorant receptor. This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.. GO:0005634|nucleus;GO:0003723|RNA binding;.

Manes.02G055400.v6.11.3117803 0.00459 up no Ninja-family protein AFP2pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005634|nucleus;. .

Manes.02G055900.v6.10.4209978 1.84E-09 down yes Transcription factor TCP13pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G056000.v6.10.2240209 1.13E-10 down yes Transcription initiation factor TFIID subunit 8pfam07524 Bromo_TP Bromodomain associated. This domain is predicted to bind DNA and is often found associated with pfam00439 and in transcription factors. It has a histone-like fold.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. K14649

Manes.02G056100.v6.11.7689625 1.93E-09 up no Protein LONGIFOLIA 1pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.02G056200.v6.10.9529462 0.77803 down no . pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.. . . .

Manes.02G056300.v6.10.9102473 0.47721 down no Putative methylesterase 11, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;.

Manes.02G056500.v6.10.6663412 0.0152 down no 60S ribosomal protein L39-3pfam00832 Ribosomal_L39 Ribosomal L39 protein.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02924

Manes.02G057000.v6.10.4867885 6.38E-11 down yes Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057300.v6.10.471603 4.08E-05 down yes Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057400.v6.10.31732 1.72E-06 down yes . pfam06630 Exonuc_VIII Enterobacterial exodeoxyribonuclease VIII. This family consists of several Enterobacterial exodeoxyribonuclease VIII proteins.. . . .

Manes.02G057500.v6.10.3924904 3.33E-05 down yes Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057700.v6.11.6255916 7.98E-05 up no Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057800.v6.10.7073756 0.01321 down no . pfam10217 DUF2039 Uncharacterized conserved protein (DUF2039). This entry is a region of approximately 100 residues containing three pairs of cysteine residues. The region is conserved from plants to humans but its function is unknown.. . . .

Manes.02G057900.v6.113.983967 0.00157 up yes Probable methyltransferase PMT19pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.02G058500.v6.10.4655989 0.00034 down yes Cytochrome P450 85Apfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G059500.v6.11.1004733 0.39502 up no E3 ubiquitin-protein ligase At3g02290pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.02G059600.v6.10.8005206 0.04813 down no . pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.02G059700.v6.10.3896244 0.00025 down yes . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.02G059900.v6.10.9644596 0.77465 down no Auxin transport protein BIGpfam13764 E3_UbLigase_R4 E3 ubiquitin-protein ligase UBR4. This is a family of E## ubiquitin ligase enzymes.GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0048281|inflorescence morphogenesis;GO:0010311|lateral root formation;GO:0009640|photomorphogenesis;GO:0009733|response to auxin;GO:0009620|response to fungus;GO:0048364|root development;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0008270|zinc ion binding;K10691

Manes.02G060100.v6.10.5213017 1.44E-05 down no Transcription factor BIM2pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G060200.v6.11.9209592 3.32E-13 up no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G060300.v6.10.4747538 0.17151 down no . pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.02G060500.v6.10.3371454 7.81E-17 down yes Phosphatidylinositol 4-kinase gamma 7pfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0046854|phosphatidylinositol phosphorylation;GO:0046777|protein autophosphorylation;. GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0005524|ATP binding;.

Manes.02G060600.v6.10.9074424 0.37274 down no Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At5g15730pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G060700.v6.1NA NA -- no . pfam09532 FDF FDF domain. The FDF domain, so called because of the conserved FDF at its N termini, is an entirely alpha-helical domain with multiple exposed hydrophilic loops. It is found at the C terminus of Scd6p-like SM domains. It is also found with other divergent Sm domains and in proteins such as Dcp3p and FLJ21128, where it is found N terminal to the YjeF-N domain, a novel Rossmann fold domain.. . . .

Manes.02G060800.v6.10.754151 0.01248 down no . pfam03350 UPF0114 Uncharacterized protein family, UPF0114.. . . .

Manes.02G061100.v6.10.9068487 0.51249 down no Alpha/beta hydrolase domain-containing protein 17Bpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016020|membrane;GO:0016787|hydrolase activity;.

Manes.02G061200.v6.11.1589614 0.46554 up no . pfam04925 SHQ1 SHQ1 protein. S. cerevisiae SHQ1 protein is required for SnoRNAs of the box H/ACA Quantitative accumulation (unpublished).. . . .

Manes.02G061300.v6.11.474493 0.00047 up no DNA-directed RNA polymerase 2B, chloroplastic/mitochondrialpfam00940 RNA_pol DNA-dependent RNA polymerase. This is a family of single chain RNA polymerases.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.02G061400.v6.12.198636 7.13E-19 up yes Sodium-coupled neutral amino acid transporter 2pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006814|sodium ion transport;GO:0005887|integral component of plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;K14207

Manes.02G061600.v6.10.4031567 3.64E-05 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G062100.v6.13.3306417 2.88E-05 up yes . pfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.. . . .

Manes.02G062700.v6.12.4099597 6.32E-22 up yes Zinc finger protein CONSTANS-LIKE 2pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009658|chloroplast organization;GO:0009909|regulation of flower development;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.02G063000.v6.11.6929879 7.59E-06 up no Pentatricopeptide repeat-containing protein At3g02490, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.02G063100.v6.19.5798796 0.00309 up yes . pfam02196 RBD Raf-like Ras-binding domain.. . . .

Manes.02G063500.v6.17.8233458 ####### up yes S-adenosylmethionine decarboxylase proenzymepfam01536 SAM_decarbox Adenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.GO:0006557|S-adenosylmethioninamine biosynthetic process;GO:0008295|spermidine biosynthetic process;GO:0006597|spermine biosynthetic process;. GO:0004014|adenosylmethionine decarboxylase activity;.

Manes.02G063600.v6.19.1209575 ####### up yes . pfam08132 AdoMetDC_leaderS-adenosyl-l-methionine decarboxylase leader peptide. This family consists of the S-adenosyl-l-methionine decarboxylase (AdoMetDC) leader peptides. AdoMetDC is a key regulatory enzymes in the biosynthesis of polyamines. All expressed plant AdoMetDC mRNA 5' leader sequences contain a highly conserved pair of overlapping upstream ORFs (uORFs) that overlap by one base. Sequences of the small uORFs are highly conserved between monocot, dicot and gymnosperm AdoMetDC mRNA species, suggesting a translational regulatory mechanism.. . . .

Manes.02G063700.v6.10.4922989 7.01E-10 down yes EVI5-like proteinpfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:1902018|negative regulation of cilium assembly;GO:0043547|positive regulation of GTPase activity;. GO:0005096|GTPase activator activity;GO:0017137|Rab GTPase binding;.

Manes.02G064300.v6.10.3672463 3.26E-13 down yes Uncharacterized protein At1g32220, chloroplasticpfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006979|response to oxidative stress;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.02G064600.v6.10.2134555 2.88E-05 down yes . pfam06880 DUF1262 Protein of unknown function (DUF1262). This family represents a conserved region within a number of proteins of unknown function that seem to be specific to Arabidopsis thaliana. Note that some family members contain more than one copy of this region.. . . .

Manes.02G064800.v6.10.8914912 0.37795 down no . pfam05138 PaaA_PaaC Phenylacetic acid catabolic protein. This family includes proteins such as PaaA and PaaC that are part of a catabolic pathway of phenylacetic acid. These proteins may form part of a dioxygenase complex.. . . .

Manes.02G065400.v6.12.6570585 0.15806 up no Tetraketide alpha-pyrone reductase 1pfam01073 3Beta_HSD 3-beta hydroxysteroid dehydrogenase/isomerase family. The enzyme 3 beta-hydroxysteroid dehydrogenase/5-ene-4-ene isomerase (3 beta-HSD) catalyses the oxidation and isomerization of 5-ene-3 beta-hydroxypregnene and 5-ene-hydroxyandrostene steroid precursors into the corresponding 4-ene-ketosteroids necessary for the formation of all classes of steroid hormones.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.02G065600.v6.11.350533 0.00094 up no Isoprenylcysteine alpha-carbonyl methylesterase ICMEpfam00135 COesterase Carboxylesterase family.. GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0010296|prenylcysteine methylesterase activity;K15889

Manes.02G065900.v6.12.5602866 0.0009 up yes Protein GAMETE EXPRESSED 3pfam13360 PQQ_2 PQQ-like domain. This domain contains several repeats of the PQQ repeat.GO:0009793|embryo development ending in seed dormancy;GO:0010183|pollen tube guidance;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G066100.v6.11.603692 1.29E-07 up no Cyclin-B1-2 pfam05348 UMP1 Proteasome maturation factor UMP1. UMP1 is a short-lived chaperone present in the precursor form of the 20S proteasome and absent in the mature complex. UMP1 is required for the correct assembly and enzymatic activation of the proteasome. UMP1 seems to be degraded by the proteasome upon its formationGO:0007049|cell cycle;GO:0051301|cell division;. . .

Manes.02G066200.v6.10.9909498 0.941 down no Translation initiation factor eIF-2B subunit deltapfam01008 IF-2B Initiation factor 2 subunit family. This family includes initiation factor 2B alpha, beta and delta subunits from eukaryotes, initiation factor 2B subunits 1 and 2 from archaebacteria and some proteins of unknown function from prokaryotes. Initiation factor 2 binds to Met-tRNA, GTP and the small ribosomal subunit. Members of this family have also been characterized as 5-methylthioribose- 1-phosphate isomerases, an enzyme of the methionine salvage pathway. The crystal structure of Ypr118w, a non-essential, low-copy number gene product from Saccharomyces cerevisiae, reveals a dimeric protein with two domains and a putative active site cleft.GO:0044267|cellular protein metabolic process;GO:0051716|cellular response to stimulus;GO:0010467|gene expression;GO:0042552|myelination;GO:0045947|negative regulation of translational initiation;GO:0032057|negative regulation of translational initiation in response to stress;GO:0014003|oligodendrocyte development;GO:0001541|ovarian follicle development;GO:0043547|positive regulation of GTPase activity;GO:0006417|regulation of translation;GO:0009749|response to glucose;GO:0009408|response to heat;GO:0043434|response to peptide hormone;GO:0006412|translation;GO:0006413|translational initiation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005851|eukaryotic translation initiation factor 2B complex;GO:0003743|translation initiation factor activity;GO:0031369|translation initiation factor binding;K03680

Manes.02G066300.v6.115.906836 4.24E-11 up yes DNA-directed RNA polymerases II and V subunit 8Apfam03870 RNA_pol_Rpb8 RNA polymerase Rpb8. Rpb8 is a subunit common to the three yeast RNA polymerases, pol I, II and III. Rpb8 interacts with the largest subunit Rpb1, and with Rpb3 and Rpb11, two smaller subunits.GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;. K03016

Manes.02G066400.v6.1#NAME? 0.14049 down no Transcription factor TCP1pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009908|flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G066500.v6.10.5436028 0.26976 down no . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.02G066900.v6.10.4577671 1.74E-07 down yes Rhomboid protease GluPpfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;K19225

Manes.02G067000.v6.11.4073701 0.02268 up no . pfam05512 AWPM-19 AWPM-19-like family. Members of this family are 19 kDa membrane proteins. The levels of the plant protein AWPM-19 increase dramatically when there is an increase level of abscisic acid. The increase presence of this protein leads to greater tolerance of freezing.. . . .

Manes.02G067100.v6.11.9628283 4.43E-11 up no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.02G067200.v6.11.3906809 0.00024 up no . pfam00244 2014/3/3 14-3-3 protein.. . . .

Manes.02G067500.v6.10.8370107 0.06506 down no . pfam12717 Cnd1 non-SMC mitotic condensation complex subunit 1. The three non-SMC (structural maintenance of chromosomes) subunits of the mitotic condensation complex are Cnd1-3. The whole complex is essential for viability and the condensing of chromosomes in mitosis.. . . .

Manes.02G067600.v6.11.0969082 0.9039 up no . pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.02G067800.v6.11.2824528 0.00682 up no Ubiquitin receptor RAD23cpfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043130|ubiquitin binding;.

Manes.02G067900.v6.10.4352823 1.58E-05 down yes . pfam12004 DUF3498 Domain of unknown function (DUF3498). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 433 to 538 amino acids in length. This domain is found associated with pfam00616, pfam00168. This domain has two conserved sequence motifs: DLQ and PLSFQNP.. . . .

Manes.02G068200.v6.10.6695566 0.10884 down no . pfam15197 Leukemia_assc_2 Leukemia-associated protein 2.. . . .

Manes.02G068300.v6.10.5990228 6.47E-05 down no KH domain-containing protein At4g18375pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005634|nucleus;GO:0003723|RNA binding;K13162

Manes.02G068500.v6.12.4431603 2.44E-22 up yes . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.02G068600.v6.10.5433482 1.46E-05 down no . pfam14108 DUF4281 Domain of unknown function (DUF4281). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 147 and 232 amino acids in length. There are two completely conserved residues (W and P) that may be functionally important.. . . .

Manes.02G068700.v6.10.9018539 0.40012 down no . pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. . . .

Manes.02G068900.v6.10.7457355 0.00557 down no Mannose-6-phosphate isomerase 2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009298|GDP-mannose biosynthetic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009646|response to absence of light;GO:0046686|response to cadmium ion;GO:0046680|response to DDT;GO:0033591|response to L-ascorbic acid;GO:0009744|response to sucrose;GO:0010043|response to zinc ion;. GO:0004476|mannose-6-phosphate isomerase activity;GO:0008270|zinc ion binding;K01809

Manes.02G069700.v6.13.1421021 9.92E-25 up yes Chloroplastic group IIB intron splicing facilitator CRS2-B, chloroplasticpfam01195 Pept_tRNA_hydro Peptidyl-tRNA hydrolase.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0004045|aminoacyl-tRNA hydrolase activity;K01056

Manes.02G070200.v6.16.7435677 0.00013 up yes Probable receptor-like protein kinase At1g67000pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G070300.v6.10.6818974 0.00061 down no Alpha/beta hydrolase domain-containing protein 17Bpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.02G070400.v6.10.5038108 0.01578 down no Peptide methionine sulfoxide reductase MsrApfam01625 PMSR Peptide methionine sulfoxide reductase. This enzyme repairs damaged proteins. Methionine sulfoxide in proteins is reduced to methionine.GO:0006464|cellular protein modification process;GO:0030091|protein repair;GO:0006979|response to oxidative stress;. GO:0008113|peptide-methionine (S)-S-oxide reductase activity;K07304

Manes.02G070600.v6.14.3590882 1.25E-10 up yes Probable serine/threonine-protein kinase At1g18390pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G071100.v6.1Inf 0.35135 up no Non-specific lipid-transfer protein 2pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.02G071400.v6.11.0251694 0.76622 up no . pfam05622 HOOK HOOK protein. This family consists of several HOOK1, 2 and 3 proteins from different eukaryotic organisms. The different members of the human gene family are HOOK1, HOOK2 and HOOK3. Different domains have been identified in the three human HOOK proteins, and it was demonstrated that the highly conserved NH2-domain mediates attachment to microtubules, whereas the central coiled-coil motif mediates homodimerization and the more divergent C-terminal domains are involved in binding to specific organelles (organelle-binding domains). It has been demonstrated that endogenous HOOK3 binds to Golgi membranes, whereas both HOOK1 and HOOK2 are localized to discrete but unidentified cellular structures. In mice the Hook1 gene is predominantly expressed in the testis. Hook1 function is necessary for the correct positioning of microtubular structures within the haploid germ cell. Disruption of Hook1 function in mice causes abnormal sperm head shape and fragile attachment of the flagellum to the sperm head.. . . .

Manes.02G071500.v6.10.3422184 5.26E-23 down yes Protein PLASTID MOVEMENT IMPAIRED 2pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0009637|response to blue light;GO:0005829|cytosol;. .

Manes.02G071700.v6.14.249059 2.80E-54 up yes . pfam00564 PB1 PB1 domain.. . . .



Manes.02G071900.v6.10.5844299 0.00982 down no . pfam11377 DUF3180 Protein of unknown function (DUF3180). Some members in this family of proteins are annotated as membrane proteins however this cannot be confirmed. Currently there is no known function.. . . .

Manes.02G072200.v6.12.8570573 2.26E-11 up yes . pfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.02G072400.v6.111.515657 0.01724 up yes MATE efflux family protein 7pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.02G072500.v6.10.5734957 0.01752 down no Histone chaperone ASF1Bpfam04729 ASF1_hist_chap ASF1 like histone chaperone. This family includes the yeast and human ASF1 protein. These proteins have histone chaperone activity. ASF1 participates in both the replication-dependent and replication-independent pathways. The structure three-dimensional has been determined as a a compact immunoglobulin-like beta sandwich fold topped by three helical linkers.GO:0051301|cell division;GO:0006333|chromatin assembly or disassembly;GO:0016568|chromatin modification;GO:0009294|DNA mediated transformation;GO:0000724|double-strand break repair via homologous recombination;GO:0031567|mitotic cell size control checkpoint;GO:0008361|regulation of cell size;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005737|cytoplasm;GO:0005634|nucleus;. K10753

Manes.02G072600.v6.10.5319325 2.56E-09 down no DNA ligase 1 pfam04675 DNA_ligase_A_N DNA ligase N terminus. This region is found in many but not all ATP-dependent DNA ligase enzymes (EC:6.5.1.1). It is thought to be involved in DNA binding and in catalysis. In human DNA ligase I, and in Saccharomyces cerevisiae, this region was necessary for catalysis, and separated from the amino terminus by targeting elements. In vaccinia virus this region was not essential for catalysis, but deletion decreases the affinity for nicked DNA and decreased the rate of strand joining at a step subsequent to enzyme-adenylate formation.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071897|DNA biosynthetic process;GO:0080111|DNA demethylation;GO:0051103|DNA ligation involved in DNA repair;GO:0006310|DNA recombination;GO:0006260|DNA replication;GO:0006302|double-strand break repair;GO:0006273|lagging strand elongation;GO:0000012|single strand break repair;GO:0005737|cytoplasm;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003910|DNA ligase (ATP) activity;GO:0046872|metal ion binding;K10747

Manes.02G072700.v6.18.0900441 0.00042 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.02G073300.v6.10.4495627 8.49E-07 down yes E3 ubiquitin-protein ligase MARCH2pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0006897|endocytosis;GO:0016567|protein ubiquitination;GO:0031410|cytoplasmic vesicle;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10657

Manes.02G073600.v6.13.1506342 0.00631 up yes . pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.. . . .

Manes.02G073900.v6.10.3422656 3.51E-11 down yes Ell-associated factor Eafpfam09816 EAF RNA polymerase II transcription elongation factor. Members of this family act as transcriptional transactivators of ELL and ELL2 elongation activities. Eaf proteins form a stable heterodimer complex with ELL proteins to facilitate the binding of RNA polymerase II to activate transcription elongation. The N-terminus of approx 120 residues is globular and highly conserved.GO:0007275|multicellular organismal development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0032783|ELL-EAF complex;GO:0005654|nucleoplasm;. K15186

Manes.02G074100.v6.10.8783925 0.40841 down no Putative E3 ubiquitin-protein ligase SINA-like 6pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.02G074200.v6.1Inf 0.02254 up yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.02G074600.v6.13.97865 0.39698 up no . pfam02993 MCPVI Minor capsid protein VI. This minor capsid protein may act as a link between the external capsid and the internal DNA-protein core.  The C-terminal 11 residues may function as a protease cofactor leading to enzyme activation.. . . .

Manes.02G074800.v6.12.1363797 2.92E-17 up yes Protease Do-like 7pfam12812 PDZ_1 PDZ-like domain. PDZ domains are found in diverse signalling proteins in bacteria, yeasts, plants, insects and vertebrates. this is a family of PDZ-like domains from bacteria, plants and fungi.GO:0010205|photoinhibition;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0008233|peptidase activity;GO:0004252|serine-type endopeptidase activity;.

Manes.02G075000.v6.11.5347875 1.73E-05 up no U-box domain-containing protein 4pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G075200.v6.10.7019971 0.00487 down no Serine/threonine-protein kinase CDL1pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G075400.v6.16.5912112 4.52E-18 up yes Probable calcium-binding protein CML23pfam13499 EF-hand_7 EF-hand domain pair.GO:0009909|regulation of flower development;GO:0080164|regulation of nitric oxide metabolic process;. GO:0005509|calcium ion binding;K13448

Manes.02G075600.v6.11.3511079 0.00992 up no Probable ADP-ribosylation factor GTPase-activating protein AGD11pfam00168 C2 C2 domain. . . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.02G075700.v6.10.5424893 2.05E-07 down no . pfam15619 Lebercilin Ciliary protein causing Leber congenital amaurosis disease. Lebercilin is a family of eukaryotic ciliary proteins. Mutations in the gene, LCA5, are implicated in the disease Leber congenital amaurosis. In photoreceptors, lebercilin is uniquely localized at the cilium that bridges the inner and outer segments. Lebercilin functions as an integral element of selective protein transport through photoreceptor cilia. Lebercilin specifically interacts with the intraflagellar transport (IFT), and disruption of IFT can lead to Leber congenital amaurosis.. . . .

Manes.02G075900.v6.10.3711027 2.61E-16 down yes DELLA protein GAIpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.02G076300.v6.11.6594042 0.05679 up no 40S ribosomal protein S28-1pfam01200 Ribosomal_S28e Ribosomal protein S28e.GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0005886|plasma membrane;GO:0003735|structural constituent of ribosome;K02979

Manes.02G076400.v6.10.926931 0.46408 down no Gamma-tubulin complex component 5 (Fragment)pfam04130 Spc97_Spc98 Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.GO:0007020|microtubule nucleation;GO:0008274|gamma-tubulin ring complex;GO:0005874|microtubule;GO:0000922|spindle pole;GO:0008017|microtubule binding;.

Manes.02G076500.v6.11.0307028 0.80085 up no . pfam10151 DUF2359 Uncharacterized conserved protein (DUF2359). This is a 450 amino acid region of a family of proteins conserved from insects to humans. The mouse protein, Q8BM55, is annotated as being a putative Vitamin K-dependent carboxylation gamma-carboxyglutamic (GLA) domain containing protein, but this could not be confirmed. The function is not known.. . . .

Manes.02G077000.v6.10.8153092 0.09473 down no . pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.02G077300.v6.10.8011536 0.05414 down no . pfam06161 DUF975 Protein of unknown function (DUF975). Family of uncharacterized bacterial proteins.. . . .

Manes.02G077400.v6.10.354551 2.09E-05 down yes Protein ODORANT1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G077600.v6.12.9102044 4.45E-14 up yes Probable inactive receptor kinase At1g48480pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G078000.v6.11.016582 0.87494 up no Eukaryotic translation initiation factor 3 subunit Hpfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0001731|formation of translation preinitiation complex;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K03247

Manes.02G078400.v6.10.8276683 0.13281 down no Aspartic proteinase PCS1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0012501|programmed cell death;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0008233|peptidase activity;.

Manes.02G078600.v6.11.0016565 0.98563 up no Nicastrin pfam05450 Nicastrin Nicastrin. Nicastrin and presenilin are two major components of the gamma-secretase complex, which executes the intramembrane proteolysis of type I integral membrane proteins such as the amyloid precursor protein (APP) and Notch. Nicastrin is synthesized in fibroblasts and neurons as an endoglycosidase-H-sensitive glycosylated precursor protein (immature nicastrin) and is then modified by complex glycosylation in the Golgi apparatus and by sialylation in the trans-Golgi network (mature nicastrin). A region featured in this family has a fold similar to human transferrin receptor (TfR) and a bacterial aminopeptidase. It is implicated in the pathogenesis of Alzheimer's disease.GO:0007219|Notch signaling pathway;GO:0016485|protein processing;GO:0016021|integral component of membrane;. .

Manes.02G078900.v6.1Inf 1.14E-51 up yes . pfam10395 Utp8 Utp8 family. Utp8 is an essential component of the nuclear tRNA export machinery in Saccharomyces cerevisiae. It is a tRNA binding protein that acts at a step between tRNA maturation /aminoacylation, and translocation of the tRNA across the nuclear pore complex.. . . .

Manes.02G079300.v6.15.1614569 6.21E-59 up yes Zinc finger protein 4pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.02G079400.v6.13.4231478 0.01877 up yes Protein GAMETE EXPRESSED 1pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.GO:0009790|embryo development;GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0042802|identical protein binding;.

Manes.02G079500.v6.10.6750527 0.00101 down no Uncharacterized oxidoreductase At4g09670pfam01408 GFO_IDH_MocA Oxidoreductase family, NAD-binding Rossmann fold. This family of enzymes utilize NADP or NAD. This family is called the GFO/IDH/MOCA family in swiss-prot.GO:0055114|oxidation-reduction process;GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.02G079600.v6.15.0656836 0.00033 up yes Importin-5 pfam04510 DUF577 Family of unknown function (DUF577). Family of Arabidopsis thaliana proteins. Many of these members contain a repeated region.GO:0071230|cellular response to amino acid stimulus;GO:0006607|NLS-bearing protein import into nucleus;GO:0042307|positive regulation of protein import into nucleus;GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0031965|nuclear membrane;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;GO:0008565|protein transporter activity;.

Manes.02G079700.v6.10.6335088 0.00081 down no Transcription repressor KAN1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010158|abaxial cell fate specification;GO:0009943|adaxial/abaxial axis specification;GO:0048440|carpel development;GO:0009887|organ morphogenesis;GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G079800.v6.10.7910513 0.04048 down no . pfam02134 UBACT Repeat in ubiquitin-activating (UBA) protein.. . . .

Manes.02G079900.v6.1Inf 0.02272 up yes . pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. . . .

Manes.02G080200.v6.11.1721454 0.19263 up no Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.02G080400.v6.11.1758262 0.1668 up no Glutamate decarboxylase 1pfam00282 Pyridoxal_deC Pyridoxal-dependent decarboxylase conserved domain.GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005516|calmodulin binding;GO:0004351|glutamate decarboxylase activity;GO:0030170|pyridoxal phosphate binding;K01580

Manes.02G080500.v6.11.4032615 0.00043 up no Isocitrate dehydrogenase [NADP]pfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0006097|glyoxylate cycle;GO:0006102|isocitrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0004450|isocitrate dehydrogenase (NADP+) activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;.

Manes.02G080700.v6.17.2734927 5.17E-46 up yes Protein REVEILLE 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009851|auxin biosynthetic process;GO:0009734|auxin-activated signaling pathway;GO:0007623|circadian rhythm;GO:0010600|regulation of auxin biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G081400.v6.10.4782791 7.77E-09 down yes ALA-interacting subunit 1pfam03381 CDC50 LEM3 (ligand-effect modulator 3) family / CDC50 family. Members of this family have been predicted to contain transmembrane helices. The family member LEM3 is a ligand-effect modulator, mutation of which increases glucocorticoid receptor activity in response to dexamethasone and also confers increased activity on other intracellular receptors including the progesterone, oestrogen and mineralocorticoid receptors. LEM3 is thought to affect a downstream step in the glucocorticoid receptor pathway. Factors that modulate ligand responsiveness are likely to contribute to the context-specific actions of the glucocorticoid receptor in mammalian cells. The products of genes YNR048w, YNL323w and YCR094w (CDC50) show redundancy of function and are involved in regulation of transcription via CDC39. CDC39 (also known as NOT1) is normally a negative regulator of transcription either by affecting the general RNA polymerase II machinery or by altering chromatin structure. One function of CDC39 is to block activation of the mGO:0015914|phospholipid transport;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;. .

Manes.02G081500.v6.10.8760062 0.23818 down no Sucrose synthase 6pfam00862 Sucrose_synth Sucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0080165|callose deposition in phloem sieve plate;GO:0005985|sucrose metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016157|sucrose synthase activity;.

Manes.02G081700.v6.11.1506376 0.17637 up no Phytoene synthase, chloroplasticpfam00494 SQS_PSY Squalene/phytoene synthase.GO:0016117|carotenoid biosynthetic process;GO:0009507|chloroplast;GO:0016767|geranylgeranyl-diphosphate geranylgeranyltransferase activity;.

Manes.02G082100.v6.1Inf 0.9009 up no Probable polyamine oxidase 4pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0005777|peroxisome;GO:0052895|N1-acetylspermine:oxygen oxidoreductase (N1-acetylspermidine-forming) activity;GO:0052894|norspermine:oxygen oxidoreductase activity;GO:0046592|polyamine oxidase activity;GO:0052901|spermine:oxygen oxidoreductase (spermidine-forming) activity;K17839

Manes.02G082500.v6.11.6404767 5.28E-08 up no Auxin response factor 8pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0009908|flower development;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G082800.v6.10.896657 0.25774 down no Probable starch synthase 4, chloroplastic/amyloplasticpfam08323 Glyco_transf_5 Starch synthase catalytic domain.GO:0019252|starch biosynthetic process;GO:0005982|starch metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;.

Manes.02G082900.v6.10.7872404 0.02076 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G083100.v6.10.6151359 0.00666 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G083500.v6.113.157838 6.50E-06 up yes Alpha-amylase/subtilisin inhibitorpfam00197 Kunitz_legume Trypsin and protease inhibitor.GO:0010951|negative regulation of endopeptidase activity;. GO:0015066|alpha-amylase inhibitor activity;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.02G083900.v6.1Inf 0.00069 up yes Taxadiene 5-alpha hydroxylasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0042617|paclitaxel biosynthetic process;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0050604|taxadiene 5-alpha-hydroxylase activity;.

Manes.02G084200.v6.10.6250904 0.00053 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G084300.v6.10.4834754 5.91E-06 down yes Transcription factor PAR1pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.GO:0009742|brassinosteroid mediated signaling pathway;GO:0032502|developmental process;GO:0045892|negative regulation of transcription, DNA-templated;GO:0040008|regulation of growth;GO:0009641|shade avoidance;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0003712|transcription cofactor activity;.

Manes.02G084400.v6.10.3740668 4.70E-18 down yes Mitogen-activated protein kinase 10pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.02G084600.v6.10.5811291 0.00132 down no Glucan endo-1,3-beta-glucosidase 1pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.02G084700.v6.10.3848532 1.19E-06 down yes . pfam04450 BSP Peptidase of plants and bacteria. These basic secretory proteins (BSPs) are believed to be part of the plants defence mechanism against pathogens.. . . .

Manes.02G084900.v6.10.7407399 0.00997 down no Callose synthase 7pfam02364 Glucan_synthase 1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0008360|regulation of cell shape;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.02G085200.v6.11.3753037 0.0004 up no tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmGpfam01134 GIDA Glucose inhibited division protein A.GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;K03495

Manes.02G085900.v6.10.3319988 3.40E-05 down yes ATP-dependent DNA helicase PIF1pfam05970 PIF1 PIF1-like helicase. This family includes homologues of the PIF1 helicase, which inhibits telomerase activity and is cell cycle regulated. This family includes a large number of largely uncharacterized plant proteins. This family includes a P-loop motif that is involved in nucleotide binding.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0000002|mitochondrial genome maintenance;GO:0000723|telomere maintenance;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;GO:0003677|DNA binding;K15255

Manes.02G086000.v6.10.783032 0.01934 down no Serine/threonine-protein kinase HT1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G086700.v6.10.6363978 1.31E-05 down no Serine/threonine-protein phosphatase 5pfam08321 PPP5 PPP5 TPR repeat region. This region is specific to the PPP5 subfamily of serine/threonine phosphatases and contains TPR repeats.GO:0010019|chloroplast-nucleus signaling pathway;GO:1902325|negative regulation of chlorophyll biosynthetic process;GO:0006913|nucleocytoplasmic transport;GO:0006470|protein dephosphorylation;GO:0010017|red or far-red light signaling pathway;GO:0046686|response to cadmium ion;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004722|protein serine/threonine phosphatase activity;GO:0046906|tetrapyrrole binding;K04460

Manes.02G086800.v6.10.4013639 2.02E-05 down yes Protein TOO MANY MOUTHSpfam13855 LRR_8 Leucine rich repeat.GO:0008356|asymmetric cell division;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;GO:0004872|receptor activity;.

Manes.02G086900.v6.11.5971455 6.86E-07 up no Citrate synthase, glyoxysomalpfam00285 Citrate_synt Citrate synthase.GO:0006097|glyoxylate cycle;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0046912|transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer;.

Manes.02G087100.v6.10.4507747 1.81E-09 down yes Actin-related protein 2/3 complex subunit 1Apfam00400 WD40 WD domain, G-beta repeat.GO:0007015|actin filament organization;GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051015|actin filament binding;K05757

Manes.02G087400.v6.126.891739 4.20E-31 up yes Heat stress transcription factor A-4apfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.02G087600.v6.110.500358 2.14E-43 up yes G-type lectin S-receptor-like serine/threonine-protein kinase SD2-5pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G087700.v6.16.9911392 6.93E-51 up yes Pentatricopeptide repeat-containing protein At2g26790, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.02G087800.v6.15.3508902 2.04E-42 up yes . pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.02G087900.v6.130.395342 2.80E-11 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G088400.v6.10.6954741 0.00146 down no Cytochrome b561 domain-containing protein At2g30890pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.02G088500.v6.10.9683145 0.74736 down no Shaggy-related protein kinase zetapfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0006468|protein phosphorylation;GO:0032880|regulation of protein localization;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.02G088800.v6.11.5336117 0.00332 up no Transmembrane protein 56-Bpfam03798 TRAM_LAG1_CLN8TLC domain.. GO:0016021|integral component of membrane;. .

Manes.02G088900.v6.16.2672388 5.97E-96 up yes 4-hydroxyphenylpyruvate dioxygenasepfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.GO:0006559|L-phenylalanine catabolic process;GO:0006572|tyrosine catabolic process;GO:0005737|cytoplasm;GO:0003868|4-hydroxyphenylpyruvate dioxygenase activity;GO:0042802|identical protein binding;GO:0046872|metal ion binding;.

Manes.02G089400.v6.11.0805114 0.4592 up no Persulfide dioxygenase ETHE1 homolog, mitochondrialpfam00753 Lactamase_B Metallo-beta-lactamase superfamily.GO:0009793|embryo development ending in seed dormancy;GO:0009960|endosperm development;GO:0009651|response to salt stress;GO:0048316|seed development;GO:0005739|mitochondrion;GO:0016788|hydrolase activity, acting on ester bonds;GO:0046872|metal ion binding;GO:0050313|sulfur dioxygenase activity;K17725

Manes.02G089500.v6.10.729159 0.57689 down no . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.02G089800.v6.10.4773686 8.99E-13 down yes WD repeat-containing protein 26pfam00400 WD40 WD domain, G-beta repeat.. GO:0005737|cytoplasm;. .

Manes.02G090000.v6.10.7400789 0.00573 down no Reticulon-like protein B8pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.02G090100.v6.10.354393 3.27E-05 down yes . pfam10835 DUF2573 Protein of unknown function (DUF2573). Some members in this bacterial family of proteins are annotated as YusU however no function is currently known. This family of proteins appears to be restricted to Bacillus spp.. . . .

Manes.02G090200.v6.19.8077326 0.03169 up no . pfam15084 DUF4550 Domain of unknown function (DUF4550). This presumed domain is functionally uncharacterized. This domain family is found in eukaryotes, and is approximately 100 amino acids in length. This domain contains an N-terminal HXE motif.. . . .

Manes.02G090500.v6.10.9565289 0.69583 down no Probable polyamine oxidase 2pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0005777|peroxisome;GO:0046592|polyamine oxidase activity;K17839

Manes.02G090600.v6.10.4641758 3.44E-07 down yes N-acetyl-D-glucosamine kinasepfam01869 BcrAD_BadFG BadF/BadG/BcrA/BcrD ATPase family. This family includes the BadF and BadG proteins that are two subunits of Benzoyl-CoA reductase, that may be involved in ATP hydrolysis. The family also includes an activase subunit from the enzyme 2-hydroxyglutaryl-CoA dehydratase. An uncharacterized protein from Aquifex aeolicus contains two copies of this region suggesting that the family may structurally dimerise. This family appears to be related to pfam00370.. . GO:0005524|ATP binding;GO:0045127|N-acetylglucosamine kinase activity;.

Manes.02G090800.v6.10.793334 0.01605 down no Serine/threonine-protein kinase CTR1pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.02G091100.v6.10.3343062 9.31E-09 down yes E3 ubiquitin-protein ligase HERC2pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007283|spermatogenesis;GO:0005814|centriole;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005743|mitochondrial inner membrane;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0032183|SUMO binding;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10595

Manes.02G092000.v6.117.321639 5.48E-28 up yes E3 ubiquitin-protein ligase RBBP6pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0048568|embryonic organ development;GO:0001701|in utero embryonic development;GO:0035264|multicellular organism growth;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0061053|somite development;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0016874|ligase activity;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10624

Manes.02G092200.v6.12.3955269 3.61E-22 up yes Transcription initiation factor IIBpfam00382 TFIIB Transcription factor TFIIB repeat.GO:0051123|RNA polymerase II transcriptional preinitiation complex assembly;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0005634|nucleus;GO:0001139|transcription factor activity, core RNA polymerase II recruiting;GO:0008270|zinc ion binding;K03124

Manes.02G092300.v6.12.5924695 2.62E-24 up yes . pfam14580 LRR_9 Leucine-rich repeat.. . . .

Manes.02G092400.v6.19.0550496 0.00494 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.02G092600.v6.11.0149853 0.84559 up no U1 small nuclear ribonucleoprotein 70 kDapfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11093



Manes.02G092700.v6.10.1634498 3.16E-08 down yes . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.02G093000.v6.10.4727896 0.01766 down yes . pfam09973 DUF2208 Predicted membrane protein (DUF2208). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.02G093300.v6.11.0809445 0.38748 up no Scarecrow-like protein 4pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G093600.v6.11.1938084 0.11501 up no Protein AE7 pfam09615 Cas_Csy3 CRISPR-associated protein (Cas_Csy3). CRISPR (Clustered Regularly Interspaced Short Palindromic Repeats) is a widespread family of prokaryotic direct repeats with spacers of unique sequence between consecutive repeats. This entry, typified by YPO2463 of Yersinia pestis, is a CRISPR-associated (Cas) entry strictly associated with the Ypest subtype of CRISPR/Cas locus. It is designated Csy3, for CRISPR/Cas Subtype Ypest protein 3.GO:0007059|chromosome segregation;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.02G093700.v6.10.6564993 1.87E-05 down no Vam6/Vps39-like proteinpfam10367 Vps39_2 Vacuolar sorting protein 39 domain 2. This domain is found on the vacuolar sorting protein Vps39 which is a component of the C-Vps complex. Vps39 is thought to be required for the fusion of endosomes and other types of transport intermediates with the vacuole. In Saccharomyces cerevisiae, Vps39 has been shown to stimulate nucleotide exchange. This domain is involved in localisation and in mediating the interactions of Vps39 with Vps11.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030897|HOPS complex;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;. .

Manes.02G093900.v6.1Inf 0.35135 up no . pfam07364 DUF1485 Protein of unknown function (DUF1485). This family consists of several hypothetical bacterial proteins of around 300 residues in length. Members of this family all appear to be in the Phylum Proteobacteria. The function of this family is unknown.. . . .

Manes.02G094700.v6.12.2512112 1.64E-13 up yes ATPase family AAA domain-containing protein 3pfam12037 DUF3523 Domain of unknown function (DUF3523). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 257 to 277 amino acids in length. This domain is found associated with pfam00004. This domain has a conserved LER sequence motif.GO:0007005|mitochondrion organization;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0042645|mitochondrial nucleoid;GO:0005739|mitochondrion;GO:0005524|ATP binding;K17681

Manes.02G095000.v6.12.431012 7.02E-21 up yes U-box domain-containing protein 5pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G095100.v6.13.1759059 2.92E-07 up yes Transcription factor HBI1pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G095200.v6.10.4372828 6.02E-05 down yes Anaphase-promoting complex subunit 10pfam03256 APC10 Anaphase-promoting complex, subunit 10 (APC10).GO:0031145|anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0051301|cell division;GO:0008283|cell proliferation;GO:0007067|mitotic nuclear division;GO:0032876|negative regulation of DNA endoreduplication;GO:0010087|phloem or xylem histogenesis;GO:0016567|protein ubiquitination;GO:0032875|regulation of DNA endoreduplication;GO:0030071|regulation of mitotic metaphase/anaphase transition;GO:0005680|anaphase-promoting complex;GO:0016604|nuclear body;. K03357

Manes.02G095300.v6.10.8800651 0.2333 down no Tubby-like F-box protein 2pfam01167 Tub Tub family. GO:0006355|regulation of transcription, DNA-templated;GO:0009620|response to fungus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0035091|phosphatidylinositol binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G095500.v6.11.1361111 0.19266 up no Putative glucose-6-phosphate 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.02G095600.v6.10.510775 9.09E-07 down no Phosphopantetheine adenylyltransferasepfam01467 CTP_transf_2 Cytidylyltransferase. This family includes: Cholinephosphate cytidylyltransferase and Glycerol-3-phosphate cytidylyltransferase.GO:0015937|coenzyme A biosynthetic process;GO:0040007|growth;GO:0006629|lipid metabolic process;GO:0019915|lipid storage;GO:0016310|phosphorylation;GO:0080020|regulation of coenzyme A biosynthetic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004140|dephospho-CoA kinase activity;GO:0004595|pantetheine-phosphate adenylyltransferase activity;K02201

Manes.02G095700.v6.11.0899895 0.35699 up no Pheophytinase, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.02G095800.v6.10.3663483 1.18E-07 down yes Protein RER1Bpfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.02G096200.v6.12.9870512 8.95E-08 up yes . pfam04006 Mpp10 Mpp10 protein. This family includes proteins related to Mpp10 (M phase phosphoprotein 10). The U3 small nucleolar ribonucleoprotein (snoRNP) is required for three cleavage events that generate the mature 18S rRNA from the pre-rRNA. In Saccharomyces cerevisiae, depletion of Mpp10, a U3 snoRNP-specific protein, halts 18S rRNA production and impairs cleavage at the three U3 snoRNP-dependent sites.. . . .

Manes.02G096500.v6.10.730598 0.00169 down no GTPase Era pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0042274|ribosomal small subunit biogenesis;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0070181|small ribosomal subunit rRNA binding;K03595

Manes.02G096700.v6.10.6581485 0.05156 down no . pfam04515 Choline_transpo Plasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.. . . .

Manes.02G097300.v6.18.7186286 4.55E-70 up yes Probable mitochondrial chaperone BCS1-Bpfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.02G097600.v6.10.5569016 0.00053 down no Phosphatidylinositol/phosphatidylcholine transfer protein SFH10pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.02G098000.v6.10.6322324 9.50E-05 down no . pfam09814 HECT_2 HECT-like Ubiquitin-conjugating enzyme (E2)-binding. HECT_2 is a family of UbcH10-binding proteins.. . . .

Manes.02G098100.v6.114.767656 ####### up yes Probable mitochondrial chaperone bcs1pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.02G098300.v6.10.7193035 0.00317 down no . pfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.. . . .

Manes.02G098500.v6.10.8261607 0.14332 down no 50S ribosomal protein L7/L12pfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G098600.v6.1Inf 0.02254 up yes . pfam13947 GUB_WAK_bind Wall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.02G098700.v6.14.6357311 1.26E-14 up yes Bifunctional epoxide hydrolase 2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019369|arachidonic acid metabolic process;GO:0006874|cellular calcium ion homeostasis;GO:0042632|cholesterol homeostasis;GO:0016311|dephosphorylation;GO:0017144|drug metabolic process;GO:0019373|epoxygenase P450 pathway;GO:0006954|inflammatory response;GO:0046839|phospholipid dephosphorylation;GO:0010628|positive regulation of gene expression;GO:0045909|positive regulation of vasodilation;GO:0072593|reactive oxygen species metabolic process;GO:0008217|regulation of blood pressure;GO:0090181|regulation of cholesterol metabolic process;GO:0009636|response to toxic substance;GO:0044281|small molecule metabolic process;GO:0046272|stilbene catabolic process;GO:0006805|xenobiotic metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005777|peroxisome;GO:0033885|10-hydroxy-9-(phosphonooxy)octadecanoate phosphatase activity;GO:0004301|epoxide hydrolase activity;GO:0042577|lipid phosphatase activity;GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;GO:0042803|protein homodimerization activity;GO:0005102|receptor binding;GO:0015643|toxic substance binding;K08726

Manes.02G099000.v6.10.6791328 0.00028 down no 3-epi-6-deoxocathasterone 23-monooxygenasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016132|brassinosteroid biosynthetic process;GO:0010268|brassinosteroid homeostasis;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0042814|monopolar cell growth;GO:0048441|petal development;GO:0048443|stamen development;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K12637

Manes.02G099300.v6.10.3958311 0.0005 down yes Probable dimethyladenosine transferasepfam00398 RrnaAD Ribosomal RNA adenine dimethylase.. GO:0005730|nucleolus;GO:0052909|18S rRNA (adenine(1779)-N(6)/adenine(1780)-N(6))-dimethyltransferase activity;GO:0003723|RNA binding;GO:0000179|rRNA (adenine-N6,N6-)-dimethyltransferase activity;K14191

Manes.02G099400.v6.10.3428003 7.76E-11 down yes ADP-ribosylation factor-like protein 2pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0009793|embryo development ending in seed dormancy;GO:0009558|embryo sac cellularization;GO:0009960|endosperm development;GO:0007264|small GTPase mediated signal transduction;GO:0007021|tubulin complex assembly;GO:0005737|cytoplasm;GO:0005525|GTP binding;K07943

Manes.02G099600.v6.10.6184757 1.03E-06 down no Beta-galactosidase 3pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.02G099900.v6.11.3589808 0.00433 up no MORC family CW-type zinc finger protein 3pfam13589 HATPase_c_3 Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents, additionally, the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0007569|cell aging;GO:0051457|maintenance of protein location in nucleus;GO:0048147|negative regulation of fibroblast proliferation;GO:0018105|peptidyl-serine phosphorylation;GO:0009791|post-embryonic development;GO:0006468|protein phosphorylation;GO:0050821|protein stabilization;GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0016605|PML body;GO:0008270|zinc ion binding;.

Manes.02G100100.v6.10.5837367 0.00055 down no Protein SHI RELATED SEQUENCE 1pfam05142 DUF702 Domain of unknown function (DUF702). Members of this family are found in various putative zinc finger proteins.GO:0009851|auxin biosynthetic process;GO:0009734|auxin-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.02G100500.v6.10.7049135 0.00244 down no . pfam01724 DUF29 Domain of unknown function DUF29. This family consists of various hypothetical proteins from cyanobacteria, none of which are functionally described. The aligned region is approximately 120-140 amino acids long corresponding to almost the entire length of the proteins in the family. The structure 3FCN is a small protein that has a novel all-alpha fold. The N-terminal helical hairpin is likely to function as a dimerization module. This protein is a member of PFam family PF01724. The function of this protein is unknown. One protein sequence contains a fusion of this protein and a DnaB domain, suggesting a possible role in DNA helicase activity (hypothetical). Dali hits have low Z and high rmsd, suggesting probably only topological similarities (not functional relevance) (details derived from TOPSAN). The family has several highly conserved sequence motifs, including YD/ExD, DxxNVxEEIE, and CPY/F/W, as well as conserved tryptophans.. . . .

Manes.02G100600.v6.10.4418976 1.44E-12 down yes Microspherule protein 1pfam13325 MCRS_N N-terminal region of micro-spherule protein. This domain is found in plants and higher eukaryotes, and is the N-terminal region of micro-spherule proteins which repress the transactivation activities of Nrf1 (p45 nuclear factor-erythroid 2 (p45 NF-E2)-related factor 1). In conjunction with DIPA the full-length protein acts as a transcription repressor. The exact function of the region is not known.GO:0006464|cellular protein modification process;GO:0006325|chromatin organization;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043984|histone H4-K16 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0015629|actin cytoskeleton;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0000123|histone acetyltransferase complex;GO:0031011|Ino80 complex;GO:0071339|MLL1 complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;. K11674

Manes.02G100700.v6.10.3660063 1.11E-14 down yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.02G100800.v6.14.8696363 0.00117 up yes Cytochrome P450 84A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009809|lignin biosynthetic process;GO:0009699|phenylpropanoid biosynthetic process;GO:0010224|response to UV-B;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K09755

Manes.02G101100.v6.10.512128 3.90E-06 down no Transmembrane and coiled-coil domain-containing protein 4pfam05277 DUF726 Protein of unknown function (DUF726). This family consists of several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;. .

Manes.02G101200.v6.10.7917982 0.01552 down no Zinc finger CCCH domain-containing protein 44pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.02G101300.v6.11.2387298 0.02174 up no . pfam03676 UPF0183 Uncharacterized protein family (UPF0183). This family of proteins includes Lin-10 from C. elegans.. . . .

Manes.02G101500.v6.10.3819658 4.34E-12 down yes . pfam00885 DMRL_synthase 6,7-dimethyl-8-ribityllumazine synthase. This family includes the beta chain of 6,7-dimethyl-8- ribityllumazine synthase EC:2.5.1.9, an enzyme involved in riboflavin biosynthesis. The family also includes a subfamily of distant archaebacterial proteins that may also have the same function.. . . .

Manes.02G101700.v6.10.5483262 1.20E-07 down no Probable serine protease EDA2pfam05577 Peptidase_S28 Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.GO:0009561|megagametogenesis;GO:0005576|extracellular region;GO:0008236|serine-type peptidase activity;.

Manes.02G101900.v6.10.7784806 0.01508 down no Kinesin-like protein NACK1pfam00225 Kinesin Kinesin motor domain.GO:0000919|cell plate assembly;GO:0007018|microtubule-based movement;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.02G102500.v6.11.0203113 0.80903 up no Heterogeneous nuclear ribonucleoprotein Qpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.02G102700.v6.11.0283876 0.82978 up no . pfam10805 DUF2730 Protein of unknown function (DUF2730). This family of proteins with unknown function appears to be restricted to Gammaproteobacteria.. . . .

Manes.02G102900.v6.10.7105029 0.00151 down no Zinc finger CCCH domain-containing protein 68pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.02G103400.v6.10.6785453 0.00084 down no Transcription initiation factor TFIID subunit 14bpfam03366 YEATS YEATS family. We have named this family the YEATS family, after `YNK7', `ENL', `AF-9', and `TFIIF small subunit'. This family also contains the GAS41 protein. All these proteins are thought to have a transcription stimulatory activityGO:0030154|cell differentiation;GO:0006281|DNA repair;GO:0009908|flower development;GO:0043981|histone H4-K5 acetylation;GO:0009909|regulation of flower development;GO:0090239|regulation of histone H4 acetylation;GO:2000028|regulation of photoperiodism, flowering;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005634|nucleus;. K11341

Manes.02G103600.v6.10.8693512 0.20661 down no . pfam13851 GAS Growth-arrest specific micro-tubule binding. This family is the highly conserved central region of a number of metazoan proteins referred to as growth-arrest proteins. In mouse, Gas8 is predominantly a testicular protein, whose expression is developmentally regulated during puberty and spermatogenesis. In humans, it is absent in infertile males who lack the ability to generate gametes. The localisation of Gas8 in the motility apparatus of post-meiotic gametocytes and mature spermatozoa, together with the detection of Gas8 also in cilia at the apical surfaces of epithelial cells lining the pulmonary bronchi and Fallopian tubes suggests that the Gas8 protein may have a role in the functioning of motile cellular appendages. Gas8 is a microtubule-binding protein localized to regions of dynein regulation in mammalian cells.. . . .

Manes.02G103800.v6.10.5013487 1.27E-11 down no Endoglucanase 24pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.02G103900.v6.11.7985396 5.02E-11 up no RNA demethylase ALKBH5pfam13532 2OG-FeII_Oxy_2 2OG-Fe(II) oxygenase superfamily.GO:0006406|mRNA export from nucleus;GO:0006397|mRNA processing;GO:0035553|oxidative single-stranded RNA demethylation;GO:0001666|response to hypoxia;GO:0007283|spermatogenesis;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0035515|oxidative RNA demethylase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K10767

Manes.02G104000.v6.1Inf 5.51E-05 up yes Protein WUSCHELpfam00046 Homeobox Homeobox domain.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G104100.v6.10.8020296 0.04594 down no WD repeat-containing protein 82-Bpfam00400 WD40 WD domain, G-beta repeat.. GO:0005634|nucleus;. K14962

Manes.02G104600.v6.13.8350071 0.00039 up yes Snakin-2 pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.02G104800.v6.11.3588224 0.00077 up no Calcium-dependent protein kinase 28pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.02G104900.v6.12.0184856 4.03E-07 up yes Chaperone protein dnaJ 11, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.02G105000.v6.12.6663938 2.29E-29 up yes . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.02G105200.v6.13.6465225 2.64E-10 up yes Cold shock domain-containing protein 3pfam00313 CSD 'Cold-shock' DNA-binding domain.GO:0009631|cold acclimation;GO:0032508|DNA duplex unwinding;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K09250

Manes.02G105300.v6.12.5711176 5.38E-18 up yes Thaumatin-like protein 1pfam00314 Thaumatin Thaumatin family.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.02G105400.v6.14.0986507 3.93E-48 up yes Thaumatin-like protein 1pfam00314 Thaumatin Thaumatin family.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.02G105500.v6.16.8835076 3.42E-23 up yes . pfam09223 YodA YodA lipocalin-like domain. Members of this family of prokaryotic domains have been identified as part of the response of bacteria to a challenge with the toxic heavy metal cadmium. They are able to bind to cadmium, and ensure its subsequent elimination.. . . .

Manes.02G106900.v6.10.567868 0.00517 down no Oligopeptide transporter 7pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0015833|peptide transport;GO:0015031|protein transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.02G107200.v6.10.8790314 0.18567 down no 3-dehydroquinate synthase, chloroplasticpfam01761 DHQ_synthase 3-dehydroquinate synthase. The 3-dehydroquinate synthase EC:4.6.1.3 domain is present in isolation in various bacterial 3-dehydroquinate synthases and also present as a domain in the pentafunctional AROM polypeptide. 3-dehydroquinate (DHQ) synthase catalyses the formation of dehydroquinate (DHQ) and orthophosphate from 3-deoxy-D-arabino heptulosonic 7 phosphate. This reaction is part of the shikimate pathway which is involved in the biosynthesis of aromatic amino acids.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0033587|shikimate biosynthetic process;GO:0009507|chloroplast;GO:0003856|3-dehydroquinate synthase activity;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0051287|NAD binding;.

Manes.02G107400.v6.10.6961205 0.00374 down no Rac-like GTP-binding protein ARAC1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005525|GTP binding;K04392

Manes.02G107500.v6.11.3013779 0.00374 up no Vacuolar protein sorting-associated protein 35Apfam03635 Vps35 Vacuolar protein sorting-associated protein 35. Vacuolar protein sorting-associated protein (Vps) 35 is one of around 50 proteins involved in protein trafficking. In particular, Vps35 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps26 and Vps29. Vps35 contains a central region of weaker sequence similarity, thought to indicate the presence of at least three domains.GO:0042147|retrograde transport, endosome to Golgi;GO:0005794|Golgi apparatus;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0030904|retromer complex;GO:0008565|protein transporter activity;K18468

Manes.02G107600.v6.10.5932406 0.00261 down no . pfam02144 Rad1 Repair protein Rad1/Rec1/Rad17.. . . .

Manes.02G108200.v6.10.7079271 0.00032 down no Protein MID1-COMPLEMENTING ACTIVITY 1pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006816|calcium ion transport;GO:0033500|carbohydrate homeostasis;GO:0007638|mechanosensory behavior;GO:0007231|osmosensory signaling pathway;GO:0005887|integral component of plasma membrane;. .

Manes.02G109100.v6.10.9240071 0.43132 down no La-related protein 1Cpfam05383 La La domain. This presumed domain is found at the N-terminus of La RNA-binding proteins as well as other proteins. The function of this region is uncertain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005844|polysome;GO:0003723|RNA binding;K18757

Manes.02G109500.v6.11.7342626 3.36E-09 up no Aspartic proteinase-like protein 1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.02G109800.v6.11.2401361 0.01618 up no Probable protein phosphatase 2C 60pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.02G110100.v6.11.949029 1.42E-10 up no NEP1-interacting protein 1pfam13639 zf-RING_2 Ring finger domain.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.02G110600.v6.10.9378834 0.61811 down no Phospholipase D deltapfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046473|phosphatidic acid metabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0012501|programmed cell death;GO:0090333|regulation of stomatal closure;GO:0009409|response to cold;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.02G110900.v6.11.1150702 0.34093 up no Bifunctional nuclease 2pfam02577 DNase-RNase Bifunctional nuclease. This family is a bifunctional nuclease, with both DNase and RNase activity. It forms a wedge-shaped dimer, with each monomer being triangular in shape. A large groove at the thick end of the wedge contains a possible active site.. GO:0005634|nucleus;GO:0004518|nuclease activity;.

Manes.02G111100.v6.10.3217845 0.11658 down no Protein IQ-DOMAIN 1pfam00104 Hormone_recep Ligand-binding domain of nuclear hormone receptor. This all helical domain is involved in binding the hormone in these receptors.. GO:0005634|nucleus;. .

Manes.02G111300.v6.12.8702439 3.96E-32 up yes . pfam13716 CRAL_TRIO_2 Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.02G111400.v6.10.6183875 5.85E-05 down no UPF0548 protein At2g17695pfam09348 DUF1990 Domain of unknown function (DUF1990). This family of proteins are functionally uncharacterized.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;. .

Manes.02G111900.v6.10.8011452 0.80406 down no . pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.02G112000.v6.10.3654743 0.49836 down no . pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.02G112300.v6.17.2651515 6.84E-09 up yes Probable acyl-activating enzyme 1, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0016874|ligase activity;.

Manes.02G112400.v6.11.0267893 0.77409 up no Protein STRICTOSIDINE SYNTHASE-LIKE 5pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009058|biosynthetic process;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009615|response to virus;GO:0005783|endoplasmic reticulum;GO:0005773|vacuole;. .

Manes.02G112600.v6.10.6884946 0.00166 down no Serine acetyltransferase 4pfam06426 SATase_N Serine acetyltransferase, N-terminal. The N-terminal domain of serine acetyltransferase has a sequence that is conserved in plants and bacteria.GO:0006535|cysteine biosynthetic process from serine;GO:0000103|sulfate assimilation;GO:0005829|cytosol;GO:0009001|serine O-acetyltransferase activity;K00640

Manes.02G112700.v6.10.4331891 2.53E-13 down yes Protein GRIPpfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.GO:0048193|Golgi vesicle transport;GO:0000042|protein targeting to Golgi;GO:0007131|reciprocal meiotic recombination;GO:0000795|synaptonemal complex;GO:0005802|trans-Golgi network;. .

Manes.02G112800.v6.118.153735 1.60E-56 up yes Phosphoserine aminotransferase 1, chloroplasticpfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0006564|L-serine biosynthetic process;GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004648|O-phospho-L-serine:2-oxoglutarate aminotransferase activity;K00831

Manes.02G113400.v6.11.1690647 0.15115 up no Phosphoinositide phosphatase SAC6pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0052866|phosphatidylinositol phosphate phosphatase activity;.

Manes.02G113500.v6.12.8647145 5.53E-09 up yes Dirigent protein 6pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:1901599|(-)-pinoresinol biosynthetic process;GO:0050790|regulation of catalytic activity;GO:0048046|apoplast;GO:0042349|guiding stereospecific synthesis activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;.

Manes.02G113900.v6.12.6633351 5.79E-06 up yes Protein RKD5pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G114000.v6.11.255134 0.01581 up no Syntaxin-binding protein 5pfam08596 Lgl_C Lethal giant larvae(Lgl) like, C-terminal. The Lethal giant larvae (Lgl) tumor suppressor family is conserved from yeast to mammals. The Lgl family functions in cell polarity, at least in part, by regulating SNARE-mediated membrane delivery events at the cell surface. The N-terminal half of Lgl members contains WD40 repeats (see pfam00400), while the C-terminal half appears specific to the family.GO:0006887|exocytosis;GO:0045921|positive regulation of exocytosis;GO:0015031|protein transport;GO:0030193|regulation of blood coagulation;GO:0017157|regulation of exocytosis;GO:0010468|regulation of gene expression;GO:0005892|acetylcholine-gated channel complex;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0030659|cytoplasmic vesicle membrane;GO:0008021|synaptic vesicle;GO:0017075|syntaxin-1 binding;K08518

Manes.02G114100.v6.10.5981083 0.0006 down no . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.02G114200.v6.10.5968998 7.44E-06 down no WUSCHEL-related homeobox 13pfam00046 Homeobox Homeobox domain.GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G114300.v6.10.7677214 0.02894 down no DNA mismatch repair protein MLH3pfam08676 MutL_C MutL C terminal dimerization domain. MutL and MutS are key components of the DNA repair machinery that corrects replication errors. MutS recognizes mispaired or unpaired bases in a DNA duplex and in the presence of ATP, recruits MutL to form a DNA signaling complex for repair. The N terminal region of MutL contains the ATPase domain and the C terminal is involved in dimerization.GO:0006298|mismatch repair;GO:0007131|reciprocal meiotic recombination;GO:0032300|mismatch repair complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0030983|mismatched DNA binding;K08739



Manes.02G114600.v6.11.6850424 6.81E-09 up no Serine/threonine-protein kinase SRPKpfam00069 Pkinase Protein kinase domain.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G114700.v6.10.3594441 1.92E-05 down yes Uncharacterized calcium-binding protein C800.10cpfam12763 EF-hand_4 Cytoskeletal-regulatory complex EF hand. This is an efhand family from the N-terminal of actin cytoskeleton-regulatory complex END3 and similar proteins from fungi and closely related species.GO:0000147|actin cortical patch assembly;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0006898|receptor-mediated endocytosis;GO:0030479|actin cortical patch;GO:0005938|cell cortex;GO:0005509|calcium ion binding;.

Manes.02G114800.v6.13.7987336 6.53E-50 up yes Proton-coupled amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0015816|glycine transport;GO:1902600|hydrogen ion transmembrane transport;GO:0006811|ion transport;GO:0015808|L-alanine transport;GO:0035524|proline transmembrane transport;GO:0015992|proton transport;GO:0055085|transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005886|plasma membrane;GO:0015187|glycine transmembrane transporter activity;GO:0015078|hydrogen ion transmembrane transporter activity;GO:0005280|hydrogen:amino acid symporter activity;GO:0015180|L-alanine transmembrane transporter activity;GO:0015193|L-proline transmembrane transporter activity;K14209

Manes.02G115700.v6.1NA NA -- no Monosaccharide-sensing protein 3pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.02G115800.v6.10.3485841 1.76E-05 down yes Mitochondrial phosphate carrier protein 1, mitochondrialpfam00153 Mito_carr Mitochondrial carrier protein.GO:0009651|response to salt stress;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.02G116000.v6.1Inf 0.9009 up no . pfam01440 Gemini_AL2 Geminivirus AL2 protein. Geminiviruses are small, ssDNA-containing plant viruses. Geminiviruses contain three ORFs (designated AL1, AL2, and AL3) that overlap and are specified by multiple polycistronic mRNAs. The AL2 gene product transactivates expression of TGMV coat protein gene, and BR1 movement protein.. . . .

Manes.02G116900.v6.11.188471 0.07835 up no 3-hydroxy-3-methylglutaryl-coenzyme A reductase 3pfam00368 HMG-CoA_red Hydroxymethylglutaryl-coenzyme A reductase. The HMG-CoA reductases catalyse the conversion of HMG-CoA to mevalonate, which is the rate-limiting step in the synthesis of isoprenoids like cholesterol. Probably because of the critical role of this enzyme in cholesterol homeostasis, mammalian HMG-CoA reductase is heavily regulated at the transcriptional, translational, and post-translational levels.GO:0015936|coenzyme A metabolic process;GO:0008299|isoprenoid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0042170|plastid membrane;GO:0004420|hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0050661|NADP binding;.

Manes.02G117500.v6.116.144169 0.0025 up yes Vacuolar iron transporter homolog 4pfam01988 VIT1 VIT family. This family includes the vacuolar Fe2+/Mn2+ uptake transporter, Ccc1 and the vacuolar iron transporter VIT1.GO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.02G117600.v6.11.2945324 0.01941 up no . pfam13632 Glyco_trans_2_3 Glycosyl transferase family group 2. Members of this family of prokaryotic proteins include putative glucosyltransferases, which are involved in bacterial capsule biosynthesis.. . . .

Manes.02G117800.v6.12.8563602 8.01E-14 up yes Probable L-type lectin-domain containing receptor kinase S.5pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G118100.v6.10.5336135 7.34E-09 down no . pfam05623 DUF789 Protein of unknown function (DUF789). This family consists of several plant proteins of unknown function.. . . .

Manes.02G118200.v6.10.7143248 0.00072 down no Testis-expressed sequence 2 proteinpfam10296 DUF2404 Putative integral membrane protein conserved region (DUF2404). This domain is conserved from plants to humans. The function is not known.. GO:0016021|integral component of membrane;. .

Manes.02G118400.v6.10.4882375 0.01823 down yes PHD finger-like domain-containing protein 5Bpfam03660 PHF5 PHF5-like protein. This family of proteins the superfamily of PHD-finger proteins. At least one example, from mouse, may act as a chromatin-associated protein. The S. pombe ini1 gene is essential, required for splicing. It is localized in the nucleus, but not detected in the nucleolus and can be complemented by human ini1.. . . K12834

Manes.02G118600.v6.13.3171274 0.0009 up yes . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.02G118800.v6.15.6415007 2.32E-80 up yes Zinc finger CCCH domain-containing protein 66pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G119300.v6.11.1274364 0.31138 up no Peptidyl-prolyl cis-trans isomerase CYP20-1pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0048364|root development;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.02G119900.v6.10.8151185 0.09842 down no Protein DAMAGED DNA-BINDING 2pfam00400 WD40 WD domain, G-beta repeat.GO:0006281|DNA repair;GO:0016567|protein ubiquitination;GO:0010224|response to UV-B;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K10140

Manes.02G120000.v6.12.8020747 5.43E-28 up yes RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.02G120100.v6.11.3971158 0.00022 up no Non-specific phospholipase C1pfam04185 Phosphoesterase Phosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.. GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K01114

Manes.02G120200.v6.11.1654376 0.09405 up no Villin-1 pfam00626 Gelsolin Gelsolin repeat.GO:0051017|actin filament bundle assembly;GO:0051693|actin filament capping;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.02G120500.v6.19.0594634 4.76E-07 up yes . pfam00686 CBM_20 Starch binding domain.. . . .

Manes.02G120600.v6.11.6956355 2.54E-05 up no Pleckstrin homology domain-containing protein 1pfam00169 PH PH domain. PH stands for pleckstrin homology.. GO:0005737|cytoplasm;GO:0008289|lipid binding;.

Manes.02G120700.v6.19.9907494 1.04E-26 up yes . pfam13414 TPR_11 TPR repeat. . . . .

Manes.02G120800.v6.1Inf 0.18198 up no Transcription factor MYB98pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009553|embryo sac development;GO:0010183|pollen tube guidance;GO:0045697|regulation of synergid differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.02G121000.v6.10.7120338 0.0008 down no . pfam11380 DUF3184 Protein of unknown function (DUF3184). This eukaryotic family of proteins has no known function.. . . .

Manes.02G121100.v6.12.1375124 7.49E-14 up yes Sodium-dependent phosphate transport protein 1, chloroplasticpfam07690 MFS_1 Major Facilitator Superfamily.GO:0009416|response to light stimulus;GO:0009624|response to nematode;GO:0006814|sodium ion transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0009579|thylakoid;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.02G121400.v6.13.3521415 1.60E-05 up yes . pfam01212 Beta_elim_lyase Beta-eliminating lyase.. . . .

Manes.02G121500.v6.12.9241126 5.03E-12 up yes Josephin-like proteinpfam02099 Josephin Josephin. . . GO:0000166|nucleotide binding;GO:0008242|omega peptidase activity;K15235

Manes.02G121600.v6.14.3154127 2.95E-26 up yes . pfam04602 Arabinose_trans Mycobacterial cell wall arabinan synthesis protein. Arabinosyltransferase is involved in arabinogalactan (AG) biosynthesis pathway in mycobacteria. AG is a component of the macromolecular assembly of the mycolyl-AG-peptidoglycan complex of the cell wall. This enzyme has important clinical applications as it is believed to be the target of the antimycobacterial drug Ethambutol.. . . .

Manes.02G121700.v6.12.2243232 1.28E-08 up yes Phosphomethylpyrimidine synthase, chloroplasticpfam01964 ThiC ThiC family. ThiC is found within the thiamine biosynthesis operon. ThiC is involved in pyrimidine biosynthesis. The precise catalytic function of ThiC is still not known. ThiC participates in the formation of 4-Amino-5-hydroxymethyl-2-methylpyrimidine from AIR, an intermediate in the de novo pyrimidine biosynthesis.GO:0010266|response to vitamin B1;GO:0009228|thiamine biosynthetic process;GO:0009229|thiamine diphosphate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0080041|ADP-ribose pyrophosphohydrolase activity;GO:0051536|iron-sulfur cluster binding;GO:0016829|lyase activity;GO:0046872|metal ion binding;K03147

Manes.02G121800.v6.11.055097 0.55471 up no ATP-dependent zinc metalloprotease FTSH 9, chloroplasticpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K03798

Manes.02G121900.v6.10.5317043 0.05425 down no . pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.. . . .

Manes.02G122200.v6.10.355695 5.74E-06 down yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G122300.v6.11.6599603 0.0389 up no Laccase-4 pfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0009809|lignin biosynthetic process;GO:0046274|lignin catabolic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;GO:0016491|oxidoreductase activity;K05909

Manes.02G122400.v6.10.9126054 0.53798 down no Phosphatidylinositol N-acetylglucosaminyltransferase subunit Ppfam08510 PIG-P PIG-P. PIG-P (phosphatidylinositol N-acetylglucosaminyltransferase subunit P) is an enzyme involved in GPI anchor biosynthesis.GO:0006506|GPI anchor biosynthetic process;GO:0016021|integral component of membrane;GO:0017176|phosphatidylinositol N-acetylglucosaminyltransferase activity;K03861

Manes.02G122600.v6.11.4445763 5.59E-05 up no Zinc finger CCCH domain-containing protein 40pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12872

Manes.02G122700.v6.14.2102225 1.75E-05 up yes . pfam03172 Sp100 Sp100 domain. The function of this domain is unknown. It is about 105 amino acid residues in length and is predicted to be predominantly alpha helical. This domain is usually found at the amino terminus of protein that contain a SAND domain pfam01342.. . . .

Manes.02G122800.v6.10.6426497 2.02E-05 down no . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.02G123900.v6.10.3216552 5.52E-12 down yes . pfam12906 RINGv RING-variant domain.. . . .

Manes.02G124000.v6.11.7324458 1.91E-09 up no Mitochondrial import inner membrane translocase subunit TIM10pfam02953 zf-Tim10_DDP Tim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0045039|protein import into mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0046872|metal ion binding;K17778

Manes.02G124400.v6.10.5493605 4.73E-05 down no . pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.02G125100.v6.10.4684514 1.77E-08 down yes UDP-glucose iridoid glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:1900994|(-)-secologanin biosynthetic process;. GO:0035251|UDP-glucosyltransferase activity;.

Manes.02G125400.v6.12.6839922 1.56E-16 up yes Copper transporter 1pfam04145 Ctr Ctr copper transporter family. The redox active metal copper is an essential cofactor in critical biological processes such as respiration, iron transport, oxidative stress protection, hormone production, and pigmentation. A widely conserved family of high-affinity copper transport proteins (Ctr proteins) mediates copper uptake at the plasma membrane. A series of clustered methionine residues in the hydrophilic extracellular domain, and an MXXXM motif in the second transmembrane domain, are important for copper uptake. These methionine probably coordinate copper during the process of metal transport.GO:0006825|copper ion transport;GO:0048235|pollen sperm cell differentiation;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005375|copper ion transmembrane transporter activity;K14686

Manes.02G125900.v6.10.1961501 4.18E-14 down yes Glutathione S-transferase U7pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009751|response to salicylic acid;GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.02G126100.v6.10.3975084 6.70E-07 down yes Probable glutathione S-transferasepfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.. . GO:0004364|glutathione transferase activity;K00799

Manes.02G126300.v6.17.4666964 0.0132 up yes Glutathione S-transferase U7pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009751|response to salicylic acid;GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.02G126400.v6.10.2374387 7.71E-05 down yes . pfam09765 WD-3 WD-repeat region. This entry is of a region of approximately 100 residues containing three WD repeats and six cysteine residues possibly as three cystine-bridges. These regions are contained within the Fancl protein in humans which is the putative E3 ubiquitin ligase subunit of the FA complex (Fanconi anaemia). Eight subunits of the Fanconi anaemia gene products form a multisubunit nuclear complex which is required for mono-ubiquitination of a downstream FA protein, FANCD2. The WD repeats are required for interaction with other subunits of the FA complex.. . . .

Manes.02G126600.v6.10.4469995 1.96E-11 down yes . pfam09334 tRNA-synt_1g tRNA synthetases class I (M). This family includes methionyl tRNA synthetases.. . . .

Manes.02G126700.v6.10.9845739 0.91756 down no Pentatricopeptide repeat-containing protein At3g46870pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;GO:0008270|zinc ion binding;.

Manes.02G127300.v6.11.6318 2.43E-07 up no DNA-directed RNA polymerase II subunit RPB7pfam03876 SHS2_Rpb7-N SHS2 domain found in N terminus of Rpb7p/Rpc25p/MJ0397. Rpb7 bind to Rpb4 to form a heterodimer. This complex is thought to interact with the nascent RNA strand during RNA polymerase II elongation. This family includes the homologs from RNA polymerase I and III. In RNA polymerase I, Rpa43 is at least one of the subunits contacted by the transcription factor TIF-IA. The N terminus of Rpb7p/Rpc25p/MJ0397 has a SHS2 domain that is involved in protein-protein interaction.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003899|DNA-directed RNA polymerase activity;GO:0003676|nucleic acid binding;K03015

Manes.02G127600.v6.11.2865772 0.00587 up no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G127900.v6.10.8847502 0.23938 down no Methylsterol monooxygenase 2-2pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0080065|4-alpha-methyl-delta7-sterol oxidation;GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0009941|chloroplast envelope;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000254|C-4 methylsterol oxidase activity;GO:0005506|iron ion binding;K14424

Manes.02G128000.v6.11.1387154 0.69438 up no Probable protein phosphatase 2C 24pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.02G128200.v6.10.4381865 0.00736 down yes . pfam07120 DUF1376 Protein of unknown function (DUF1376). This family consists of several hypothetical bacterial proteins of around 95 residues in length. The function of this family is unknown.. . . .

Manes.02G129500.v6.119.609582 1.93E-10 up yes . pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.02G129800.v6.15.1236094 8.45E-08 up yes Transcription factor LUXpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0042753|positive regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G130000.v6.16.4585575 6.76E-90 up yes E3 ubiquitin-protein ligase RING1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.02G130200.v6.10.1334011 3.03E-08 down yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.02G130300.v6.10.7891072 0.47049 down no . pfam13315 DUF4085 Protein of unknown function (DUF4085). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 101 and 269 amino acids in length.. . . .

Manes.02G130600.v6.10.6273564 1 down no Uncharacterized protein C24B11.05pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.02G130800.v6.129.771743 1.76E-16 up yes Scarecrow-like protein 33pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.02G130900.v6.114.599183 ####### up yes Scarecrow-like protein 33pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.02G131100.v6.1Inf 0.01269 up yes Scarecrow-like protein 9pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G131300.v6.11.6496056 7.23E-08 up no Oxysterol-binding protein-related protein 3Cpfam01237 Oxysterol_BP Oxysterol-binding protein.GO:0006869|lipid transport;GO:0005829|cytosol;GO:0008289|lipid binding;.

Manes.02G131500.v6.13.277978 1.20E-14 up yes . pfam14255 Cys_rich_CPXG Cysteine-rich CPXCG. This family of proteins is found in bacteria. Proteins in this family are approximately 60 amino acids in length. There are 5 conserved cysteines which occur in a CPXCG motif and a DCXXCCXP motif.. . . .

Manes.02G131900.v6.10.2159671 1.37E-34 down yes Expansin-A4 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.02G132200.v6.10.7573279 0.00717 down no Factor of DNA methylation 4pfam03469 XH XH domain. The XH (rice gene X Homology) domain is found in a family of plant proteins including gene X. The molecular function of these proteins is unknown. However these proteins usually contain an XS domain that is also found in the PTGS protein SGS3. This domain contains a conserved glutamate residue that may be functionally important.GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0080188|RNA-directed DNA methylation;GO:0005655|nucleolar ribonuclease P complex;GO:0008168|methyltransferase activity;GO:0004526|ribonuclease P activity;.

Manes.02G132500.v6.11.8540332 5.24E-12 up no Protein kinase APK1A, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.02G132600.v6.11.8797445 0.46795 up no . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.02G132700.v6.10.5769048 0.2252 down no . pfam15326 TEX15 Testis expressed sequence 15. TEX15 is a family of eukaryotic proteins that is required for chromosomal synapsis and meiotic recombination. TEX15 regulates the loading of DNA repair proteins onto sites of double-stranded-breaks and, thus, its absence causes a failure in meiotic recombination. Two polymorphisms in the TEX15 gene could be considered the genetic risk factors for spermatogenic failure in the Chinese Han population.. . . .

Manes.02G132800.v6.11.29331 0.00484 up no Triosephosphate isomerase, cytosolicpfam00121 TIM Triosephosphate isomerase.GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0004807|triose-phosphate isomerase activity;.

Manes.02G133500.v6.11.1916223 0.06966 up no COP9 signalosome complex subunit 2pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0030163|protein catabolic process;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;GO:0005634|nucleus;. K12176

Manes.02G133900.v6.11.9067519 1.04E-07 up no Transcription factor GAMYBpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.02G134100.v6.10.6280318 0.00107 down no Tyrosine-specific transport proteinpfam03222 Trp_Tyr_perm Tryptophan/tyrosine permease family.. GO:0005887|integral component of plasma membrane;GO:0015173|aromatic amino acid transmembrane transporter activity;K03834

Manes.02G134300.v6.17.8447665 2.76E-15 up yes Probably inactive leucine-rich repeat receptor-like protein kinase At5g48380pfam00069 Pkinase Protein kinase domain.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G134600.v6.10.5731884 0.00012 down no Armadillo repeat-containing protein 7pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. GO:0005737|cytoplasm;. .

Manes.02G135000.v6.12.1940866 3.65E-09 up yes Probable ribose-5-phosphate isomerase 2pfam06026 Rib_5-P_isom_A Ribose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0008219|cell death;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.02G135100.v6.12.8510081 3.98E-28 up yes Nuclear control of ATPase protein 2pfam08637 NCA2 ATP synthase regulation protein NCA2. NCA2 has been shown to be required for the regulation of ATP synthase subunits Atp6p and Atp8p in Saccharomyces cerevisiae.. GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;. K18158

Manes.02G135500.v6.10.4691371 1.49E-06 down yes . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.02G135800.v6.1NA NA -- no Cytochrome P450 71B34pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.02G135900.v6.10.4492945 0.02695 down yes Cytochrome P450 71B34pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.02G136500.v6.11.1180875 0.27182 up no Dihydropyrimidinasepfam13594 Amidohydro_5 Amidohydrolase. This family of enzymes are a part of a large metal dependent hydrolase superfamily. The family includes Adenine deaminase EC:3.5.4.2 that hydrolyses adenine to form hypoxanthine and ammonia. Adenine deaminases reaction is important for adenine utilisation as a purine and also as a nitrogen source. This family also includes dihydroorotase and N-acetylglucosamine-6-phosphate deacetylases, EC:3.5.1.25 These enzymes catalyse the reaction N-acetyl-D-glucosamine 6-phosphate + H2O <=> D-glucosamine 6-phosphate + acetate. This family includes the catalytic domain of urease alpha subunit. Dihydroorotases (EC:3.5.2.3) are also included.GO:0006208|pyrimidine nucleobase catabolic process;GO:0005737|cytoplasm;GO:0004157|dihydropyrimidinase activity;GO:0008270|zinc ion binding;K01464

Manes.02G136700.v6.10.2921936 1.38E-05 down yes Heat stress transcription factor B-4bpfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.02G137300.v6.10.7275091 0.04516 down no Protein N-lysine methyltransferase METTL21Apfam10294 Methyltransf_16 Putative methyltransferase.GO:0018022|peptidyl-lysine methylation;GO:0006479|protein methylation;GO:0005737|cytoplasm;GO:0051117|ATPase binding;GO:0030544|Hsp70 protein binding;GO:0016279|protein-lysine N-methyltransferase activity;.

Manes.02G137500.v6.11.2976034 0.00524 up no 26S proteasome non-ATPase regulatory subunit 4 homologpfam13519 VWA_2 von Willebrand factor type A domain.GO:0006974|cellular response to DNA damage stimulus;GO:0048366|leaf development;GO:0010150|leaf senescence;GO:0009555|pollen development;GO:0048528|post-embryonic root development;GO:0043248|proteasome assembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030163|protein catabolic process;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0051788|response to misfolded protein;GO:0009651|response to salt stress;GO:0009744|response to sucrose;GO:0048767|root hair elongation;GO:0007165|signal transduction;GO:0048455|stamen formation;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0008540|proteasome regulatory particle, base subcomplex;GO:0001653|peptide receptor activity;GO:0031593|polyubiquitin binding;K03029

Manes.02G137900.v6.11.0547901 0.61074 up no Hydroxymethylglutaryl-CoA lyase, mitochondrialpfam00682 HMGL-like HMGL-like. This family contains a diverse set of enzymes. These include various aldolases and a region of pyruvate carboxylase.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004419|hydroxymethylglutaryl-CoA lyase activity;GO:0046872|metal ion binding;K01640

Manes.02G138000.v6.10.5115178 0.01253 down no . pfam00146 NADHdh NADH dehydrogenase.. . . .

Manes.02G138500.v6.16.9020635 0.00038 up yes Calcium-dependent protein kinase 17pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412



Manes.02G138600.v6.10.862039 0.11793 down no Proteinaceous RNase P 1, chloroplastic/mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0001682|tRNA 5'-leader removal;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0004526|ribonuclease P activity;K18213

Manes.02G139100.v6.10.6923587 0.00021 down no . pfam00068 Phospholip_A2_1 Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.02G139200.v6.12.3073202 2.77E-19 up yes Protein SMG7pfam10373 EST1_DNA_bind Est1 DNA/RNA binding domain. Est1 is a protein which recruits or activates telomerase at the site of polymerization. This is the DNA/RNA binding domain of EST1.GO:0006952|defense response;GO:0007126|meiotic nuclear division;GO:0007275|multicellular organismal development;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0040008|regulation of growth;GO:0090306|spindle assembly involved in meiosis;GO:0000932|cytoplasmic mRNA processing body;GO:0005634|nucleus;. K14409

Manes.02G139400.v6.10.7447106 0.01246 down no . pfam14594 Sipho_Gp37 Siphovirus ReqiPepy6 Gp37-like protein. This family includes numerous phage proteins from Siphoviruses. The function of this protein is uncertain, but it is related to pfam06605. In Rhodococcus phage ReqiPepy6 this protein is called Gp37.. . . .

Manes.02G139800.v6.11.6375406 5.14E-08 up no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.02G139900.v6.117.129205 0.00264 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.02G140300.v6.1Inf 0.35135 up no . pfam06330 TRI5 Trichodiene synthase (TRI5). This family consists of several fungal trichodiene synthase proteins (EC:4.2.3.6). TRI5 encodes the enzyme trichodiene synthase, which has been shown to catalyse the first step in the trichothecene pathways of Fusarium and Trichothecium species.. . . .

Manes.02G140400.v6.10.7451809 0.00539 down no Signal peptide peptidasepfam04258 Peptidase_A22B Signal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;K09595

Manes.02G140500.v6.10.4799098 4.34E-11 down yes . pfam00046 Homeobox Homeobox domain.. . . .

Manes.02G140600.v6.10.201583 1.13E-07 down yes . pfam02660 G3P_acyltransf Glycerol-3-phosphate acyltransferase. This family of enzymes catalyses the transfer of an acyl group from acyl-ACP to glycerol-3-phosphate to form lysophosphatidic acid.. . . .

Manes.02G140700.v6.10.3547561 6.08E-22 down yes Ultraviolet-B receptor UVR8pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.02G141200.v6.10.7506196 0.40983 down no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G141400.v6.15.786055 2.37E-27 up yes . pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.. . . .

Manes.02G141500.v6.12.6483747 2.09E-26 up yes Splicing factor 3B subunit 4pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0010467|gene expression;GO:0006397|mRNA processing;GO:0000398|mRNA splicing, via spliceosome;GO:0048026|positive regulation of mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0000375|RNA splicing, via transesterification reactions;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0005689|U12-type spliceosomal complex;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K12831

Manes.02G141600.v6.12.0063893 1.11E-09 up yes Serine--glyoxylate aminotransferasepfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0009853|photorespiration;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0008453|alanine-glyoxylate transaminase activity;GO:0050281|serine-glyoxylate transaminase activity;GO:0004760|serine-pyruvate transaminase activity;K00830

Manes.02G141700.v6.10.9352116 0.54667 down no Protein CHROMATIN REMODELING 5pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K11367

Manes.02G142200.v6.10.9685431 0.81023 down no Phytochromobilin:ferredoxin oxidoreductase, chloroplasticpfam05996 Fe_bilin_red Ferredoxin-dependent bilin reductase. This family consists of several different but closely related proteins which include phycocyanobilin:ferredoxin oxidoreductase EC:1.3.7.5 (PcyA), 15,16-dihydrobiliverdin:ferredoxin oxidoreductase EC:1.3.7.2 (PebA) and phycoerythrobilin:ferredoxin oxidoreductase EC:1.3.7.3 (PebB). Phytobilins are linear tetrapyrrole precursors of the light-harvesting prosthetic groups of the phytochrome photoreceptors of plants and the phycobiliprotein photosynthetic antennae of cyanobacteria, red algae, and cryptomonads. It is known that that phytobilins are synthesized from heme via the intermediary of biliverdin IX alpha (BV), which is reduced subsequently by ferredoxin-dependent bilin reductases with different double-bond specificities.GO:0010019|chloroplast-nucleus signaling pathway;GO:0010024|phytochromobilin biosynthetic process;GO:0009507|chloroplast;GO:0050897|cobalt ion binding;GO:0050619|phytochromobilin:ferredoxin oxidoreductase activity;K08101

Manes.02G142500.v6.10.4123298 2.23E-11 down yes Scarecrow-like protein 3pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.02G142700.v6.12.6410869 1.55E-17 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.02G142800.v6.11.3328587 0.00375 up no Probable pectinesterase/pectinesterase inhibitor 61pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.02G142900.v6.10.3476361 2.62E-20 down yes Phosphatidylinositol 4-kinase gamma 3pfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.. GO:0005777|peroxisome;GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0005524|ATP binding;.

Manes.02G143000.v6.10.6947578 0.00377 down no Photosystem I reaction center subunit II, chloroplasticpfam02531 PsaD PsaD. This family consists of PsaD from plants and cyanobacteria. PsaD is an extrinsic polypeptide of photosystem I (PSI) and is required for native assembly of PSI reaction clusters and is implicated in the electrostatic binding of ferredoxin within the reaction centre. PsaD forms a dimer in solution which is bound by PsaE however PsaD is monomeric in its native complexed PSI environment.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009538|photosystem I reaction center;. K02692

Manes.02G143100.v6.10.5193898 2.16E-09 down no Dipeptidyl peptidase 8pfam00930 DPPIV_N Dipeptidyl peptidase IV (DPP IV) N-terminal region. This family is an alignment of the region to the N-terminal side of the active site. The Prosite motif does not correspond to this Pfam entry.. GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0004177|aminopeptidase activity;GO:0008236|serine-type peptidase activity;K08655

Manes.02G143200.v6.11.5186708 7.48E-05 up no Calcineurin B-like protein 4pfam13499 EF-hand_7 EF-hand domain pair.GO:0030007|cellular potassium ion homeostasis;GO:0016311|dephosphorylation;GO:0005513|detection of calcium ion;GO:0042539|hypotonic salinity response;GO:0005955|calcineurin complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;GO:0004723|calcium-dependent protein serine/threonine phosphatase activity;K06268

Manes.02G143500.v6.10.3947501 8.26E-13 down yes . pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.02G143700.v6.11.1292414 0.17857 up no . pfam12795 MscS_porin Mechanosensitive ion channel porin domain. The small mechanosensitive channel, MscS, is a part of the turgor-driven solute efflux system that protects bacteria from lysis in the event of osmotic shock. The MscS protein alone is sufficient to form a functional mechanosensitive channel gated directly by tension in the lipid bilayer. The MscS proteins are heptamers of three transmembrane subunits with seven converging M3 domains, and this MscS_porin is towards the N-terminal of the molecules. The high concentration of negative charges at the extracellular entrance of the pore helps select the cations for efflux.. . . .

Manes.02G144100.v6.11.7609651 1.69E-10 up no ATP-dependent Clp protease ATP-binding subunit ClpXpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0006457|protein folding;. GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03544

Manes.02G144300.v6.10.4281212 1.36E-05 down yes . pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.02G144500.v6.10.6728644 0.00135 down no Protein ECERIFERUM 1pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0071555|cell wall organization;GO:0009555|pollen development;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.02G144600.v6.10.6631025 0.00041 down no Telomeric repeat-binding factor 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0051301|cell division;GO:0000086|G2/M transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0007094|mitotic spindle assembly checkpoint;GO:0008156|negative regulation of DNA replication;GO:0051974|negative regulation of telomerase activity;GO:0032211|negative regulation of telomere maintenance via telomerase;GO:0043065|positive regulation of apoptotic process;GO:0031116|positive regulation of microtubule polymerization;GO:0045931|positive regulation of mitotic cell cycle;GO:0045840|positive regulation of mitotic nuclear division;GO:0051260|protein homooligomerization;GO:0042493|response to drug;GO:0007004|telomere maintenance via telomerase;GO:0031627|telomeric loop formation;GO:0000781|chromosome, telomeric region;GO:0005737|cytoplasm;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005819|spindle;GO:0008301|DNA binding, bending;GO:0003691|double-stranded telomeric DNA binding;GO:0008017|microtubule binding;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;GO:0042162|telomeric DNA binding;.

Manes.02G144700.v6.12.9373945 1.78E-24 up yes . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.02G144800.v6.11.2392379 0.33616 up no . pfam00308 Bac_DnaA Bacterial dnaA protein.. . . .

Manes.02G144900.v6.10.9389802 0.52767 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G145000.v6.10.7019344 0.00027 down no Probable ubiquitin-like-specific protease 2Bpfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0016926|protein desumoylation;. GO:0016929|SUMO-specific protease activity;K08596

Manes.02G145200.v6.11.9997371 1.48E-11 up no DnaJ homolog subfamily B member 12pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;GO:0016020|membrane;. K09518

Manes.02G145600.v6.18.2271114 2.61E-65 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G145700.v6.10.4758381 4.03E-13 down yes Ubiquitin carboxyl-terminal hydrolase 16pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0008283|cell proliferation;GO:0009908|flower development;GO:0048366|leaf development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:1901000|regulation of response to salt stress;GO:0009651|response to salt stress;GO:0048364|root development;GO:0048367|shoot system development;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;K11855

Manes.02G146000.v6.136.93899 ####### up yes Mitochondrial uncoupling protein 5pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.02G146200.v6.10.8724677 0.24247 down no . pfam09709 Cas_Csd1 CRISPR-associated protein (Cas_Csd1). CRISPR loci appear to be mobile elements with a wide host range. This entry represents proteins that tend to be found near CRISPR repeats. The species range, so far, is exclusively bacterial and mesophilic, although CRISPR loci are particularly common among the archaea and thermophilic bacteria. Clusters of short DNA repeats with nonhomologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins.. . . .

Manes.02G146500.v6.11.8135744 7.73E-10 up no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.02G147000.v6.11.8701713 3.86E-12 up no WD and tetratricopeptide repeats protein 1pfam00400 WD40 WD domain, G-beta repeat.GO:0055082|cellular chemical homeostasis;GO:0032869|cellular response to insulin stimulus;GO:0006006|glucose metabolic process;GO:0001701|in utero embryonic development;GO:0035264|multicellular organism growth;GO:0045717|negative regulation of fatty acid biosynthetic process;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0008361|regulation of cell size;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004857|enzyme inhibitor activity;K11807

Manes.02G147100.v6.12.7621649 6.94E-19 up yes . pfam03290 Peptidase_C57 Vaccinia virus I7 processing peptidase.. . . .

Manes.02G147200.v6.10.3853573 1.18E-09 down yes Serine/threonine-protein kinase-like protein At1g28390pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G147300.v6.11.0979186 0.36868 up no Zinc-finger homeodomain protein 2pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.02G147400.v6.10.8648307 0.13158 down no Transport inhibitor response 1-like proteinpfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0009734|auxin-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0000822|inositol hexakisphosphate binding;.

Manes.02G147500.v6.10.379284 1.37E-08 down yes Pyridoxine/pyridoxamine 5'-phosphate oxidase 1, chloroplasticpfam03853 YjeF_N YjeF-related protein N-terminus. YjeF-N domain is a novel version of the Rossmann fold with a set of catalytic residues and structural features that are different from the conventional dehydrogenases. YjeF-N domain is fused to Ribokinases in bacteria (YjeF), where they may be phosphatases, and to divergent Sm and the FDF domain in eukaryotes (Dcp3p and FLJ21128), where they may be involved in decapping and catalyze hydrolytic RNA-processing reactions.GO:0006734|NADH metabolic process;GO:0006739|NADP metabolic process;GO:0042823|pyridoxal phosphate biosynthetic process;GO:0008615|pyridoxine biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0010181|FMN binding;GO:0046872|metal ion binding;GO:0052856|NADHX epimerase activity;GO:0052857|NADPHX epimerase activity;GO:0004733|pyridoxamine-phosphate oxidase activity;K00275

Manes.02G147700.v6.10.6990913 0.01103 down no Bet1-like protein At4g14600pfam09778 Guanylate_cyc_2 Guanylylate cyclase. Members of this family of proteins catalyse the conversion of guanosine triphosphate (GTP) to 3',5'-cyclic guanosine monophosphate (cGMP) and pyrophosphate.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08505

Manes.02G147800.v6.15.6837685 1.49E-10 up yes . pfam04577 DUF563 Protein of unknown function (DUF563). Family of uncharacterized proteins.. . . .

Manes.02G147900.v6.10.7101643 0.00257 down no Serine/threonine-protein kinase PEPKR2pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;.

Manes.02G148500.v6.10.1942271 2.98E-05 down yes Transcription factor bHLH96pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G148800.v6.11.7937619 1.71E-10 up no . pfam06224 HTH_42 Winged helix DNA-binding domain. This family contains two copies of a winged helix domain.. . . .

Manes.02G149000.v6.11.5704704 6.16E-05 up no Queuine tRNA-ribosyltransferasepfam01702 TGT Queuine tRNA-ribosyltransferase. This is a family of queuine tRNA-ribosyltransferases EC:2.4.2.29, also known as tRNA-guanine transglycosylase and guanine insertion enzyme. Queuine tRNA-ribosyltransferase modifies tRNAs for asparagine, aspartic acid, histidine and tyrosine with queuine. It catalyses the exchange of guanine-34 at the wobble position with 7-aminomethyl-7-deazaguanine, and the addition of a cyclopentenediol moiety to 7-aminomethyl-7-deazaguanine-34 tRNA; giving a hypermodified base queuine in the wobble position. The aligned region contains a zinc binding motif C-x-C-x2-C-x29-H, and important tRNA and 7-aminomethyl-7deazaguanine binding residues.GO:0008616|queuosine biosynthetic process;. GO:0046872|metal ion binding;GO:0008479|queuine tRNA-ribosyltransferase activity;K00773

Manes.02G149100.v6.10.3135099 4.51E-07 down yes Homeobox-leucine zipper protein ATHB-16pfam00046 Homeobox Homeobox domain.GO:0030308|negative regulation of cell growth;GO:0048573|photoperiodism, flowering;GO:0045893|positive regulation of transcription, DNA-templated;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009637|response to blue light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.02G149300.v6.113.466445 3.60E-11 up yes . pfam06312 Neurexophilin Neurexophilin. This family consists of mammalian neurexophilin proteins. Mammalian brains contain four different neurexophilin proteins. Neurexophilins form a family of related glycoproteins that are proteolytically processed after synthesis and bind to alpha-neurexins. The structure and characteristics of neurexophilins indicate that they function as neuropeptides that may signal via alpha-neurexins.. . . .

Manes.02G149400.v6.11.7239714 1.05E-05 up no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G149900.v6.11.3633638 0.00186 up no . pfam00244 2014/3/3 14-3-3 protein.. . . .

Manes.02G150000.v6.1Inf 0.1623 up no Probable leucine-rich repeat receptor-like protein kinase At1g35710pfam01246 Ribosomal_L24e Ribosomal protein L24e.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G150300.v6.1Inf 0.9009 up no Putative pumilio homolog 7, chloroplasticpfam00806 PUF Pumilio-family RNA binding repeat. Puf repeats (aka PUM-HD, Pumilio homology domain) are necessary and sufficient for sequence specific RNA binding in fly Pumilio and worm FBF-1 and FBF-2. Both proteins function as translational repressors in early embryonic development by binding sequences in the 3' UTR of target mRNAs (e.g. the nanos response element (NRE) in fly Hunchback mRNA, or the point mutation element (PME) in worm fem-3 mRNA). Other proteins that contain Puf domains are also plausible RNA binding proteins. S. cerevisiae JSN1, for instance, appears to also contain a single RRM domain by HMM analysis. Puf domains usually occur as a tandem repeat of 8 domains. The Pfam model does not necessarily recognize all 8 repeats in all sequences; some sequences appear to have 5 or 6 repeats on initial analysis, but further analysis suggests the presence of additional divergent repeats. Structures of PUF repeat proteins show they consist of a two helix structure.GO:0006417|regulation of translation;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0003723|RNA binding;.

Manes.02G150700.v6.11.0302204 0.74831 up no F-box protein FBW2pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0010629|negative regulation of gene expression;GO:0010608|posttranscriptional regulation of gene expression;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0005634|nucleus;. .

Manes.02G150800.v6.16.9341777 2.63E-26 up yes Protein EXORDIUM-like 2pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.02G150900.v6.127.411202 1.10E-45 up yes Protein EXORDIUMpfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151000.v6.147.828875 0 up yes Protein EXORDIUMpfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151100.v6.148.230592 0 up yes Protein EXORDIUMpfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151200.v6.18.374079 6.99E-17 up yes Protein EXORDIUMpfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151400.v6.15.5227656 3.12E-66 up yes 7-deoxyloganetin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.02G151500.v6.1Inf 0.00022 up yes Protein TRANSPARENT TESTA 1pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0009813|flavonoid biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G151700.v6.11.8277793 1.93E-11 up no Probable pectin methyltransferase QUA2pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0007155|cell adhesion;GO:0010289|homogalacturonan biosynthetic process;GO:0032259|methylation;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008168|methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.02G151800.v6.11.9271376 4.11E-13 up no 5'-adenylylsulfate reductase-like 4pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.02G152000.v6.10.5212027 6.43E-08 down no Uncharacterized hydrolase YNR064Cpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009636|response to toxic substance;. GO:0052689|carboxylic ester hydrolase activity;GO:0004301|epoxide hydrolase activity;.

Manes.02G152100.v6.11.0977553 0.44756 up no Probable protein phosphatase 2C 10pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.02G152200.v6.11.8464953 2.18E-09 up no Probable protein phosphatase 2C 9pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.02G152400.v6.13.2396099 1.52E-34 up yes Cryptochrome-1pfam03441 FAD_binding_7 FAD binding domain of DNA photolyase.GO:0046283|anthocyanin-containing compound metabolic process;GO:0009785|blue light signaling pathway;GO:0010617|circadian regulation of calcium ion oscillation;GO:0009583|detection of light stimulus;GO:0006281|DNA repair;GO:0055114|oxidation-reduction process;GO:0009640|photomorphogenesis;GO:0046777|protein autophosphorylation;GO:0018298|protein-chromophore linkage;GO:0010075|regulation of meristem growth;GO:0051510|regulation of unidimensional cell growth;GO:0009637|response to blue light;GO:0009414|response to water deprivation;GO:0010343|singlet oxygen-mediated programmed cell death;GO:0010118|stomatal movement;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0003913|DNA photolyase activity;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;K12118

Manes.02G152700.v6.14.8108471 9.46E-33 up yes . pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.. . . .

Manes.02G152800.v6.13.0016194 7.31E-28 up yes Probable mitochondrial adenine nucleotide transporter BTL3pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.02G152900.v6.123.875972 ####### up yes . pfam04988 AKAP95 A-kinase anchoring protein 95 (AKAP95). A-kinase (or PKA)-anchoring protein AKAP95 is implicated in mitotic chromosome condensation by acting as a targeting molecule for the condensin complex. The protein contains two zinc fingers which are thought to mediate the binding of AKAP95 to DNA.. . . .

Manes.02G153000.v6.19.0690741 ####### up yes . pfam03314 DUF273 Protein of unknown function, DUF273.. . . .

Manes.02G153400.v6.11.6895383 0.00124 up no . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.02G153800.v6.13.0813902 2.27E-11 up yes . pfam04921 XAP5 XAP5, circadian clock regulator. This protein is found in a wide range of eukaryotes. It is a nuclear protein and is suggested to be DNA binding. In plants, this family is essential for correct circadian clock functioning by acting as a light-quality regulator coordinating the activities of blue and red light signalling pathways during plant growth - inhibiting growth in red light but promoting growth in blue light.. . . .

Manes.02G154100.v6.10.1904206 0.00075 down yes Probable trehalose-phosphate phosphatase Dpfam02358 Trehalose_PPase Trehalose-phosphatase. This family consist of trehalose-phosphatases EC:3.1.3.12 these enzyme catalyse the de-phosphorylation of trehalose-6-phosphate to trehalose and orthophosphate. The aligned region is present in trehalose-phosphatases and comprises the entire length of the protein it is also found in the C-terminus of trehalose-6-phosphate synthase EC:2.4.1.15 adjacent to the trehalose-6-phosphate synthase domain - pfam00982. It would appear that the two equivalent genes in the Escherichia coli otsBA operon otsA the trehalose-6-phosphate synthase and otsB trehalose-phosphatase (this family) have undergone gene fusion in most eukaryotes. Trehalose is a common disaccharide of bacteria, fungi and invertebrates that appears to play a major role in desiccation tolerance.GO:0016311|dephosphorylation;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0005992|trehalose biosynthetic process;GO:0009507|chloroplast;GO:0015927|trehalase activity;GO:0004805|trehalose-phosphatase activity;K01087

Manes.02G154300.v6.10.9516124 0.62168 down no Endoplasmic reticulum-Golgi intermediate compartment protein 3pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.02G154400.v6.11.3034786 0.00344 up no Ethylene-responsive transcription factor RAP2-4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071472|cellular response to salt stress;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0045595|regulation of cell differentiation;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G154600.v6.11.1598438 0.46904 up no Uncharacterized WD repeat-containing protein C2A9.03pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.02G154800.v6.10.6003658 0.00552 down no Metallophosphoesterase 1pfam02350 Epimerase_2 UDP-N-acetylglucosamine 2-epimerase. This family consists of UDP-N-acetylglucosamine 2-epimerases EC:5.1.3.14 this enzyme catalyses the production of UDP-ManNAc from UDP-GlcNAc. Note that some of the enzymes is this family are bifunctional; in this instance Pfam matches only the N-terminal half of the protein suggesting that the additional C-terminal part (when compared to mono-functional members of this family) is responsible for the UPD-N-acetylmannosamine kinase activity of these enzymes. This hypothesis is further supported by the assumption that the C-terminal part of rat UDP-GlcNAc-2-epimerase is the kinase domain.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006506|GPI anchor biosynthetic process;GO:0005801|cis-Golgi network;GO:0070971|endoplasmic reticulum exit site;GO:0005793|endoplasmic reticulum-Golgi intermediate compartment;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0034235|GPI anchor binding;GO:0030145|manganese ion binding;GO:0008081|phosphoric diester hydrolase activity;.

Manes.02G155000.v6.11.6927692 6.61E-09 up no Protein DOWNSTREAM OF FLCpfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.02G155300.v6.10.7736513 0.01418 down no Acetyl-CoA carboxylase 1pfam08326 ACC_central Acetyl-CoA carboxylase, central region. The region featured in this family is found in various eukaryotic acetyl-CoA carboxylases, N-terminal to the catalytic domain (pfam01039). This enzyme (EC:6.4.1.2) is involved in the synthesis of long-chain fatty acids, as it catalyses the rate-limiting step in this process.GO:0009793|embryo development ending in seed dormancy;GO:0030497|fatty acid elongation;GO:2001295|malonyl-CoA biosynthetic process;GO:0009933|meristem structural organization;GO:0010072|primary shoot apical meristem specification;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003989|acetyl-CoA carboxylase activity;GO:0005524|ATP binding;GO:0004075|biotin carboxylase activity;GO:0046872|metal ion binding;K11262

Manes.02G155400.v6.11.7041615 0.00043 up no Cysteine-rich receptor-like protein kinase 26pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G155600.v6.12.3321605 4.92E-14 up yes Cysteine-rich receptor-like protein kinase 29pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G155900.v6.10.7245094 0.58202 down no Cysteine-rich receptor-like protein kinase 26pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.



Manes.02G156100.v6.10.5373623 0.0001 down no Low affinity sulfate transporter 3pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;.

Manes.02G156400.v6.1Inf 0.01404 up yes Agamous-like MADS-box protein AGL15pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0071365|cellular response to auxin stimulus;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0060867|fruit abscission;GO:0010047|fruit dehiscence;GO:0045487|gibberellin catabolic process;GO:0060862|negative regulation of floral organ abscission;GO:0009910|negative regulation of flower development;GO:2000692|negative regulation of seed maturation;GO:0048577|negative regulation of short-day photoperiodism, flowering;GO:0045892|negative regulation of transcription, DNA-templated;GO:0045893|positive regulation of transcription, DNA-templated;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G156600.v6.15.2359135 0.00509 up yes . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.02G156800.v6.11.6591557 0.00034 up no . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.02G156900.v6.12.331648 4.20E-08 up yes Membrane-anchored ubiquitin-fold protein 3pfam13881 Rad60-SLD_2 Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.02G157000.v6.10.8530386 0.12889 down no . pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.02G157200.v6.135.8223 3.85E-05 up yes . pfam04523 Herpes_U30 Herpes virus tegument protein U30. This family is named after the human herpesvirus protein, but has been characterized in cytomegalovirus as UL47. Cytomegalovirus UL47 is a component of the tegument, which is a protein layer surrounding the viral capsid. UL47 co-precipitates with UL48 and UL69 tegument proteins, and the major capsid protein UL86. A UL47-containing complex is thought to be involved in the release of viral DNA from the disassembling virus particle.. . . .

Manes.02G157300.v6.10.3607035 4.13E-12 down yes Probable glycerol-3-phosphate acyltransferase 2pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13508

Manes.02G157500.v6.11.4416837 5.78E-05 up no Uncharacterized protein At4g37920, chloroplasticpfam09728 Taxilin Myosin-like coiled-coil protein. Taxilin contains an extraordinarily long coiled-coil domain in its C-terminal half and is ubiquitously expressed. It is a novel binding partner of several syntaxin family members and is possibly involved in Ca2+-dependent exocytosis in neuroendocrine cells. Gamma-taxilin, described as leucine zipper protein Factor Inhibiting ATF4-mediated Transcription (FIAT), localizes to the nucleus in osteoblasts and dimerises with ATF4 to form inactive dimers, thus inhibiting ATF4-mediated transcription.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;. .

Manes.02G157600.v6.1Inf 0.00126 up yes . pfam04099 Sybindin Sybindin-like family. Sybindin is a physiological syndecan-2 ligand on dendritic spines, the small protrusions on the surface of dendrites that receive the vast majority of excitatory synapses.. . . .

Manes.02G157700.v6.10.8340989 0.09431 down no Phosphopantothenate--cysteine ligase 1pfam04127 DFP DNA / pantothenate metabolizm flavoprotein. The DNA/pantothenate metabolizm flavoprotein (EC:4.1.1.36) affects synthesis of DNA, and pantothenate metabolizm.GO:0015937|coenzyme A biosynthetic process;. GO:0004632|phosphopantothenate--cysteine ligase activity;K01922

Manes.02G157800.v6.10.5352445 0.00203 down no . pfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.. . . .

Manes.02G158200.v6.10.5526372 4.01E-08 down no Eukaryotic translation initiation factor 5pfam01873 eIF-5_eIF-2B Domain found in IF2B/IF5. This family includes the N terminus of eIF-5, and the C terminus of eIF-2 beta. This region corresponds to the whole of the archaebacterial eIF-2 beta homologue. The region contains a putative zinc binding C4 finger.. . GO:0005525|GTP binding;GO:0003743|translation initiation factor activity;.

Manes.02G158300.v6.10.5167245 2.23E-05 down no Adrenodoxin-like protein 2, mitochondrialpfam00111 Fer2 2Fe-2S iron-sulfur cluster binding domain.GO:0055114|oxidation-reduction process;GO:0005739|mitochondrion;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.02G158400.v6.14.7729 5.88E-40 up yes Beta-1,3-galactosyltransferase 7pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0048531|beta-1,3-galactosyltransferase activity;.

Manes.02G158600.v6.10.6334215 0.04653 down no . pfam08082 PRO8NT PRO8NT (NUC069), PrP8 N-terminal domain. The PRO8NT domain is found at the N-terminus of pre-mRNA splicing factors of PRO8 family. The NLS or nuclear localisation signal for these spliceosome proteins begins at the start and runs for 60 residues. N-terminal to this domain is a highly variable proline-rich region.. . . .

Manes.02G158700.v6.11.5950706 0.00061 up no Protein Jade-1pfam13832 zf-HC5HC2H_2 PHD-zinc-finger like domain.GO:0006915|apoptotic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008270|zinc ion binding;K11347

Manes.02G158900.v6.10.9901078 0.94357 down no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.02G159000.v6.10.726228 0.00434 down no . pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.02G159300.v6.10.3769667 0.01652 down yes . pfam01692 Paramyxo_C Paramyxovirus non-structural protein c. This family consist of the C proteins (C', C, Y1, Y2) found in Paramyxovirinae; human parainfluenza, and sendai virus. The C proteins effect viral RNA synthesis having both a positive and negative effect during the course of infection. Paramyxovirus have a negative strand ssRNA genome of 15.3kb form which six mRNAs are transcribed, five of these are monocistronic. The P/C mRNA is polycistronic and has two overlapping open reading frames P and C, C encodes the nested C proteins C', C, Y1 and Y2.. . . .

Manes.02G159400.v6.10.4880549 2.74E-05 down yes Small ribosomal subunit protein S13, mitochondrialpfam00416 Ribosomal_S13 Ribosomal protein S13/S18. This family includes ribosomal protein S13 from prokaryotes and S18 from eukaryotes.GO:0006412|translation;GO:0005763|mitochondrial small ribosomal subunit;GO:0005739|mitochondrion;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02952

Manes.02G159700.v6.11.5121709 0.00053 up no Phosphatidylinositol 4-phosphate 5-kinase 1pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.02G159800.v6.11.9971562 1.76E-14 up no Oxysterol-binding protein-related protein 1Cpfam01237 Oxysterol_BP Oxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.02G159900.v6.12.0402648 6.22E-14 up yes Biotin--protein ligase 1, chloroplasticpfam03099 BPL_LplA_LipB Biotin/lipoate A/B protein ligase family. This family includes biotin protein ligase, lipoate-protein ligase A and B. Biotin is covalently attached at the active site of certain enzymes that transfer carbon dioxide from bicarbonate to organic acids to form cellular metabolites. Biotin protein ligase (BPL) is the enzyme responsible for attaching biotin to a specific lysine at the active site of biotin enzymes. Each organism probably has only one BPL. Biotin attachment is a two step reaction that results in the formation of an amide linkage between the carboxyl group of biotin and the epsilon-amino group of the modified lysine. Lipoate-protein ligase A (LPLA) catalyses the formation of an amide linkage between lipoic acid and a specific lysine residue in lipoate dependent enzymes. The unusual biosynthesis pathway of lipoic acid is mechanistically intertwined with attachment of the cofactor.GO:0042966|biotin carboxyl carrier protein biosynthetic process;GO:0006464|cellular protein modification process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004077|biotin-[acetyl-CoA-carboxylase] ligase activity;GO:0004078|biotin-[methylcrotonoyl-CoA-carboxylase] ligase activity;.

Manes.02G160000.v6.10.3701716 5.89E-06 down yes Probable serine/threonine-protein kinase mps1pfam00069 Pkinase Protein kinase domain.GO:0051304|chromosome separation;GO:0007093|mitotic cell cycle checkpoint;GO:0005813|centrosome;GO:0000778|condensed nuclear chromosome kinetochore;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08866

Manes.02G160100.v6.11.2387125 0.03286 up no . pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.. . . .

Manes.02G160400.v6.12.2195783 0.00012 up yes Auxin transporter-like protein 3pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006084|acetyl-CoA metabolic process;GO:0006865|amino acid transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0016132|brassinosteroid biosynthetic process;GO:0009932|cell tip growth;GO:0071555|cell wall organization;GO:0010311|lateral root formation;GO:0009825|multidimensional cell growth;GO:0000271|polysaccharide biosynthetic process;GO:0010583|response to cyclopentenone;GO:0048829|root cap development;GO:0048767|root hair elongation;GO:0016126|sterol biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010328|auxin influx transmembrane transporter activity;GO:0015293|symporter activity;K13946

Manes.02G160500.v6.13.9400551 0.00517 up yes . pfam09484 Cas_TM1802 CRISPR-associated protein TM1802 (cas_TM1802). Clusters of short DNA repeats with non-homologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This minor cas protein is found in at least five prokaryotic genomes: Methanosarcina mazei, Sulfurihydrogenibium azorense, Thermotoga maritima, Carboxydothermus hydrogenoformans, and Dictyoglomus thermophilum, the first of which is archaeal while the rest are bacterial.. . . .

Manes.02G160700.v6.10.4858882 4.28E-09 down yes Flavonol synthase/flavanone 3-hydroxylasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0045431|flavonol synthase activity;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0045486|naringenin 3-dioxygenase activity;.

Manes.02G160800.v6.10.8960156 0.43864 down no . pfam10961 DUF2763 Protein of unknown function (DUF2763). This eukaryotic family of proteins has no known function.. . . .

Manes.02G161000.v6.10.3331424 8.49E-06 down yes . pfam03327 Herpes_VP19C Herpesvirus capsid shell protein VP19C.. . . .

Manes.02G161100.v6.15.7018754 7.97E-05 up yes Nodulation-signaling pathway 2 proteinpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009877|nodulation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0031965|nuclear membrane;. .

Manes.02G161200.v6.10.7789464 0.01097 down no Probable N-succinyldiaminopimelate aminotransferase DapCpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0030170|pyridoxal phosphate binding;GO:0009016|succinyldiaminopimelate transaminase activity;K14267

Manes.02G161700.v6.17.5536259 4.18E-13 up yes Ethylene-responsive transcription factor ERF012pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071497|cellular response to freezing;GO:0034605|cellular response to heat;GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.02G162000.v6.10.7873973 0.13715 down no WAT1-related protein At1g21890pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.02G162100.v6.12.0522868 4.03E-16 up yes . pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.. . . .

Manes.02G162400.v6.10.584999 3.52E-07 down no ATPase family AAA domain-containing protein 5pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0006974|cellular response to DNA damage stimulus;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.02G162600.v6.10.7887765 0.01966 down no UDP-galactose transporter 1pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0015780|nucleotide-sugar transport;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.02G162800.v6.10.8728495 0.5259 down no Long chain acyl-CoA synthetase 9, chloroplasticpfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016020|membrane;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.02G162900.v6.10.8950734 0.40942 down no . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.02G163000.v6.121.705442 1.19E-09 up yes . pfam02442 L1R_F9L Lipid membrane protein of large eukaryotic DNA viruses. The four families of large eukaryotic DNA viruses, Poxviridae, Asfarviridae, Iridoviridae, and Phycodnaviridae, referred to collectively as nucleocytoplasmic large DNA viruses or NCLDV, have all been shown to have a lipid membrane, in spite of the major differences in virion structure. The paralogous genes L1R and F9L encode membrane proteins that have a conserved domain architecture, with a single, C-terminal transmembrane helix, and an N-terminal, multiple-disulfide-bonded domain. The conservation of the myristoylated, disulfide-bonded protein L1R/F9L in most of the NCLDV correlates with the conservation of the thiol-disulfide oxidoreductase E10R which, in vaccinia virus, is required for the formation of disulfide bonds in L1R and F9L.. . . .

Manes.02G163100.v6.10.3632373 4.18E-05 down yes Esterase pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0006952|defense response;. GO:0016788|hydrolase activity, acting on ester bonds;GO:0019863|IgE binding;.

Manes.02G163300.v6.11.0821108 0.50538 up no Esterase pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0006952|defense response;. GO:0016788|hydrolase activity, acting on ester bonds;GO:0019863|IgE binding;.

Manes.02G163400.v6.10.7997378 0.2559 down no Uncharacterized protein At4g08330, chloroplasticpfam12950 TaqI_C TaqI-like C-terminal specificity domain. This domain is found at the C-terminus of the TaqI protein and is involved in DNA-binding and substrate recognition.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.02G163600.v6.10.1819077 1.60E-13 down yes . pfam13251 DUF4042 Domain of unknown function (DUF4042). This presumed domain is functionally uncharacterized. This domain family is found in eukaryotes, and is approximately 180 amino acids in length.. . . .

Manes.02G163900.v6.11.3545943 0.10264 up no Defensin-like proteinpfam00304 Gamma-thionin Gamma-thionin family.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;. .

Manes.02G164100.v6.11.1149253 0.33483 up no BTB/POZ domain-containing protein At1g21780pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;GO:0031463|Cul3-RING ubiquitin ligase complex;. K10523

Manes.02G164200.v6.10.6571564 0.00689 down no V-type proton ATPase subunit c4pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.02G164300.v6.13.4368019 4.74E-34 up yes Acetyltransferase At1g77540pfam14542 Acetyltransf_CG GCN5-related N-acetyl-transferase. This family of GCN5-related N-acetyl-transferases bind both CoA and acetyl-CoA. They are characterized by highly conserved glycine, a cysteine residue in the acetyl-CoA binding site near the acetyl group, their small size compared with other GNATs and a lack of of an obvious substrate-binding site. It is proposed that they transfer an acetyl group from acetyl-CoA to one or more unidentified aliphatic amines via an acetyl (cysteine) enzyme intermediate. The substrate might be another macromolecule.GO:0016573|histone acetylation;GO:0005777|peroxisome;GO:0004402|histone acetyltransferase activity;.

Manes.02G164400.v6.11.3566318 0.00116 up no F-box protein 7pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;GO:0006417|regulation of translation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0090406|pollen tube;. K10295

Manes.02G164600.v6.10.7707349 0.00807 down no Delta-aminolevulinic acid dehydratase 1, chloroplasticpfam00490 ALAD Delta-aminolevulinic acid dehydratase.GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004655|porphobilinogen synthase activity;GO:0008270|zinc ion binding;K01698

Manes.02G165000.v6.10.4872279 1.83E-10 down yes . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.02G165200.v6.11.7534881 0.00154 up no Aldehyde dehydrogenase family 3 member H1pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005773|vacuole;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.02G165500.v6.10.5640986 1.75E-05 down no Guanine nucleotide-binding protein subunit gamma 1pfam08192 Peptidase_S64 Peptidase family S64. This family of fungal proteins is involved in the processing of membrane bound transcription factor Stp1. The processing causes the signalling domain of Stp1 to be passed to the nucleus where several permease genes are induced. The permeases are important for uptake of amino acids, and processing of tp1 only occurs in an amino acid-rich environment. This family is predicted to be distantly related to the trypsin family (MEROPS:S1) and to have a typical trypsin-like catalytic triad.GO:0010541|acropetal auxin transport;GO:0009817|defense response to fungus, incompatible interaction;GO:0007186|G-protein coupled receptor signaling pathway;GO:0048527|lateral root development;GO:0018345|protein palmitoylation;GO:0018342|protein prenylation;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005834|heterotrimeric G-protein complex;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0004871|signal transducer activity;.

Manes.02G165600.v6.10.8601609 0.22507 down no Ribosomal RNA small subunit methyltransferase Hpfam01795 Methyltransf_5 MraW methylase family. Members of this family are probably SAM dependent methyltransferases based on Escherichia coli rsmH. This family appears to be related to pfam01596.GO:0070475|rRNA base methylation;GO:0005737|cytoplasm;GO:0071424|rRNA (cytosine-N4-)-methyltransferase activity;K03438

Manes.02G165700.v6.10.4765171 5.42E-09 down yes . pfam09366 DUF1997 Protein of unknown function (DUF1997). This family of proteins are functionally uncharacterized.. . . .

Manes.02G165900.v6.10.8071134 0.0255 down no U-box domain-containing protein 2pfam00168 C2 C2 domain. . . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G166000.v6.110.874468 5.48E-61 up yes NAC domain-containing protein 2pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G166600.v6.10.3144251 9.63E-05 down yes . pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.02G166900.v6.10.7986031 0.14758 down no Chloroplast processing peptidasepfam00717 Peptidase_S24 Peptidase S24-like.GO:0051604|protein maturation;GO:0010027|thylakoid membrane organization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009526|plastid envelope;GO:0055035|plastid thylakoid membrane;GO:0008233|peptidase activity;GO:0008236|serine-type peptidase activity;K03100

Manes.02G167100.v6.14.7179922 6.98E-64 up yes Amino acid permease 3pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015802|basic amino acid transport;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.02G167300.v6.18.97083 3.55E-29 up yes Probable receptor-like protein kinase At1g11050pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G168200.v6.10.6874019 0.00066 down no DNA topoisomerase 2-binding protein 1-Apfam12738 PTCB-BRCT twin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0000076|DNA replication checkpoint;GO:0006270|DNA replication initiation;GO:0071163|DNA replication preinitiation complex assembly;GO:0071165|GINS complex assembly;GO:0035563|positive regulation of chromatin binding;GO:0033138|positive regulation of peptidyl-serine phosphorylation;GO:0045860|positive regulation of protein kinase activity;GO:0071168|protein localization to chromatin;GO:0030174|regulation of DNA-dependent DNA replication initiation;GO:0000785|chromatin;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005634|nucleus;GO:0000922|spindle pole;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0019900|kinase binding;K10728

Manes.02G168400.v6.11.2293244 0.02072 up no . pfam07879 PHB_acc_N PHB/PHA accumulation regulator DNA-binding domain. This domain is found at the N-terminus of the Polyhydroxyalkanoate (PHA) synthesis regulators. These regulators have been shown to directly bind DNA and PHA. The invariant nature of this domain compared to the C-terminal pfam05233 domain(s) suggests that it contains the DNA-binding function.. . . .

Manes.02G168600.v6.10.9464871 0.59715 down no Histone-lysine N-methyltransferase ASHH2pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0048653|anther development;GO:0016116|carotenoid metabolic process;GO:0009553|embryo sac development;GO:0010452|histone H3-K36 methylation;GO:0051568|histone H3-K4 methylation;GO:0009910|negative regulation of flower development;GO:0048481|ovule development;GO:0009555|pollen development;GO:0031062|positive regulation of histone methylation;GO:0040029|regulation of gene expression, epigenetic;GO:0010363|regulation of plant-type hypersensitive response;GO:0043067|regulation of programmed cell death;GO:0010223|secondary shoot formation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.02G168800.v6.11.3579526 0.06083 up no Probable receptor-like serine/threonine-protein kinase At5g57670pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G169000.v6.10.6629264 7.93E-05 down no NAD(P)H-quinone oxidoreductase subunit M, chloroplasticpfam10664 NdhM Cyanobacterial and plastid NDH-1 subunit M. The proton-pumping NADH:ubiquinone oxidoreductase catalyses the electron transfer from NADH to ubiquinone linked with proton translocation across the membrane. It is the largest, most complex and least understood of the respiratory chain enzymes and is referred to as Complex I. The subunit composition of the enzyme varies between groups of organisms. Complex I originating from mammalian mitochondria contains 45 different proteins, whereas in bacteria, the corresponding complex NDH-1 consists of 14 different polypeptides. Homologues of these 14 proteins are found among subunits of the mitochondrial complex I, and therefore bacterial NDH-1 might be considered a model proton-pumping NADH dehydrogenase with a minimal set of subunits. Escherichia coli NDH-1 readily disintegrates into 3 sub-complexes: a water-soluble NADH dehydrogenase fragment (NuoE, -F, and -G),the connecting fragment (NuoB, -C, -D, and -I), and the membrane fragment (NuoA, -H, -J, -K, -L, -M, -N). In cGO:0006810|transport;GO:0009535|chloroplast thylakoid membrane;GO:0016655|oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.02G169300.v6.10.236566 2.54E-08 down yes UDP-sugar pyrophosphorylasepfam09229 Aha1_N Activator of Hsp90 ATPase, N-terminal. Members of this family, which are predominantly found in the protein 'Activator of Hsp90 ATPase' adopt a secondary structure consisting of an N-terminal alpha-helix leading into a four-stranded meandering antiparallel beta-sheet, followed by a C-terminal alpha-helix. The two helices are packed together, with the beta-sheet curving around them. They bind to the molecular chaperone HSP82 and stimulate its ATPase activity.GO:0009226|nucleotide-sugar biosynthetic process;GO:0009555|pollen development;GO:0046686|response to cadmium ion;GO:0052573|UDP-D-galactose metabolic process;GO:0006011|UDP-glucose metabolic process;GO:0046398|UDP-glucuronate metabolic process;GO:0033356|UDP-L-arabinose metabolic process;GO:0005829|cytosol;GO:0090406|pollen tube;GO:0047350|glucuronate-1-phosphate uridylyltransferase activity;GO:0051748|UTP-monosaccharide-1-phosphate uridylyltransferase activity;GO:0010491|UTP:arabinose-1-phosphate uridylyltransferase activity;GO:0017103|UTP:galactose-1-phosphate uridylyltransferase activity;GO:0003983|UTP:glucose-1-phosphate uridylyltransferase activity;GO:0047338|UTP:xylose-1-phosphate uridylyltransferase activity;K12447

Manes.02G169400.v6.10.8907277 0.9467 down no Probable calcium-binding protein CML44pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.02G169500.v6.11.2084247 0.41337 up no Probable methyltransferase PMT10pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.02G169700.v6.134.128868 0.00368 up yes Bidirectional sugar transporter NEC1pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0009901|anther dehiscence;GO:0034219|carbohydrate transmembrane transport;GO:0009555|pollen development;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;.

Manes.02G171300.v6.11.9067576 1.91E-11 up no Heat shock cognate 70 kDa proteinpfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.02G172400.v6.11.595303 8.64E-07 up no 2-oxoisovalerate dehydrogenase subunit alpha 1, mitochondrialpfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0043617|cellular response to sucrose starvation;GO:0009646|response to absence of light;GO:0009744|response to sucrose;GO:0005759|mitochondrial matrix;GO:0003863|3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) activity;GO:0046872|metal ion binding;K00166

Manes.02G172500.v6.110.524516 1.70E-35 up yes Proline-rich receptor-like protein kinase PERK13pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G172600.v6.10.7097826 0.00123 down no F-box protein SKP2Apfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0071365|cellular response to auxin stimulus;GO:0010311|lateral root formation;GO:0051781|positive regulation of cell division;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0004842|ubiquitin-protein transferase activity;K03875

Manes.02G173400.v6.10.9829519 0.90913 down no Ribosome maturation protein SBDSpfam09377 SBDS_C SBDS protein C-terminal domain. This family is highly conserved in species ranging from archaea to vertebrates and plants. The family contains several Shwachman-Bodian-Diamond syndrome (SBDS) proteins from both mouse and humans. Shwachman-Diamond syndrome is an autosomal recessive disorder with clinical features that include pancreatic exocrine insufficiency, haematological dysfunction and skeletal abnormalities. Members of this family play a role in RNA metabolizm.GO:0048539|bone marrow development;GO:0030282|bone mineralization;GO:0008283|cell proliferation;GO:0001833|inner cell mass cell proliferation;GO:0030595|leukocyte chemotaxis;GO:0042256|mature ribosome assembly;GO:0043148|mitotic spindle stabilization;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000922|spindle pole;GO:0008017|microtubule binding;GO:0044822|poly(A) RNA binding;GO:0043022|ribosome binding;GO:0003723|RNA binding;GO:0019843|rRNA binding;K14574

Manes.02G173700.v6.10.793896 0.02837 down no Transcriptional corepressor SEUSSpfam01803 LIM_bind LIM-domain binding protein. The LIM-domain binding protein, binds to the LIM domain pfam00412 of LIM homeodomain proteins which are transcriptional regulators of development. Nuclear LIM interactor (NLI) / LIM domain-binding protein 1 (LDB1) is located in the nuclei of neuronal cells during development, it is co-expressed with Isl1 in early motor neuron differentiation and has a suggested role in the Isl1 dependent development of motor neurons. It is suggested that these proteins act synergistically to enhance transcriptional efficiency by acting as co-factors for LIM homeodomain and Otx class transcription factors both of which have essential roles in development. The Drosophila protein Chip is required for segmentation and activity of a remote wing margin enhancer. Chip is a ubiquitous chromosomal factor required for normal expression of diverse genes at many stages of development. It is suggested that Chip cooperates with different LIM domain proteins and other factors to structurally support remote enhancGO:0030154|cell differentiation;GO:0006974|cellular response to DNA damage stimulus;GO:0071217|cellular response to external biotic stimulus;GO:0009793|embryo development ending in seed dormancy;GO:0048467|gynoecium development;GO:0048481|ovule development;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0009617|response to bacterium;GO:0046898|response to cycloheximide;GO:0009620|response to fungus;GO:0001666|response to hypoxia;GO:0009624|response to nematode;GO:0006979|response to oxidative stress;GO:0010272|response to silver ion;GO:0006351|transcription, DNA-templated;GO:0005654|nucleoplasm;GO:0060090|binding, bridging;GO:0003677|DNA binding;GO:0046982|protein heterodimerization activity;.

Manes.02G173800.v6.10.5849006 0.00024 down no . pfam14750 INTS2 Integrator complex subunit 2. This family of proteins are subunits of the integrator complex involved in snRNA transcription and processing.. . . .

Manes.02G174100.v6.13.2564994 2.45E-10 up yes Bidirectional sugar transporter SWEET1pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.02G174800.v6.11.631219 0.09958 up no Alcohol dehydrogenase 1pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;.

Manes.02G175100.v6.10.3128364 8.42E-15 down yes Protein trichome berefringence-like 7pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.02G175500.v6.12.0403553 2.49E-08 up yes . pfam09791 Oxidored-like Oxidoreductase-like protein, N-terminal. Members of this family are found in the N terminal region of various oxidoreductase like proteins. Their exact function is, as yet, unknown.. . . .

Manes.02G175700.v6.16.9286052 0.023 up yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.02G175900.v6.10.3364168 4.89E-16 down yes Uncharacterized protein C57A10.07pfam02698 DUF218 DUF218 domain. This large family of proteins contains several highly conserved charged amino acids, suggesting this may be an enzymatic domain (Bateman A pers. obs). The family includes SanA, which is involved in Vancomycin resistance. This protein may be involved in murein synthesis.. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005634|nucleus;. .

Manes.02G176000.v6.10.7845565 0.6503 down no . pfam01139 RtcB tRNA-splicing ligase RtcB. This family of RNA ligases (EC:6.5.1.3) join 2',3'-cyclic phosphate and 5'-OH ends. They catalyse the splicing of tRNA and may also participate in tRNA repair and recovery from stress-induced RNA damage.. . . .

Manes.02G176100.v6.10.5490575 0.0013 down no Pleckstrin homology domain-containing family A member 8pfam08718 GLTP Glycolipid transfer protein (GLTP). GLTP is a cytosolic protein that catalyses the intermembrane transfer of glycolipids.GO:0015031|protein transport;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0051861|glycolipid binding;GO:0017089|glycolipid transporter activity;K08051

Manes.02G176200.v6.12.0939006 7.78E-17 up yes . pfam04658 TAFII55_N TAFII55 protein conserved region. The general transcription factor, TFIID, consists of the TATA-binding protein (TBP) associated with a series of TBP-associated factors (TAFs) that together participate in the assembly of the transcription preinitiation complex.  TAFII55 binds to TAFII250 and inhibits it acetyltransferase activity. The exact role of TAFII55 is currently unknown. The conserved region is situated towards the N-terminus of the protein.. . . .

Manes.02G176900.v6.17.0927489 4.30E-12 up yes U-box domain-containing protein 29pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009506|plasmodesma;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.



Manes.02G177000.v6.16.9572073 0.20931 up no Protein IDA-LIKE 4pfam13732 DUF4162 Domain of unknown function (DUF4162). This domain is found at the C-terminus of bacterial ABC transporter proteins. The function is not known.GO:0010227|floral organ abscission;GO:0005615|extracellular space;. .

Manes.02G177400.v6.140.271125 ####### up yes G-type lectin S-receptor-like serine/threonine-protein kinase RLK1pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G178000.v6.125.250245 9.11E-14 up yes Abscisic acid 8'-hydroxylase 3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0009639|response to red or far red light;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.02G178200.v6.10.9979313 0.9868 down no Probable GTP diphosphokinase CRSH, chloroplasticpfam04607 RelA_SpoT Region found in RelA / SpoT proteins. This region of unknown function is found in RelA and SpoT of Escherichia coli, and their homologues in plants and in other eubacteria. RelA is a guanosine 3',5'-bis-pyrophosphate (ppGpp) synthetase (EC:2.7.6.5) while SpoT is thought to be a bifunctional enzyme catalyzing both ppGpp synthesis and degradation (ppGpp 3'-pyrophosphohydrolase, (EC:3.1.7.2)). This region is often found in association with HD (pfam01966), a metal-dependent phosphohydrolase, TGS (pfam02824) which is a possible nucleotide-binding region, and the ACT regulatory domain (pfam01842).GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.02G178300.v6.11.585878 4.76E-06 up no 50S ribosomal protein L3-2, chloroplasticpfam00297 Ribosomal_L3 Ribosomal protein L3.GO:0006412|translation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02906

Manes.02G178800.v6.11.6510755 1.84E-08 up no Exocyst complex component SEC5Apfam15469 Sec5 Exocyst complex component Sec5. This Sec5 family of eukaryotic proteins conserved is not representing the Sec5-Ral binding site.GO:0006887|exocytosis;GO:0006893|Golgi to plasma membrane transport;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. K17637

Manes.02G179000.v6.12.2535043 5.55E-16 up yes . pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.02G179100.v6.10.5044258 1.93E-10 down no Trihelix transcription factor GT-2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G179200.v6.10.6037417 2.73E-05 down no Trihelix transcription factor GT-2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G179300.v6.113.101668 4.55E-34 up yes WAT1-related protein At1g43650pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.02G179400.v6.10.9748039 0.83246 down no . pfam01167 Tub Tub family. . . . .

Manes.02G180000.v6.10.5909449 5.25E-05 down no . pfam04441 Pox_VERT_large Poxvirus early transcription factor (VETF), large subunit. The poxvirus early transcription factor (VETF), in addition to the viral RNA polymerase, is required for efficient transcription of early genes in vitro. VETF is a heterodimeric protein that binds specifically to early gene promoters. The heterodimer is comprised of an 82 kDa (this family) subunit and a 70 kDa subunit.. . . .

Manes.02G180200.v6.10.422966 7.22E-09 down yes G-box-binding factor 4pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.02G180400.v6.10.9709535 0.81088 down no . pfam14360 PAP2_C PAP2 superfamily C-terminal. This family is closely related to the C-terminal a region of PAP2.. . . .

Manes.02G180800.v6.10.8860042 0.22037 down no Abscisic stress-ripening protein 1pfam02496 ABA_WDS ABA/WDS induced protein. This is a family of plant proteins induced by water deficit stress (WDS), or abscisic acid (ABA) stress and ripening.GO:0006950|response to stress;GO:0005634|nucleus;. .

Manes.02G181000.v6.13.8317745 6.72E-47 up yes . pfam02496 ABA_WDS ABA/WDS induced protein. This is a family of plant proteins induced by water deficit stress (WDS), or abscisic acid (ABA) stress and ripening.. . . .

Manes.02G181800.v6.11.5653895 0.00196 up no U3 small nucleolar RNA-associated protein 15 homologpfam09384 UTP15_C UTP15 C terminal. U3 snoRNA is ubiquitous in eukaryotes and is required for nucleolar processing of pre-18S ribosomal RNA. It is a component of the ribosomal small subunit (SSU) processome. UTP15 is needed for optimal pre-ribosomal RNA transcription by RNA polymerase I, together with a subset of U3 proteins required for transcription (t-UTPs). This entry represents the C terminal of UTP15, and is found adjacent to WD40 repeats (pfam00400).GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0045943|positive regulation of transcription from RNA polymerase I promoter;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0032040|small-subunit processome;GO:0034455|t-UTP complex;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14549

Manes.02G182000.v6.142.966978 3.90E-11 up yes Ethylene-responsive transcription factor ERF112pfam14935 TMEM138 Transmembrane protein 138. This family of proteins is found in eukaryotes and members are approximately 160 amino acids in length. There are two conserved sequence motifs: YYY and DPR. This transmembrane protein belongs to a family found in eukaryotes and is involved in the biogenesis and degradation of ciliated cells. Mutations in this protein cause the disease Joubert syndrome(JBTS) where the cilia becomes non-motile. Ciliopathy can be severe since cilia provide the cell with large amounts of information through signals. Ciliopathy can affect cell behaviour as the appropriate signals between the cell and its environment are not made, which can affect cell survival.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G182100.v6.1NA NA -- no . pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.02G182300.v6.18.9480991 0.00466 up yes . pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.02G182500.v6.110.042287 3.82E-43 up yes Peroxidase 12pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.02G182800.v6.11.6066697 1.14E-07 up no . pfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.. . . .

Manes.02G182900.v6.10.4076059 7.90E-14 down yes . pfam08064 UME UME (NUC010) domain. This domain is characteristic of UVSB PI-3 kinase, MEI-41 and ESR1.. . . .

Manes.02G183200.v6.13.9119613 8.71E-07 up yes UDP-galactose transporter 2pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.02G183400.v6.10.7150604 0.00867 down no Carboxypeptidase D (Fragment)pfam00246 Peptidase_M14 Zinc carboxypeptidase.GO:0006508|proteolysis;GO:0016021|integral component of membrane;GO:0004181|metallocarboxypeptidase activity;GO:0004185|serine-type carboxypeptidase activity;GO:0008270|zinc ion binding;.

Manes.02G183500.v6.10.4003578 0.03482 down no Tryptophan aminotransferase-related protein 4pfam04864 Alliinase_C Allinase. Allicin is a thiosulphinate that gives rise to dithiines, allyl sulphides and ajoenes, the three groups of active compounds in Allium species. Allicin is synthesized from sulfoxide cysteine derivatives by alliinase (EC:4.4.1.4), whose C-S lyase activity cleaves C(beta)-S(gamma) bonds. It is thought that this enzyme forms part of a primitive plant defence system.. GO:0016021|integral component of membrane;GO:0016846|carbon-sulfur lyase activity;GO:0008483|transaminase activity;.

Manes.02G183800.v6.14.6254015 2.80E-52 up yes Probable choline kinase 1pfam01633 Choline_kinase Choline/ethanolamine kinase. Choline kinase catalyses the committed step in the synthesis of phosphatidylcholine by the CDP-choline pathway. This alignment covers the protein kinase portion of the protein. The divergence of this family makes it very difficult to create a model that specifically predicts choline/ethanolamine kinases only.GO:0006657|CDP-choline pathway;GO:0009611|response to wounding;. GO:0005524|ATP binding;GO:0004103|choline kinase activity;K14156

Manes.02G183900.v6.10.8843234 0.27595 down no Type I inositol polyphosphate 5-phosphatase 1pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0046855|inositol phosphate dephosphorylation;GO:0032957|inositol trisphosphate metabolic process;GO:0046856|phosphatidylinositol dephosphorylation;GO:0009845|seed germination;GO:0090351|seedling development;. GO:0046030|inositol trisphosphate phosphatase activity;GO:0052659|inositol-1,3,4,5-tetrakisphosphate 5-phosphatase activity;GO:0052658|inositol-1,4,5-trisphosphate 5-phosphatase activity;GO:0004445|inositol-polyphosphate 5-phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.02G184400.v6.11.3102568 0.00283 up no DEAD-box ATP-dependent RNA helicase 39pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0080158|chloroplast ribulose bisphosphate carboxylase complex biogenesis;GO:1901259|chloroplast rRNA processing;GO:0010501|RNA secondary structure unwinding;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0016887|ATPase activity;GO:0070180|large ribosomal subunit rRNA binding;.

Manes.02G185200.v6.12.0698312 2.87E-09 up yes Polyadenylate-binding protein 5pfam00658 PABP Poly-adenylate binding protein, unique domain. The region featured in this family is found towards the C-terminus of poly(A)-binding proteins (PABPs). These are eukaryotic proteins that, through their binding of the 3' poly(A) tail on mRNA, have very important roles in the pathways of gene expression. They seem to provide a scaffold on which other proteins can bind and mediate processes such as export, translation and turnover of the transcripts. Moreover, they may act as antagonists to the binding of factors that allow mRNA degradation, regulating mRNA longevity. PABPs are also involved in nuclear transport. PABPs interact with poly(A) tails via RNA-recognition motifs (pfam00076). Note that the PABP C-terminal region is also found in members of the hyperplastic discs protein (HYD) family of ubiquitin ligases that contain HECT domains - these are also included in this family.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13126

Manes.02G185600.v6.10.9501539 0.70631 down no . pfam15327 Tankyrase_bdg_C Tankyrase binding protein C terminal domain. This protein domain family is found at the C-terminal end of the Tankyrase binding protein in eukaryotes. The precise function of this protein is still unknown. However, it is known interacts with the enzyme tankyrase, a telomeric poly(ADP-ribose) polymerase, by binding to it. Tankyrin catalyses poly(ADP-ribose) chain formation onto proteins. More specifically, it binds to the ankyrin domain in tankyrase. The protein domain is approximately 170 amino acids in length and contains two conserved sequence motifs: FPG and LKA.. . . .

Manes.02G186000.v6.10.848654 0.26271 down no tRNA pseudouridine(38/39) synthasepfam01416 PseudoU_synth_1 tRNA pseudouridine synthase. Involved in the formation of pseudouridine at the anticodon stem and loop of transfer-RNAs Pseudouridine is an isomer of uridine (5-(beta-D-ribofuranosyl) uracil, and id the most abundant modified nucleoside found in all cellular RNAs. The TruA-like proteins also exhibit a conserved sequence with a strictly conserved aspartic acid, likely involved in catalysis.GO:0031119|tRNA pseudouridine synthesis;GO:0005634|nucleus;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K01855

Manes.02G186400.v6.12.0073438 2.62E-13 up yes Sphinganine C(4)-monooxygenase 1pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.02G186800.v6.1NA NA -- no 17.9 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.GO:0009408|response to heat;GO:0005634|nucleus;. K13993

Manes.02G187000.v6.18.0873049 1.79E-39 up yes Cytochrome P450 78A7pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.02G187100.v6.1Inf 0.35135 up no Non-specific lipid-transfer protein Bpfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.02G187500.v6.11.4197422 0.00111 up no Somatic embryogenesis receptor kinase 2pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008289|lipid binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.02G187600.v6.12.8873478 3.51E-16 up yes . pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.02G188000.v6.11.9828207 4.27E-10 up no Angio-associated migratory cell proteinpfam00400 WD40 WD domain, G-beta repeat.GO:0001525|angiogenesis;GO:0030154|cell differentiation;GO:0010595|positive regulation of endothelial cell migration;GO:0014909|smooth muscle cell migration;GO:0009986|cell surface;GO:0005737|cytoplasm;GO:0005886|plasma membrane;. .

Manes.02G188300.v6.10.5233481 1.24E-07 down no Transcription termination factor 3, mitochondrialpfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003690|double-stranded DNA binding;GO:0044212|transcription regulatory region DNA binding;K15032

Manes.02G188400.v6.10.8709095 0.1416 down no Putative 1-phosphatidylinositol-3-phosphate 5-kinase FAB1Dpfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;K00921

Manes.02G188900.v6.11.5985417 6.02E-06 up no . pfam12409 P5-ATPase P5-type ATPase cation transporter. This domain family is found in eukaryotes, and is typically between 110 and 126 amino acids in length. The family is found in association with pfam00122, pfam00702. P-type ATPases comprise a large superfamily of proteins, present in both prokaryotes and eukaryotes, that transport inorganic cations and other substrates across cell membranes.. . . .

Manes.02G189200.v6.16.5667845 1.95E-30 up yes GDSL esterase/lipase At1g29670pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.02G189500.v6.18.635694 0.00069 up yes . pfam12520 DUF3723 Protein of unknown function (DUF3723). This family of proteins is found in eukaryotes. Proteins in this family are typically between 374 and 1069 amino acids in length. There is a conserved LGF sequence motif.. . . .

Manes.02G189600.v6.125.496418 ####### up yes Probable WRKY transcription factor 33pfam03106 WRKY WRKY DNA -binding domain.GO:0010120|camalexin biosynthetic process;GO:0070370|cellular heat acclimation;GO:0034605|cellular response to heat;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010508|positive regulation of autophagy;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K13424

Manes.02G189800.v6.10.2764285 0.00068 down yes MATE efflux family protein 9pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.02G190000.v6.10.6663558 0.00776 down no Protein-tyrosine-phosphatase PTP1pfam00102 Y_phosphatase Protein-tyrosine phosphatase.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0031348|negative regulation of defense response;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:1990264|peptidyl-tyrosine dephosphorylation involved in inactivation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0033550|MAP kinase tyrosine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;.

Manes.02G190300.v6.13.2606392 5.23E-14 up yes Sucrose transport protein SUC2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0005985|sucrose metabolic process;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0008506|sucrose:proton symporter activity;K15378

Manes.02G190400.v6.12.5223164 0.15281 up no . pfam02770 Acyl-CoA_dh_M Acyl-CoA dehydrogenase, middle domain. Central domain of Acyl-CoA dehydrogenase has a beta-barrel fold.. . . .

Manes.02G190700.v6.11.0313841 0.76658 up no Protein SENSITIVE TO PROTON RHIZOTOXICITY 1pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G191000.v6.10.5683888 0.01641 down no Probable magnesium transporter NIPA3pfam05653 Mg_trans_NIPA Magnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.02G191200.v6.11.6096082 3.46E-07 up no Histidinol-phosphate aminotransferase, chloroplasticpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0004400|histidinol-phosphate transaminase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.02G191300.v6.19.1769313 0.05214 up no . pfam03568 Peptidase_C50 Peptidase family C50.. . . .

Manes.02G191400.v6.10.8217095 0.15357 down no . pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.02G191500.v6.10.8290851 0.11051 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.02G191800.v6.11.3229459 0.00187 up no Chaperone protein DnaJ 2pfam12572 DUF3752 Protein of unknown function (DUF3752). This domain family is found in eukaryotes, and is typically between 140 and 163 amino acids in length.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.02G192200.v6.10.3398846 1.43E-15 down yes Calcium-dependent protein kinase 11pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:1901979|regulation of inward rectifier potassium channel activity;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.02G192300.v6.11.3602544 0.00645 up no Subtilisin-like protease SBT3.3pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.GO:0009682|induced systemic resistance;GO:0031012|extracellular matrix;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0004252|serine-type endopeptidase activity;.

Manes.02G192700.v6.10.7239024 0.00097 down no Protein disulfide-isomerase 5-2pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;K09580

Manes.02G192800.v6.1Inf 0.9009 up no Probable terpene synthase 6pfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;.

Manes.02G192900.v6.10.6573011 0.00157 down no Alpha-(1,4)-fucosyltransferasepfam00852 Glyco_transf_10 Glycosyltransferase family 10 (fucosyltransferase). This family of Fucosyltransferases are the enzymes transferring fucose from GDP-Fucose to GlcNAc in an alpha1,3 linkage. This family is know as glycosyltransferase family 10.GO:0071555|cell wall organization;GO:0036065|fucosylation;GO:0010493|Lewis a epitope biosynthetic process;GO:0006486|protein glycosylation;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0008417|fucosyltransferase activity;K14412

Manes.02G194200.v6.10.4092717 4.35E-05 down yes Transcription factor TCP23pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G194300.v6.10.4176902 0.07726 down no . pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.. . . .

Manes.02G195600.v6.10.1358436 1.47E-11 down yes Glucuronoxylan 4-O-methyltransferase 1pfam04669 Polysacc_synt_4 Polysaccharide biosynthesis. This family of proteins plays a role in xylan biosynthesis in plant cell walls. Its precise role in xylan biosynthesis is unknown. Its function in other organisms is unknown.GO:0009808|lignin metabolic process;GO:0005976|polysaccharide metabolic process;GO:0045491|xylan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030775|glucuronoxylan 4-O-methyltransferase activity;K18801

Manes.02G195700.v6.1NA NA -- no . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.02G196000.v6.10.1498766 0.00018 down yes . pfam15097 Ig_J_chain Immunoglobulin J chain.. . . .

Manes.02G196100.v6.12.0836443 4.58E-07 up yes GDSL esterase/lipase At1g71691pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.02G196200.v6.11.0759474 0.42308 up no . pfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.. . . .

Manes.02G196600.v6.11.2296965 0.0219 up no Phosphoinositide phosphatase SAC1pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0007010|cytoskeleton organization;GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0009832|plant-type cell wall biogenesis;GO:0009826|unidimensional cell growth;GO:0007033|vacuole organization;GO:0005794|Golgi apparatus;GO:0005774|vacuolar membrane;GO:0043813|phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;.

Manes.02G196900.v6.10.6938786 0.00021 down no Multiple C2 and transmembrane domain-containing protein 1pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.02G197000.v6.12.502935 5.36E-20 up yes . pfam03231 Bunya_NS-S_2 Bunyavirus non-structural protein NS-S. This family represents the Bunyavirus NS-S family. Bunyavirus has three genomic segments: small (S), middle-sized (M), and large (L). The S segment encodes the nucleocapsid and a non-structural protein. The M segment codes for two glycoproteins, G1 and G2, and another non-structural protein (NSm). The L segment codes for an RNA polymerase.. . . .

Manes.02G197100.v6.11.1840867 1 up no Transmembrane protein 205pfam13664 DUF4149 Domain of unknown function (DUF4149).. GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;. .

Manes.02G197700.v6.10.2678539 9.87E-08 down yes Transcription factor BPEpfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048446|petal morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G197800.v6.10.2249353 8.49E-13 down yes . pfam10322 7TM_GPCR_Sru Serpentine type 7TM GPCR chemoreceptor Sru. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sru is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.02G197900.v6.11.8615664 1.26E-11 up no Transcription factor bHLH81pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G198000.v6.10.3634893 0.0043 down yes Protein NRT1/ PTR FAMILY 5.16pfam06691 DUF1189 Protein of unknown function (DUF1189). This family consists of several hypothetical bacterial proteins of around 260 residues in length. The function of this family is unknown.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.02G198300.v6.13.3297758 1.50E-12 up yes Patellin-3 pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0006810|transport;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.02G198600.v6.13.2268017 1.18E-06 up yes Carboxymethylenebutenolidase homologpfam01738 DLH Dienelactone hydrolase family.. GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0016787|hydrolase activity;K01061

Manes.02G198700.v6.17.9534657 1.23E-10 up yes . pfam03916 NrfD Polysulphide reductase, NrfD. NrfD is an integral transmembrane protein with loops in both the periplasm and the cytoplasm. NrfD is thought to participate in the transfer of electrons, from the quinone pool into the terminal components of the Nrf pathway.. . . .

Manes.02G199000.v6.10.7559062 0.2793 down no . pfam00385 Chromo Chromo (CHRromatin Organisation MOdifier) domain.. . . .

Manes.02G199100.v6.10.8038185 0.13667 down no DNA mismatch repair protein MLH1pfam01119 DNA_mis_repair DNA mismatch repair protein, C-terminal domain. This family represents the C-terminal domain of the mutL/hexB/PMS1 family. This domain has a ribosomal S5 domain 2-like fold.GO:0010154|fruit development;GO:0006298|mismatch repair;GO:0006312|mitotic recombination;GO:0009555|pollen development;GO:0048316|seed development;GO:0009845|seed germination;GO:0005712|chiasma;GO:0032389|MutLalpha complex;GO:0000790|nuclear chromatin;GO:0000795|synaptonemal complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0030983|mismatched DNA binding;GO:0003697|single-stranded DNA binding;K08734

Manes.02G199200.v6.10.6530781 1.55E-05 down no T-complex protein 11 homologpfam05794 Tcp11 T-complex protein 11. This family consists of several eukaryotic T-complex protein 11 (Tcp11) related sequences. Tcp11 is only expressed in fertile adult mammalian testes and is thought to be important in sperm function and fertility. The family also contains the yeast Sok1 protein which is known to suppress cyclic AMP-dependent protein kinase mutants.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0007283|spermatogenesis;GO:0016021|integral component of membrane;. .

Manes.02G199300.v6.11.9528493 1.57E-05 up no Receptor-like protein kinase HSL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.02G199400.v6.116.15583 1.27E-24 up yes Serine/threonine-protein kinase-like protein CCR4pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G199700.v6.11.1721476 0.21808 up no Glyoxylate reductasepfam02826 2-Hacid_dh_C D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.. GO:0005737|cytoplasm;GO:0047964|glyoxylate reductase activity;GO:0051287|NAD binding;K00015

Manes.02G200100.v6.10.6710391 0.00909 down no Single-stranded DNA-bindig protein WHY2, mitochondrialpfam08536 Whirly Whirly transcription factor. This family contains the plant whirly transcription factors.GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003677|DNA binding;.

Manes.02G200600.v6.10.6030962 0.0003 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G200900.v6.10.6131223 0.00015 down no Shikimate kinase 1, chloroplasticpfam01202 SKI Shikimate kinase.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004765|shikimate kinase activity;.



Manes.02G201000.v6.1Inf 0.38062 up no . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G201200.v6.10.5964219 0.01845 down no Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G201300.v6.1Inf 0.35135 up no . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G202100.v6.12.9383953 1.43E-28 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G202200.v6.10.3193657 8.93E-16 down yes T-complex protein 11 homologpfam05794 Tcp11 T-complex protein 11. This family consists of several eukaryotic T-complex protein 11 (Tcp11) related sequences. Tcp11 is only expressed in fertile adult mammalian testes and is thought to be important in sperm function and fertility. The family also contains the yeast Sok1 protein which is known to suppress cyclic AMP-dependent protein kinase mutants.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0007283|spermatogenesis;GO:0016021|integral component of membrane;. .

Manes.02G202700.v6.10.6760352 0.06742 down no . pfam09835 DUF2062 Uncharacterized protein conserved in bacteria (DUF2062). This domain, found in various prokaryotic proteins, has no known function.. . . .

Manes.02G203300.v6.121.164875 5.14E-64 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G203400.v6.118.347154 2.64E-15 up yes Putative receptor protein kinase ZmPK1pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G204100.v6.10.5764756 4.92E-05 down no CMP-sialic acid transporter 4pfam04142 Nuc_sug_transp Nucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:0015780|nucleotide-sugar transport;GO:0015739|sialic acid transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005338|nucleotide-sugar transmembrane transporter activity;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;K15272

Manes.02G204200.v6.10.4418537 5.34E-06 down yes Serpin-Z10 pfam00079 Serpin Serpin (serine protease inhibitor). Structure is a multi-domain fold containing a bundle of helices and a beta sandwich.GO:0010951|negative regulation of endopeptidase activity;GO:0005615|extracellular space;GO:0004867|serine-type endopeptidase inhibitor activity;K13963

Manes.02G204500.v6.10.9827395 0.90321 down no Uncharacterized protein slp1pfam07738 Sad1_UNC Sad1 / UNC-like C-terminal. The C. elegans UNC-84 protein is a nuclear envelope protein that is involved in nuclear anchoring and migration during development. The S. pombe Sad1 protein localizes at the spindle pole body. UNC-84 and and Sad1 share a common C-terminal region, that is often termed the SUN (Sad1 and UNC) domain. In mammals, the SUN domain is present in two proteins, Sun1 and Sun2. The SUN domain of Sun2 has been demonstrated to be in the periplasm.GO:0034975|protein folding in endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.02G204900.v6.11.0411759 0.64112 up no Dynamin-2B pfam00350 Dynamin_N Dynamin family.GO:0072583|clathrin-mediated endocytosis;GO:0009737|response to abscisic acid;GO:0009504|cell plate;GO:0045334|clathrin-coated endocytic vesicle;GO:0005829|cytosol;GO:0005874|microtubule;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0030276|clathrin binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K01528

Manes.02G205200.v6.112.959075 3.35E-10 up yes Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G205500.v6.115.101583 0.00602 up yes Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G205600.v6.15.6997237 1.87E-09 up yes Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G205900.v6.10.7220928 0.00268 down no TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G206100.v6.10.6643794 0.04034 down no TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G206300.v6.111.79056 0.00061 up yes Probable mannitol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G206400.v6.12.6325006 0.71586 up no Probable mannitol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G206800.v6.11.2511037 1 up no Probable mannitol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G207000.v6.10.7141689 0.20752 down no . pfam07734 FBA_1 F-box associated. Most of these proteins contain pfam00646 at the N terminus, suggesting that they are effectors linked with ubiquitination.. . . .

Manes.02G207200.v6.10.6224338 0.04768 down no Probable protein S-acyltransferase 7pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.02G207900.v6.10.551918 1.18E-05 down no Organic cation/carnitine transporter 7pfam00083 Sugar_tr Sugar (and other) transporter.GO:2001143|N-methylnicotinate transport;GO:2001142|nicotinate transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0090417|N-methylnicotinate transporter activity;GO:0090416|nicotinate transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.02G208400.v6.11.2327171 0.02239 up no . pfam13806 Rieske_2 Rieske-like [2Fe-2S] domain.. . . .

Manes.02G208600.v6.10.8030156 0.0322 down no Protein ROOT PRIMORDIUM DEFECTIVE 1pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.02G208700.v6.14.4134996 0.00021 up yes . pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.. . . .

Manes.02G209000.v6.10.8743467 0.2464 down no ABC transporter B family member 25, mitochondrialpfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0006879|cellular iron ion homeostasis;GO:0009658|chloroplast organization;GO:0051276|chromosome organization;GO:0006811|ion transport;GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0009555|pollen development;GO:0050790|regulation of catalytic activity;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0046686|response to cadmium ion;GO:0010288|response to lead ion;GO:0048364|root development;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;K05663

Manes.02G209400.v6.10.4679013 0.00026 down yes Uncharacterized protein ycf54pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. GO:0009507|chloroplast;. .

Manes.02G210800.v6.11.0286277 0.75173 up no . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.02G211200.v6.1Inf 0.9009 up no . pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.02G211400.v6.10.4978319 3.51E-05 down yes Probable inactive receptor kinase At5g58300pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.02G212400.v6.10.7425934 0.03031 down no Alkylated DNA repair protein alkB homolog 8pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0055114|oxidation-reduction process;GO:0030488|tRNA methylation;GO:0002098|tRNA wobble uridine modification;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005506|iron ion binding;GO:0000166|nucleotide binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0016300|tRNA (uracil) methyltransferase activity;GO:0000049|tRNA binding;GO:0008270|zinc ion binding;K10770

Manes.02G212700.v6.1Inf 0.1623 up no . pfam10739 DUF2550 Protein of unknown function (DUF2550). This family is conserved in Corynebacterineae. The function is not known though most members are annotated as either secreted, or membrane, proteins.. . . .

Manes.02G212800.v6.15.4743186 3.38E-21 up yes Asparagine synthetase [glutamine-hydrolyzing] 1pfam00733 Asn_synthase Asparagine synthase. This family is always found associated with pfam00310. Members of this family catalyse the conversion of aspartate to asparagine.GO:0006529|asparagine biosynthetic process;GO:0009063|cellular amino acid catabolic process;GO:0043617|cellular response to sucrose starvation;GO:0006541|glutamine metabolic process;GO:0070981|L-asparagine biosynthetic process;GO:0009646|response to absence of light;GO:0009750|response to fructose;GO:0009749|response to glucose;GO:0009744|response to sucrose;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;K01953

Manes.02G213000.v6.1Inf 0.08088 up no Putative pectinesterase 63pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.02G213200.v6.116.601305 0.00255 up yes . pfam03732 Retrotrans_gag Retrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.02G213400.v6.1#NAME? 1 down no . pfam07767 Nop53 Nop53 (60S ribosomal biogenesis). This nucleolar family of proteins are involved in 60S ribosomal biogenesis. They are specifically involved in the processing beyond the 27S stage of 25S rRNA maturation. This family contains sequences that bear similarity to the glioma tumor suppressor candidate region gene 2 protein (p60). This protein has been found to interact with herpes simplex type 1 regulatory proteins.. . . .

Manes.02G213500.v6.10.7063672 0.00965 down no Ion channel CASTORpfam06241 DUF1012 Protein of unknown function (DUF1012). Family of uncharacterized proteins found in both eukaryotes and bacteria.GO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;. .

Manes.02G213700.v6.11.5593813 3.53E-06 up no Peptidyl-prolyl cis-trans isomerase FKBP43pfam03066 Nucleoplasmin Nucleoplasmin. Nucleoplasmins are also known as chromatin decondensation proteins. They bind to core histones and transfer DNA to them in a reaction that requires ATP. This is thought to play a role in the assembly of regular nucleosomal arrays.GO:0006457|protein folding;. GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K14826

Manes.02G214000.v6.10.2018607 0.00012 down yes . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.02G214800.v6.10.5318123 0.00244 down no . pfam02438 Adeno_100 Late 100kD protein. The late 100kD protein is a non-structural viral protein involved in the transport of hexon from the cytoplasm to the nucleus.. . . .

Manes.02G214900.v6.10.5106805 2.21E-05 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215000.v6.10.4963932 1.73E-08 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215100.v6.10.3214906 1.30E-07 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215200.v6.10.3841875 0.00058 down yes . pfam01633 Choline_kinase Choline/ethanolamine kinase. Choline kinase catalyses the committed step in the synthesis of phosphatidylcholine by the CDP-choline pathway. This alignment covers the protein kinase portion of the protein. The divergence of this family makes it very difficult to create a model that specifically predicts choline/ethanolamine kinases only.. . . .

Manes.02G215300.v6.10.4696649 4.09E-06 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215400.v6.10.4961233 2.02E-05 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215600.v6.10.5427395 0.0004 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215800.v6.10.9128191 0.45655 down no Rab3 GTPase-activating protein catalytic subunitpfam12326 EOS1 N-glycosylation protein. This family is not required for survival of S.cerevisiae, but its deletion leads to heightened sensitivity to oxidative stress. It appears to be involved in N-glycosylation, and resides in the endoplasmic reticulum.GO:0007420|brain development;GO:0043010|camera-type eye development;GO:0097051|establishment of protein localization to endoplasmic reticulum membrane;GO:0060325|face morphogenesis;GO:0021854|hypothalamus development;GO:0034389|lipid particle organization;GO:2000786|positive regulation of autophagosome assembly;GO:1903373|positive regulation of endoplasmic reticulum tubular network organization;GO:0010628|positive regulation of gene expression;GO:0061646|positive regulation of glutamate neurotransmitter secretion in response to membrane depolarization;GO:0043547|positive regulation of GTPase activity;GO:1903061|positive regulation of protein lipidation;GO:1903233|regulation of calcium ion-dependent exocytosis of neurotransmitter;GO:0060079|excitatory postsynaptic potential;GO:0043087|regulation of GTPase activity;GO:0048172|regulation of short-term neuronal synaptic plasticity;GO:0005737|cytoplasm;GO:0071782|endoplasmic reticulum tubular network;GO:0070062|extracellular exosome;GO:0005794|Golgi apparatus;GO:0005811|lipid particle;GO:0043234|protein complex;GO:0005096|GTPase activator activity;GO:0017137|Rab GTPase binding;K18270

Manes.02G215900.v6.10.8628771 0.28262 down no Rab3 GTPase-activating protein catalytic subunitpfam13890 Rab3-GTPase_cat Rab3 GTPase-activating protein catalytic subunit. This family is the probable catalytic subunit of the GTPase activating protein that has specificity for Rab3 subfamily (RAB3A, RAB3B, RAB3C and RAB3D). It is likely to convert active Rab3-GTP to the inactive form Rab3-GDP. Rab3 proteins are involved in regulated exocytosis of neurotransmitters and hormones. The Rab3 GTPase-activating complex is a heterodimer composed of RAB3GAP and RAB3-GAP150. This complex interacts with DMXL2.GO:0043547|positive regulation of GTPase activity;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;K18270

Manes.02G216300.v6.10.8807909 0.27373 down no Transcription initiation factor TFIID subunit 15bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K13098

Manes.02G216600.v6.18.5405275 0.0001 up yes Protein CHLOROPLAST IMPORT APPARATUS 2pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0045036|protein targeting to chloroplast;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.02G216800.v6.10.7872075 0.26371 down no UDP-glycosyltransferase 87A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.02G217100.v6.10.4194821 0.00016 down yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.02G217600.v6.10.5946216 3.26E-06 down no Pentatricopeptide repeat-containing protein At2g30100, chloroplasticpfam14010 PEPcase_2 Phosphoenolpyruvate carboxylase. This family of phosphoenolpyruvate carboxylases is based on seqeunces not picked up by the model for PEPcase, PF00311. Most of the family members are from Archaea.. GO:0009507|chloroplast;. .

Manes.02G217900.v6.10.9465858 0.58139 down no Probable LRR receptor-like serine/threonine-protein kinase At1g06840pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G218000.v6.11.2172521 0.02839 up no 60S ribosomal protein L10pfam00252 Ribosomal_L16 Ribosomal protein L16p/L10e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G218300.v6.10.6150154 1.29E-06 down no Plastid division protein CDP1, chloroplasticpfam13355 DUF4101 Protein of unknown function (DUF4101). This is a family of uncharacterized proteins, and is sometimes found in combination with pfam00226.GO:0010020|chloroplast fission;GO:0043572|plastid fission;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009528|plastid inner membrane;GO:0043621|protein self-association;.

Manes.02G219100.v6.10.3629828 4.55E-07 down yes Ribonuclease H2 subunit Bpfam09468 RNase_H2-Ydr279Ydr279p protein family (RNase H2 complex component). RNases H are enzymes that specifically hydrolyse RNA when annealed to a complementary DNA and are present in all living organisms. In yeast RNase H2 is composed of a complex of three proteins (Rnh2Ap, Ydr279p and Ylr154p), this family represents the homologues of Ydr279p. It is not known whether non yeast proteins in this family fulfil the same function.GO:0006401|RNA catabolic process;GO:0005634|nucleus;GO:0032299|ribonuclease H2 complex;. K10744

Manes.02G219400.v6.10.7732859 0.03786 down no CDT1-like protein a, chloroplasticpfam08839 CDT1 DNA replication factor CDT1 like. CDT1 is a component of the replication licensing system and promotes the loading of the mini-chromosome maintenance complex onto chromatin. Geminin is an inhibitor of CDT1 and prevents inappropriate re-initiation of replication on an already fired origin. This region of CDT1 binds to Geminin.GO:0007049|cell cycle;GO:0009658|chloroplast organization;GO:0051276|chromosome organization;GO:0006260|DNA replication;GO:0048229|gametophyte development;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0070182|DNA polymerase binding;GO:0019901|protein kinase binding;K10727

Manes.02G219500.v6.11.0866254 0.36797 up no Ubiquitin-conjugating enzyme E2 22pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10583

Manes.02G219900.v6.11.1563283 0.1555 up no UPF0426 protein At1g28150, chloroplasticpfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. GO:0010287|plastoglobule;. .

Manes.02G220200.v6.10.9062977 0.30984 down no Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3Bpfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0004576|oligosaccharyl transferase activity;K07151

Manes.02G220300.v6.10.7901003 0.04158 down no . pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.. . . .

Manes.02G220600.v6.11.4260836 0.00011 up no . pfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.. . . .

Manes.02G220900.v6.10.5819308 1.40E-06 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G221000.v6.10.5108001 7.51E-05 down no . pfam06086 Pox_A30L_A26L Orthopoxvirus A26L/A30L protein. This family consists of several Orthopoxvirus A26L and A30L proteins. The Vaccinia A30L gene is regulated by a late promoter and encodes a protein of approximately 9 kDa. It is thought that the A30L protein is needed for vaccinia virus morphogenesis, specifically the association of the dense viroplasm with viral membranes.. . . .

Manes.02G221200.v6.10.3724116 4.25E-07 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G221300.v6.10.6646038 0.00956 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G221500.v6.1Inf 0.09072 up no . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G222100.v6.10.434911 1.78E-06 down yes Putative F-box/LRR-repeat protein 8pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G222700.v6.10.8482832 0.08642 down no Uncharacterized aarF domain-containing protein kinase At1g79600, chloroplasticpfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0050821|protein stabilization;GO:1902171|regulation of tocopherol cyclase activity;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0004672|protein kinase activity;K08869

Manes.02G222900.v6.10.5662951 0.00441 down no . pfam00665 rve Integrase core domain. Integrase mediates integration of a DNA copy of the viral genome into the host chromosome. Integrase is composed of three domains. The amino-terminal domain is a zinc binding domain pfam02022. This domain is the central catalytic domain. The carboxyl terminal domain that is a non-specific DNA binding domain pfam00552. The catalytic domain acts as an endonuclease when two nucleotides are removed from the 3' ends of the blunt-ended viral DNA made by reverse transcription. This domain also catalyses the DNA strand transfer reaction of the 3' ends of the viral DNA to the 5' ends of the integration site.. . . .

Manes.02G223100.v6.10.2169361 5.08E-14 down yes Microtubule-associated protein TORTIFOLIA1pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.02G223400.v6.11.0490077 0.72172 up no . pfam08320 PIG-X PIG-X / PBN1. Mammalian PIG-X and yeast PBN1 are essential components of glycosylphosphatidylinositol-mannosyltransferase I. These enzymes are involved in the transfer of sugar molecules.. . . .

Manes.02G223500.v6.11.6132762 1.51E-07 up no Ribosome biogenesis protein BOP1 homologpfam08145 BOP1NT BOP1NT (NUC169) domain. This N terminal domain is found in BOP1-like WD40 proteins.GO:0000466|maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463|maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0051604|protein maturation;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030687|preribosome, large subunit precursor;GO:0043021|ribonucleoprotein complex binding;K14824

Manes.02G223600.v6.10.6308932 5.55E-05 down no NifU-like protein 2, chloroplasticpfam01106 NifU NifU-like domain. This is an alignment of the carboxy-terminal domain. This is the only common region between the NifU protein from nitrogen-fixing bacteria and rhodobacterial species. The biochemical function of NifU is unknown.GO:0009658|chloroplast organization;GO:0016226|iron-sulfur cluster assembly;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0005506|iron ion binding;GO:0005198|structural molecule activity;.

Manes.02G224100.v6.10.7935085 0.02389 down no Probable RNA polymerase II transcription factor B subunit 1-1pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.GO:0006289|nucleotide-excision repair;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000439|core TFIIH complex;. K03141

Manes.02G224200.v6.11.1273407 0.29824 up no Glycine-rich RNA-binding protein blt801pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;. GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0003697|single-stranded DNA binding;.

Manes.02G224600.v6.12.1042263 4.48E-12 up yes YTH domain-containing family protein 3pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.. . GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.02G224900.v6.10.5230727 1.17E-06 down no . pfam04937 DUF659 Protein of unknown function (DUF 659). Transposase-like protein with no known function.. . . .

Manes.02G225000.v6.10.5436567 3.87E-08 down no . pfam04937 DUF659 Protein of unknown function (DUF 659). Transposase-like protein with no known function.. . . .

Manes.02G225400.v6.10.7735355 0.06149 down no Organic cation/carnitine transporter 7pfam00083 Sugar_tr Sugar (and other) transporter.GO:2001143|N-methylnicotinate transport;GO:2001142|nicotinate transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0090417|N-methylnicotinate transporter activity;GO:0090416|nicotinate transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.02G226400.v6.10.7859383 0.04717 down no . pfam07000 DUF1308 Protein of unknown function (DUF1308). This family consists of several hypothetical eukaryotic sequences of around 400 residues in length. The function of this family is unknown.. . . .

Manes.02G226500.v6.16.7770866 4.24E-05 up yes Protein YLS9pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.GO:0051607|defense response to virus;GO:0010150|leaf senescence;GO:0051707|response to other organism;GO:0009507|chloroplast;. .

Manes.02G226700.v6.10.750659 0.04983 down no U11/U12 small nuclear ribonucleoprotein 25 kDa proteinpfam05031 NEAT Iron Transport-associated domain. This domain is involved in the transport of iron, possibly as a siderophore.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K13153

Manes.03G000300.v6.11.1464366 0.13129 up no Calcium homeostasis endoplasmic reticulum proteinpfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0006874|cellular calcium ion homeostasis;GO:0008285|negative regulation of cell proliferation;GO:0051533|positive regulation of NFAT protein import into nucleus;GO:0051209|release of sequestered calcium ion into cytosol;GO:0006396|RNA processing;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0044325|ion channel binding;GO:0044822|poly(A) RNA binding;K12841

Manes.03G000400.v6.11.0048214 0.9093 up no DNA topoisomerase 1pfam01131 Topoisom_bac DNA topoisomerase. This subfamily of topoisomerase is divided on the basis that these enzymes preferentially relax negatively supercoiled DNA, from a 5' phospho- tyrosine linkage in the enzyme-DNA covalent intermediate and has high affinity for single stranded DNA.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0000287|magnesium ion binding;K03168



Manes.03G000500.v6.10.9842029 0.92248 down no DNA topoisomerase 1pfam01396 zf-C4_Topoisom Topoisomerase DNA binding C4 zinc finger.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0000287|magnesium ion binding;K03168

Manes.03G000700.v6.10.5509104 0.00068 down no U-box domain-containing protein 52pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G000800.v6.10.3805033 1.40E-16 down yes U-box domain-containing protein 34pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G000900.v6.10.4552725 4.75E-06 down yes . pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.03G001300.v6.10.5164188 9.93E-09 down no L-arabinokinasepfam13528 Glyco_trans_1_3 Glycosyl transferase family 1.GO:0046835|carbohydrate phosphorylation;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0009702|L-arabinokinase activity;K12446

Manes.03G001700.v6.1296.81291 6.38E-39 up yes Probable calcium-binding protein CML43pfam13499 EF-hand_7 EF-hand domain pair.GO:0046686|response to cadmium ion;. GO:0005509|calcium ion binding;K13448

Manes.03G001800.v6.11.2445478 0.0167 up no Uncharacterized aarF domain-containing protein kinase 1pfam00144 Beta-lactamase Beta-lactamase. This family appears to be distantly related to pfam00905 and PF00768 D-alanyl-D-alanine carboxypeptidase.. GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.03G002000.v6.11.0672977 0.47044 up no . pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.03G002100.v6.11.0596233 0.773 up no . pfam03731 Ku_N Ku70/Ku80 N-terminal alpha/beta domain. The Ku heterodimer (composed of Ku70 and Ku80) contributes to genomic integrity through its ability to bind DNA double-strand breaks and facilitate repair by the non-homologous end-joining pathway. This is the amino terminal alpha/beta domain. This domain only makes a small contribution to the dimer interface. The domain comprises a six stranded beta sheet of the Rossman fold.. . . .

Manes.03G002300.v6.11.2804204 0.00697 up no Poly(rC)-binding protein 3pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.GO:0016071|mRNA metabolic process;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K13162

Manes.03G002500.v6.11.0692941 0.51555 up no Replication protein A 32 kDa subunit Apfam08784 RPA_C Replication protein A C terminal. This domain corresponds to the C terminal of the single stranded DNA binding protein RPA (replication protein A). RPA is involved in many DNA metabolic pathways including DNA replication, DNA repair, recombination, cell cycle and DNA damage checkpoints.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0016458|gene silencing;GO:0005634|nucleus;GO:0003677|DNA binding;K10739

Manes.03G002600.v6.1Inf 0.9009 up no . pfam14907 NTP_transf_5 Uncharacterized nucleotidyltransferase. This family is likely to be an uncharacterized group of nucleotidyltransferases.. . . .

Manes.03G002700.v6.10.9901855 0.94181 down no . pfam10262 Rdx Rdx family. This entry is an approximately 100 residue region of selenoprotein-T, conserved from plants to humans. The protein binds to UDP-glucose:glycoprotein glucosyltransferase (UGTR), the endoplasmic reticulum (ER)-resident protein, which is known to be involved in the quality control of protein folding. Selenium (Se) plays an essential role in cell survival and most of the effects of Se are probably mediated by selenoproteins, including selenoprotein T. However, despite its binding to UGTR and that its mRNA is up-regulated in extended asphyxia, the function of the protein and hence of this region of it is unknown. Selenoprotein W contains selenium as selenocysteine in the primary protein structure and levels of this selenoprotein are affected by selenium.. . . .

Manes.03G002800.v6.1Inf 0.04432 up no . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.03G002900.v6.11.1745632 0.10455 up no Uncharacterized aarF domain-containing protein kinase At4g31390, chloroplasticpfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0015996|chlorophyll catabolic process;GO:0080183|response to photooxidative stress;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.03G003000.v6.10.5537859 1.15E-07 down no HBS1-like proteinpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.GO:0007165|signal transduction;GO:0006412|translation;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K14416

Manes.03G003200.v6.10.8113713 0.07482 down no Zinc finger protein 622pfam12756 zf-C2H2_2 C2H2 type zinc-finger (2 copies). This family contains two copies of a C2H2-like zinc finger domain.GO:0008631|intrinsic apoptotic signaling pathway in response to oxidative stress;GO:0043065|positive regulation of apoptotic process;GO:0046330|positive regulation of JNK cascade;GO:0033674|positive regulation of kinase activity;GO:0043410|positive regulation of MAPK cascade;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005730|nucleolus;GO:0044822|poly(A) RNA binding;GO:0008270|zinc ion binding;K14816

Manes.03G003500.v6.13.8436377 1.58E-16 up yes Plasma membrane ATPase 4pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;.

Manes.03G003900.v6.12.0497225 1.58E-15 up yes Probable E3 ubiquitin-protein ligase HIP1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.03G004200.v6.13.8563165 1.28E-06 up yes . pfam02600 DsbB Disulfide bond formation protein DsbB. This family consists of disulfide bond formation protein DsbB from bacteria. The DsbB protein oxidizes the periplasmic protein DsbA which in turn oxidizes cysteines in other periplasmic proteins in order to make disulfide bonds. DsbB acts as a redox potential transducer across the cytoplasmic membrane and is an integral membrane protein. DsbB posses six cysteines four of which are necessary for it proper function in vivo.. . . .

Manes.03G004400.v6.12.8335368 0.00129 up yes . pfam00719 Pyrophosphatase Inorganic pyrophosphatase.. . . .

Manes.03G004600.v6.11.5340899 0.06656 up no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G004800.v6.10.3339667 0.00361 down yes Probable sarcosine oxidasepfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.GO:0046653|tetrahydrofolate metabolic process;. GO:0008115|sarcosine oxidase activity;K00306

Manes.03G005400.v6.10.206393 1.84E-12 down yes Putative B3 domain-containing protein REM15pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G005500.v6.11.094202 0.40518 up no Ubiquitin carboxyl-terminal hydrolase 19pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0016021|integral component of membrane;GO:0004197|cysteine-type endopeptidase activity;GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;.

Manes.03G005600.v6.10.3594909 2.33E-11 down yes Histidine kinase 5pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009738|abscisic acid-activated signaling pathway;GO:0070301|cellular response to hydrogen peroxide;GO:0071219|cellular response to molecule of bacterial origin;GO:0071732|cellular response to nitric oxide;GO:0009736|cytokinin-activated signaling pathway;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0090333|regulation of stomatal closure;GO:0048364|root development;GO:0023014|signal transduction by protein phosphorylation;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009927|histidine phosphotransfer kinase activity;GO:0046872|metal ion binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;.

Manes.03G005700.v6.11.0278755 0.77609 up no Transcription initiation factor TFIID subunit 10pfam03540 TFIID_30kDa Transcription initiation factor TFIID 23-30kDa subunit.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K03134

Manes.03G005900.v6.10.7975675 0.07657 down no ADP-ribosylation factor 1pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07942

Manes.03G006700.v6.10.8047248 0.06468 down no Lariat debranching enzymepfam05011 DBR1 Lariat debranching enzyme, C-terminal domain. This presumed domain is found at the C-terminus of lariat debranching enzyme. This domain is always found in association with pfam00149.GO:0009790|embryo development;GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0008419|RNA lariat debranching enzyme activity;.

Manes.03G007000.v6.11.9166091 3.13E-11 up no . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.03G007400.v6.144.302144 1.21E-07 up yes Uncharacterized protein At5g23160pfam11884 DUF3404 Domain of unknown function (DUF3404). This domain is functionally uncharacterized. This domain is found in bacteria. This presumed domain is about 260 amino acids in length. This domain is found associated with pfam02518, pfam00512.. GO:0016021|integral component of membrane;. .

Manes.03G007500.v6.10.8754446 0.17131 down no U2 snRNP-associated SURP motif-containing proteinpfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0006396|RNA processing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12842

Manes.03G007600.v6.11.9260087 7.82E-13 up no Enhancer of rudimentary homologpfam01133 ER Enhancer of rudimentary. Enhancer of rudimentary is a protein of unknown function that is highly conserved in plants and animals. This protein is found to be an enhancer of the rudimentary gene.GO:0007049|cell cycle;GO:0045747|positive regulation of Notch signaling pathway;GO:0006221|pyrimidine nucleotide biosynthetic process;. . .

Manes.03G008300.v6.10.4629717 0.00041 down yes Early nodulin-like protein 3pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.03G008700.v6.10.8507827 0.22123 down no Phospholipase D Zpfam13091 PLDc_2 PLD-like domain.GO:0016042|lipid catabolic process;. GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K16860

Manes.03G008800.v6.10.4584407 6.33E-06 down yes Protein POLYCHOMEpfam02355 SecD_SecF Protein export membrane protein. This family consists of various prokaryotic SecD and SecF protein export membrane proteins. This SecD and SecF proteins are part of the multimeric protein export complex comprising SecA, D, E, F, G, Y, and YajC. SecD and SecF are required to maintain a proton motive force.GO:0051301|cell division;GO:0006952|defense response;GO:0042023|DNA endoreduplication;GO:0009960|endosperm development;GO:0009561|megagametogenesis;GO:0007067|mitotic nuclear division;GO:0060564|negative regulation of APC-Cdc20 complex activity;GO:1900426|positive regulation of defense response to bacterium;GO:0010224|response to UV-B;GO:0010091|trichome branching;GO:0005634|nucleus;. .

Manes.03G009200.v6.11.4548301 0.01614 up no . pfam02181 FH2 Formin Homology 2 Domain.. . . .

Manes.03G009300.v6.1221.70755 ####### up yes Probable WRKY transcription factor 60pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031347|regulation of defense response;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G009500.v6.128.965181 ####### up yes Probable WRKY transcription factor 40pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0045892|negative regulation of transcription, DNA-templated;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G009700.v6.10.5238656 0.00033 down no Transcription initiation factor TFIID subunit 5pfam00400 WD40 WD domain, G-beta repeat.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K03130

Manes.03G009800.v6.10.311311 4.25E-09 down yes . pfam07185 DUF1404 Protein of unknown function (DUF1404). This family consists of several archaeal proteins of around 180 residues in length. Members of this family seem to be found exclusively in Sulfolobus tokodaii and Sulfolobus solfataricus. The function of this family is unknown.. . . .

Manes.03G010100.v6.10.8202653 0.06827 down no Stromal cell-derived factor 2-like proteinpfam02815 MIR MIR domain. The MIR (protein mannosyltransferase, IP3R and RyR) domain is a domain that may have a ligand transferase function.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0052033|pathogen-associated molecular pattern dependent induction by symbiont of host innate immune response;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;. .

Manes.03G010400.v6.11.0388992 0.66971 up no CHD3-type chromatin-remodeling factor PICKLEpfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0008283|cell proliferation;GO:0016568|chromatin modification;GO:0009736|cytokinin-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:2000023|regulation of lateral root development;GO:0009733|response to auxin;GO:0009739|response to gibberellin;GO:0048364|root development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;K11643

Manes.03G010900.v6.10.7061115 0.0005 down no DeSI-like protein At4g17486pfam05903 Peptidase_C97 PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.03G011200.v6.10.7515635 0.11773 down no Probable receptor-like protein kinase At1g80640pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G011600.v6.10.955987 0.70752 down no Aberrant root formation protein 4pfam08568 Kinetochor_Ybp2 Uncharacterized protein family, YAP/Alf4/glomulin. This entry contains a number of protein families with apparently unrelated functions. These include the YAP binding proteins of yeasts. These are stress response and redox homeostasis proteins, induced by hydrogen peroxide or induced in response to alkylating agent methyl methanesulphonate (MMS). The family includes Aberrant root formation protein 4 (Alf4) of Arabidopsis thaliana (Mouse-ear cress), which is required for the initiation of lateral roots independent from auxin signalling. It may also function in maintaining the pericycle in the mitotically competent state needed for lateral root formation. The family includes glomulin (FAP68), which is essential for normal development of the vasculature and may represent a naturally occurring ligand of the immunophilins FKBP59 and FKBP12.GO:0007275|multicellular organismal development;GO:0005634|nucleus;. .

Manes.03G011700.v6.10.9496514 0.60778 down no Trafficking protein particle complex subunit 9pfam08626 TRAPPC9-Trs120 Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit. This region is found at the N terminal of Saccharomyces cerevisiae Trs120 protein. Trs120 is a subunit of the multiprotein complex TRAPP (transport particle protein) which functions in ER to Golgi traffic. Trs120 is specific to the larger TRAPP complex, TRAPP II, along with Trs65p and Trs130p(TRAPPC10). It is suggested that Trs120p is required for the stability of the Trs130p subunit, suggesting that these two proteins might interact in some way. It is likely that there is a complex function for TRAPP II in multiple pathways.GO:0030154|cell differentiation;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;. .

Manes.03G011800.v6.10.8985368 0.26572 down no Homeobox protein knotted-1-like 3pfam03791 KNOX2 KNOX2 domain. The MEINOX region is comprised of two domains, KNOX1 and KNOX2. KNOX1 plays a role in suppressing target gene expression. KNOX2, essential for function, is thought to be necessary for homo-dimerization.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G012500.v6.10.5485791 1.60E-07 down no . pfam10324 7TM_GPCR_Srw Serpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.03G012800.v6.11.060153 0.58661 up no Probable beta-1,3-galactosyltransferase 10pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:1990714|hydroxyproline O-galactosyltransferase activity;.

Manes.03G012900.v6.11.013567 0.89341 up no ER membrane protein complex subunit 7 homologpfam09430 DUF2012 Protein of unknown function (DUF2012). This is a eukaryotic family of uncharacterized proteins.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;.

Manes.03G013000.v6.10.7711305 0.07363 down no Uncharacterized vacuolar membrane protein YML018Cpfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. K15289

Manes.03G013200.v6.10.5155864 0.09048 down no Synaptotagmin-4pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.03G013300.v6.10.8236856 0.04471 down no Ubiquitin carboxyl-terminal hydrolase 12pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.03G013700.v6.10.7212217 0.00083 down no . pfam05483 SCP-1 Synaptonemal complex protein 1 (SCP-1). Synaptonemal complex protein 1 (SCP-1) is the major component of the transverse filaments of the synaptonemal complex. Synaptonemal complexes are structures that are formed between homologous chromosomes during meiotic prophase.. . . .

Manes.03G013800.v6.10.3789954 1.79E-09 down yes E3 ubiquitin-protein ligase KEGpfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0006952|defense response;GO:0048589|developmental growth;GO:0016197|endosomal transport;GO:0045324|late endosome to vacuole transport;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0032940|secretion by cell;GO:0005769|early endosome;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004672|protein kinase activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.03G014000.v6.113.319162 3.83E-30 up yes U11/U12 small nuclear ribonucleoprotein 25 kDa proteinpfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K13153

Manes.03G014200.v6.10.5492425 5.98E-07 down no . pfam10181 PIG-H GPI-GlcNAc transferase complex, PIG-H component. PIG-H is a family of conserved proteins that complexes with three other proteins to form the GPI-GnT (glycosylphosphatidylinositol anchor biosynthesis transferase) complex. It appears to be a peripheral membrane protein facing the cytoplasm involved in the first step in GPI anchor formation.. . . .

Manes.03G014300.v6.10.5904545 2.60E-05 down no . pfam13310 Virulence_RhuM Virulence protein RhuM family. There are currently no experimental data for members of this group or their homologues. However, these proteins are implicated in virulence/pathogenicity because RhuM is encoded in the SPI-3 pathogenicity island in Salmonella typhimurium.. . . .

Manes.03G014400.v6.10.5529044 0.00148 down no . pfam02176 zf-TRAF TRAF-type zinc finger.. . . .

Manes.03G015100.v6.11.8772384 1.52E-09 up no EIN3-binding F-box protein 1pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0009873|ethylene-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009723|response to ethylene;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;. K14515

Manes.03G015400.v6.12.4126626 0.00014 up yes Ethylene-responsive transcription factor SHINE 3pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G015600.v6.11.9552197 2.86E-14 up no DEAD-box ATP-dependent RNA helicase 56pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.03G015800.v6.1Inf 1.09E-06 up yes Probable polygalacturonase At3g15720pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004650|polygalacturonase activity;.

Manes.03G016100.v6.10.4044144 3.58E-05 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.03G016500.v6.11.1858303 0.06534 up no Cellulose synthase A catalytic subunit 1 [UDP-forming]pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0009833|plant-type primary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.03G017400.v6.11.4408357 0.00049 up no Pentatricopeptide repeat-containing protein At3g54980, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G017900.v6.10.510227 7.32E-07 down no Probable 1-deoxy-D-xylulose-5-phosphate synthase, chloroplasticpfam13292 DXP_synthase_N 1-deoxy-D-xylulose-5-phosphate synthase. This family contains 1-deoxyxylulose-5-phosphate synthase (DXP synthase), an enzyme which catalyses the thiamine pyrophosphoate-dependent acyloin condensation reaction between carbon atoms 2 and 3 of pyruvate and glyceraldehyde 3-phosphate, to yield 1-deoxy-D- xylulose-5-phosphate, a precursor in the biosynthetic pathway to isoprenoids, thiamine (vitamin B1), and pyridoxol (vitamin B6).GO:0052865|1-deoxy-D-xylulose 5-phosphate biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0008661|1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0046872|metal ion binding;.

Manes.03G018200.v6.10.2091083 2.92E-22 down yes 3-ketoacyl-CoA synthase 11pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.03G018500.v6.1Inf 0.35135 up no Protein ECERIFERUM 26-likepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0071555|cell wall organization;GO:0009555|pollen development;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0009535|chloroplast thylakoid membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.03G018900.v6.11.300032 0.37549 up no . pfam05311 Baculo_PP31 Baculovirus 33KDa late protein (PP31). Autographa californica nuclear polyhedrosis virus (AcMNPV) pp31 is a nuclear phosphoprotein that accumulates in the virogenic stroma, which is the viral replication centre in the infected-cell nucleus, binds to DNA, and serves as a late expression factor.. . . .

Manes.03G019200.v6.11.2944025 0.32349 up no Multiprotein-bridging factor 1cpfam08523 MBF1 Multiprotein bridging factor 1. This domain is found in the multiprotein bridging factor 1 (MBF1) which forms a heterodimer with MBF2. It has been shown to make direct contact with the TATA-box binding protein (TBP) and interacts with Ftz-F1, stabilizing the Ftz-F1-DNA complex. It is also found in the endothelial differentiation-related factor (EDF-1). Human EDF-1 is involved in the repression of endothelial differentiation, interacts with CaM and is phosphorylated by PKC. The domain is found in a wide range of eukaryotic proteins including metazoans, fungi and plants. #=GF CC   A helix-turn-helix motif (pfam01381) is found to its C-terminus.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009408|response to heat;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0003713|transcription coactivator activity;.

Manes.03G019300.v6.10.9665791 0.78518 down no FRIGIDA-like protein 4apfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.03G019400.v6.16.2296778 7.79E-18 up yes Arabinogalactan peptide 16pfam06376 DUF1070 Protein of unknown function (DUF1070). This family consists of several short hypothetical plant proteins of unknown function.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.03G019700.v6.11.0343468 0.73182 up no . pfam00499 Oxidored_q3 NADH-ubiquinone/plastoquinone oxidoreductase chain 6.. . . .

Manes.03G019800.v6.11.2136945 0.24513 up no Ras-related protein RHN1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.03G019900.v6.13.0890675 7.01E-08 up yes . pfam13136 DUF3984 Protein of unknown function (DUF3984). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 393 and 442 amino acids in length.. . . .

Manes.03G020900.v6.10.0631197 0.00018 down yes Transcription repressor OFP8pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.03G021000.v6.10.0584747 0.00379 down yes Probable polyol transporter 6pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.03G021300.v6.10.952241 0.60878 down no . pfam00118 Cpn60_TCP1 TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.. . . .

Manes.03G021400.v6.11.7119563 3.17E-07 up no Protein cfxQ homologpfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.03G021700.v6.13.3662887 1.89E-14 up yes Pentatricopeptide repeat-containing protein At5g21222pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.03G022400.v6.11.4516349 8.32E-05 up no Aspartate aminotransferase, cytoplasmicpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0005737|cytoplasm;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.03G022900.v6.11.0464941 0.63856 up no Peroxisomal fatty acid beta-oxidation multifunctional protein AIM1pfam02737 3HCDH_N 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain. This family also includes lambda crystallin.GO:0006635|fatty acid beta-oxidation;GO:0009908|flower development;GO:0009695|jasmonic acid biosynthetic process;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0003857|3-hydroxyacyl-CoA dehydrogenase activity;GO:0008692|3-hydroxybutyryl-CoA epimerase activity;GO:0004165|dodecenoyl-CoA delta-isomerase activity;GO:0004300|enoyl-CoA hydratase activity;K10527

Manes.03G023000.v6.11.3848688 0.00076 up no Protein tesmin/TSO1-like CXC 5pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G023100.v6.11.3253476 0.00236 up no . pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . . .

Manes.03G023200.v6.10.8901798 0.47743 down no Probable plastidic glucose transporter 2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.03G023400.v6.10.8736247 0.43737 down no Rac-like GTP-binding protein ARAC7pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009738|abscisic acid-activated signaling pathway;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K04392



Manes.03G023900.v6.10.243829 0.00678 down yes DNA-directed RNA polymerases II and IV subunit 5Apfam01191 RNA_pol_Rpb5_CRNA polymerase Rpb5, C-terminal domain. The assembly domain of Rpb5. The archaeal equivalent to this domain is subunit H. Subunit H lacks the N-terminal domain.GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.03G024100.v6.10.7606519 0.01466 down no Elongation factor Tspfam00889 EF_TS Elongation factor TS.. GO:0005737|cytoplasm;GO:0003746|translation elongation factor activity;K02357

Manes.03G024400.v6.19.1496207 1.42E-20 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 26pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.03G024600.v6.10.9810933 0.84892 down no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.03G025000.v6.1226.34865 5.98E-31 up yes Sugar transport protein 14pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.03G025100.v6.10.4221671 1.01E-10 down yes Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G025500.v6.11.1921612 0.12761 up no Cell division cycle protein 27 homolog Bpfam12895 Apc3 Anaphase-promoting complex, cyclosome, subunit 3. Apc3, otherwise known as Cdc27, is one of the subunits of the anaphase-promoting complex or cyclosome. The anaphase-promoting complex is a multiprotein subunit E3 ubiquitin ligase complex that controls segregation of chromosomes and exit from mitosis in eukaryotes. The protein members of this family contain TPR repeats just as those of Apc7 do, and it appears that these TPR units bind the C-termini of the APC co-activators CDH1 and CDC20.GO:0030154|cell differentiation;GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0007346|regulation of mitotic cell cycle;GO:0009733|response to auxin;GO:0048829|root cap development;GO:0048364|root development;GO:0010071|root meristem specification;GO:0005680|anaphase-promoting complex;GO:0009504|cell plate;GO:0005634|nucleus;GO:0005819|spindle;. K03350

Manes.03G025700.v6.10.3282289 1.98E-12 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G027100.v6.12.4440561 3.51E-17 up yes Mitochondrial import inner membrane translocase subunit TIM17-2pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0006886|intracellular protein transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K17795

Manes.03G027500.v6.10.0883765 0.00246 down yes . pfam14956 DUF4505 Domain of unknown function (DUF4505). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 166 and 225 amino acids in length.. . . .

Manes.03G027600.v6.10.4362776 3.29E-06 down yes Putative ABC transporter B family member 8pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;.

Manes.03G027900.v6.15.9772393 1.92E-13 up yes . pfam15402 Spc7_N N-terminus of kinetochore NMS complex subunit Spc7.. . . .

Manes.03G028200.v6.10.7719454 0.01597 down no Glucan endo-1,3-beta-glucosidase 13pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.03G028600.v6.14.917379 5.45E-29 up yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.03G028700.v6.10.2380087 1.32E-24 down yes Leucine-rich repeat extensin-like protein 4pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.03G028800.v6.10.1506179 3.33E-09 down yes . pfam06125 DUF961 Bacterial protein of unknown function (DUF961). This family consists of several hypothetical bacterial proteins of unknown function.. . . .

Manes.03G029300.v6.10.2826138 2.19E-05 down yes ATP-dependent 6-phosphofructokinase 3pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0010053|root epidermal cell differentiation;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.03G029600.v6.11.7469532 9.58E-09 up no Zinc finger CCCH domain-containing protein 20pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;GO:0006979|response to oxidative stress;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G030000.v6.11.0662897 0.56071 up no IAA-amino acid hydrolase ILR1-like 4pfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009611|response to wounding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;GO:0010179|IAA-Ala conjugate hydrolase activity;K14664

Manes.03G030400.v6.10.6700366 0.00269 down no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.03G030500.v6.14.0624253 5.45E-07 up yes Probable caffeoyl-CoA O-methyltransferase At4g26220pfam01596 Methyltransf_3 O-methyltransferase. Members of this family are O-methyltransferases. The family includes catechol o-methyltransferase, caffeoyl-CoA O-methyltransferase, and a family of bacterial O-methyltransferases that may be involved in antibiotic production.GO:0009809|lignin biosynthetic process;GO:0005829|cytosol;GO:0042409|caffeoyl-CoA O-methyltransferase activity;GO:0046872|metal ion binding;K00588

Manes.03G030700.v6.11.5237059 4.78E-06 up no . pfam04718 ATP-synt_G Mitochondrial ATP synthase g subunit. The Fo sector of the ATP synthase is a membrane bound complex which mediates proton transport. It is composed of nine different polypeptide subunits (a, b, c, d, e, f, g F6, A6L). The function of subunit g is currently unknown. The conserved region covers all but the very N-terminus of the member sequences. No prokaryotic members have been identified thus far.. . . .

Manes.03G031500.v6.11.2136059 0.07882 up no Protein arginine N-methyltransferase 1.1pfam06325 PrmA Ribosomal protein L11 methyltransferase (PrmA). This family consists of several Ribosomal protein L11 methyltransferase (EC:2.1.1.-) sequences.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008469|histone-arginine N-methyltransferase activity;GO:0016274|protein-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;K11434

Manes.03G031800.v6.10.7198632 0.00079 down no Serine acetyltransferase 5pfam06426 SATase_N Serine acetyltransferase, N-terminal. The N-terminal domain of serine acetyltransferase has a sequence that is conserved in plants and bacteria.GO:0006535|cysteine biosynthetic process from serine;GO:0005829|cytosol;GO:0009001|serine O-acetyltransferase activity;K00640

Manes.03G032200.v6.1Inf 0.9009 up no . pfam03732 Retrotrans_gag Retrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.03G032300.v6.10.4937575 3.78E-08 down yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G032700.v6.10.7247274 0.00204 down no Demethylmenaquinone methyltransferasepfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0009234|menaquinone biosynthetic process;. GO:0008168|methyltransferase activity;K03183

Manes.03G032900.v6.10.9168465 0.39022 down no Thioredoxin-like 2, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0009507|chloroplast;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.03G033100.v6.10.4213269 2.12E-11 down yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.03G033200.v6.10.3368237 6.93E-21 down yes Putative GATA transcription factor 22pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009910|negative regulation of flower development;GO:0010187|negative regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010468|regulation of gene expression;GO:0009735|response to cytokinin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.03G033600.v6.10.4633959 6.80E-07 down yes . pfam04750 Far-17a_AIG1 FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.03G033700.v6.10.3563286 3.35E-18 down yes Probable polyamine oxidase 5pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0005737|cytoplasm;GO:1990534|thermospermine oxidase activity;K12259

Manes.03G033800.v6.10.3649444 0.19644 down no . pfam04780 DUF629 Protein of unknown function (DUF629). This family represents a region of several plant proteins of unknown function. A C2H2 zinc finger is predicted in this region in some family members, but the spacing between the cysteine residues is not conserved throughout the family.. . . .

Manes.03G033900.v6.10.9010558 0.27127 down no WD-40 repeat-containing protein MSI4pfam12265 CAF1C_H4-bd Histone-binding protein RBBP4 or subunit C of CAF1 complex. The CAF-1 complex is a conserved heterotrimeric protein complex that promotes histone H3 and H4 deposition onto newly synthesized DNA during replication or DNA repair; specifically it facilitates replication-dependent nucleosome assembly with the major histone H3 (H3.1). This domain is an alpha helix which sits just upstream of the WD40 seven-bladed beta-propeller in the human RbAp46 protein. RbAp46 folds into the beta-propeller and binds histone H4 in a groove formed between this N-terminal helix and an extended loop inserted into blade six.GO:0030154|cell differentiation;GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0046872|metal ion binding;K10752

Manes.03G034400.v6.11.2055564 0.04746 up no Translation machinery-associated protein 22pfam01253 SUI1 Translation initiation factor SUI1.GO:0070124|mitochondrial translational initiation;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0003743|translation initiation factor activity;.

Manes.03G035500.v6.10.7727816 0.23515 down no Heat stress transcription factor A-2pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0034605|cellular response to heat;GO:0071456|cellular response to hypoxia;GO:0034620|cellular response to unfolded protein;GO:0010286|heat acclimation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0001666|response to hypoxia;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G035700.v6.11.5392753 3.37E-06 up no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.03G035900.v6.11.7354493 5.46E-06 up no . pfam12023 DUF3511 Domain of unknown function (DUF3511). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 50 amino acids in length. This domain has two completely conserved residues (Y and K) that may be functionally important.. . . .

Manes.03G036200.v6.10.8727883 0.23554 down no THO complex subunit 6pfam00400 WD40 WD domain, G-beta repeat.GO:0009738|abscisic acid-activated signaling pathway;GO:0031047|gene silencing by RNA;GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0016567|protein ubiquitination;GO:0008380|RNA splicing;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;GO:0000347|THO complex;GO:0003723|RNA binding;K13175

Manes.03G036300.v6.12.8906732 1.01E-17 up yes Disease resistance protein RPS2pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0016045|detection of bacterium;GO:0009626|plant-type hypersensitive response;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;K13459

Manes.03G036500.v6.10.9521304 0.64573 down no U-box domain-containing protein 34pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G036700.v6.11.0341935 0.88458 up no . pfam11884 DUF3404 Domain of unknown function (DUF3404). This domain is functionally uncharacterized. This domain is found in bacteria. This presumed domain is about 260 amino acids in length. This domain is found associated with pfam02518, pfam00512.. . . .

Manes.03G036800.v6.10.6551103 2.17E-05 down no . pfam05892 Tricho_coat Trichovirus coat protein. This family consists of several coat proteins which are specific to the ssRNA positive-strand, no DNA stage viruses such as the Trichovirus and Vitivirus.. . . .

Manes.03G036900.v6.12.536585 7.70E-12 up yes Protein phosphatase 2C 16pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.03G037100.v6.10.8092466 0.10225 down no Pre-mRNA cleavage factor Im 25 kDa subunit 1pfam13869 NUDIX_2 Nucleotide hydrolase. Nudix hydrolases are found in all classes of organism and hydrolyse a wide range of organic pyrophosphates, including nucleoside di- and triphosphates, di-nucleoside and diphospho-inositol polyphosphates, nucleotide sugars and RNA caps, with varying degrees of substrate specificity.GO:0006378|mRNA polyadenylation;GO:0005849|mRNA cleavage factor complex;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;GO:0003729|mRNA binding;K14397

Manes.03G037500.v6.11.1840221 0.07566 up no Myosin-17 pfam00063 Myosin_head Myosin head (motor domain).GO:0030048|actin filament-based movement;GO:0051645|Golgi localization;GO:0048467|gynoecium development;GO:0090436|leaf pavement cell development;GO:0051646|mitochondrion localization;GO:0060151|peroxisome localization;GO:0048768|root hair cell tip growth;GO:0048767|root hair elongation;GO:0010091|trichome branching;GO:0010090|trichome morphogenesis;GO:0016459|myosin complex;GO:0009506|plasmodesma;GO:0035619|root hair tip;GO:0030133|transport vesicle;GO:0005524|ATP binding;GO:0003774|motor activity;.

Manes.03G037700.v6.10.7476784 0.03698 down no Protein bem46pfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;. K06889

Manes.03G038100.v6.13.0855341 1.33E-23 up yes Vacuolar protein sorting-associated protein 2 homolog 1pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;GO:0005770|late endosome;GO:0005771|multivesicular body;. K12191

Manes.03G038300.v6.10.6146465 0.01211 down no Mechanosensitive ion channel protein 10pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006820|anion transport;GO:0050982|detection of mechanical stimulus;GO:0034220|ion transmembrane transport;GO:0010150|leaf senescence;GO:0097468|programmed cell death in response to reactive oxygen species;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008381|mechanically-gated ion channel activity;.

Manes.03G038700.v6.18.97917 6.18E-19 up yes . pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.. . . .

Manes.03G039500.v6.10.4487913 1.63E-05 down yes Growth-regulating factor 1pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.03G039900.v6.10.4544229 2.68E-07 down yes Auxin-binding protein ABP20pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0009734|auxin-activated signaling pathway;GO:0048046|apoplast;GO:0005618|cell wall;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.03G040000.v6.11.8965952 4.04E-08 up no MOB kinase activator-like 1Bpfam03637 Mob1_phocein Mob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . GO:0046872|metal ion binding;K06685

Manes.03G040100.v6.10.9066557 0.32377 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G040300.v6.10.7554372 0.03775 down no . pfam02586 DUF159 Uncharacterized ACR, COG2135.. . . .

Manes.03G040400.v6.11.0249428 0.80278 up no Tubulin--tyrosine ligase-like protein 12pfam03133 TTL Tubulin-tyrosine ligase family. Tubulins and microtubules are subjected to several post-translational modifications of which the reversible detyrosination/tyrosination of the carboxy-terminal end of most alpha-tubulins has been extensively analysed. This modification cycle involves a specific carboxypeptidase and the activity of the tubulin-tyrosine ligase (TTL). The true physiological function of TTL has so far not been established. Tubulin-tyrosine ligase (TTL) catalyses the ATP-dependent post-translational addition of a tyrosine to the carboxy terminal end of detyrosinated alpha-tubulin. In normally cycling cells, the tyrosinated form of tubulin predominates. However, in breast cancer cells, the detyrosinated form frequently predominates, with a correlation to tumor aggressiveness. On the other hand, 3-nitrotyrosine has been shown to be incorporated, by TTL, into the carboxy terminal end of detyrosinated alpha-tubulin. This reaction is not reversible by the carboxypeptidase enzyme. Cells cultured in 3-nitrGO:0006464|cellular protein modification process;. . K16609

Manes.03G041100.v6.10.5934566 3.42E-05 down no Copper transporter 5pfam04145 Ctr Ctr copper transporter family. The redox active metal copper is an essential cofactor in critical biological processes such as respiration, iron transport, oxidative stress protection, hormone production, and pigmentation. A widely conserved family of high-affinity copper transport proteins (Ctr proteins) mediates copper uptake at the plasma membrane. A series of clustered methionine residues in the hydrophilic extracellular domain, and an MXXXM motif in the second transmembrane domain, are important for copper uptake. These methionine probably coordinate copper during the process of metal transport.GO:0015680|intracellular copper ion transport;GO:0009737|response to abscisic acid;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005375|copper ion transmembrane transporter activity;K14686

Manes.03G041200.v6.10.1707911 0.00073 down yes Cation/calcium exchanger 4pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006812|cation transport;GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;K13754

Manes.03G041400.v6.10.5304795 0.00041 down no Adipocyte plasma membrane-associated proteinpfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009058|biosynthetic process;GO:0016021|integral component of membrane;GO:0016844|strictosidine synthase activity;.

Manes.03G041500.v6.11.3595654 0.00175 up no Proteasome subunit alpha type-6pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0019773|proteasome core complex, alpha-subunit complex;GO:0004298|threonine-type endopeptidase activity;.

Manes.03G041600.v6.10.5042841 1.65E-05 down no Beta-galactosidase 15pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.03G041700.v6.14.1241178 2.54E-34 up yes . pfam00092 VWA von Willebrand factor type A domain.. . . .

Manes.03G042400.v6.10.7362757 0.015 down no Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.03G042500.v6.19.3809302 2.54E-17 up yes Protein TIFY 10Bpfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.03G042600.v6.10.414977 3.73E-08 down yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.03G043300.v6.10.6004811 0.03495 down no Auxin-induced protein 15Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.03G043400.v6.10.5421459 0.00299 down no . pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.. . . .

Manes.03G043500.v6.121.968569 7.15E-18 up yes . pfam01252 Peptidase_A8 Signal peptidase (SPase) II.. . . .

Manes.03G043800.v6.10.7197586 0.12601 down no . pfam14372 DUF4413 Domain of unknown function (DUF4413). This domain is part of an RNase-H fold section of longer proteins some of which are transposable elements possibly of the Pong type, since some members are putative Tam3 transposases.. . . .

Manes.03G044200.v6.13.0085274 6.72E-06 up yes Pectinesterase 3pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G044400.v6.11.2431 0.21541 up no Sucrose synthasepfam00862 Sucrose_synth Sucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0005985|sucrose metabolic process;. GO:0016157|sucrose synthase activity;K00695

Manes.03G044800.v6.10.8591925 0.13729 down no Phosphoinositide phosphatase SAC3pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0007033|vacuole organization;GO:0005774|vacuolar membrane;GO:0042578|phosphoric ester hydrolase activity;.

Manes.03G044900.v6.11.3849457 0.10111 up no . pfam10292 7TM_GPCR_Srab Serpentine type 7TM GPCR receptor class ab chemoreceptor. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srab is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The expression pattern of the srab genes is biologically intriguing. Of the six promoters successfully expressed in transgenic organisms, one was exclusively expressed in the tail phasmid neurons, two were exclusively expressed in a head amphid neuron, and two were expressed both in the head and tail neurons as well as a limited number of other cells.. . . .

Manes.03G045000.v6.10.9051532 0.39204 down no SH3 domain-containing protein PJ696.02pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.03G045100.v6.11.9795755 5.82E-05 up no Probable E3 ubiquitin-protein ligase RNF217pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11977

Manes.03G045300.v6.10.5221919 1.35E-09 down no AT-rich interactive domain-containing protein 4pfam01388 ARID ARID/BRIGHT DNA binding domain. This domain is know as ARID for AT-Rich Interaction Domain, and also known as the BRIGHT domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.03G046000.v6.11.1473046 0.14283 up no Exonuclease 3'-5' domain-containing protein 1pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.. . GO:0008408|3'-5' exonuclease activity;GO:0003676|nucleic acid binding;K18740

Manes.03G046100.v6.11.7320719 6.54E-07 up no . pfam05907 DUF866 Eukaryotic protein of unknown function (DUF866). This family consists of a number of hypothetical eukaryotic proteins of unknown function with an average length of around 165 residues.. . . .

Manes.03G046200.v6.11.3316847 0.02103 up no . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.03G046300.v6.10.1557931 0.00054 down yes . pfam05721 PhyH Phytanoyl-CoA dioxygenase (PhyH). This family is made up of several eukaryotic phytanoyl-CoA dioxygenase (PhyH) proteins, ectoine hydroxylases and a number of bacterial deoxygenases. PhyH is a peroxisomal enzyme catalyzing the first step of phytanic acid alpha-oxidation. PhyH deficiency causes Refsum's disease (RD) which is an inherited neurological syndrome biochemically characterized by the accumulation of phytanic acid in plasma and tissues.. . . .

Manes.03G046400.v6.10.9301169 0.50359 down no . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.03G046700.v6.12.175743 2.65E-14 up yes Uncharacterized protein C6G9.01cpfam08576 DUF1764 Eukaryotic protein of unknown function (DUF1764). This is a family of eukaryotic proteins of unknown function. This family contains many hypothetical proteins.. GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.03G046800.v6.12.3192049 9.10E-21 up yes Ferrochelatase-2, chloroplasticpfam00762 Ferrochelatase Ferrochelatase.GO:0006783|heme biosynthetic process;GO:0009507|chloroplast;GO:0004325|ferrochelatase activity;.

Manes.03G047000.v6.10.5434675 5.57E-05 down no . pfam08568 Kinetochor_Ybp2 Uncharacterized protein family, YAP/Alf4/glomulin. This entry contains a number of protein families with apparently unrelated functions. These include the YAP binding proteins of yeasts. These are stress response and redox homeostasis proteins, induced by hydrogen peroxide or induced in response to alkylating agent methyl methanesulphonate (MMS). The family includes Aberrant root formation protein 4 (Alf4) of Arabidopsis thaliana (Mouse-ear cress), which is required for the initiation of lateral roots independent from auxin signalling. It may also function in maintaining the pericycle in the mitotically competent state needed for lateral root formation. The family includes glomulin (FAP68), which is essential for normal development of the vasculature and may represent a naturally occurring ligand of the immunophilins FKBP59 and FKBP12.. . . .

Manes.03G047100.v6.10.5432326 2.60E-07 down no . pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.03G047500.v6.10.355801 2.18E-05 down yes Abscisic acid receptor PYL2pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.03G047600.v6.10.9221902 0.61573 down no Histone deacetylase 2pfam00850 Hist_deacetyl Histone deacetylase domain. Histones can be reversibly acetylated on several lysine residues. Regulation of transcription is caused in part by this mechanism. Histone deacetylases catalyse the removal of the acetyl group. Histone deacetylases are related to other proteins.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0032041|NAD-dependent histone deacetylase activity (H3-K14 specific);K11418

Manes.03G047700.v6.16.637281 3.12E-29 up yes Protein REVERSION-TO-ETHYLENE SENSITIVITY1pfam05608 DUF778 Protein of unknown function (DUF778). This family consists of several eukaryotic proteins of unknown function.GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009723|response to ethylene;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .



Manes.03G048000.v6.10.399903 2.72E-07 down yes . pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.03G048300.v6.10.4387299 1.26E-05 down yes Probable leucine-rich repeat receptor-like protein kinase At1g68400pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G049100.v6.10.2866123 1.14E-25 down yes Zinc finger protein MAGPIEpfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G049200.v6.10.5432724 1.30E-06 down no Beta-fructofuranosidase, insoluble isoenzyme CWINV1pfam00251 Glyco_hydro_32N Glycosyl hydrolases family 32 N-terminal domain. This domain corresponds to the N-terminal domain of glycosyl hydrolase family 32 which forms a five bladed beta propeller structure.GO:0005975|carbohydrate metabolic process;GO:0080167|response to karrikin;GO:0009611|response to wounding;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005886|plasma membrane;GO:0004564|beta-fructofuranosidase activity;GO:0004575|sucrose alpha-glucosidase activity;K01193

Manes.03G049400.v6.14.2305221 6.39E-17 up yes Glutaredoxin-C6pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.03G049500.v6.10.2103024 0.01002 down yes Heat shock factor protein HSF30pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G049700.v6.14.1507896 3.92E-35 up yes . pfam03842 Silic_transp Silicon transporter.. . . .

Manes.03G049900.v6.10.6909695 0.07434 down no Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG8pfam03641 Lysine_decarbox Possible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;GO:0042803|protein homodimerization activity;.

Manes.03G050000.v6.11.3486013 0.00879 up no Probable magnesium transporter NIPA9pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.03G050100.v6.13.9802306 0.18707 up no . pfam03888 MucB_RseB MucB/RseB family. Members of this family are regulators of the anti-sigma E protein RseD.. . . .

Manes.03G050200.v6.10.3479145 0.00077 down yes Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.03G050700.v6.10.6757724 0.00032 down no Serine/threonine-protein kinase CBK1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G050800.v6.10.3241949 4.47E-15 down yes Protein phosphatase 2C 16pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.03G051100.v6.10.725353 0.01343 down no Aminopeptidase M1pfam01433 Peptidase_M1 Peptidase family M1. Members of this family are aminopeptidases. The members differ widely in specificity, hydrolysing acidic, basic or neutral N-terminal residues. This family includes leukotriene-A4 hydrolase, this enzyme also has an aminopeptidase activity.GO:0009926|auxin polar transport;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0031090|organelle membrane;GO:0005886|plasma membrane;GO:0004177|aminopeptidase activity;GO:0008237|metallopeptidase activity;GO:0010013|N-1-naphthylphthalamic acid binding;GO:0008270|zinc ion binding;K08776

Manes.03G051200.v6.11.029538 0.7353 up no . pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.03G051300.v6.16.5312329 1.27E-05 up yes Probable WRKY transcription factor 50pfam03106 WRKY WRKY DNA -binding domain.GO:0050832|defense response to fungus;GO:0009867|jasmonic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G051600.v6.10.945848 1 down no 18.8 kDa class II heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.03G051800.v6.10.3460618 5.90E-14 down yes Solute carrier family 25 member 44pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;. K15121

Manes.03G052000.v6.10.8321403 0.07285 down no PHD finger protein ALFIN-LIKE 5pfam12165 DUF3594 Domain of unknown function (DUF3594). This presumed domain is functionally uncharacterized.This domain family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam00628.GO:0016568|chromatin modification;GO:1903507|negative regulation of nucleic acid-templated transcription;GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003714|transcription corepressor activity;GO:0008270|zinc ion binding;.

Manes.03G052100.v6.10.2514277 1.01E-06 down yes Pentatricopeptide repeat-containing protein At1g05670, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G052700.v6.10.8261728 0.0867 down no Peroxisome biogenesis factor 10pfam04757 Pex2_Pex12 Pex2 / Pex12 amino terminal region. This region is found at the N terminal of a number of known and predicted peroxins including Pex2, Pex10 and Pex12. This conserved region is usually associated with a C terminal ring finger (pfam00097) domain.GO:0010381|attachment of peroxisome to chloroplast;GO:0009793|embryo development ending in seed dormancy;GO:0006635|fatty acid beta-oxidation;GO:0007031|peroxisome organization;GO:0009853|photorespiration;GO:0016558|protein import into peroxisome matrix;GO:0006513|protein monoubiquitination;GO:0005829|cytosol;GO:0005779|integral component of peroxisomal membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K13346

Manes.03G052900.v6.10.3518415 3.39E-10 down yes Cytokinin dehydrogenase 7pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009823|cytokinin catabolic process;. GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00279

Manes.03G053400.v6.11.8708902 2.33E-12 up no Copper-transporting ATPase PAA2, chloroplasticpfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0035434|copper ion transmembrane transport;GO:0006825|copper ion transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005375|copper ion transmembrane transporter activity;GO:0004008|copper-exporting ATPase activity;GO:0046872|metal ion binding;K01533

Manes.03G053500.v6.10.9450223 0.76285 down no . pfam12714 TILa TILa domain. This cysteine rich domain occurs along side the TIL pfam01826 domain and is likely to be a distantly related relative.. . . .

Manes.03G053700.v6.13.4809908 1.90E-19 up yes . pfam08507 COPI_assoc COPI associated protein. Proteins in this family colocalize with COPI vesicle coat proteins.. . . .

Manes.03G053800.v6.1Inf 0.9009 up no . pfam14227 UBN2_2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.03G053900.v6.1Inf 0.9009 up no Endoglucanase 16pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;K01179

Manes.03G054200.v6.10.6640666 0.0072 down no 2-hydroxy-6-oxononadienedioate/2-hydroxy-6-oxononatrienedioate hydrolasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019380|3-phenylpropionate catabolic process;GO:0005737|cytoplasm;GO:0052823|2-hydroxy-6-oxonona-2,4,7-trienedioate hydrolase activity;GO:0018771|2-hydroxy-6-oxonona-2,4-dienedioate hydrolase activity;K05714

Manes.03G054300.v6.10.5847415 9.78E-06 down no Pectinesterase/pectinesterase inhibitor PPE8Bpfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G054500.v6.11.0136124 0.95626 up no Glucan endo-1,3-beta-glucosidase 5pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.03G054600.v6.10.668303 0.00067 down no . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.03G054700.v6.10.8526758 0.0943 down no Transcription initiation factor TFIID subunit 4bpfam05236 TAF4 Transcription initiation factor TFIID component TAF4 family. This region of similarity is found in Transcription initiation factor TFIID component TAF4.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. K03129

Manes.03G054900.v6.10.9218625 0.41873 down no Brefeldin A-inhibited guanine nucleotide-exchange protein 5pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0042742|defense response to bacterium;GO:0006897|endocytosis;GO:0040007|growth;GO:0006955|immune response;GO:0045087|innate immune response;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0016192|vesicle-mediated transport;GO:0016032|viral process;GO:0005829|cytosol;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K13462

Manes.03G055000.v6.15.4449777 3.00E-52 up yes E3 ubiquitin-protein ligase ATL4pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10663

Manes.03G055300.v6.10.8895912 0.4385 down no Protein FATTY ACID EXPORT 7pfam03647 Tmemb_14 Transmembrane proteins 14C. This family of short membrane proteins are as yet uncharacterized.. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.03G055500.v6.10.8485663 0.15533 down no Acyl carrier protein 2, chloroplasticpfam07082 DUF1350 Protein of unknown function (DUF1350). This family consists of several hypothetical proteins from both cyanobacteria and plants. Members of this family are typically around 250 residues in length. The function of this family is unknown but the species distribution indicates that the family may be involved in photosynthesis.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;. .

Manes.03G055600.v6.11.6275751 0.33364 up no Acyl carrier protein 1, chloroplasticpfam00550 PP-binding Phosphopantetheine attachment site. A 4'-phosphopantetheine prosthetic group is attached through a serine. This prosthetic group acts as a a 'swinging arm' for the attachment of activated fatty acid and amino-acid groups. This domain forms a four helix bundle. This family includes members not included in Prosite. The inclusion of these members is supported by sequence analysis and functional evidence. The related domain of Vibrio anguillarum angR has the attachment serine replaced by an alanine.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;. .

Manes.03G055700.v6.13.7606944 0.0023 up yes . pfam02990 EMP70 Endomembrane protein 70.. . . .

Manes.03G055800.v6.11.4677096 4.65E-05 up no 3-ketoacyl-CoA synthase 10pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0080167|response to karrikin;GO:0009416|response to light stimulus;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.03G055900.v6.11.0418384 0.81426 up no . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.03G056500.v6.10.8918033 0.23651 down no Endoribonuclease Dicer homolog 3apfam03368 Dicer_dimer Dicer dimerization domain. This domain is found in members of the Dicer protein family which function in RNA interference, an evolutionarily conserved mechanism for gene silencing using double-stranded RNA (dsRNA) molecules. It is essential for the activity of Dicer. It is a divergent double stranded RNA-binding domain. The N-terminal alpha helix of this domain is in a different orientation to that found in canonical dsRNA-binding domains. This results in a change of charge distribution at the potential dsRNA-binding surface and in the N- and C-termini of the domain being in close proximity. This domain has weak dsRNA-binding activity. It mediates heterodimerization of Dicer proteins with their respective protein partners.GO:0030422|production of siRNA involved in RNA interference;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0003723|RNA binding;K11592

Manes.03G056600.v6.10.7394037 0.0692 down no DNA topoisomerase 2-binding protein 1pfam12738 PTCB-BRCT twin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0007131|reciprocal meiotic recombination;GO:0010212|response to ionizing radiation;GO:0015629|actin cytoskeleton;GO:0005813|centrosome;GO:0005694|chromosome;GO:0000794|condensed nuclear chromosome;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0001673|male germ cell nucleus;GO:0005634|nucleus;GO:0016605|PML body;GO:0000922|spindle pole;GO:0003677|DNA binding;GO:0042802|identical protein binding;K10728

Manes.03G056700.v6.10.618075 1.34E-06 down no . pfam08590 DUF1771 Domain of unknown function (DUF1771). This domain is always found adjacent to pfam01713.. . . .

Manes.03G057100.v6.16.419584 1.14E-78 up yes Zinc finger CCCH domain-containing protein 49pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G057400.v6.10.9556261 0.63975 down no . pfam01311 Bac_export_1 Bacterial export proteins, family 1. This family includes the following members;  FliR, MopE, SsaT, YopT, Hrp, HrcT and SpaR All of these members export proteins, that do not possess signal peptides, through the membrane. Although the proteins that these exporters move may be different, the exporters are thought to function in similar ways.. . . .

Manes.03G057500.v6.10.9426024 0.54743 down no Glutamyl-tRNA(Gln) amidotransferase subunit C, chloroplastic/mitochondrialpfam02686 Glu-tRNAGln Glu-tRNAGln amidotransferase C subunit. This is a family of Glu-tRNAGln amidotransferase C subunits. The Glu-tRNA Gln amidotransferase enzyme itself is an important translational fidelity mechanism replacing incorrectly charged Glu-tRNAGln with the correct Gln-tRANGln via transmidation of the misacylated Glu-tRNAGln. This activity supplements the lack of glutaminyl-tRNA synthetase activity in gram-positive eubacterteria, cyanobacteria, Archaea, and organelles.GO:0006450|regulation of translational fidelity;GO:0006412|translation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016874|ligase activity;K02435

Manes.03G058000.v6.1NA NA -- no Carotenoid 9,10(9',10')-cleavage dioxygenasepfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. GO:0005737|cytoplasm;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;.

Manes.03G058100.v6.16.6310833 0.13453 up no Beta-glucosidase 11pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.03G058400.v6.12.6059693 0.71404 up no Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G058600.v6.10.4917365 1.81E-09 down yes Programmed cell death protein 2pfam04194 PDCD2_C Programmed cell death protein 2, C-terminal putative domain.GO:0006919|activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:1902035|positive regulation of hematopoietic stem cell proliferation;GO:0012501|programmed cell death;GO:1901532|regulation of hematopoietic progenitor cell differentiation;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;K14801

Manes.03G058700.v6.10.6097115 5.29E-07 down no Fumarate hydratase 2, chloroplasticpfam00206 Lyase_1 Lyase. GO:0006106|fumarate metabolic process;GO:0042128|nitrate assimilation;GO:0009651|response to salt stress;GO:0006099|tricarboxylic acid cycle;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0045239|tricarboxylic acid cycle enzyme complex;GO:0004333|fumarate hydratase activity;.

Manes.03G058900.v6.10.6087214 1.26E-06 down no Probable E3 ubiquitin-protein ligase HERC4pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;K10615

Manes.03G059000.v6.10.5107802 7.40E-06 down no Peptidyl-tRNA hydrolase 2, mitochondrialpfam01981 PTH2 Peptidyl-tRNA hydrolase PTH2. Peptidyl-tRNA hydrolases are enzymes that release tRNAs from peptidyl-tRNA during translation.GO:2000811|negative regulation of anoikis;GO:0010629|negative regulation of gene expression;GO:2000210|positive regulation of anoikis;GO:0005829|cytosol;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0004045|aminoacyl-tRNA hydrolase activity;K04794

Manes.03G059200.v6.10.6613001 0.00045 down no Homeobox-leucine zipper protein ATHB-8pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;K09338

Manes.03G059400.v6.115.492958 1.05E-12 up yes . pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.03G059500.v6.11.279287 0.08177 up no . pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.03G059600.v6.10.6357926 0.05407 down no Lachrymatory-factor synthasepfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.. GO:0005773|vacuole;. .

Manes.03G059800.v6.14.3573662 1.49E-05 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.03G060000.v6.11.0162507 0.83803 up no Casein kinase I homolog hhp1pfam00069 Pkinase Protein kinase domain.GO:0006281|DNA repair;GO:0006897|endocytosis;GO:0045143|homologous chromosome segregation;GO:0036289|peptidyl-serine autophosphorylation;GO:1990443|peptidyl-threonine autophosphorylation;GO:0038083|peptidyl-tyrosine autophosphorylation;GO:0018108|peptidyl-tyrosine phosphorylation;GO:0008360|regulation of cell shape;GO:0006282|regulation of DNA repair;GO:0007165|signal transduction;GO:0016055|Wnt signaling pathway;GO:0032153|cell division site;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;K14758

Manes.03G060600.v6.114.263708 5.05E-20 up yes Receptor-like protein kinase HSL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.03G060700.v6.11.0737537 0.48586 up no Endoribonuclease YbeYpfam08282 Hydrolase_3 haloacid dehalogenase-like hydrolase. This family contains haloacid dehalogenase-like hydrolase enzymes.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0004521|endoribonuclease activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K07042

Manes.03G060900.v6.10.5127184 0.00044 down no Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G061000.v6.11.3595101 0.00857 up no Aspartate aminotransferase 3, chloroplasticpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0010150|leaf senescence;GO:0009507|chloroplast;GO:0016020|membrane;GO:0005777|peroxisome;GO:0009536|plastid;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14454

Manes.03G061100.v6.10.7443425 0.04455 down no Aspartate aminotransferase, cytoplasmicpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006522|alanine metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0006807|nitrogen compound metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14454

Manes.03G061300.v6.11.4463397 0.00023 up no . pfam04441 Pox_VERT_large Poxvirus early transcription factor (VETF), large subunit. The poxvirus early transcription factor (VETF), in addition to the viral RNA polymerase, is required for efficient transcription of early genes in vitro. VETF is a heterodimeric protein that binds specifically to early gene promoters. The heterodimer is comprised of an 82 kDa (this family) subunit and a 70 kDa subunit.. . . .

Manes.03G061400.v6.10.5296547 0.0415 down no D-amino-acid transaminase, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.03G061500.v6.10.9867095 0.91736 down no D-amino-acid transaminase, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.03G061600.v6.11.2710234 0.00755 up no TOM1-like protein 2pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0045839|negative regulation of mitotic nuclear division;GO:0007165|signal transduction;GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0030276|clathrin binding;GO:0019901|protein kinase binding;.

Manes.03G061800.v6.10.867489 0.14544 down no ER membrane protein complex subunit 1pfam07774 DUF1620 Protein of unknown function (DUF1620). These sequences are mainly derived from predicted eukaryotic proteins. The region in question lies towards the C-terminus of these large proteins and is approximately 300 amino acid residues long.. GO:0072546|ER membrane protein complex;GO:0016021|integral component of membrane;. .

Manes.03G061900.v6.10.4150408 3.04E-05 down yes Putative D-arabinono-1,4-lactone oxidasepfam01565 FAD_binding_4 FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.. GO:0031966|mitochondrial membrane;GO:0003885|D-arabinono-1,4-lactone oxidase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00107

Manes.03G062000.v6.10.5553265 0.00049 down no Protein tesmin/TSO1-like CXC 5pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G062200.v6.10.2675847 4.23E-05 down yes . pfam08458 PH_2 Plant pleckstrin homology-like region. This family describes a pleckstrin homology (PH)-like region found in several plant proteins of unknown function.. . . .

Manes.03G062400.v6.10.1818509 1.04E-05 down yes Myosin heavy chain kinase Bpfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G062500.v6.11.8792494 4.52E-06 up no . pfam13812 PPR_3 Pentatricopeptide repeat domain. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. . . .

Manes.03G063100.v6.11.3359703 0.0043 up no Coiled-coil domain-containing protein 25pfam05670 DUF814 Domain of unknown function (DUF814). This domain occurs in proteins that have been annotated as Fibronectin/fibrinogen binding protein by similarity. This annotation comes from B. subtilis yloA where the N-terminal region is involved in this activity. Hence the activity of this C-terminal domain is unknown. This domain contains a conserved motif D/E-X-W/Y-X-H that may be functionally important.. GO:0070062|extracellular exosome;. .

Manes.03G063500.v6.10.3816769 2.02E-16 down yes L-type lectin-domain containing receptor kinase VIII.1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.03G063700.v6.11.843532 2.17E-11 up no Cell number regulator 8pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.03G063800.v6.11.2866028 0.18274 up no . pfam11312 DUF3115 Protein of unknown function (DUF3115). This eukaryotic family of proteins has no known function.. . . .

Manes.03G063900.v6.10.4654641 3.12E-09 down yes . pfam10326 7TM_GPCR_Str Serpentine type 7TM GPCR chemoreceptor Str. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Str is a member of the Str superfamily of chemoreceptors. Almost a quarter (22.5%) of str and srj family genes and pseudogenes in C. elegans appear to have been newly formed by gene duplications since the species split. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.03G064100.v6.14.6172071 0.01166 up yes Potassium channel KAT3pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0010163|high-affinity potassium ion import;GO:0042391|regulation of membrane potential;GO:0009624|response to nematode;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005249|voltage-gated potassium channel activity;.

Manes.03G064200.v6.11.0017207 0.96717 up no Protein DDB_G0276689pfam06814 Lung_7-TM_R Lung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. . . K19027

Manes.03G064600.v6.10.5920334 0.00017 down no RING finger and CHY zinc finger domain-containing protein 1pfam14599 zinc_ribbon_6 Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0031398|positive regulation of protein ubiquitination;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0002039|p53 binding;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10144

Manes.03G064800.v6.11.3068479 0.00848 up no . pfam02845 CUE CUE domain. CUE domains have been shown to bind ubiquitin. It has been suggested that CUE domains are related to pfam00627 and this has been confirmed by the structure of the domain. CUE domains also occur in two protein of the IL-1 signal transduction pathway, tollip and TAB2.. . . .

Manes.03G064900.v6.113.686227 0.05066 up no . pfam02687 FtsX FtsX-like permease family. This is a family of predicted permeases and hypothetical transmembrane proteins. Buchnera aphidicola lolC has been shown to transport lipids targeted to the outer membrane across the inner membrane. Both lolC and Streptococcus cristatus tptD have been shown to require ATP. This region contains three transmembrane helices.. . . .

Manes.03G065400.v6.10.503793 9.67E-08 down no Pentatricopeptide repeat-containing protein At5g11310, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010029|regulation of seed germination;GO:0009845|seed germination;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;. .

Manes.03G065500.v6.10.5826083 3.27E-07 down no Protein TIFY 8pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.. GO:0005634|nucleus;. .

Manes.03G065700.v6.11.0537723 0.8477 up no . pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. . . .

Manes.03G066300.v6.11.0188992 0.91691 up no Dehydration-responsive protein RD22pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .



Manes.03G066500.v6.10.8076529 0.10534 down no Tudor domain-containing protein 3pfam08585 DUF1767 Domain of unknown function (DUF1767). Eukaryotic domain of unknown function. This domain is found to the N-terminus of the nucleic acid binding domain.GO:0016568|chromatin modification;GO:0006397|mRNA processing;GO:1903506|regulation of nucleic acid-templated transcription;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0035064|methylated histone binding;GO:0003723|RNA binding;GO:0003713|transcription coactivator activity;K18404

Manes.03G067000.v6.11.4321822 0.00019 up no Probable ADP-ribosylation factor GTPase-activating protein AGD14pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;.

Manes.03G067500.v6.10.7003893 0.08956 down no . pfam05316 VAR1 Mitochondrial ribosomal protein (VAR1). This family consists of the yeast mitochondrial ribosomal proteins VAR1. Mitochondria possess their own ribosomes responsible for the synthesis of a small number of proteins encoded by the mitochondrial genome. In yeast the two ribosomal RNAs and a single ribosomal protein, VAR1, are products of mitochondrial genes, and the remaining approximately 80 ribosomal proteins are encoded in the nucleus. VAR1 along with 15S rRNA are necessary for the formation of mature 37S subunits.. . . .

Manes.03G067800.v6.12.0573999 1.78E-09 up yes Leucine-rich repeat extensin-like protein 4pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.03G067900.v6.10.5723572 1.24E-06 down no Serine/threonine protein phosphatase 2A 57 kDa regulatory subunit B' iota isoformpfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.GO:0007165|signal transduction;GO:0000159|protein phosphatase type 2A complex;GO:0008601|protein phosphatase type 2A regulator activity;K11584

Manes.03G068100.v6.1Inf 2.55E-06 up yes Protein YLS3pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.03G068200.v6.10.9272759 0.4529 down no DnaJ homolog subfamily C GRV2pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0009660|amyloplast organization;GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0000578|embryonic axis specification;GO:0006897|endocytosis;GO:0007032|endosome organization;GO:0045324|late endosome to vacuole transport;GO:0009959|negative gravitropism;GO:0009638|phototropism;GO:0006623|protein targeting to vacuole;GO:0042594|response to starvation;GO:0007033|vacuole organization;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. K09533

Manes.03G069300.v6.11.2441546 0.01588 up no Lecithin-cholesterol acyltransferase-like 4pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0009395|phospholipid catabolic process;GO:0005829|cytosol;GO:0008374|O-acyltransferase activity;GO:0004620|phospholipase activity;.

Manes.03G070500.v6.10.3712011 9.49E-12 down yes Patatin-like protein 7pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0019374|galactolipid metabolic process;GO:0016042|lipid catabolic process;GO:0006644|phospholipid metabolic process;GO:0040008|regulation of growth;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0047617|acyl-CoA hydrolase activity;GO:0004620|phospholipase activity;.

Manes.03G070600.v6.10.7031516 0.13844 down no . pfam08724 Rep_N Rep protein catalytic domain like. Adeno-associated virus (AAV) Replication (Rep) protein is essential for viral replication and integration. The catalytic domain has DNA binding and endonuclease activity.. . . .

Manes.03G071000.v6.10.7690938 0.07037 down no Phosphatidate cytidylyltransferase, mitochondrialpfam09139 Mmp37 Mitochondrial matrix Mmp37. MMp37 is a mitochondrial matrix protein that functions in the translocation of proteins across the mitochondrial inner membrane. It has been shown that MMP37 proteins possess the NTase fold but they have only one active site carboxylate and thus probably are not able to carry out enzymatic reaction. These potentially non-active members of NTase fold superfamily may bind ATP, hydrolysis of which is necessary for the translocation of proteins through the membrane.GO:0032049|cardiolipin biosynthetic process;GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0031314|extrinsic component of mitochondrial inner membrane;GO:0004605|phosphatidate cytidylyltransferase activity;K17807

Manes.03G071100.v6.11.0254173 0.96909 up no Mitochondrial amidoxime reducing component 2pfam03476 MOSC_N MOSC N-terminal beta barrel domain. This domain is found to the N-terminus of pfam03473. The function of this domain is unknown, however it is predicted to adopt a beta barrel fold.GO:0042126|nitrate metabolic process;GO:0055114|oxidation-reduction process;GO:0070062|extracellular exosome;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0030151|molybdenum ion binding;GO:0043546|molybdopterin cofactor binding;GO:0008940|nitrate reductase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.03G071200.v6.11.1870252 0.05804 up no . pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. . . .

Manes.03G071500.v6.10.3434833 1.02E-09 down yes Pentatricopeptide repeat-containing protein At3g57430, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0031425|chloroplast RNA processing;GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.03G071600.v6.10.6017732 0.00014 down no . pfam12854 PPR_1 PPR repeat. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. . . .

Manes.03G072200.v6.13.3428426 5.01E-22 up yes LRR receptor-like serine/threonine-protein kinase GSO1pfam00069 Pkinase Protein kinase domain.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.03G072600.v6.11.0573304 0.63404 up no Probable GMP synthase [glutamine-hydrolyzing]pfam03352 Adenine_glyco Methyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.03G072700.v6.10.9318684 0.48272 down no . pfam01697 Glyco_transf_92 Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. . . .

Manes.03G072900.v6.12.0885777 0.1628 up no . pfam02790 COX2_TM Cytochrome C oxidase subunit II, transmembrane domain. The N-terminal domain of cytochrome C oxidase contains two transmembrane alpha-helices.. . . .

Manes.03G073000.v6.11.0874837 0.36885 up no DNA-directed RNA polymerase subunit beta'pfam04997 RNA_pol_Rpb1_1RNA polymerase Rpb1, domain 1. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain, domain 1, represents the clamp domain, which a mobile domain involved in positioning the DNA, maintenance of the transcription bubble and positioning of the nascent RNA strand.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03046

Manes.03G073300.v6.10.4276837 3.27E-10 down yes Potassium transporter 11pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.03G073700.v6.1#NAME? 0.06869 down no . pfam02724 CDC45 CDC45-like protein. CDC45 is an essential gene required for initiation of DNA replication in S. cerevisiae, forming a complex with MCM5/CDC46. Homologues of CDC45 have been identified in human, mouse and smut fungus among others.. . . .

Manes.03G074200.v6.10.605029 0.00019 down no 50S ribosomal protein L7/L12pfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.03G074500.v6.125.807653 8.45E-15 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.03G074600.v6.18.5793587 0.02062 up yes Fasciclin-like arabinogalactan protein 12pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.03G074900.v6.10.8399245 0.08787 down no DNA polymerase etapfam00817 IMS impB/mucB/samB family. These proteins are involved in UV protection.GO:0006260|DNA replication;GO:0042276|error-prone translesion synthesis;GO:0010224|response to UV-B;GO:0009650|UV protection;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;K03509

Manes.03G075000.v6.12.0996923 1.76E-10 up yes UDP-glucose flavonoid 3-O-glucosyltransferase 6pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0047893|flavonol 3-O-glucosyltransferase activity;.

Manes.03G075200.v6.11.6475016 2.42E-06 up no GTP-binding protein ERGpfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.. GO:0005622|intracellular;GO:0005525|GTP binding;GO:0003723|RNA binding;.

Manes.03G075900.v6.11.1896337 0.28457 up no Polygalacturonase QRT3pfam13229 Beta_helix Right handed beta helix region. This region contains a parallel beta helix region that shares some similarity with Pectate lyases.GO:0071555|cell wall organization;GO:0009556|microsporogenesis;GO:0010584|pollen exine formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.03G076600.v6.12.7624886 5.89E-29 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g56130pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G077100.v6.11.6497123 3.56E-08 up no Ras-related protein RABF2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0007034|vacuolar transport;GO:0030139|endocytic vesicle;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.03G077400.v6.10.5303925 5.52E-06 down no Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G077600.v6.10.1853163 1.31E-13 down yes . pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.03G077700.v6.10.3833146 6.71E-07 down yes Myb family transcription factor APLpfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G078000.v6.10.4844751 0.00052 down yes NuA3 HAT complex component NTO1pfam13832 zf-HC5HC2H_2 PHD-zinc-finger like domain.GO:0016573|histone acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0033100|NuA3 histone acetyltransferase complex;GO:1990467|NuA3a histone acetyltransferase complex;GO:1990468|NuA3b histone acetyltransferase complex;GO:0035064|methylated histone binding;GO:0008270|zinc ion binding;K11380

Manes.03G078800.v6.12.6840239 8.02E-07 up yes Bidirectional sugar transporter SWEET2pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.03G078900.v6.12.2872002 3.02E-20 up yes Trifunctional UDP-glucose 4,6-dehydratase/UDP-4-keto-6-deoxy-D-glucose 3,5-epimerase/UDP-4-keto-L-rhamnose-reductase RHM1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0010315|auxin efflux;GO:0030154|cell differentiation;GO:0071555|cell wall organization;GO:0051555|flavonol biosynthetic process;GO:0042127|regulation of cell proliferation;GO:0010253|UDP-rhamnose biosynthetic process;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0050662|coenzyme binding;GO:0008460|dTDP-glucose 4,6-dehydratase activity;GO:0016853|isomerase activity;GO:0016491|oxidoreductase activity;GO:0050377|UDP-glucose 4,6-dehydratase activity;GO:0010280|UDP-L-rhamnose synthase activity;K12450

Manes.03G079300.v6.10.198737 7.36E-07 down yes E3 ubiquitin-protein ligase CCNB1IP1 homologpfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0051026|chiasma assembly;GO:0007126|meiotic nuclear division;GO:0016567|protein ubiquitination;GO:0035825|reciprocal DNA recombination;GO:0007131|reciprocal meiotic recombination;GO:0005712|chiasma;GO:0005694|chromosome;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10639

Manes.03G079700.v6.10.230111 0.47861 down no Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.03G080200.v6.10.2401871 6.86E-05 down yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.03G081000.v6.11.5317327 1.51E-05 up no Synaptotagmin-2pfam00168 C2 C2 domain. GO:0009306|protein secretion;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.03G081200.v6.11.1633641 0.11943 up no Delta(24)-sterol reductasepfam01565 FAD_binding_4 FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.. GO:0016021|integral component of membrane;GO:0050614|delta24-sterol reductase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.03G081300.v6.10.8355617 0.05916 down no Calcium-transporting ATPase 9, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0009555|pollen development;GO:0007338|single fertilization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.03G081400.v6.10.9287402 0.44429 down no Calcium-transporting ATPase 9, plasma membrane-typepfam00689 Cation_ATPase_C Cation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.GO:0009555|pollen development;GO:0007338|single fertilization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.03G081700.v6.10.7105652 0.00388 down no RNA-binding protein with multiple splicing 2pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.03G081800.v6.11.2477596 0.01509 up no ACT domain-containing protein DS12, chloroplasticpfam13291 ACT_4 ACT domain. ACT domains bind to amino acids and regulate associated enzyme domains. These ACT domains are found at the C-terminus of the RelA protein.. GO:0009507|chloroplast;. .

Manes.03G082500.v6.10.5347066 4.21E-07 down no DNA repair protein XRCC2 homologpfam08423 Rad51 Rad51. Rad51 is a DNA repair and recombination protein and is a homologue of the bacterial ATPase RecA protein.GO:0000724|double-strand break repair via homologous recombination;GO:0007131|reciprocal meiotic recombination;GO:0033063|Rad51B-Rad51C-Rad51D-XRCC2 complex;GO:0005657|replication fork;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;K10879

Manes.03G082800.v6.11.2910208 0.75207 up no NAC domain-containing protein 21/22pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009734|auxin-activated signaling pathway;GO:0048527|lateral root development;GO:0010072|primary shoot apical meristem specification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G082900.v6.10.9808344 0.84905 down no Photosystem II 10 kDa polypeptide, chloroplasticpfam04725 PsbR Photosystem II 10 kDa polypeptide PsbR. This protein is associated with the oxygen-evolving complex of photosystem II. Its function in photosynthesis is not known. The C-terminal hydrophobic region functions as a thylakoid transfer signal but is not removed.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009654|photosystem II oxygen evolving complex;. .

Manes.03G083000.v6.10.6337735 0.00026 down no . pfam13450 NAD_binding_8 NAD(P)-binding Rossmann-like domain.. . . .

Manes.03G083400.v6.10.4218589 2.76E-07 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G083500.v6.117.108167 3.27E-10 up yes 9-cis-epoxycarotenoid dioxygenase NCED3, chloroplasticpfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.03G083900.v6.11.2399138 0.03465 up no Solanesyl diphosphate synthase 3, chloroplastic/mitochondrialpfam00348 polyprenyl_synt Polyprenyl synthetase.GO:0009793|embryo development ending in seed dormancy;GO:0008299|isoprenoid biosynthetic process;GO:0006744|ubiquinone biosynthetic process;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0052924|all-trans-nonaprenyl-diphosphate synthase (geranylgeranyl-diphosphate specific) activity;GO:0046872|metal ion binding;GO:0004659|prenyltransferase activity;GO:0050347|trans-octaprenyltranstransferase activity;K14066

Manes.03G084000.v6.10.9197714 0.91712 down no Cytochrome P450 72A15pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G084100.v6.11.1984203 0.04945 up no Cytochrome P450 72A15pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G084300.v6.119.211688 1.01E-07 up yes Peroxidase N1pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.03G084400.v6.1Inf 2.90E-29 up yes Solanesyl diphosphate synthase 2, chloroplasticpfam01824 MatK_N MatK/TrnK amino terminal region. The function of this region is unknown.GO:0008299|isoprenoid biosynthetic process;GO:0015979|photosynthesis;GO:0010236|plastoquinone biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0052924|all-trans-nonaprenyl-diphosphate synthase (geranylgeranyl-diphosphate specific) activity;GO:0046872|metal ion binding;GO:0050347|trans-octaprenyltranstransferase activity;K05356

Manes.03G084500.v6.10.8120632 0.04849 down no . pfam13385 Laminin_G_3 Concanavalin A-like lectin/glucanases superfamily. This domain belongs to the Concanavalin A-like lectin/glucanases superfamily.. . . .

Manes.03G084600.v6.10.7626841 0.04097 down no . pfam12783 Sec7_N Guanine nucleotide exchange factor in Golgi transport N-terminal. The full-length Sec7 functions proximally in the secretory pathway as a protein binding scaffold for the coat protein complexes COPII-COPI. The COPII-COPI-protein switch is necessary for maturation of the vesicular-tubular cluster, VTC, intermediate compartments for Golgi compartment biogenesis. This N-terminal domain however does not appear to be binding either of the COP or the ARF.. . . .

Manes.03G084800.v6.11.4455918 3.83E-05 up no Serine/threonine-protein phosphatase PP2A-2 catalytic subunitpfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K04382

Manes.03G085500.v6.10.6467938 0.03539 down no Mechanosensitive ion channel protein 6pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;. .

Manes.03G085600.v6.17.9536431 3.48E-64 up yes B-box zinc finger protein 22pfam00643 zf-B_box B-box zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.03G085700.v6.1Inf 0.9009 up no . pfam01955 CbiZ Adenosylcobinamide amidohydrolase. This prokaryotic protein family includes CbiZ which converts adenosylcobinamide (AdoCbi) to adenosylcobyric acid (AdoCby), an intermediate of the de novo coenzyme B12 biosynthetic route.. . . .

Manes.03G086700.v6.10.6438045 8.67E-06 down no Chaperonin 60 subunit beta 2, chloroplasticpfam00118 Cpn60_TCP1 TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;K04077

Manes.03G086800.v6.10.5798127 0.0001 down no Putative RNA methyltransferase At5g10620pfam02590 SPOUT_MTase Predicted SPOUT methyltransferase. This family of proteins are predicted to be SPOUT methyltransferases.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0008168|methyltransferase activity;K00783

Manes.03G087200.v6.117.12283 0.03079 up no . pfam09772 Tmem26 Transmembrane protein 26. The function of this family of transmembrane proteins has not, as yet, been determined.. . . .

Manes.03G087300.v6.11.2075663 0.03659 up no Lysine--tRNA ligasepfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006430|lysyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004824|lysine-tRNA ligase activity;GO:0000287|magnesium ion binding;GO:0003676|nucleic acid binding;K04567

Manes.03G087400.v6.10.6110682 0.01324 down no . pfam07263 DMP1 Dentin matrix protein 1 (DMP1). This family consists of several mammalian dentin matrix protein 1 (DMP1) sequences. The dentin matrix acidic phosphoprotein 1 (DMP1) gene has been mapped to human chromosome 4q21. DMP1 is a bone and teeth specific protein initially identified from mineralised dentin. DMP1 is primarily localized in the nuclear compartment of undifferentiated osteoblasts. In the nucleus, DMP1 acts as a transcriptional component for activation of osteoblast-specific genes like osteocalcin. During the early phase of osteoblast maturation, Ca(2+) surges into the nucleus from the cytoplasm, triggering the phosphorylation of DMP1 by a nuclear isoform of casein kinase II. This phosphorylated DMP1 is then exported out into the extracellular matrix, where it regulates nucleation of hydroxyapatite. DMP1 is a unique molecule that initiates osteoblast differentiation by transcription in the nucleus and orchestrates mineralised matrix formation extracellularly, at later stages of osteoblast maturation. The D. . . .

Manes.03G087500.v6.10.6527428 2.00E-05 down no . pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.03G087900.v6.10.9010187 0.3943 down no Probable acyl-activating enzyme 18, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0009850|auxin metabolic process;GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0016874|ligase activity;.

Manes.03G088100.v6.10.8589075 0.20322 down no Probable acyl-activating enzyme 18, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0009850|auxin metabolic process;GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0016874|ligase activity;.

Manes.03G088300.v6.10.9276865 0.50761 down no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.03G088500.v6.184.439503 2.49E-13 up yes . pfam04819 DUF716 Family of unknown function (DUF716). This family is equally distributed in both metazoa and plants. Annotation associated with a member from Nicotiana tabacum suggest that it may be involved in response to viral attack in plants. However, no clear function has been assigned to this family.. . . .

Manes.03G088800.v6.11.6630587 3.91E-07 up no Dirigent protein 19pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.03G089000.v6.11.420765 0.18448 up no . pfam14296 O-ag_pol_Wzy O-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. . . .

Manes.03G089200.v6.10.9221151 0.41091 down no . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.03G089300.v6.11.7194605 1.65E-06 up no Uncharacterized protein YqeHpfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0032297|negative regulation of DNA-dependent DNA replication initiation;. GO:0005525|GTP binding;K06948

Manes.03G089500.v6.10.2868378 1.97E-16 down yes E3 ubiquitin-protein ligase SINAT2pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.03G089600.v6.11.1291403 0.20843 up no Formate--tetrahydrofolate ligasepfam01268 FTHFS Formate--tetrahydrofolate ligase.GO:0009396|folic acid-containing compound biosynthetic process;GO:0035999|tetrahydrofolate interconversion;. GO:0005524|ATP binding;GO:0004329|formate-tetrahydrofolate ligase activity;.

Manes.03G090300.v6.10.4165821 1.78E-07 down yes Putative E3 ubiquitin-protein ligase LIN-1pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G090700.v6.10.7456709 0.02406 down no CASP-like protein 2A1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G090900.v6.12.897909 5.90E-12 up yes Kinesin-like protein KIFC3pfam00225 Kinesin Kinesin motor domain.GO:0090136|epithelial cell-cell adhesion;GO:0007030|Golgi organization;GO:0007018|microtubule-based movement;GO:0007017|microtubule-based process;GO:0045218|zonula adherens maintenance;GO:0005813|centrosome;GO:0030659|cytoplasmic vesicle membrane;GO:0070062|extracellular exosome;GO:0005794|Golgi apparatus;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005915|zonula adherens;GO:0005524|ATP binding;GO:0008569|ATP-dependent microtubule motor activity, minus-end-directed;K10406

Manes.03G091000.v6.1226.9765 3.68E-32 up yes Gibberellin 2-beta-dioxygenase 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.03G091100.v6.179.656941 0.00036 up yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.03G091500.v6.10.1476507 2.19E-27 down yes BES1/BZR1 homolog protein 4pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0003677|DNA binding;.

Manes.03G091700.v6.11.0595665 0.56867 up no . pfam12864 DUF3822 Protein of unknown function (DUF3822). This is a family of uncharacterized bacterial proteins. However, structural-similarity searches indicate the family takes on an actin-like ATPase fold.. . . .

Manes.03G091900.v6.12.8749295 3.28E-33 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g53430pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G092000.v6.14.3243862 7.41E-62 up yes Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.03G092400.v6.11.366842 0.0138 up no UDP-glycosyltransferase 89A2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.03G093000.v6.10.6606781 0.01244 down no Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G093700.v6.10.6797048 0.00751 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G094700.v6.10.7228005 0.02513 down no Peptide chain release factor PrfB3, chloroplasticpfam03462 PCRF PCRF domain. This domain is found in peptide chain release factors.GO:0009658|chloroplast organization;GO:0040008|regulation of growth;GO:0043488|regulation of mRNA stability;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003730|mRNA 3'-UTR binding;GO:0043565|sequence-specific DNA binding;GO:0016149|translation release factor activity, codon specific;.

Manes.03G095300.v6.10.7914022 0.02165 down no . pfam10513 EPL1 Enhancer of polycomb-like. This is a family of EPL1 (Enhancer of polycomb-like) proteins. The EPL1 protein is a member of a histone acetyltransferase complex which is involved in transcriptional activation of selected genes.. . . .

Manes.03G095700.v6.11.7097998 2.49E-05 up no 50S ribosomal protein L20pfam00453 Ribosomal_L20 Ribosomal protein L20.GO:0000027|ribosomal large subunit assembly;GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02887

Manes.03G096100.v6.10.5457503 8.68E-06 down no Phototropin-2pfam00069 Pkinase Protein kinase domain.GO:0009785|blue light signaling pathway;GO:0009902|chloroplast relocation;GO:0035556|intracellular signal transduction;GO:0010362|negative regulation of anion channel activity by blue light;GO:0009638|phototropism;GO:0046777|protein autophosphorylation;GO:0018298|protein-chromophore linkage;GO:0009637|response to blue light;GO:0009735|response to cytokinin;GO:0010118|stomatal movement;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0010181|FMN binding;GO:0042802|identical protein binding;GO:0016301|kinase activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G096400.v6.10.2213346 6.98E-07 down yes . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.03G096700.v6.10.9892814 0.93198 down no Brefeldin A-inhibited guanine nucleotide-exchange protein 1pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0005829|cytosol;GO:0016020|membrane;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K18442

Manes.03G096800.v6.10.8701619 0.17789 down no Aminoacylase-1pfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0006520|cellular amino acid metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0004046|aminoacylase activity;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K14677

Manes.03G096900.v6.10.8960061 0.25661 down no Aminoacylase-1Apfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0006520|cellular amino acid metabolic process;GO:0030163|protein catabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0004046|aminoacylase activity;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K14677

Manes.03G097000.v6.10.7423604 0.04091 down no . pfam10601 zf-LITAF-like LITAF-like zinc ribbon domain. Members of this family display a conserved zinc ribbon structure with the motif C-XX-C- separated from the more C-terminal HX-C(P)X-C-X4-G-R motif by a variable region of usually 25-30 (hydrophobic) residues. Although it belongs to one of the zinc finger's fold groups (zinc ribbon), this particular domain was first identified in LPS-induced tumor necrosis alpha factor (LITAF) which is produced in mammalian cells after being challenged with lipopolysaccharide (LPS). The hydrophobic region probably inserts into the membrane rather than traversing it. Such an insertion brings together the N- and C-terminal C-XX-C motifs to form a compact Zn2+-binding structure.. . . .

Manes.03G097200.v6.12.2664822 9.55E-05 up yes Xylem cysteine proteinase 1pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0010623|developmental programmed cell death;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0004197|cysteine-type endopeptidase activity;K16290

Manes.03G097300.v6.13.3807496 1.83E-23 up yes Calcium-dependent protein kinase 4pfam00069 Pkinase Protein kinase domain.. GO:0016020|membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.03G097500.v6.11.7684897 2.95E-06 up no Monosaccharide-sensing protein 2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005887|integral component of plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005355|glucose transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.03G097600.v6.10.3510916 9.09E-23 down yes Glutamate receptor 3.2pfam01094 ANF_receptor Receptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;.

Manes.03G097700.v6.14.0566307 3.30E-45 up yes Mitogen-activated protein kinase kinase 5pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0009814|defense response, incompatible interaction;GO:0010227|floral organ abscission;GO:0010229|inflorescence development;GO:0000165|MAPK cascade;GO:0009626|plant-type hypersensitive response;GO:0010365|positive regulation of ethylene biosynthetic process;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0023014|signal transduction by protein phosphorylation;GO:0031098|stress-activated protein kinase signaling cascade;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;K13413

Manes.03G097800.v6.10.7069964 0.00041 down no Retinoblastoma-related proteinpfam01858 RB_A Retinoblastoma-associated protein A domain. This domain has the cyclin fold as predicted.GO:0007049|cell cycle;GO:0051726|regulation of cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K04681

Manes.03G097900.v6.10.8546562 0.12765 down no Mitochondrial dicarboxylate/tricarboxylate transporter DTCpfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0035674|tricarboxylic acid transmembrane transport;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0015142|tricarboxylic acid transmembrane transporter activity;K15104

Manes.03G098100.v6.11.9477886 6.23E-13 up no Tubulin alpha-6 chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07374

Manes.03G098400.v6.122.950665 2.69E-07 up yes . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.03G098500.v6.11.6520213 3.70E-08 up no Importin-5 pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0071230|cellular response to amino acid stimulus;GO:0006607|NLS-bearing protein import into nucleus;GO:0042307|positive regulation of protein import into nucleus;GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0031965|nuclear membrane;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;GO:0008565|protein transporter activity;.

Manes.03G098600.v6.10.5125872 1.82E-06 down no Peptidyl-tRNA hydrolase, mitochondrialpfam01195 Pept_tRNA_hydro Peptidyl-tRNA hydrolase.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005739|mitochondrion;GO:0030529|ribonucleoprotein complex;GO:0004045|aminoacyl-tRNA hydrolase activity;K01056

Manes.03G098800.v6.11.3446388 0.00262 up no DNA polymerase epsilon subunit 2pfam04042 DNA_pol_E_B DNA polymerase alpha/epsilon subunit B. This family contains a number of DNA polymerase subunits.  The B subunit of the DNA polymerase alpha plays an essential role at the initial stage of DNA replication in S. cerevisiae and is phosphorylated in a cell cycle-dependent manner. DNA polymerase epsilon is essential for cell viability and chromosomal DNA replication in budding yeast. In addition, DNA polymerase epsilon may be involved in DNA repair and cell-cycle checkpoint control. The enzyme consists of at least four subunits in mammalian cells as well as in yeast. The largest subunit of DNA polymerase epsilon is responsible for polymerase epsilon is responsible for polymerase activity. In mouse, the DNA polymerase epsilon subunit B is the second largest subunit of the DNA polymerase. A part of the N-terminal was found to be responsible for the interaction with SAP18. Experimental evidence suggests that this subunit may recruit histone deacetylase to the replication fork to modify the chromatin structure.GO:0006261|DNA-dependent DNA replication;GO:0042276|error-prone translesion synthesis;GO:0008622|epsilon DNA polymerase complex;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;K02325

Manes.03G099200.v6.1NA NA -- no ATP-dependent DNA helicase 2 subunit KU70pfam03730 Ku_C Ku70/Ku80 C-terminal arm. The Ku heterodimer (composed of Ku70 and Ku80) contributes to genomic integrity through its ability to bind DNA double-strand breaks and facilitate repair by the non-homologous end-joining pathway. This is the C terminal arm. This alpha helical region embraces the beta-barrel domain pfam02735 of the opposite subunit.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006303|double-strand break repair via nonhomologous end joining;GO:0009408|response to heat;GO:0000723|telomere maintenance;GO:0005737|cytoplasm;GO:0043564|Ku70:Ku80 complex;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003684|damaged DNA binding;GO:0003690|double-stranded DNA binding;GO:0042162|telomeric DNA binding;K10884

Manes.03G099600.v6.10.5576755 1.29E-08 down no Gamma-glutamyl hydrolase 2pfam07722 Peptidase_C26 Peptidase C26. These peptidases have gamma-glutamyl hydrolase activity; that is they catalyse the cleavage of the gamma-glutamyl bond in poly-gamma-glutamyl substrates. They are structurally related to pfam00117, but contain extensions in four loops and at the C terminus.GO:0006541|glutamine metabolic process;GO:0006508|proteolysis;GO:0046900|tetrahydrofolylpolyglutamate metabolic process;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005773|vacuole;GO:0034722|gamma-glutamyl-peptidase activity;GO:0008242|omega peptidase activity;.

Manes.03G099700.v6.11.11748 0.30678 up no DNA polymerase delta subunit 3pfam09507 CDC27 DNA polymerase subunit Cdc27. This protein forms the C subunit of DNA polymerase delta. It carries the essential residues for binding to the Pol1 subunit of polymerase alpha, from residues 293-332, which are characterized by the motif D--G--VT, referred to as the DPIM motif. The first 160 residues of the protein form the minimal domain for binding to the B subunit, Cdc1, of polymerase delta, the final 10 C-terminal residues, 362-372, being the DNA sliding clamp, PCNA, binding motif.GO:0006260|DNA replication;GO:0006297|nucleotide-excision repair, DNA gap filling;GO:0005739|mitochondrion;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003887|DNA-directed DNA polymerase activity;.

Manes.03G099800.v6.10.9274267 0.53072 down no Ubiquitin domain-containing protein 2pfam10011 DUF2254 Predicted membrane protein (DUF2254). Members of this family of bacterial proteins comprises various hypothetical and putative membrane proteins. Their exact function, has not, as yet, been defined.. GO:0005737|cytoplasm;. .

Manes.03G099900.v6.10.7684594 0.01187 down no . pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.03G100200.v6.12.0334727 0.00137 up yes Mitochondrial import inner membrane translocase subunit TIM22-1pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0009793|embryo development ending in seed dormancy;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K17790

Manes.03G100400.v6.11.0710324 0.49074 up no Alpha-1,3/1,6-mannosyltransferase ALG2pfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0097502|mannosylation;GO:0006490|oligosaccharide-lipid intermediate biosynthetic process;GO:0006486|protein glycosylation;GO:0016021|integral component of membrane;GO:0004378|GDP-Man:Man1GlcNAc2-PP-Dol alpha-1,3-mannosyltransferase activity;GO:0033164|glycolipid 6-alpha-mannosyltransferase activity;GO:0004376|glycolipid mannosyltransferase activity;K03843

Manes.03G100600.v6.11.1709711 0.19469 up no Tubby-like F-box protein 7pfam01167 Tub Tub family. GO:0009555|pollen development;GO:0006355|regulation of transcription, DNA-templated;GO:0009620|response to fungus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0035091|phosphatidylinositol binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G100700.v6.10.6604651 0.4105 down no . pfam15245 VGLL4 Transcription cofactor vestigial-like protein 4. These proteins act as transcriptional enhancer factor (TEF-1) cofactors.. . . .

Manes.03G100800.v6.10.729889 0.05077 down no . pfam02537 CRCB CrcB-like protein. CRCB is a putative integral membrane protein possibly involved in chromosome condensation. Over expression in Escherichia coli also leads to camphor resistance.. . . .

Manes.03G101100.v6.1Inf 0.1623 up no Olee1-like proteinpfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.03G101600.v6.10.4931581 0.00045 down yes . pfam13595 DUF4138 Domain of unknown function (DUF4138). Based on Bacteroides thetaiotaomicron gene BT_4780, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.03G101800.v6.10.4041368 5.20E-07 down yes . pfam09753 Use1 Membrane fusion protein Use1. This entry is of a family of proteins all approximately 300 residues in length. The proteins have a single C-terminal trans-membrane domain and a SNARE [soluble NSF (N-ethylmaleimide-sensitive fusion protein) attachment protein receptor] domain of approximately 60 residues. The SNARE domains are essential for membrane fusion and are conserved from yeasts to humans. Use1 is one of the three protein subunits that make up the SNARE complex and it is specifically required for Golgi-endoplasmic reticulum retrograde transport.. . . .

Manes.03G102300.v6.1102.3437 3.67E-16 up yes . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.03G102800.v6.1Inf 0.04502 up no . pfam02995 DUF229 Protein of unknown function (DUF229). Members of this family are uncharacterized. They are 500-1200 amino acids in length and share a long region conservation that probably corresponds to several domains. The Go annotation for the protein indicates that it is involved in nematode larval development and has a positive regulation on growth rate.. . . .

Manes.03G103600.v6.11.8065049 9.27E-07 up no . pfam08744 NOZZLE Plant transcription factor NOZZLE. NOZZLE is a transcription factor that plays a role in patterning the proximal-distal and adaxial-abaxial axes.. . . .

Manes.03G103800.v6.1137.14098 7.91E-20 up yes Basic leucine zipper 61pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G103900.v6.12.2520645 9.98E-16 up yes Homogentisate 1,2-dioxygenasepfam04209 HgmA homogentisate 1,2-dioxygenase. Homogentisate dioxygenase cleaves the aromatic ring during the metabolic degradation of Phe and Tyr. Homogentisate dioxygenase deficiency causes alkaptonuria. The structure of homogentisate dioxygenase shows that the enzyme forms a hexamer arrangement comprised of a dimer of trimers. The active site iron ion is coordinated near the interface between the trimers.GO:1902000|homogentisate catabolic process;GO:0006559|L-phenylalanine catabolic process;GO:0006572|tyrosine catabolic process;GO:0005829|cytosol;GO:0004411|homogentisate 1,2-dioxygenase activity;GO:0046872|metal ion binding;K00451

Manes.03G104200.v6.10.6392676 0.00043 down no RNA exonuclease 4pfam00929 RNase_T Exonuclease. This family includes a variety of exonuclease proteins, such as ribonuclease T and the epsilon subunit of DNA polymerase III.;GO:0006355|regulation of transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004527|exonuclease activity;GO:0044822|poly(A) RNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K18327

Manes.03G104400.v6.1Inf 0.1623 up no UDP-glycosyltransferase 79B6pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.03G105000.v6.19.9125345 5.93E-12 up yes Homeobox-leucine zipper protein ATHB-52pfam00046 Homeobox Homeobox domain.GO:0009646|response to absence of light;GO:0009637|response to blue light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G105200.v6.1Inf 0.38692 up no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.03G105500.v6.12.240937 1.14E-05 up yes Probable aminotransferase TAT2pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006520|cellular amino acid metabolic process;GO:0010189|vitamin E biosynthetic process;. GO:0004838|L-tyrosine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00815

Manes.03G106100.v6.13.97865 0.39698 up no Putative RING-H2 finger protein ATL19pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.03G106200.v6.10.7476117 0.01572 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G106300.v6.16.3433022 9.90E-95 up yes Ethylene-responsive transcription factor 4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0016604|nuclear body;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.03G106500.v6.12.0631953 3.78E-08 up yes PRA1 family protein Hpfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.03G106700.v6.10.3347118 0.00012 down yes . pfam05424 Duffy_binding Duffy binding domain. This domain is found in Plasmodium Duffy binding proteins. Plasmodium vivax and Plasmodium knowlesi merozoites invade human erythrocytes that express Duffy blood group surface determinants. The Duffy receptor family is localized in micronemes, an organelle found in all organisms of the phylum Apicomplexa. This family is closely associated on PfEMP1 proteins with PFEMP, pfam03011.. . . .

Manes.03G107500.v6.11.2845499 0.00872 up no Probable E3 ubiquitin-protein ligase RNF217pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11977

Manes.03G108000.v6.10.5699612 1.12E-07 down no Tetrapyrrole-binding protein, chloroplasticpfam05419 GUN4 GUN4-like. In Arabidopsis, GUN4 is required for the functioning of the plastid mediated repression of nuclear transcription that is involved in controlling the levels of magnesium- protoporphyrin IX. GUN4 binds the product and substrate of Mg-chelatase, an enzyme that produces Mg-Proto, and activates Mg-chelatase. GUN4 is thought to participates in plastid-to-nucleus signaling by regulating magnesium-protoporphyrin IX synthesis or trafficking.GO:0015995|chlorophyll biosynthetic process;GO:0010019|chloroplast-nucleus signaling pathway;GO:0043085|positive regulation of catalytic activity;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0019899|enzyme binding;GO:0046906|tetrapyrrole binding;.

Manes.03G108200.v6.10.4591373 9.98E-14 down yes Exocyst complex component EXO70B1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;GO:0070062|extracellular exosome;GO:0045335|phagocytic vesicle;GO:0005886|plasma membrane;. .

Manes.03G109100.v6.10.9958516 1 down no MATE efflux family protein LAL5pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.03G109200.v6.14.1878306 2.29E-13 up yes Early nodulin-like protein 1pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0032578|aleurone grain membrane;GO:0031225|anchored component of membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.03G109300.v6.11.1735769 0.16625 up no Probable bifunctional methylthioribulose-1-phosphate dehydratase/enolase-phosphatase E1pfam00596 Aldolase_II Class II Aldolase and Adducin N-terminal domain. This family includes class II aldolases and adducins which have not been ascribed any enzymatic function.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0043715|2,3-diketo-5-methylthiopentyl-1-phosphate enolase activity;GO:0043716|2-hydroxy-3-keto-5-methylthiopentenyl-1-phosphate phosphatase activity;GO:0043874|acireductone synthase activity;GO:0000287|magnesium ion binding;GO:0046570|methylthioribulose 1-phosphate dehydratase activity;GO:0008270|zinc ion binding;K16054

Manes.03G109400.v6.11.7596086 5.72E-07 up no . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.03G109600.v6.11.062624 0.49213 up no Proton pump-interactor 1pfam05483 SCP-1 Synaptonemal complex protein 1 (SCP-1). Synaptonemal complex protein 1 (SCP-1) is the major component of the transverse filaments of the synaptonemal complex. Synaptonemal complexes are structures that are formed between homologous chromosomes during meiotic prophase.GO:0010155|regulation of proton transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.03G109700.v6.10.6670243 0.35059 down no Xylosyltransferase oxtpfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0030206|chondroitin sulfate biosynthetic process;GO:0050650|chondroitin sulfate proteoglycan biosynthetic process;GO:0042732|D-xylose metabolic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.03G109800.v6.10.3616806 5.15E-18 down yes Protein SPA1-RELATED 3pfam00400 WD40 WD domain, G-beta repeat.GO:0009585|red, far-red light phototransduction;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;.

Manes.03G110100.v6.10.7445763 0.02035 down no . pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.03G110200.v6.1NA NA -- no . pfam11957 efThoc1 THO complex subunit 1 transcription elongation factor. The THO complex plays a role in coupling transcription elongation to mRNA export. It is composed of subunits THP2, HPR1, THO2 and MFT1. The THO complex is a nuclear complex that is required for transcription elongation through genes containing tandemly repeated DNA sequences. The THO complex is also part of the TREX (TRanscription EXport) complex that is involved in coupling transcription to export of mRNAs to the cytoplasm.. . . .

Manes.03G110600.v6.12.4063065 1.05E-19 up yes Probable ubiquitin-conjugating enzyme E2 25pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0000209|protein polyubiquitination;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10581

Manes.03G111400.v6.10.9739553 0.85731 down no E3 ubiquitin-protein ligase RMA3pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10666

Manes.03G111500.v6.19.1278974 0.12799 up no Expansin-A12pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.03G111700.v6.10.7572483 0.05442 down no . pfam07042 TrfA TrfA protein. This family consists of several bacterial TrfA proteins. The trfA operon of broad-host-range IncP plasmids is essential to activate the origin of vegetative replication in diverse species. The trfA operon encodes two ORFs. The first ORF is highly conserved and encodes a putative single-stranded DNA binding protein (Ssb). The second, trfA, contains two translational starts as in the IncP alpha plasmids, generating related polypeptides of 406 (TrfA1) and 282 (TrfA2) amino acids. TrfA2 is very similar to the IncP alpha product, whereas the N-terminal region of TrfA1 shows very little similarity to the equivalent region of IncP alpha TrfA1. This region has been implicated in the ability of IncP alpha plasmids to replicate efficiently in Pseudomonas aeruginosa.. . . .

Manes.03G111800.v6.11.4688862 0.00041 up no Pentatricopeptide repeat-containing protein At4g21705, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G112000.v6.10.3700191 4.29E-18 down yes Choline transporter-like protein 2pfam04515 Choline_transpo Plasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0007165|signal transduction;GO:0006810|transport;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0004871|signal transducer activity;K15377

Manes.03G112200.v6.10.3154249 3.60E-11 down yes 2-succinylbenzoate--CoA ligase, chloroplastic/peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0042372|phylloquinone biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0008756|o-succinylbenzoate-CoA ligase activity;K14760

Manes.03G112300.v6.10.573946 0.00083 down no . pfam01638 HxlR HxlR-like helix-turn-helix. HxlR, a member of this family, is a DNA-binding protein that acts as a positive regulator of the formaldehyde-inducible hxlAB operon in Bacillus subtilis.. . . .

Manes.03G112900.v6.10.7502307 0.00813 down no . pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.03G113000.v6.10.7507403 0.00424 down no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.03G113300.v6.10.415676 1.50E-12 down yes Protochlorophyllide reductase, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0016630|protochlorophyllide reductase activity;K00218

Manes.03G113500.v6.13.5685574 2.27E-48 up yes . pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.03G113600.v6.11.3249311 0.00238 up no . pfam13254 DUF4045 Domain of unknown function (DUF4045). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is typically between 384 and 430 amino acids in length.. . . .

Manes.03G114200.v6.183.187641 8.12E-89 up yes NAC domain-containing protein 72pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G114500.v6.11.9004203 7.36E-12 up no Peroxisomal membrane protein 2pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0043234|protein complex;. K13347

Manes.03G114700.v6.10.7967588 0.01992 down no Trafficking protein particle complex subunit 10pfam12584 TRAPPC10 Trafficking protein particle complex subunit 10, TRAPPC10. This domain forms part of the TRAPP complex for mediating vesicle docking and fusion in the Golgi apparatus. The fungal version is referred to as Trs130, and an alternative vertebrate alias is TMEM1.GO:0034498|early endosome to Golgi transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:1990071|TRAPPII protein complex;. .

Manes.03G114800.v6.10.3411087 9.57E-16 down yes Biotin biosynthesis bifunctional protein BioHCpfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0009102|biotin biosynthetic process;. GO:0010340|carboxyl-O-methyltransferase activity;GO:0052689|carboxylic ester hydrolase activity;K02169

Manes.03G114900.v6.10.5008064 3.05E-05 down no Putative disease resistance protein At4g10780pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G115400.v6.1Inf 0.9009 up no . pfam06830 Root_cap Root cap. The cells at the periphery of the root cap are continuously sloughed off from the root into the mucilage, and are thought to be programmed to die.This family represents a conserved region approximately 60 residues in length within plant root cap proteins, which may be involved in the process.. . . .

Manes.03G115600.v6.10.5124723 6.29E-07 down no Lysine-specific histone demethylase 1 homolog 2pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0051568|histone H3-K4 methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0003677|DNA binding;GO:0016491|oxidoreductase activity;K11450

Manes.03G115700.v6.10.7682578 0.02864 down no Uncharacterized protein YnbBpfam06838 Met_gamma_lyase Methionine gamma-lyase. This is a putative pyridoxal 5'-phosphate-dependent methionine gamma-lyase enzyme involved in methionine catabolism.. . GO:0003824|catalytic activity;GO:0030170|pyridoxal phosphate binding;.

Manes.03G116000.v6.10.7985502 0.10797 down no . pfam05656 DUF805 Protein of unknown function (DUF805). This family consists of several bacterial proteins of unknown function.. . . .

Manes.03G116200.v6.10.8389915 0.18588 down no . pfam08020 DUF1706 Protein of unknown function (DUF1706). This family contains many hypothetical proteins from bacteria and yeast.. . . .

Manes.03G116300.v6.11.3117153 0.00314 up no Probable ADP-ribosylation factor GTPase-activating protein AGD5pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0090630|activation of GTPase activity;GO:0010227|floral organ abscission;GO:0005829|cytosol;GO:0005768|endosome;GO:0005802|trans-Golgi network;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486



Manes.03G116400.v6.10.4269403 0.01437 down yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.03G116600.v6.10.6833798 0.00013 down no Myosin-2 pfam00063 Myosin_head Myosin head (motor domain).GO:0030048|actin filament-based movement;GO:0006897|endocytosis;GO:0005768|endosome;GO:0016459|myosin complex;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003774|motor activity;K10357

Manes.03G116700.v6.10.6492991 0.00056 down no Chlorophyll a-b binding protein 13, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08914

Manes.03G116800.v6.10.4327747 0.0012 down yes Cyclic nucleotide-gated ion channel 4pfam00027 cNMP_binding Cyclic nucleotide-binding domain.GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0030552|cAMP binding;GO:0008324|cation transmembrane transporter activity;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.03G116900.v6.10.7235672 0.07881 down no Dynein light chain LC6, flagellar outer armpfam01221 Dynein_light Dynein light chain type 1.GO:0007017|microtubule-based process;GO:0005737|cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0031514|motile cilium;GO:0003774|motor activity;.

Manes.03G117200.v6.1Inf 1.61E-07 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.03G117300.v6.15.0622322 2.33E-32 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.03G117500.v6.10.9387428 0.97825 down no Transcription factor MYB39pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.03G117800.v6.16.4680247 0.01614 up yes . pfam02867 Ribonuc_red_lgC Ribonucleotide reductase, barrel domain.. . . .

Manes.03G117900.v6.15.8222992 8.79E-84 up yes B-box zinc finger protein 32pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G118100.v6.12.7654147 9.67E-21 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G118300.v6.123.866299 ####### up yes Calcium-binding protein PBP1pfam13833 EF-hand_8 EF-hand domain pair.GO:0009733|response to auxin;. GO:0005509|calcium ion binding;.

Manes.03G118500.v6.10.4574391 0.05347 down no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G118600.v6.10.3912908 0.02759 down yes G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam00954 S_locus_glycop S-locus glycoprotein family. In Brassicaceae, self-incompatible plants have a self/non-self recognition system. This is sporophytically controlled by multiple alleles at a single locus (S). S-locus glycoproteins, as well as S-receptor kinases, are in linkage with the S-alleles.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G118700.v6.1NA NA -- no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G119200.v6.1Inf 0.35135 up no . pfam02671 PAH Paired amphipathic helix repeat. This family contains the paired amphipathic helix repeat. The family contains the yeast SIN3 gene (also known as SDI1) that is a negative regulator of the yeast HO gene. This repeat may be distantly related to the helix-loop-helix motif, which mediate protein-protein interactions.. . . .

Manes.03G119400.v6.10.5752824 0.0012 down no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G119900.v6.10.3837179 5.34E-05 down yes . pfam14656 RAB3GAP2_C Rab3 GTPase-activating protein regulatory subunit C-terminus. This family includes the N-terminus of the Rab3 GTPase-activating protein non-catalytic subunit. Rab3 GTPase-activating protein is a GTPase activating protein with specificity for Rab3 subfamily.. . . .

Manes.03G120600.v6.11.7615845 2.37E-10 up no Glycine-rich RNA-binding protein 3, mitochondrialpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0080156|mitochondrial mRNA modification;GO:0009409|response to cold;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0003723|RNA binding;K12741

Manes.03G120800.v6.14.6368743 2.92E-57 up yes Transcription factor ILR3pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G120900.v6.1Inf 0.00699 up yes . pfam12717 Cnd1 non-SMC mitotic condensation complex subunit 1. The three non-SMC (structural maintenance of chromosomes) subunits of the mitotic condensation complex are Cnd1-3. The whole complex is essential for viability and the condensing of chromosomes in mitosis.. . . .

Manes.03G121000.v6.15.1517258 3.96E-36 up yes Chitin-inducible gibberellin-responsive protein 1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.03G121500.v6.10.4035902 1.75E-10 down yes . pfam02931 Neur_chan_LBD Neurotransmitter-gated ion-channel ligand binding domain. This family is the extracellular ligand binding domain of these ion channels. This domain forms a pentameric arrangement in the known structure.. . . .

Manes.03G121700.v6.1Inf 0.00421 up yes RING-H2 finger protein ATL47pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.03G121800.v6.114.588383 0.00654 up yes . pfam00858 ASC Amiloride-sensitive sodium channel.. . . .

Manes.03G121900.v6.10.6244625 3.51E-05 down no Formin-like protein 5pfam02181 FH2 Formin Homology 2 Domain.GO:0030041|actin filament polymerization;GO:0045010|actin nucleation;GO:0009960|endosperm development;GO:0048317|seed morphogenesis;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0009524|phragmoplast;GO:0003779|actin binding;.

Manes.03G122000.v6.10.7711726 0.32429 down no 21.7 kDa class VI heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.03G122100.v6.13.3597389 3.38E-35 up yes Transcription factor ILR3pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G122200.v6.11.603072 4.23E-05 up no . pfam09353 DUF1995 Domain of unknown function (DUF1995). This family of proteins are functionally uncharacterized.. . . .

Manes.03G122500.v6.10.7990262 0.0221 down no Helicase protein MOM1pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006342|chromatin silencing;GO:0031047|gene silencing by RNA;GO:0006344|maintenance of chromatin silencing;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.03G122800.v6.10.6176932 1.22E-06 down no . pfam13306 LRR_5 Leucine rich repeats (6 copies). This family includes a number of leucine rich repeats. This family contains a large number of BSPA-like surface antigens from Trichomonas vaginalis.. . . .

Manes.03G123400.v6.12.6982701 0.06135 up no 2S albumin pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.. . GO:0045735|nutrient reservoir activity;.

Manes.03G123700.v6.11.8544438 4.16E-10 up no Protein translation factor SUI1 homolog 1pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.03G123800.v6.14.0151195 6.21E-05 up yes Thiamine thiazole synthase 2, chloroplasticpfam01946 Thi4 Thi4 family. This family includes a putative thiamine biosynthetic enzyme.GO:0006950|response to stress;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0046872|metal ion binding;K03146

Manes.03G123900.v6.121.385908 ####### up yes . pfam09756 DDRGK DDRGK domain. This is a family of proteins of approximately 300 residues, found in plants and vertebrates. They contain a highly conserved DDRGK motif.. . . .

Manes.03G124200.v6.10.8169143 0.03471 down no Purple acid phosphatase 18pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.03G124300.v6.10.6920561 0.01911 down no CRS2-associated factor 2, mitochondrialpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005739|mitochondrion;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.03G124400.v6.15.4998711 6.34E-05 up yes . pfam03942 DTW DTW domain. This presumed domain is found in bacterial and eukaryotic proteins. Its function is unknown. The domain contains multiple conserved motifs including a DTXW motif that this domain has been named after.. . . .

Manes.03G125000.v6.11.0407872 0.69408 up no . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.03G125100.v6.10.4722422 1.41E-08 down yes Peptidyl-prolyl cis-trans isomerase CYP57pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K12737

Manes.03G125200.v6.10.6572255 0.00454 down no Dehydration-responsive protein RD22pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G125400.v6.10.3340939 0.00157 down yes Probable LRR receptor-like serine/threonine-protein kinase At4g08850pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G125700.v6.10.5122379 8.51E-07 down no Dehydration-responsive protein RD22pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G125800.v6.10.317542 4.64E-07 down yes Dehydration-responsive protein RD22pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G126100.v6.1Inf 0.1623 up no Dehydration-responsive protein RD22pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G126700.v6.10.5268172 4.38E-06 down no . pfam04824 Rad21_Rec8 Conserved region of Rad21 / Rec8 like protein. This family represents a conserved region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.. . . .

Manes.03G126800.v6.10.1193042 2.87E-05 down yes . pfam04824 Rad21_Rec8 Conserved region of Rad21 / Rec8 like protein. This family represents a conserved region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.. . . .

Manes.03G127000.v6.10.6317145 4.32E-06 down no Protein LHCP TRANSLOCATION DEFECTpfam13857 Ank_5 Ankyrin repeats (many copies).GO:0090391|granum assembly;GO:0006886|intracellular protein transport;GO:0080167|response to karrikin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;. .

Manes.03G127500.v6.10.8758283 0.19073 down no FHA domain-containing protein DDLpfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0008283|cell proliferation;GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0048638|regulation of developmental growth;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003723|RNA binding;K13108

Manes.03G127600.v6.11.4342383 5.31E-05 up no Tryptophan synthase beta chain 2, chloroplasticpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0000162|tryptophan biosynthetic process;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0030170|pyridoxal phosphate binding;GO:0004834|tryptophan synthase activity;K01696

Manes.03G127900.v6.11.1242015 0.22645 up no Protein disulfide isomerase-like 5-4pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.GO:0045454|cell redox homeostasis;GO:0005623|cell;GO:0016021|integral component of membrane;. .

Manes.03G128400.v6.12.0939369 0.02113 up yes Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G128700.v6.11.9032522 2.40E-09 up no Polyadenylate-binding protein-interacting protein 4pfam14438 SM-ATX Ataxin 2 SM domain. This SM domain is found in Ataxin-2.GO:0010603|regulation of cytoplasmic mRNA processing body assembly;GO:0034063|stress granule assembly;GO:0010494|cytoplasmic stress granule;GO:0044822|poly(A) RNA binding;.

Manes.03G128900.v6.10.7949881 0.02113 down no Heat shock 70 kDa protein 16pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;K09489

Manes.03G129000.v6.12.2846081 2.53E-08 up yes . pfam11112 PyocinActivator Pyocin activator protein PrtN. PrtN is a transcriptional activator for pyocin synthesis genes. It activates the expression of various pyocin genes by interaction with the DNA sequences conserved in the 5' noncoding regions of the pyocin genes.. . . .

Manes.03G129100.v6.112.552401 ####### up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.03G129300.v6.10.3630039 1.19E-05 down yes NEP1-interacting protein 2pfam13639 zf-RING_2 Ring finger domain.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.03G129400.v6.11.0225995 0.81885 up no Serine/arginine-rich splicing factor SR45apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0009644|response to high light intensity;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.03G129600.v6.118.649318 ####### up yes Protein translation factor SUI1 homologpfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.03G129800.v6.11.3374223 0.59737 up no Aconitate hydratase, cytoplasmicpfam00330 Aconitase Aconitase family (aconitate hydratase).GO:0006097|glyoxylate cycle;GO:0005737|cytoplasm;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003994|aconitate hydratase activity;GO:0046872|metal ion binding;.

Manes.03G129900.v6.11.11897 0.33145 up no . pfam05071 NDUFA12 NADH ubiquinone oxidoreductase subunit NDUFA12. This family contains the 17.2 kD subunit of complex I (NDUFA12) and its homologues. The family also contains a second related eukaryotic protein of unknown function.. . . .

Manes.03G130100.v6.13.2865568 6.92E-26 up yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.03G130200.v6.1Inf 0.1623 up no . pfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.. . . .

Manes.03G130300.v6.10.2959045 1.92E-13 down yes Geranylgeranyl pyrophosphate synthase 7, chloroplasticpfam00348 polyprenyl_synt Polyprenyl synthetase.GO:0016117|carotenoid biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0033386|geranylgeranyl diphosphate biosynthetic process;GO:0009507|chloroplast;GO:0004161|dimethylallyltranstransferase activity;GO:0004311|farnesyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;K13789

Manes.03G130800.v6.11.3046199 0.005 up no Autophagy-related protein 8cpfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. .

Manes.03G131400.v6.10.3109184 1.77E-21 down yes GDSL esterase/lipase At5g55050pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.03G131500.v6.10.550789 0.0012 down no DNA mismatch repair protein MSH5pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0051026|chiasma assembly;GO:0045143|homologous chromosome segregation;GO:0010777|meiotic mismatch repair involved in reciprocal meiotic recombination;GO:0007131|reciprocal meiotic recombination;GO:0000794|condensed nuclear chromosome;GO:0043073|germ cell nucleus;GO:0000795|synaptonemal complex;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0030983|mismatched DNA binding;K08741

Manes.03G131600.v6.10.7550535 0.02454 down no Rab3 GTPase-activating protein catalytic subunitpfam13890 Rab3-GTPase_cat Rab3 GTPase-activating protein catalytic subunit. This family is the probable catalytic subunit of the GTPase activating protein that has specificity for Rab3 subfamily (RAB3A, RAB3B, RAB3C and RAB3D). It is likely to convert active Rab3-GTP to the inactive form Rab3-GDP. Rab3 proteins are involved in regulated exocytosis of neurotransmitters and hormones. The Rab3 GTPase-activating complex is a heterodimer composed of RAB3GAP and RAB3-GAP150. This complex interacts with DMXL2.GO:0007420|brain development;GO:0043010|camera-type eye development;GO:0097051|establishment of protein localization to endoplasmic reticulum membrane;GO:0060325|face morphogenesis;GO:0021854|hypothalamus development;GO:0034389|lipid particle organization;GO:2000786|positive regulation of autophagosome assembly;GO:1903373|positive regulation of endoplasmic reticulum tubular network organization;GO:0010628|positive regulation of gene expression;GO:0061646|positive regulation of glutamate neurotransmitter secretion in response to membrane depolarization;GO:0043547|positive regulation of GTPase activity;GO:1903061|positive regulation of protein lipidation;GO:1903233|regulation of calcium ion-dependent exocytosis of neurotransmitter;GO:0060079|excitatory postsynaptic potential;GO:0043087|regulation of GTPase activity;GO:0048172|regulation of short-term neuronal synaptic plasticity;GO:0005737|cytoplasm;GO:0071782|endoplasmic reticulum tubular network;GO:0070062|extracellular exosome;GO:0005794|Golgi apparatus;GO:0005811|lipid particle;GO:0043234|protein complex;GO:0005096|GTPase activator activity;GO:0017137|Rab GTPase binding;K18270

Manes.03G132100.v6.11.158122 0.10744 up no Aspartic proteinase A1pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.03G132200.v6.11.0976156 1 up no WRKY transcription factor 6pfam03106 WRKY WRKY DNA -binding domain.GO:0080169|cellular response to boron-containing substance deprivation;GO:0016036|cellular response to phosphate starvation;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G132300.v6.15.0118876 1.10E-05 up yes Mitogen-activated protein kinase kinase kinase 2pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.03G132400.v6.11.0362322 0.74697 up no Small ubiquitin-related modifier 1pfam11976 Rad60-SLD Ubiquitin-2 like Rad60 SUMO-like. The small ubiquitin-related modifier SUMO-1 is a Ub/Ubl family member, and although SUMO-1 shares structural similarity to Ub, SUMO's cellular functions remain distinct insomuch as SUMO modification alters protein function through changes in activity, cellular localisation, or by protecting substrates from ubiquitination. Rad60 family members contain functionally enigmatic, integral SUMO-like domains (SLDs). Despite their divergence from SUMO, each Rad60 SLD interacts with a subset of SUMO pathway enzymes: SLD2 specifically binds the SUMO E2 conjugating enzyme (Ubc9)), whereas SLD1 binds the SUMO E1 (Fub2, also called Uba2) activating and E3 (Pli1, also called Siz1 and Siz2) specificity enzymes. Structural analysis of PDB:2uyz reveals a mechanistic basis for the near-synonymous roles of Rad60 and SUMO in survival of genotoxic stress and suggest unprecedented DNA-damage-response functions for SLDs in regulating SUMOylation. The Rad60 branch of this family is also known as RENi. GO:0005737|cytoplasm;GO:0005634|nucleus;. K12160

Manes.03G132800.v6.19.63037 0.00988 up yes . pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.03G133200.v6.11.0729123 0.50424 up no Cell differentiation protein RCD1 homologpfam04078 Rcd1 Cell differentiation family, Rcd1-like. Two of the members in this family have been characterized as being involved in regulation of Ste11 regulated sex genes. Mammalian Rcd1 is a novel transcriptional cofactor that mediates retinoic acid-induced cell differentiation.GO:0031047|gene silencing by RNA;GO:0033147|negative regulation of intracellular estrogen receptor signaling pathway;GO:2000327|positive regulation of ligand-dependent nuclear receptor transcription coactivator activity;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0005634|nucleus;. K12606

Manes.03G133300.v6.11.7104251 2.34E-08 up no 1,4-alpha-glucan-branching enzyme 3, chloroplastic/amyloplasticpfam00128 Alpha-amylase Alpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005975|carbohydrate metabolic process;GO:0005978|glycogen biosynthetic process;GO:0009791|post-embryonic development;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0003844|1,4-alpha-glucan branching enzyme activity;GO:0043169|cation binding;K00700

Manes.03G133800.v6.1NA NA -- no . pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.03G134500.v6.10.9644063 0.87318 down no Pirin-like protein At1g50590pfam02678 Pirin Pirin. This family consists of Pirin proteins from both eukaryotes and prokaryotes. The function of Pirin is unknown but the gene coding for this protein is known to be expressed in all tissues in the human body although it is expressed most strongly in the liver and heart. Pirin is known to be a nuclear protein, exclusively localized within the nucleoplasma and predominantly concentrated within dot-like subnuclear structures. A tomato homologue of human Pirin has been found to be induced during programmed cell death. Human Pirin interacts with Bcl-3 and NFI and hence is probably involved in the regulation of DNA transcription and replication. It appears to be an Fe(II)-containing member of the Cupin superfamily.. GO:0005634|nucleus;. K06911

Manes.03G134600.v6.12.6081986 2.34E-23 up yes Glycerophosphodiester phosphodiesterase GDPDL4pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0010442|guard cell morphogenesis;GO:0006629|lipid metabolic process;GO:0052541|plant-type cell wall cellulose metabolic process;GO:0010026|trichome differentiation;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008889|glycerophosphodiester phosphodiesterase activity;.

Manes.03G134900.v6.10.3995079 7.00E-07 down yes Probable long-chain-alcohol O-fatty-acyltransferase 1pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.03G135300.v6.10.9921545 0.94655 down no DNA topoisomerase 1pfam02919 Topoisom_I_N Eukaryotic DNA topoisomerase I, DNA binding fragment. Topoisomerase I promotes the relaxation of DNA superhelical tension by introducing a transient single-stranded break in duplex DNA and are vital for the processes of replication, transcription, and recombination. This family may be more than one structural domain.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0003918|DNA topoisomerase type II (ATP-hydrolyzing) activity;.

Manes.03G135500.v6.10.7895986 0.01806 down no Cell division protein FtsZ homolog 1, chloroplasticpfam12327 FtsZ_C FtsZ family, C-terminal domain. This family includes the bacterial FtsZ family of proteins. Members of this family are involved in polymer formation. FtsZ is the polymer-forming protein of bacterial cell division. It is part of a ring in the middle of the dividing cell that is required for constriction of cell membrane and cell envelope to yield two daughter cells. FtsZ is a GTPase, like tubulin. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea.GO:0007049|cell cycle;GO:0010020|chloroplast fission;GO:0009658|chloroplast organization;GO:0009902|chloroplast relocation;GO:0007017|microtubule-based process;GO:0043572|plastid fission;GO:0051258|protein polymerization;GO:0009637|response to blue light;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0042802|identical protein binding;GO:0043621|protein self-association;K03531

Manes.03G135900.v6.1NA NA -- no . pfam00223 PsaA_PsaB Photosystem I psaA/psaB protein.. . . .

Manes.03G136000.v6.11.3110758 0.03134 up no Putative BPI/LBP family protein At1g04970pfam01273 LBP_BPI_CETP LBP / BPI / CETP family, N-terminal domain. The N and C terminal domains of the LBP/BPI/CETP family are structurally similar.. GO:0005615|extracellular space;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0008289|lipid binding;.

Manes.03G136200.v6.14.2409403 0.00651 up yes . pfam04054 Not1 CCR4-Not complex component, Not1. The Ccr4-Not complex is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.. . . .

Manes.03G136300.v6.11.4311369 0.0001 up no Vacuolar protein sorting-associated protein VTA1 homologpfam04652 DUF605 Vta1 like. Vta1 (VPS20-associated protein 1) is a positive regulator of Vps4. Vps4 is an ATPase that is required in the multivesicular body (MVB) sorting pathway to dissociate the endosomal sorting complex required for transport (ESCRT). Vta1 promotes correct assembly of Vps4 and stimulates its ATPase activity through its conserved Vta1/SBP1/LIP5 region.GO:0015031|protein transport;GO:0010008|endosome membrane;. .

Manes.03G136500.v6.10.7690589 0.08603 down no Phosphatidate cytidylyltransferase 1pfam01148 CTP_transf_1 Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004605|phosphatidate cytidylyltransferase activity;K00981

Manes.03G136800.v6.11.6758165 2.67E-07 up no Protein GrpE pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.03G137100.v6.10.9842385 0.90426 down no EH domain-containing protein 1pfam00350 Dynamin_N Dynamin family.GO:1990090|cellular response to nerve growth factor stimulus;GO:0032456|endocytic recycling;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0031175|neuron projection development;GO:2001137|positive regulation of endocytic recycling;GO:1901741|positive regulation of myoblast fusion;GO:0031901|early endosome membrane;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0055038|recycling endosome membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0005525|GTP binding;K12483



Manes.03G137300.v6.134.025953 0.0042 up yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.03G137400.v6.15.2332758 6.88E-14 up yes Probable LRR receptor-like serine/threonine-protein kinase At4g31250pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G137500.v6.13.4075017 3.09E-32 up yes Probable serine/threonine-protein kinase WNK11pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.03G137600.v6.11.9393419 7.81E-14 up no Probable WRKY transcription factor 20pfam03106 WRKY WRKY DNA -binding domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009961|response to 1-aminocyclopropane-1-carboxylic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G137700.v6.10.1871256 6.48E-11 down yes . pfam01199 Ribosomal_L34e Ribosomal protein L34e.. . . .

Manes.03G137900.v6.10.5174447 7.66E-06 down no Zinc finger CCCH domain-containing protein 18pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.03G138100.v6.12.0311924 2.14E-12 up yes U-box domain-containing protein 12pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0046777|protein autophosphorylation;GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G138200.v6.15.1338328 0.22741 up no . pfam03089 RAG2 Recombination activating protein 2. V-D-J recombination is the combinatorial process by which the huge range of immunoglobulin and T cell binding specificity is generated from a limited amount of genetic material. This process is synergistically activated by RAG1 and RAG2 in developing lymphocytes. Defects in RAG2 in humans are a cause of severe combined immunodeficiency B cell negative and Omenn syndrome.. . . .

Manes.03G138300.v6.10.0387782 0.00087 down yes . pfam11981 DUF3482 Domain of unknown function (DUF3482). This presumed domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This domain is typically between 289 to 301 amino acids in length. This domain is found associated with pfam01926. THe central region of these proteins contains a hydrophobic region that is similar to pfam05433.. . . .

Manes.03G138400.v6.11.1327849 0.17954 up no DUF21 domain-containing protein At1g55930, chloroplasticpfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.GO:0006810|transport;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0050660|flavin adenine dinucleotide binding;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;.

Manes.03G138500.v6.13.1670423 3.29E-13 up yes Putative glycerol-3-phosphate transporter 5pfam07690 MFS_1 Major Facilitator Superfamily.GO:0006820|anion transport;GO:0008643|carbohydrate transport;GO:0055062|phosphate ion homeostasis;GO:0035435|phosphate ion transmembrane transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0015315|organophosphate:inorganic phosphate antiporter activity;.

Manes.03G138600.v6.125.252365 ####### up yes ABC transporter C family member 3pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0048046|apoplast;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010290|chlorophyll catabolite transmembrane transporter activity;GO:0015431|glutathione S-conjugate-exporting ATPase activity;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.03G138700.v6.116.353177 1.89E-25 up yes ABC transporter C family member 3pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0048046|apoplast;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010290|chlorophyll catabolite transmembrane transporter activity;GO:0015431|glutathione S-conjugate-exporting ATPase activity;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.03G139000.v6.10.7028933 0.00041 down no Serine acetyltransferase 3, mitochondrialpfam06426 SATase_N Serine acetyltransferase, N-terminal. The N-terminal domain of serine acetyltransferase has a sequence that is conserved in plants and bacteria.GO:0019344|cysteine biosynthetic process;GO:0006535|cysteine biosynthetic process from serine;GO:0046686|response to cadmium ion;GO:0005739|mitochondrion;GO:0009001|serine O-acetyltransferase activity;GO:0008270|zinc ion binding;K00640

Manes.03G139100.v6.16.4404175 9.74E-14 up yes Cytochrome P450 71D10pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G139300.v6.12.1955923 3.99E-07 up yes Cytochrome P450 71D11 (Fragment)pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G139400.v6.10.5005563 4.22E-06 down no Cytochrome P450 71D10pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G139700.v6.11.0120682 0.89995 up no 30S ribosomal protein S10, chloroplasticpfam00338 Ribosomal_S10 Ribosomal protein S10p/S20e. This family includes small ribosomal subunit S10 from prokaryotes and S20 from eukaryotes.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;.

Manes.03G139800.v6.10.636249 6.78E-06 down no . pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.03G139900.v6.10.269992 8.56E-10 down yes DNA-dependent metalloprotease WSS1pfam08325 WLM WLM domain. This is a predicted metallopeptidase domain called WLM (Wss1p-like metalloproteases). These are linked to the Ub-system by virtue of fusions with the UB-binding PUG (PUB), Ub-like, and Little Finger domains. More specifically, genetic evidence implicates the WLM family in de-SUMOylation.GO:0006974|cellular response to DNA damage stimulus;GO:0016925|protein sumoylation;GO:0010224|response to UV-B;GO:0010225|response to UV-C;GO:0019985|translesion synthesis;GO:0005635|nuclear envelope;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.03G140200.v6.12.0263012 2.04E-14 up yes Mitochondrial import inner membrane translocase subunit TIM50pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;. .

Manes.03G140400.v6.10.6131273 8.58E-05 down no Two-pore potassium channel 1pfam07885 Ion_trans_2 Ion channel. This family includes the two membrane helix type ion channels found in bacteria.GO:0030007|cellular potassium ion homeostasis;GO:0071805|potassium ion transmembrane transport;GO:0051260|protein homooligomerization;GO:0010029|regulation of seed germination;GO:0010119|regulation of stomatal movement;GO:0030322|stabilization of membrane potential;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005216|ion channel activity;GO:0046872|metal ion binding;GO:0022841|potassium ion leak channel activity;GO:0005249|voltage-gated potassium channel activity;K05389

Manes.03G140500.v6.10.404677 4.20E-06 down yes . pfam13520 AA_permease_2 Amino acid permease.. . . .

Manes.03G141000.v6.11.0275657 0.78232 up no RNA-binding motif protein, X chromosomepfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0071347|cellular response to interleukin-1;GO:0006509|membrane protein ectodomain proteolysis;GO:0006397|mRNA processing;GO:0007275|multicellular organismal development;GO:0048025|negative regulation of mRNA splicing, via spliceosome;GO:0048026|positive regulation of mRNA splicing, via spliceosome;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0051260|protein homooligomerization;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0006366|transcription from RNA polymerase II promoter;GO:0071013|catalytic step 2 spliceosome;GO:0070062|extracellular exosome;GO:0005719|nuclear euchromatin;GO:0005634|nucleus;GO:0044530|supraspliceosomal complex;GO:0003682|chromatin binding;GO:0001047|core promoter binding;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12885

Manes.03G141300.v6.10.8438799 0.17124 down no Nudix hydrolase 2pfam00293 NUDIX NUDIX domain.GO:0006979|response to oxidative stress;. GO:0047631|ADP-ribose diphosphatase activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0000210|NAD+ diphosphatase activity;.

Manes.03G141600.v6.10.6974628 0.01074 down no Nicotinamide/nicotinic acid mononucleotide adenylyltransferasepfam01467 CTP_transf_2 Cytidylyltransferase. This family includes: Cholinephosphate cytidylyltransferase and Glycerol-3-phosphate cytidylyltransferase.GO:0009435|NAD biosynthetic process;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0000309|nicotinamide-nucleotide adenylyltransferase activity;GO:0004515|nicotinate-nucleotide adenylyltransferase activity;.

Manes.03G141900.v6.10.6081529 2.34E-06 down no Poly(A)-specific ribonuclease PARNpfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006952|defense response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.03G142400.v6.10.667398 3.38E-05 down no Cellulose synthase-like protein E1pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.03G142500.v6.12.0279842 1.07E-14 up yes Cellulose synthase-like protein E1pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.03G142800.v6.10.4323663 0.0015 down yes Serine/threonine-protein kinase D6PKL2pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.03G143000.v6.11.5917031 1.20E-06 up no Heterogeneous nuclear ribonucleoprotein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.03G143100.v6.12.0825628 6.66E-14 up yes RNA-binding protein pno1pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.GO:0022008|neurogenesis;GO:0005730|nucleolus;GO:0003723|RNA binding;K11884

Manes.03G143200.v6.122.939814 4.25E-26 up yes ABC transporter G family member 26pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0010152|pollen maturation;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.03G143500.v6.10.6533987 0.02593 down no Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.03G143600.v6.11.3209882 0.0327 up no E3 ubiquitin-protein ligase At4g11680pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.03G143700.v6.10.7345992 0.01111 down no Farnesyl pyrophosphate synthase 1pfam00348 polyprenyl_synt Polyprenyl synthetase.GO:0006695|cholesterol biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0005737|cytoplasm;GO:0004161|dimethylallyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;.

Manes.03G143900.v6.11.8333576 7.30E-10 up no Adenosylhomocysteinasepfam05221 AdoHcyase S-adenosyl-L-homocysteine hydrolase.GO:0006730|one-carbon metabolic process;. GO:0004013|adenosylhomocysteinase activity;.

Manes.03G144400.v6.11.1577224 0.13686 up no UDP-glucuronate 4-epimerase 6pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.03G144500.v6.11.9403605 8.10E-14 up no Glycine-rich RNA-binding protein 2, mitochondrialpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009631|cold acclimation;GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009845|seed germination;GO:0031564|transcription antitermination;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0003690|double-stranded DNA binding;GO:0003723|RNA binding;GO:0001072|transcription antitermination factor activity, RNA binding;GO:0003697|single-stranded DNA binding;.

Manes.03G144800.v6.11.6852579 9.89E-06 up no Chaperone protein dnaJ 20, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.03G144900.v6.10.8058704 0.02916 down no . pfam00630 Filamin Filamin/ABP280 repeat.. . . .

Manes.03G145100.v6.11.8553134 0.00032 up no . pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.03G145200.v6.19.7323523 0.00027 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.03G145300.v6.12.8330262 1.95E-22 up yes . pfam11600 CAF-1_p150 Chromatin assembly factor 1 complex p150 subunit, N-terminal. CAF-1_p150 is a polypeptide subunit of CAF-1, which functions in depositing newly synthesized and acetylated histones H3/H4 into chromatin during DNA replication and repair. CAF-1_p150 includes the HP1 interaction site, the PEST, KER and ED interacting sites. CAF-1_p150 interacts directly with newly synthesized and acetylated histones through the acidic KER and ED domains. The PEST domain is associated with proteins that undergo rapid proteolysis.. . . .

Manes.03G145400.v6.11.0235407 0.80643 up no Beta-galactosidase 9pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.03G145500.v6.13.1592205 3.97E-05 up yes . pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.. . . .

Manes.03G145900.v6.11.788936 5.10E-06 up no Alkaline ceramidase 3pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.GO:0006672|ceramide metabolic process;GO:0071602|phytosphingosine biosynthetic process;GO:0008284|positive regulation of cell proliferation;GO:0046512|sphingosine biosynthetic process;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0030173|integral component of Golgi membrane;GO:0070774|phytoceramidase activity;K04711

Manes.03G146400.v6.10.8801144 0.21003 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G146700.v6.10.7776147 0.07417 down no Elongation factor 1-alphapfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.03G147000.v6.10.7947179 0.03239 down no Elongation factor 1-alphapfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.03G147100.v6.10.9635366 0.74836 down no ER lumen protein-retaining receptorpfam00810 ER_lumen_recept ER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;.

Manes.03G147300.v6.10.7693936 0.03397 down no Ubiquitin carboxyl-terminal hydrolase 2pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0009507|chloroplast;GO:0000502|proteasome complex;GO:0004197|cysteine-type endopeptidase activity;GO:0036459|ubiquitinyl hydrolase activity;GO:0008270|zinc ion binding;K11844

Manes.03G147400.v6.11.4869136 6.15E-05 up no . pfam01812 5-FTHF_cyc-lig 5-formyltetrahydrofolate cyclo-ligase family. 5-formyltetrahydrofolate cyclo-ligase or methenyl-THF synthetase EC:6.3.3.2 catalyses the interchange of 5-formyltetrahydrofolate (5-FTHF) to 5-10-methenyltetrahydrofolate, this requires ATP and Mg2+. 5-FTHF is used in chemotherapy where it is clinically known as Leucovorin.. . . .

Manes.03G147500.v6.17.3794959 8.11E-12 up yes Ethylene-responsive transcription factor ERF062pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G147800.v6.10.6714212 0.01532 down no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.03G148000.v6.12.1300344 0.02701 up yes Receptor like protein kinase S.2pfam00069 Pkinase Protein kinase domain.GO:0071395|cellular response to jasmonic acid stimulus;GO:0071446|cellular response to salicylic acid stimulus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009617|response to bacterium;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.03G148100.v6.10.7426503 0.00298 down no Myb family transcription factor APLpfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G148700.v6.19.1653987 ####### up yes Cyclin-dependent kinase inhibitor 3pfam02234 CDI Cyclin-dependent kinase inhibitor. Cell cycle progression is negatively controlled by cyclin-dependent kinases inhibitors (CDIs). CDIs are involved in cell cycle arrest at the G1 phase.GO:0007050|cell cycle arrest;GO:0005654|nucleoplasm;GO:0004861|cyclin-dependent protein serine/threonine kinase inhibitor activity;.

Manes.03G148800.v6.11.0763629 0.46654 up no Transcriptional corepressor LEUNIGpfam00400 WD40 WD domain, G-beta repeat.GO:0030154|cell differentiation;GO:0006974|cellular response to DNA damage stimulus;GO:0071217|cellular response to external biotic stimulus;GO:0009908|flower development;GO:0010393|galacturonan metabolic process;GO:0010073|meristem maintenance;GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0051512|positive regulation of unidimensional cell growth;GO:0045995|regulation of embryonic development;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0009733|response to auxin;GO:0009617|response to bacterium;GO:0046898|response to cycloheximide;GO:0009620|response to fungus;GO:0001666|response to hypoxia;GO:0009624|response to nematode;GO:0006979|response to oxidative stress;GO:1902074|response to salt;GO:0010272|response to silveGO:0005634|nucleus;. .

Manes.03G149000.v6.11.2571447 0.01116 up no . pfam04093 MreD rod shape-determining protein MreD. MreD (murein formation D) is involved in the rod shape determination in Escherichia coli, and more generally in cell shape determination of bacteria whether or not they are rod-shaped.. . . .

Manes.03G149600.v6.10.5138205 0.00026 down no Protein SULFUR DEFICIENCY-INDUCED 2pfam00515 TPR_1 Tetratricopeptide repeat.GO:0010438|cellular response to sulfur starvation;GO:0009658|chloroplast organization;GO:0005634|nucleus;. .

Manes.03G149700.v6.10.911015 0.36938 down no Ubiquinone biosynthesis monooxygenase COQ6, mitochondrialpfam01494 FAD_binding_3 FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0044550|secondary metabolite biosynthetic process;GO:0006744|ubiquinone biosynthetic process;GO:0042995|cell projection;GO:0005794|Golgi apparatus;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K06126

Manes.03G150100.v6.10.5529593 0.00252 down no Dihydroxy-acid dehydratase, chloroplasticpfam00920 ILVD_EDD Dehydratase family.GO:0009082|branched-chain amino acid biosynthetic process;GO:0009553|embryo sac development;GO:0009097|isoleucine biosynthetic process;GO:0009555|pollen development;GO:0009651|response to salt stress;GO:0048364|root development;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005507|copper ion binding;GO:0004160|dihydroxy-acid dehydratase activity;GO:0016836|hydro-lyase activity;K01687

Manes.03G150200.v6.12.4921457 4.12E-24 up yes 3-ketoacyl-CoA thiolase 2, peroxisomalpfam00108 Thiolase_N Thiolase, N-terminal domain. Thiolase is reported to be structurally related to beta-ketoacyl synthase (pfam00109), and also chalcone synthase.GO:0006635|fatty acid beta-oxidation;GO:0010111|glyoxysome organization;GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009611|response to wounding;GO:0009507|chloroplast;GO:0009514|glyoxysome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0003988|acetyl-CoA C-acyltransferase activity;K07513

Manes.03G150400.v6.10.3483636 0.31037 down no 9-cis-epoxycarotenoid dioxygenase NCED6, chloroplasticpfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0010114|response to red light;GO:0009639|response to red or far red light;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.03G150600.v6.1NA NA -- no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G151400.v6.1Inf 0.9009 up no Probable voltage-gated potassium channel subunit betapfam13123 DUF3978 Protein of unknown function (DUF3978). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 150 amino acids in length.GO:0006813|potassium ion transport;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005244|voltage-gated ion channel activity;.

Manes.03G152300.v6.11.4616668 7.51E-05 up no Cytochrome b5pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0055114|oxidation-reduction process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.03G152400.v6.11.9572784 1.61E-06 up no Purple acid phosphatase 23pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.03G152500.v6.1NA NA -- no E3 ubiquitin-protein ligase RING1-likepfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.03G153100.v6.10.1706866 0.00039 down yes . pfam05938 Self-incomp_S1 Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G153500.v6.1Inf 0.9009 up no . pfam05938 Self-incomp_S1 Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G153800.v6.1NA NA -- no . pfam05938 Self-incomp_S1 Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G154200.v6.1NA NA -- no . pfam05938 Self-incomp_S1 Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G154400.v6.13.0096758 2.56E-29 up yes Probable leucine-rich repeat receptor-like protein kinase At2g33170pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G154700.v6.16.4088811 9.58E-15 up yes Hydroxyethylthiazole kinasepfam02110 HK Hydroxyethylthiazole kinase family.GO:0009228|thiamine biosynthetic process;GO:0009229|thiamine diphosphate biosynthetic process;GO:0036172|thiamine salvage;. GO:0005524|ATP binding;GO:0004417|hydroxyethylthiazole kinase activity;GO:0046872|metal ion binding;K00878

Manes.03G154800.v6.1Inf 0.35135 up no Dirigent protein 16pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.03G155300.v6.198.708012 2.29E-10 up yes Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.03G155600.v6.10.0947439 8.48E-35 down yes . pfam14694 LINES_N Lines N-terminus. This family represents the N-terminus of protein lines. In Drosophila this protein is involved in embryonic segmentation and may function as a transcriptional regulator.. . . .

Manes.03G155700.v6.10.5676113 1.01E-06 down no Protein kinase C beta typepfam01764 Lipase_3 Lipase (class 3).GO:0006915|apoptotic process;GO:0042113|B cell activation;GO:0050853|B cell receptor signaling pathway;GO:0007596|blood coagulation;GO:0035162|embryonic hemopoiesis;GO:0035408|histone H3-T6 phosphorylation;GO:0035556|intracellular signal transduction;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005634|nucleus;GO:0050681|androgen receptor binding;GO:0005524|ATP binding;GO:0003682|chromatin binding;GO:0042393|histone binding;GO:0035403|histone kinase activity (H3-T6 specific);GO:0030374|ligand-dependent nuclear receptor transcription coactivator activity;GO:0004697|protein kinase C activity;GO:0008270|zinc ion binding;K02677

Manes.03G155800.v6.10.274089 1.02E-24 down yes Beta-amylase 1, chloroplasticpfam01373 Glyco_hydro_14 Glycosyl hydrolase family 14. This family are beta amylases.GO:0009414|response to water deprivation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016161|beta-amylase activity;K01177

Manes.03G156000.v6.10.8312607 0.05152 down no Activating molecule in BECN1-regulated autophagy protein 1pfam00400 WD40 WD domain, G-beta repeat.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0030154|cell differentiation;GO:0008285|negative regulation of cell proliferation;GO:0043524|negative regulation of neuron apoptotic process;GO:0021915|neural tube development;GO:1903599|positive regulation of mitophagy;GO:0043552|positive regulation of phosphatidylinositol 3-kinase activity;GO:2000785|regulation of autophagosome assembly;GO:0005776|autophagosome;GO:0005930|axoneme;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0045335|phagocytic vesicle;GO:0031625|ubiquitin protein ligase binding;K17985

Manes.03G156100.v6.10.627486 1.20E-05 down no Carboxyl-terminal-processing peptidase 2, chloroplasticpfam03572 Peptidase_S41 Peptidase family S41.. GO:0009543|chloroplast thylakoid lumen;GO:0005739|mitochondrion;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0008236|serine-type peptidase activity;.

Manes.03G156200.v6.10.4887412 4.71E-08 down yes . pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.03G156700.v6.10.2300144 0.00052 down yes Probable folate-biopterin transporter 9, chloroplasticpfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).GO:0006810|transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. .

Manes.03G157000.v6.1NA NA -- no . pfam05512 AWPM-19 AWPM-19-like family. Members of this family are 19 kDa membrane proteins. The levels of the plant protein AWPM-19 increase dramatically when there is an increase level of abscisic acid. The increase presence of this protein leads to greater tolerance of freezing.. . . .

Manes.03G157300.v6.10.7462515 0.04662 down no . pfam13904 DUF4207 Domain of unknown function (DUF4207). This family is found in eukaryotes; it has several conserved tryptophan residues. The function is not known.. . . .

Manes.03G157600.v6.14.186577 6.73E-09 up yes . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .



Manes.03G157900.v6.10.772457 0.01268 down no DNA mismatch repair protein MSH1, mitochondrialpfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0000710|meiotic mismatch repair;GO:0032042|mitochondrial DNA metabolic process;GO:0000002|mitochondrial genome maintenance;GO:0007131|reciprocal meiotic recombination;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0032300|mismatch repair complex;GO:0005739|mitochondrion;GO:0000228|nuclear chromosome;GO:0005524|ATP binding;GO:0003684|damaged DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0030983|mismatched DNA binding;.

Manes.03G158000.v6.14.7206832 0.00319 up yes . pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.03G158200.v6.13.3628578 6.69E-13 up yes 3-isopropylmalate dehydratase large subunitpfam00330 Aconitase Aconitase family (aconitate hydratase).GO:0019761|glucosinolate biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0046686|response to cadmium ion;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0003861|3-isopropylmalate dehydratase activity;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0050486|intramolecular transferase activity, transferring hydroxy groups;GO:0046872|metal ion binding;K01703

Manes.03G158600.v6.10.6649339 0.0013 down no Putative G3BP-like proteinpfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.03G159300.v6.10.7535076 0.02269 down no Oxidation resistance protein 1pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.GO:0007628|adult walking behavior;GO:0071447|cellular response to hydroperoxide;GO:0043524|negative regulation of neuron apoptotic process;GO:0006979|response to oxidative stress;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0016491|oxidoreductase activity;.

Manes.03G159400.v6.1Inf 0.04685 up no . pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.03G159500.v6.11.011036 0.87255 up no Pre-mRNA-processing factor 19pfam08606 Prp19 Prp19/Pso4-like. This regions is found specifically in PRP19-like protein.  The region represented by this family covers the sequence implicated in self-interaction and a coiled-coiled motif. PRP19-like proteins form an oligomer that is necessary for spliceosome assembly.GO:0006281|DNA repair;GO:0000349|generation of catalytic spliceosome for first transesterification step;GO:0045087|innate immune response;GO:0070534|protein K63-linked ubiquitination;GO:0016567|protein ubiquitination;GO:0071013|catalytic step 2 spliceosome;GO:0005634|nucleus;GO:0000974|Prp19 complex;GO:0071006|U2-type catalytic step 1 spliceosome;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10599

Manes.03G159600.v6.14.9496611 1.89E-06 up yes Zinc finger protein CONSTANS-LIKE 4pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.. GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.03G159700.v6.12.2682526 1.19E-20 up yes . pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.03G159900.v6.10.8598875 0.49973 down no Peroxygenasepfam05042 Caleosin Caleosin related protein. This family contains plant proteins related to caleosin. Caleosins contain calcium-binding domains and have an oleosin-like association with lipid bodies. Caleosins are present at relatively low levels and are mainly bound to microsomal membrane fractions at the early stages of seed development. As the seeds mature, overall levels of caleosins increased dramatically and they were associated almost exclusively with storage lipid bodies. This family is probably related to EF hands pfam00036.. GO:0005783|endoplasmic reticulum;GO:0005811|lipid particle;GO:0031090|organelle membrane;GO:0046872|metal ion binding;GO:1990137|plant seed peroxidase activity;.

Manes.03G160500.v6.10.5316358 0.04208 down no . pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. . . .

Manes.03G160700.v6.10.2926166 0.02677 down yes Cyclopropane-fatty-acyl-phospholipid synthasepfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0030258|lipid modification;GO:0032259|methylation;GO:0005829|cytosol;GO:0008825|cyclopropane-fatty-acyl-phospholipid synthase activity;K00574

Manes.03G160800.v6.10.8043969 0.20633 down no Cyclopropane-fatty-acyl-phospholipid synthasepfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0030258|lipid modification;GO:0032259|methylation;GO:0005829|cytosol;GO:0008825|cyclopropane-fatty-acyl-phospholipid synthase activity;K00574

Manes.03G161400.v6.10.7391478 0.00508 down no . pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.. . . .

Manes.03G161500.v6.10.2652662 5.25E-05 down yes Protein NRT1/ PTR FAMILY 5.2pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.GO:0042742|defense response to bacterium;GO:0042938|dipeptide transport;GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0080052|response to histidine;GO:0009753|response to jasmonic acid;GO:0043201|response to leucine;GO:0080053|response to phenylalanine;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.03G161600.v6.10.5645735 0.01006 down no Protein NRT1/ PTR FAMILY 5.2pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042742|defense response to bacterium;GO:0042938|dipeptide transport;GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0080052|response to histidine;GO:0009753|response to jasmonic acid;GO:0043201|response to leucine;GO:0080053|response to phenylalanine;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.03G161800.v6.10.398255 5.87E-18 down yes . pfam13414 TPR_11 TPR repeat. . . . .

Manes.03G161900.v6.10.4927388 0.00046 down yes . pfam09366 DUF1997 Protein of unknown function (DUF1997). This family of proteins are functionally uncharacterized.. . . .

Manes.03G162400.v6.10.5401905 0.00017 down no Polyubiquitin pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.03G162600.v6.11.1230472 0.44956 up no Polyubiquitin 3pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.03G162700.v6.10.8966216 0.36802 down no Pleckstrin homology domain-containing family A member 8pfam08718 GLTP Glycolipid transfer protein (GLTP). GLTP is a cytosolic protein that catalyses the intermembrane transfer of glycolipids.GO:0015031|protein transport;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0051861|glycolipid binding;GO:0017089|glycolipid transporter activity;K08051

Manes.03G163300.v6.11.345443 0.00115 up no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.03G163400.v6.10.8111877 0.03115 down no Serine/threonine-protein kinase tricornerpfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.03G163600.v6.10.3696232 9.66E-12 down yes Protein LIGHT-DEPENDENT SHORT HYPOCOTYLS 3pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0010492|maintenance of shoot apical meristem identity;GO:0009299|mRNA transcription;GO:0010199|organ boundary specification between lateral organs and the meristem;GO:0048441|petal development;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0048834|specification of petal number;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G163800.v6.11.1660766 0.16128 up no Protein tas pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0016491|oxidoreductase activity;.

Manes.03G164000.v6.11.6614119 0.00014 up no . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.03G164200.v6.1210.03909 7.54E-26 up yes Myb-related protein Myb4pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.03G164300.v6.11.252203 0.09197 up no Chromatin modification-related protein MEAF6pfam09340 NuA4 Histone acetyltransferase subunit NuA4. The NuA4 histone acetyltransferase (HAT) multisubunit complex is responsible for acetylation of histone H4 and H2A N-terminal tails in yeast. NuA4 complexes are highly conserved in eukaryotes and play primary roles in transcription, cellular response to DNA damage, and cell cycle control.GO:0043968|histone H2A acetylation;GO:0044154|histone H3-K14 acetylation;GO:0043983|histone H4-K12 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005730|nucleolus;. K11344

Manes.03G164400.v6.11.2008273 0.05633 up no Actin-depolymerizing factorpfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. K05765

Manes.03G164500.v6.12.9362854 5.38E-10 up yes Phosphoenolpyruvate carboxylase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0046898|response to cycloheximide;GO:0009416|response to light stimulus;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G164600.v6.11.1093623 0.5708 up no Inorganic phosphate transporter 1-4pfam00083 Sugar_tr Sugar (and other) transporter.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0009737|response to abscisic acid;GO:0055085|transmembrane transport;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.03G164700.v6.14.3783863 3.47E-07 up yes Probable inorganic phosphate transporter 1-7pfam00083 Sugar_tr Sugar (and other) transporter.GO:1901684|arsenate ion transmembrane transport;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:1901683|arsenate ion transmembrane transporter activity;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.03G165100.v6.112.42063 3.03E-36 up yes Ethylene-responsive transcription factor 1Bpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14516

Manes.03G165300.v6.1Inf 6.39E-64 up yes Ethylene-responsive transcription factor ERF095pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G165500.v6.11.4078288 0.00167 up no Electron transfer flavoprotein subunit beta, mitochondrialpfam01012 ETF Electron transfer flavoprotein domain. This family includes the homologous domain shared between the alpha and beta subunits of the electron transfer flavoprotein.GO:0015996|chlorophyll catabolic process;GO:0006552|leucine catabolic process;GO:0055114|oxidation-reduction process;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0009055|electron carrier activity;.

Manes.03G165900.v6.10.8366533 0.18532 down no 1-aminocyclopropane-1-carboxylate oxidase homolog 3pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166000.v6.121.904482 5.53E-07 up yes 1-aminocyclopropane-1-carboxylate oxidase homolog 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166100.v6.10.7068026 0.00136 down no 1-aminocyclopropane-1-carboxylate oxidase homolog 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166200.v6.14.4650991 0.08461 up no 1-aminocyclopropane-1-carboxylate oxidase homolog 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166300.v6.10.7654761 0.0068 down no 1-aminocyclopropane-1-carboxylate oxidase homolog 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166400.v6.17.1939474 1.83E-07 up yes 1-aminocyclopropane-1-carboxylate oxidase homolog 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166800.v6.11.499409 8.36E-06 up no . pfam05514 HR_lesion HR-like lesion-inducing. Family of plant proteins that are associated with the hypersensitive response (HR) pathway of defence against plant pathogens.. . . .

Manes.03G167200.v6.10.5652605 0.00248 down no Bet1-like SNARE 1-2pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005484|SNAP receptor activity;K08504

Manes.03G167700.v6.10.4839595 7.49E-05 down yes Serine/threonine-protein kinase BLUS1pfam00069 Pkinase Protein kinase domain.GO:0032147|activation of protein kinase activity;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0023014|signal transduction by protein phosphorylation;GO:0031098|stress-activated protein kinase signaling cascade;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G167800.v6.10.6024257 0.09387 down no Cellulose synthase-like protein G1pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.03G168100.v6.10.9082163 0.43517 down no . pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.03G168300.v6.118.140692 0.00166 up yes . pfam03896 TRAP_alpha Translocon-associated protein (TRAP), alpha subunit. The alpha-subunit of the TRAP complex (TRAP alpha) is a single-spanning membrane protein of the endoplasmic reticulum (ER) which is found in proximity of nascent polypeptide chains translocating across the membrane.. . . .

Manes.03G168600.v6.11.6085454 1.50E-07 up no Protein WVD2-like 1pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.03G168700.v6.10.6752826 0.0001 down no StAR-related lipid transfer protein 7, mitochondrialpfam01852 START START domain.GO:1903955|positive regulation of protein targeting to mitochondrion;GO:0005739|mitochondrion;GO:0008289|lipid binding;.

Manes.03G168800.v6.10.6276124 3.12E-06 down no . pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.. . . .

Manes.03G168900.v6.10.8838194 0.38029 down no . pfam06414 Zeta_toxin Zeta toxin. This family consists of several bacterial zeta toxin proteins. Zeta toxin is thought to be part of a postregulational killing system in bacteria. It relies on antitoxin/toxin systems that secure stable inheritance of low and medium copy number plasmids during cell division and kill cells that have lost the plasmid.. . . .

Manes.03G169000.v6.11.5363906 1.33E-06 up no 40S ribosomal protein S15-4pfam00203 Ribosomal_S19 Ribosomal protein S19.GO:0006412|translation;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0005730|nucleolus;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;.

Manes.03G169100.v6.16.337019 0.00263 up yes Transcription factor bHLH92pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G169200.v6.12.0450808 4.31E-15 up yes Chloroplastic group IIA intron splicing facilitator CRS1, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0006417|regulation of translation;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.03G169800.v6.13.066908 2.08E-34 up yes Auxin-responsive protein IAA4pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14484

Manes.03G170100.v6.10.7897506 0.08355 down no Putative ion channel POLLUX-like 2pfam06241 DUF1012 Protein of unknown function (DUF1012). Family of uncharacterized proteins found in both eukaryotes and bacteria.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;. .

Manes.03G170300.v6.120.82845 7.89E-72 up yes CBL-interacting serine/threonine-protein kinase 4pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G170900.v6.16.6310833 0.13453 up no . pfam07922 Glyco_transf_52 Glycosyltransferase family 52. This family features glycosyltransferases belonging to glycosyltransferase family 52, which have alpha-2,3- sialyltransferase (EC:4.2.99.4) and alpha-glucosyltransferase (EC 2.4.1.-) activity. For example, beta-galactoside alpha-2,3- sialyltransferase expressed by Neisseria meningitidis is a member of this family and is involved in a step of lipooligosaccharide biosynthesis requiring sialic acid transfer; these lipooligosaccharides are thought to be important in the process of pathogenesis. This family includes several bacterial lipooligosaccharide sialyltransferases similar to the Haemophilus ducreyi LST protein. Haemophilus ducreyi is the cause of the sexually transmitted disease chancroid and produces a lipooligosaccharide (LOS) containing a terminal sialyl N-acetyllactosamine trisaccharide.. . . .

Manes.03G171000.v6.10.4124308 1.16E-08 down yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.03G171200.v6.11.3972574 0.00022 up no Pyruvate kinase isozyme A, chloroplasticpfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.03G172000.v6.14.8075176 6.07E-20 up yes Putative calcium-transporting ATPase 13, plasma membrane-typepfam00689 Cation_ATPase_C Cation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.03G172200.v6.13.1595076 1.10E-06 up yes Calcium-transporting ATPase 12, plasma membrane-typepfam00689 Cation_ATPase_C Cation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.03G173200.v6.149.968658 4.89E-17 up yes Heat stress transcription factor A-6bpfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.03G173300.v6.11.3201732 0.00234 up no 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 2pfam03079 ARD ARD/ARD' family. The two acireductone dioxygenase enzymes (ARD and ARD', previously known as E-2 and E-2') from Klebsiella pneumoniae share the same amino acid sequence, but bind different metal ions: ARD binds Ni2+, ARD' binds Fe2+. ARD and ARD' can be experimentally interconverted by removal of the bound metal ion and reconstitution with the appropriate metal ion. The two enzymes share the same substrate, 1,2-dihydroxy-3-keto-5-(methylthio)pentene, but yield different products. ARD' yields the alpha-keto precursor of methionine (and formate), thus forming part of the ubiquitous methionine salvage pathway that converts 5'-methylthioadenosine (MTA) to methionine. This pathway is responsible for the tight control of the concentration of MTA, which is a powerful inhibitor of polyamine biosynthesis and transmethylation reactions. ARD yields methylthiopropanoate, carbon monoxide and formate, and thus prevents the conversion of MTA to methionine. The role of the ARD catalysed reaction is unclear: methylthiopropanoGO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010309|acireductone dioxygenase [iron(II)-requiring] activity;GO:0046872|metal ion binding;K08967

Manes.03G173400.v6.10.4794787 0.00199 down yes EPIDERMAL PATTERNING FACTOR-like protein 4pfam15621 PROL5-SMR Proline-rich submaxillary gland androgen-regulated family. SMR is a family of proteins found in eukaryotes. The family of SMR proteins is expressed in the submaxillary gland. SMR members may play a role in protection or detoxification.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.03G173700.v6.10.4850359 5.31E-11 down yes Chlorophyllase-2, chloroplasticpfam12740 Chlorophyllase2 Chlorophyllase enzyme. This family consists of several chlorophyllase and chlorophyllase-2 (EC:3.1.1.14) enzymes. Chlorophyllase (Chlase) is the first enzyme involved in chlorophyll (Chl) degradation and catalyses the hydrolysis of an ester bond to yield chlorophyllide and phytol. The family includes both plant and Amphioxus members.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0047746|chlorophyllase activity;K08099

Manes.03G174300.v6.10.3014973 5.67E-07 down yes Leucine-rich repeat extensin-like protein 6pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.03G174400.v6.11.3977582 0.00021 up no 40S ribosomal protein S3apfam01015 Ribosomal_S3Ae Ribosomal S3Ae family.GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;K02984

Manes.03G174700.v6.10.3858645 0.00066 down yes . pfam01770 Folate_carrier Reduced folate carrier. The reduced folate carrier (a transmembrane glycoprotein) transports reduced folate into mammalian cells via the carrier mediated mechanism (as opposed to the receptor mediated mechanism) it also transports cytotoxic folate analogues used in chemotherapy, such as methotrexate (MTX). Mammalian cells have an absolute requirement for exogenous folates which are needed for growth, and biosynthesis of macromolecules.. . . .

Manes.03G174800.v6.10.326694 2.54E-17 down yes . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.03G175100.v6.10.4428638 0.00028 down yes Pentatricopeptide repeat-containing protein At2g22410, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G175500.v6.10.692481 0.0026 down no ATP-dependent RNA helicase SUPV3L1, mitochondrialpfam12513 SUV3_C Mitochondrial degradasome RNA helicase subunit C terminal. This domain family is found in bacteria and eukaryotes, and is approximately 50 amino acids in length. The family is found in association with pfam00271. The yeast mitochondrial degradosome (mtEXO) is an NTP-dependent exoribonuclease involved in mitochondrial RNA metabolizm. mtEXO is made up of two subunits: an RNase (DSS1) and an RNA helicase (SUV3). These co-purify with mitochondrial ribosomes.GO:0070827|chromatin maintenance;GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0000958|mitochondrial mRNA catabolic process;GO:0035946|mitochondrial mRNA surveillance;GO:0035945|mitochondrial ncRNA surveillance;GO:0000965|mitochondrial RNA 3'-end processing;GO:2000827|mitochondrial RNA surveillance;GO:0070584|mitochondrion morphogenesis;GO:0043066|negative regulation of apoptotic process;GO:0030307|positive regulation of cell growth;GO:0000962|positive regulation of mitochondrial RNA catabolic process;GO:0006401|RNA catabolic process;GO:0045025|mitochondrial degradosome;GO:0005759|mitochondrial matrix;GO:0042645|mitochondrial nucleoid;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0034458|3'-5' RNA helicase activity;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;GO:0003725|double-stranded RNA binding;GO:0044822|poly(A) RNA binding;GO:0042803|protein homodimerization activity;K17675

Manes.03G175900.v6.10.6795756 0.00025 down no Probable RNA helicase SDE3pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.GO:0035194|posttranscriptional gene silencing by RNA;GO:0009616|virus induced gene silencing;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0003724|RNA helicase activity;K18422

Manes.03G176700.v6.110.604584 ####### up yes Uncharacterized N-acetyltransferase p20pfam13302 Acetyltransf_3 Acetyltransferase (GNAT) domain. This domain catalyses N-acetyltransferase reactions.. . GO:0008080|N-acetyltransferase activity;.

Manes.03G176900.v6.10.2175729 4.24E-30 down yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.03G177300.v6.11.8404827 1.27E-10 up no . pfam00011 HSP20 Hsp20/alpha crystallin family.. . . .

Manes.03G177600.v6.11.5915287 3.32E-07 up no . pfam07926 TPR_MLP1_2 TPR/MLP1/MLP2-like protein. The sequences featured in this family are similar to a region of human TPR protein and to yeast myosin-like proteins 1 (MLP1) and 2 (MLP2). These proteins share a number of features; for example, they all have coiled-coil regions and all three are associated with nuclear pores. TPR is thought to be a component of nuclear pore complex- attached intra-nuclear filaments, and is implicated in nuclear protein import. Moreover, its N-terminal region is involved in the activation of oncogenic kinases, possibly by mediating the dimerization of kinase domains or by targeting these kinases to the nuclear pore complex. MLP1 and MLP2 are involved in the process of telomere length regulation, where they are thought to interact with proteins such as Tel1p and modulate their activity.. . . .

Manes.03G178100.v6.10.4898577 0.00457 down yes Transcription repressor OFP12pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.03G178200.v6.10.5877397 1.21E-05 down no Preprotein translocase subunit SECE1pfam01592 NifU_N NifU-like N terminal domain. This domain is found in NifU in combination with pfam01106. This domain is found on isolated in several bacterial species. The nif genes are responsible for nitrogen fixation. However this domain is found in bacteria that do not fix nitrogen, so it may have a broader significance in the cell than nitrogen fixation. These proteins appear to be scaffold proteins for iron-sulfur clusters.GO:0009306|protein secretion;GO:0006605|protein targeting;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;.

Manes.03G178300.v6.10.8161036 0.12928 down no Probable prefoldin subunit 2pfam01920 Prefoldin_2 Prefoldin subunit. This family includes prefoldin subunits that are not detected by pfam02996.GO:0006457|protein folding;GO:0016272|prefoldin complex;. K09549

Manes.03G178500.v6.11.2167668 0.036 up no FRIGIDA-like protein 4apfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.03G178700.v6.10.2652299 6.47E-22 down yes Photosystem II D1 precursor processing protein PSB27-H2, chloroplasticpfam13326 PSII_Pbs27 Photosystem II Pbs27. This family of proteins contains Pbs27, a highly conserved component of photosystem II. Pbs27 is comprised of four helices arranged in a right handed up-down-up-down fold, with a less ordered region located at the N-terminus.GO:0010207|photosystem II assembly;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;. .

Manes.03G179000.v6.10.713748 0.00965 down no 40S ribosomal protein S24-2pfam01282 Ribosomal_S24e Ribosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.03G179100.v6.16.3782216 7.61E-27 up yes . pfam07466 DUF1517 Protein of unknown function (DUF1517). This family consists of several hypothetical glycine rich plant and bacterial proteins of around 300 residues in length. The function of this family is unknown.. . . .

Manes.03G179300.v6.10.2929338 0.00062 down yes 5'-nucleotidase SurEpfam01975 SurE Survival protein SurE. Escherichia coli cells with the surE gene disrupted are found to survive poorly in stationary phase. It is suggested that SurE may be involved in stress response. Yeast also contains a member of the family, probable tubulin-tyrosine ligase PBY1. Yarrowia lipolytica PHO2 can complement a mutation in acid phosphatase, suggesting that members of this family could be phosphatases.GO:0016311|dephosphorylation;GO:0005737|cytoplasm;GO:0008253|5'-nucleotidase activity;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K03787

Manes.03G179600.v6.10.4355914 6.47E-07 down yes . pfam00650 CRAL_TRIO CRAL/TRIO domain.. . . .

Manes.03G180200.v6.14.562003 3.62E-34 up yes Uncharacterized protein C24B11.05pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.03G180300.v6.10.7944644 0.03133 down no Vacuole membrane protein KMS1pfam09335 SNARE_assoc SNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.GO:0010256|endomembrane system organization;GO:0007029|endoplasmic reticulum organization;GO:0006887|exocytosis;GO:0007030|Golgi organization;GO:0010506|regulation of autophagy;GO:0016192|vesicle-mediated transport;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000407|pre-autophagosomal structure;. .



Manes.03G180400.v6.11.3093892 0.46505 up no Sugar transport protein 13pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015749|monosaccharide transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009679|hexose:proton symporter activity;GO:0005358|high-affinity hydrogen:glucose symporter activity;GO:0015145|monosaccharide transmembrane transporter activity;.

Manes.03G180700.v6.11.1883606 0.05882 up no Long chain acyl-CoA synthetase 7, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.03G180900.v6.10.943742 0.54911 down no Cyclin-T1-4 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K15188

Manes.03G181100.v6.12.3301084 2.36E-05 up yes Probable membrane-associated kinase regulator 1pfam04925 SHQ1 SHQ1 protein. S. cerevisiae SHQ1 protein is required for SnoRNAs of the box H/ACA Quantitative accumulation (unpublished).GO:0009742|brassinosteroid mediated signaling pathway;GO:0006629|lipid metabolic process;GO:0042326|negative regulation of phosphorylation;GO:0009741|response to brassinosteroid;GO:0005886|plasma membrane;GO:0019210|kinase inhibitor activity;.

Manes.03G181200.v6.11.792582 3.66E-07 up no . pfam01269 Fibrillarin Fibrillarin. . . . .

Manes.03G181300.v6.13.1113641 8.57E-22 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g67720pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G181400.v6.10.7851382 0.01135 down no ARM REPEAT PROTEIN INTERACTING WITH ABF2pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0010187|negative regulation of seed germination;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.03G181600.v6.12.6153449 4.89E-27 up yes Probable ATP-dependent DNA helicase CHR12pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0010078|maintenance of root meristem identity;GO:0010492|maintenance of shoot apical meristem identity;GO:0040008|regulation of growth;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;K11647

Manes.03G182300.v6.10.7762233 0.02658 down no E3 ubiquitin-protein ligase RHF2Apfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.03G182700.v6.12.7458762 3.66E-28 up yes . pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.03G182800.v6.12.1526719 4.45E-13 up yes NEDD8-activating enzyme E1 catalytic subunitpfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0045116|protein neddylation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016881|acid-amino acid ligase activity;GO:0005524|ATP binding;GO:0019781|NEDD8 activating enzyme activity;GO:0046982|protein heterodimerization activity;K10686

Manes.03G182900.v6.10.7739433 0.0319 down no Protein trichome birefringence-like 11pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.03G183000.v6.10.7980549 0.15446 down no . pfam00119 ATP-synt_A ATP synthase A chain.. . . .

Manes.03G183200.v6.12.4783086 1.03E-24 up yes Nuclear transcription factor Y subunit C-9pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G183300.v6.10.9008391 0.29358 down no . pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.03G183400.v6.12.4306838 0.00574 up yes Probable aquaporin NIP7-1pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0035445|borate transmembrane transport;GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0006833|water transport;GO:0005887|integral component of plasma membrane;GO:0046715|borate transmembrane transporter activity;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09874

Manes.03G183500.v6.1128.52892 ####### up yes Basic 7S globulinpfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.03G183700.v6.175.275214 1.51E-29 up yes . pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . . .

Manes.03G183800.v6.13.1156398 0.00588 up yes Basic 7S globulin 2pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0045735|nutrient reservoir activity;.

Manes.03G183900.v6.13.1045101 0.17114 up no Basic 7S globulinpfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.03G184100.v6.13.1331932 3.69E-08 up yes Basic 7S globulin 2pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0045735|nutrient reservoir activity;.

Manes.03G184400.v6.10.4276721 3.28E-16 down yes Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.03G184600.v6.11.9980369 0.0058 up no . pfam01763 Herpes_UL6 Herpesvirus UL6 like. This family consists of various proteins from the herpesviridae that are similar to herpes simplex virus type I UL6 virion protein. UL6 is essential for cleavage and packaging of the viral genome.. . . .

Manes.03G184800.v6.10.2883931 5.91E-20 down yes . pfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. . . .

Manes.03G185300.v6.10.8183401 0.04868 down no Serine incorporator 3pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0006658|phosphatidylserine metabolic process;GO:1902237|positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway;GO:0006665|sphingolipid metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.03G185500.v6.11.7630191 2.35E-06 up no Pentatricopeptide repeat-containing protein At5g19020, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G185600.v6.10.4774568 1.06E-09 down yes Mediator of RNA polymerase II transcription subunit 33Apfam08389 Xpo1 Exportin 1-like protein. The sequences featured in this family are similar to a region close to the N-terminus of yeast exportin 1 (Xpo1, Crm1). This region is found just C-terminal to an importin-beta N-terminal domain (pfam03810) in many members of this family. Exportin 1 is a nuclear export receptor that interacts with leucine-rich nuclear export signal (NES) sequences, and Ran-GTP, and is involved in translocation of proteins out of the nucleus.GO:0009698|phenylpropanoid metabolic process;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.03G185700.v6.11.2303027 0.10032 up no Ribonucleoside-diphosphate reductase small chain Apfam00268 Ribonuc_red_sm Ribonucleotide reductase, small chain.GO:0009186|deoxyribonucleoside diphosphate metabolic process;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0007275|multicellular organismal development;GO:0051726|regulation of cell cycle;GO:0009259|ribonucleotide metabolic process;GO:0005829|cytosol;GO:0005971|ribonucleoside-diphosphate reductase complex;GO:0046872|metal ion binding;GO:0004748|ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptor;K10808

Manes.03G186300.v6.1Inf 0.00699 up yes . pfam04020 DUF360 Membrane protein of unknown function. These proteins a predicted transmembrane proteins with probably four transmembrane spans. The function of these bacterial proteins is unknown. The sequences do not appear to contain any conserved polar residues that could form an active site.. . . .

Manes.03G186700.v6.19.5166845 8.68E-06 up yes Protein trichome birefringence-like 43pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.03G186800.v6.15.9614934 1.63E-05 up yes Protein FAR1-RELATED SEQUENCE 7pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.03G187300.v6.11.2066544 0.14142 up no . pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.03G187400.v6.10.7811114 0.14622 down no Calcium-binding protein 39-likepfam08569 Mo25 Mo25-like. Mo25-like proteins are involved in both polarised growth and cytokinesis. In fission yeast Mo25 is localized alternately to the spindle pole body and to the site cell division in a cell cycle dependent manner.GO:0007050|cell cycle arrest;GO:0008286|insulin receptor signaling pathway;GO:0005829|cytosol;GO:0070062|extracellular exosome;. K08272

Manes.03G187500.v6.10.8570851 0.13895 down no F-box/LRR-repeat protein 4pfam02948 Amelogenin Amelogenin. Amelogenins play a role in biomineralisation. They seem to regulate the formation of crystallites during the secretory stage of tooth enamel development. thought to play a major role in the structural organisation and mineralisation of developing enamel. They are found in the extracellular matrix. Mutations in X-chromosomal amelogenin can cause Amelogenesis imperfecta.. . . K10268

Manes.03G187600.v6.11.9869316 3.68E-12 up no AP-5 complex subunit mupfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030659|cytoplasmic vesicle membrane;. K19023

Manes.03G187800.v6.13.4203268 3.77E-45 up yes Probable protein phosphatase 2C 35pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.03G187900.v6.10.9116101 0.34594 down no Germinal-center associated nuclear proteinpfam03399 SAC3_GANP SAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25)GO:0002376|immune system process;GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;GO:0005634|nucleus;. .

Manes.03G188000.v6.1Inf 1.76E-05 up yes . pfam05188 MutS_II MutS domain II. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam00488, pfam01624, pfam05192 and pfam05190. The MutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. This domain corresponds to domain II in Thermus aquaticus MutS as characterized in, and has similarity resembles RNAse-H-like domains (see pfam00075).. . . .

Manes.03G188400.v6.11.0796965 0.4858 up no Uncharacterized tRNA/rRNA methyltransferase YsgApfam00588 SpoU_methylase SpoU rRNA Methylase family. This family of proteins probably use S-AdoMet.GO:0006396|RNA processing;. GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;K03437

Manes.03G188500.v6.11.8649557 0.03901 up no . pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.03G188700.v6.13.4564973 0.02766 up yes . pfam15558 DUF4659 Domain of unknown function (DUF4659). This family of proteins is found in eukaryotes. Proteins in this family are typically between 427 and 674 amino acids in length. There are two completely conserved residues (D and I) that may be functionally important.. . . .

Manes.03G188800.v6.12.2583546 4.11E-20 up yes Uncharacterized protein At4g15545pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.03G189000.v6.10.7033793 0.00063 down no Histidine-containing phosphotransfer protein 1pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0016310|phosphorylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009927|histidine phosphotransfer kinase activity;GO:0043424|protein histidine kinase binding;K14490

Manes.03G189300.v6.10.8581974 0.36188 down no . pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.03G189500.v6.10.7666358 0.00707 down no Serine/arginine-rich SC35-like splicing factor SCL28pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12900

Manes.03G190100.v6.10.933526 0.48005 down no Probable E3 ubiquitin ligase SUD1pfam12906 RINGv RING-variant domain.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.03G190200.v6.11.2169978 0.04711 up no PAX-interacting protein 1pfam04307 DUF457 Predicted membrane-bound metal-dependent hydrolase (DUF457). Family of predicted membrane-bound metal-dependent hydrolases, based on CA_C0507. May act as phospholipases.GO:0060612|adipose tissue development;GO:0060717|chorion development;GO:0030330|DNA damage response, signal transduction by p53 class mediator;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043542|endothelial cell migration;GO:0051568|histone H3-K4 methylation;GO:0035066|positive regulation of histone acetylation;GO:0000416|positive regulation of histone H3-K36 methylation;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0045830|positive regulation of isotype switching;GO:0031398|positive regulation of protein ubiquitination;GO:0060261|positive regulation of transcription initiation from RNA polymerase II promoter;GO:0010212|response to ionizing radiation;GO:0006351|transcription, DNA-templated;GO:0001570|vasculogenesis;GO:0035097|histone methyltransferase complex;GO:0016363|nuclear matrix;GO:0005634|nucleus;. K14972

Manes.03G190300.v6.10.7098861 0.00129 down no Chaperone protein DnaJpfam11926 DUF3444 Domain of unknown function (DUF3444). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 210 amino acids in length. This domain is found associated with pfam00226. This domain has two conserved sequence motifs: FSH and FSH.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;.

Manes.03G190500.v6.10.1414148 0.05677 down no . pfam12301 CD99L2 CD99 antigen like protein 2. This family of proteins is found in eukaryotes. Proteins in this family are typically between 165 and 237 amino acids in length. CD99L2 and CD99 are involved in trans-endothelial migration of neutrophils in vitro and in the recruitment of neutrophils into inflamed peritoneum.. . . .

Manes.03G190700.v6.13.3724023 0.00049 up yes Sodium/hydrogen exchanger 2pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0055075|potassium ion homeostasis;GO:0010107|potassium ion import;GO:0006885|regulation of pH;GO:0090333|regulation of stomatal closure;GO:0009651|response to salt stress;GO:0035725|sodium ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015386|potassium:proton antiporter activity;GO:0015385|sodium:proton antiporter activity;.

Manes.03G190800.v6.10.7017671 0.0036 down no . pfam08209 Sgf11 Sgf11 (transcriptional regulation protein). The Sgf11 family is a SAGA complex subunit in Saccharomyces cerevisiae. The SAGA complex is a multisubunit protein complex involved in transcriptional regulation. SAGA combines proteins involved in interactions with DNA-bound activators and TATA-binding protein (TBP), as well as enzymes for histone acetylation and deubiquitylation.. . . .

Manes.03G191000.v6.15.2086014 2.98E-15 up yes Inactive beta-amylase 9pfam01373 Glyco_hydro_14 Glycosyl hydrolase family 14. This family are beta amylases.GO:0000272|polysaccharide catabolic process;GO:0005737|cytoplasm;GO:0016161|beta-amylase activity;.

Manes.03G191100.v6.13.0437484 0.00788 up yes . pfam12734 CYSTM Cysteine-rich TM module stress tolerance. The members of this family are short cysteine-rich membrane proteins that most probably dimerise together to form a transmembrane sulfhydryl-lined pore. The CYSTM module is always present at the extreme C-terminus of the protein in which it is present. Furthermore, like the yeast prototypes, the majority of the proteins also possess a proline/glutamine-rich segment upstream of the CYSTM module that is likely to form a polar, disordered head in the cytoplasm. The presence of an atypical well-conserved acidic residue at the C-terminal end of the TM helix suggests that this might interact with a positively charged moiety in the lipid head group. Consistently across the eukaryotes, the different versions of the CYSTM module appear to have roles in stress-response or stress-tolerance, and, more specifically, in resistance to deleterious substances, implying that thes might be general functions of the whole family.. . . .

Manes.03G191200.v6.12.6168438 4.54E-28 up yes Probable serine/threonine-protein kinase At1g54610pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G191300.v6.10.8933003 0.36784 down no . pfam12077 DUF3556 Transmembrane protein of unknown function (DUF3556). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 576 to 592 amino acids in length.. . . .

Manes.03G191400.v6.10.6958299 0.02991 down no . pfam06102 DUF947 Domain of unknown function (DUF947). Family of eukaryotic proteins with unknown function.. . . .

Manes.03G191800.v6.11.2230637 0.0269 up no Lipase pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0046872|metal ion binding;GO:0004806|triglyceride lipase activity;.

Manes.03G191900.v6.10.9082385 0.3448 down no Putative chromatin-remodeling complex ATPase chainpfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0043044|ATP-dependent chromatin remodeling;GO:0016589|NURF complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.03G192000.v6.10.8691328 0.18128 down no Serine/threonine-protein kinase PBS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.03G192300.v6.10.9717326 0.79314 down no Probable serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit TON2pfam00036 EF-hand_1 EF hand. The EF-hands can be divided into two classes: signaling proteins and buffering/transport proteins. The first group is the largest and includes the most well-known members of the family such as calmodulin, troponin C and S100B. These proteins typically undergo a calcium-dependent conformational change which opens a target binding site. The latter group is represented by calbindin D9k and do not undergo calcium dependent conformational changes.GO:0030865|cortical cytoskeleton organization;GO:0000226|microtubule cytoskeleton organization;GO:0000913|preprophase band assembly;GO:0050790|regulation of catalytic activity;GO:0009826|unidimensional cell growth;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0005509|calcium ion binding;GO:0030359|protein phosphatase type 2B regulator activity;K11583

Manes.03G193000.v6.10.6989027 0.00032 down no . pfam07496 zf-CW CW-type Zinc Finger. This domain appears to be a zinc finger. The alignment shows four conserved cysteine residues and a conserved tryptophan. It was first identified by, and is predicted to be a "highly specialized mononuclear four-cysteine zinc finger...that plays a role in DNA binding and/or promoting protein-protein interactions in complicated eukaryotic processes including...chromatin methylation status and early embryonic development." Weak homology to pfam00628 further evidences these predictions (personal obs: C Yeats). Twelve different CW-domain-containing protein subfamilies are described, with different subfamilies being characteristic of vertebrates, higher plants and other animals in which these domain is found.. . . .

Manes.03G193100.v6.10.6583201 0.00255 down no Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G193400.v6.11.4511236 0.02296 up no Cullin-1 pfam00888 Cullin Cullin family.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048366|leaf development;GO:0010087|phloem or xylem histogenesis;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042752|regulation of circadian rhythm;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0000794|condensed nuclear chromosome;GO:0031461|cullin-RING ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;. K03347

Manes.03G193800.v6.10.4036589 0.0134 down yes . pfam07780 Spb1_C Spb1 C-terminal domain. This presumed domain is found at the C-terminus of a family of FtsJ-like methyltransferases. Members of this family are involved in 60S ribosomal biogenesis.. . . .

Manes.03G193900.v6.10.7862723 0.05121 down no . pfam03772 Competence Competence protein. Members of this family are integral membrane proteins with 6 predicted transmembrane helices. Some members of this family have been shown to be essential for bacterial competence in uptake of extracellular DNA. These proteins may transport DNA across the cell membrane. These proteins contain a highly conserved motif in the amino terminal transmembrane region that has two histidines that may form a metal binding site.. . . .

Manes.03G194000.v6.11.1893736 0.39872 up no . pfam11725 AvrE Pathogenicity factor. This family is secreted by gram-negative Gammaproteobacteria such as Pseudomonas syringae of tomato and the fire blight plant pathogen Erwinia amylovora, amongst others. It is an essential pathogenicity factor of approximately 198 kDa. Its injection into the host-plant is dependent upon the bacterial type III or Hrp secretion system. The family is long and carries a number of predicted functional regions, including an ERMS or endoplasmic reticulum membrane retention signal at both the C- and the N-termini, a leucine-zipper motif from residues 539-560, and a nuclear localisation signal at 1358-1361. this conserved AvrE-family of effectors is among the few that are required for full virulence of many phytopathogenic pseudomonads, erwinias and pantoeas.. . . .

Manes.03G194700.v6.10.7399991 0.07988 down no Alanyl-tRNA editing protein AlaX-Lpfam01411 tRNA-synt_2c tRNA synthetases class II (A). Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only alanyl-tRNA synthetases.GO:0006419|alanyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0004813|alanine-tRNA ligase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;K01872

Manes.03G195000.v6.1NA NA -- no . pfam03956 DUF340 Membrane protein of unknown function (DUF340). Members of this family contain a conserved core of four predicted transmembrane segments. Some members have an additional pair of N-terminal transmembrane helices. The functions of the proteins in this family are unknown.. . . .

Manes.03G195200.v6.10.9239406 0.44541 down no Xyloglucan 6-xylosyltransferase 2pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0000271|polysaccharide biosynthetic process;GO:0006486|protein glycosylation;GO:0010411|xyloglucan metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0035252|UDP-xylosyltransferase activity;GO:0033843|xyloglucan 6-xylosyltransferase activity;K08238

Manes.03G195300.v6.11.6107796 8.97E-08 up no Probable histone-arginine methyltransferase 1.4pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0034971|histone H3-R17 methylation;GO:0034970|histone H3-R2 methylation;GO:0034972|histone H3-R26 methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016277|[myelin basic protein]-arginine N-methyltransferase activity;GO:0008469|histone-arginine N-methyltransferase activity;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;GO:0035241|protein-arginine omega-N monomethyltransferase activity;K05931

Manes.03G195400.v6.10.7981231 0.0201 down no Isoleucine--tRNA ligasepfam00133 tRNA-synt_1 tRNA synthetases class I (I, L, M and V). Other tRNA synthetase sub-families are too dissimilar to be included.GO:0006428|isoleucyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0002161|aminoacyl-tRNA editing activity;GO:0005524|ATP binding;GO:0004822|isoleucine-tRNA ligase activity;GO:0008270|zinc ion binding;K01870

Manes.03G195500.v6.13.0862814 9.55E-07 up yes Translocase of chloroplast 159, chloroplasticpfam11886 DUF3406 Domain of unknown function (DUF3406). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is about 270 amino acids in length. This domain is found associated with pfam04548.GO:0045036|protein targeting to chloroplast;GO:0007165|signal transduction;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004888|transmembrane signaling receptor activity;.

Manes.03G195600.v6.14.0815761 9.19E-50 up yes . pfam14728 PHTB1_C PTHB1 C-terminus. This family includes the C-terminus of PTHB1 protein. This protein forms a part of the BBSome complex, which is required for ciliogenesis.. . . .

Manes.03G195700.v6.10.3014293 2.28E-05 down yes . pfam13919 ASXH Asx homology domain. A conserved alpha helical domain with a characteristic LXXLL motif. The LXXLL motif is detected in diverse transcription factors, coactivators and corepressors and is implicated in mediating interactions between them. The ASXH domain is found in animals, fungi and plants and is predicted to play a role in mediating contact between transcription factors and chromatin-associated complexes. In Drosophila Asx and Human ASXL1, the ASXH domain is predicted to mediate interactions with the Calypso and BAP1 deubiquitinases (DUBs) which further belong to the UCHL5/UCH37 clade of DUBs.. . . .

Manes.03G195800.v6.12.1596753 4.11E-09 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G196000.v6.10.5053363 1.39E-10 down no Ubiquitin-like-specific protease ESD4pfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0009911|positive regulation of flower development;GO:0016926|protein desumoylation;GO:0009909|regulation of flower development;GO:0031965|nuclear membrane;GO:0005634|nucleus;GO:0016929|SUMO-specific protease activity;K08592

Manes.03G196200.v6.10.6993881 0.00282 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G196300.v6.13.0942299 5.83E-25 up yes . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.03G196400.v6.120.006052 0.00011 up yes . pfam01677 Herpes_UL7 Herpesvirus UL7 like. This family consists of various functionally undefined proteins from the herpesviridae and UL7 from bovine herpes virus. UL7 is not essential for virus replication in cell culture, and is found localized in the cytoplasm of infected cells accumulated around the nucleus but could not be detected in purified virions. Members of the herpesviridae have a dsDNA genome and do not have a RNA stage during there replication.. . . .

Manes.03G196600.v6.10.659989 0.00637 down no Chaperone protein dnaJ 49pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;. K09518

Manes.03G196800.v6.10.6791722 6.69E-05 down no Putative E3 ubiquitin-protein ligase LIN-1pfam00400 WD40 WD domain, G-beta repeat.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G196900.v6.11.0654748 0.46602 up no Protein pleiotropic regulatory locus 1pfam00400 WD40 WD domain, G-beta repeat.GO:0048825|cotyledon development;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010154|fruit development;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0048366|leaf development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0016567|protein ubiquitination;GO:0006508|proteolysis;GO:0009749|response to glucose;GO:0048364|root development;GO:0010182|sugar mediated signaling pathway;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;. K12862

Manes.03G197000.v6.11.0837755 0.51075 up no 60S ribosomal protein L22-2pfam01776 Ribosomal_L22e Ribosomal L22e protein family.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02891

Manes.03G197100.v6.11.2528123 0.41954 up no Late embryogenesis abundant protein Lea5pfam03242 LEA_3 Late embryogenesis abundant protein. Members of this family are similar to late embryogenesis abundant proteins.  Members of the family have been isolated in a number of different screens. However, the molecular function of these proteins remains obscure.GO:0006950|response to stress;. . .

Manes.03G197300.v6.10.9126131 0.93251 down no Bidirectional sugar transporter SWEET17pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.03G197400.v6.11.519287 3.34E-06 up no Glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-apfam02737 3HCDH_N 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain. This family also includes lambda crystallin.GO:0006635|fatty acid beta-oxidation;GO:0009514|glyoxysome;GO:0018812|3-hydroxyacyl-CoA dehydratase activity;GO:0003857|3-hydroxyacyl-CoA dehydrogenase activity;GO:0008692|3-hydroxybutyryl-CoA epimerase activity;GO:0004165|dodecenoyl-CoA delta-isomerase activity;GO:0004300|enoyl-CoA hydratase activity;.

Manes.03G197600.v6.11.5183123 4.88E-06 up no Dynein 8 kDa light chain, flagellar outer armpfam01221 Dynein_light Dynein light chain type 1.GO:0009086|methionine biosynthetic process;GO:0007017|microtubule-based process;GO:0044458|motile cilium assembly;GO:0000394|RNA splicing, via endonucleolytic cleavage and ligation;GO:0005930|axoneme;GO:0097014|ciliary cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0031514|motile cilium;GO:0003774|motor activity;K10418

Manes.03G197900.v6.11.9521094 1.40E-05 up no . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .



Manes.03G198100.v6.11.5825784 1.10E-06 up no Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrialpfam00198 2-oxoacid_dh 2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0043617|cellular response to sucrose starvation;GO:0006633|fatty acid biosynthetic process;GO:0009646|response to absence of light;GO:0009744|response to sucrose;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0016407|acetyltransferase activity;GO:0004147|dihydrolipoamide branched chain acyltransferase activity;GO:0043754|dihydrolipoyllysine-residue (2-methylpropanoyl)transferase activity;GO:0008270|zinc ion binding;K09699

Manes.03G198200.v6.11.3816845 0.0011 up no Acylpyruvase FAHD1, mitochondrialpfam01557 FAA_hydrolase Fumarylacetoacetate (FAA) hydrolase family. This family consists of fumarylacetoacetate (FAA) hydrolase, or fumarylacetoacetate hydrolase (FAH) and it also includes HHDD isomerase/OPET decarboxylase from Escherichia coli strain W.  FAA is the last enzyme in the tyrosine catabolic pathway, it hydrolyses fumarylacetoacetate into fumarate and acetoacetate which then join the citric acid cycle. Mutations in FAA cause type I tyrosinemia in humans this is an inherited disorder mainly affecting the liver leading to liver cirrhosis, hepatocellular carcinoma, renal tubular damages and neurologic crises amongst other symptoms. The enzymatic defect causes the toxic accumulation of phenylalanine/tyrosine catabolites. The Escherichia coli W enzyme HHDD isomerase/OPET decarboxylase contains two copies of this domain and functions in fourth and fifth steps of the homoprotocatechuate pathway; here it decarboxylates OPET to HHDD and isomerises this to OHED. The final products of this pathway are pyruvic acid and succinic semi. GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0018773|acetylpyruvate hydrolase activity;GO:0047621|acylpyruvate hydrolase activity;GO:0034545|fumarylpyruvate hydrolase activity;GO:0046872|metal ion binding;K01557

Manes.03G198400.v6.114.746281 ####### up yes RING-H2 finger protein ATL2pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.03G198600.v6.12.9613329 0.06397 up no Putative pectinesterase/pectinesterase inhibitor 28pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.03G198700.v6.13.0113505 0.02346 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.03G198800.v6.11.1658369 0.10411 up no Acyl-CoA dehydrogenase family member 10pfam01636 APH Phosphotransferase enzyme family. This family consists of bacterial antibiotic resistance proteins, which confer resistance to various aminoglycosides they include: aminoglycoside 3'-phosphotransferase or kanamycin kinase / neomycin-kanamycin phosphotransferase and streptomycin 3''-kinase or streptomycin 3''-phosphotransferase. The aminoglycoside phosphotransferases inactivate aminoglycoside antibiotics via phosphorylation. This family also includes homoserine kinase. This family is related to fructosamine kinase pfam03881.GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0055088|lipid homeostasis;GO:0005739|mitochondrion;GO:0003995|acyl-CoA dehydrogenase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0016787|hydrolase activity;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K11729

Manes.03G198900.v6.10.399973 1.09E-06 down yes Sucrose synthase 2pfam00862 Sucrose_synth Sucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0001666|response to hypoxia;GO:0010431|seed maturation;GO:0005982|starch metabolic process;GO:0005985|sucrose metabolic process;GO:0005829|cytosol;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0042170|plastid membrane;GO:0016157|sucrose synthase activity;K00695

Manes.03G199300.v6.13.7436348 0.00899 up yes Ethylene-responsive transcription factor RAP2-3pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0008219|cell death;GO:0009873|ethylene-activated signaling pathway;GO:0010286|heat acclimation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0051707|response to other organism;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.03G199700.v6.10.2552504 2.54E-08 down yes Probable protein phosphatase 2C 34pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0009414|response to water deprivation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.03G199800.v6.10.8842329 0.25712 down no Mediator of RNA polymerase II transcription subunit 20apfam08612 Med20 TATA-binding related factor (TRF) of subunit 20 of Mediator complex. This family of proteins is related to TATA-binding protein (TBP). TBP is a highly conserved RNA polymerase II general transcription factor that binds to the core promoter and initiates assembly of the preinitiation complex. Human TRF has been shown to associate with an RNA polymerase II-SRB complex. This Med20 subunit of Mediator is found in the non-essential part of the head.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K13528

Manes.03G200000.v6.11.864797 1.02E-10 up no Pumilio homolog 24pfam08144 CPL CPL (NUC119) domain. This C terminal domain is fund in Penguin-like proteins associated with Pumilio like repeats.GO:0006417|regulation of translation;GO:0005730|nucleolus;GO:0003729|mRNA binding;K14844

Manes.03G200400.v6.1Inf 0.00044 up yes Major allergen Pru ar 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.03G200500.v6.1Inf 0.08849 up no Major allergen Pru ar 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.03G200600.v6.13.1692946 6.15E-05 up yes Major allergen Pru av 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.03G200700.v6.12.2291536 1.22E-18 up yes . pfam05623 DUF789 Protein of unknown function (DUF789). This family consists of several plant proteins of unknown function.. . . .

Manes.03G200800.v6.10.9738412 0.82014 down no Protein DEHYDRATION-INDUCED 19 homolog 7pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.GO:0009785|blue light signaling pathway;GO:0010161|red light signaling pathway;GO:0005634|nucleus;. .

Manes.03G200900.v6.11.1752914 0.48445 up no BTB/POZ and MATH domain-containing protein 2pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005634|nucleus;. K10523

Manes.03G201100.v6.12.9068129 1.94E-27 up yes COBRA-like protein 7pfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0016049|cell growth;GO:0010215|cellulose microfibril organization;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;. .

Manes.03G201300.v6.10.5043908 1.93E-09 down no GATA transcription factor 15pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.03G201400.v6.11.2529243 0.01339 up no Importin subunit alpha-1pfam01749 IBB Importin beta binding domain. This family consists of the importin alpha (karyopherin alpha), importin beta (karyopherin beta) binding domain. The domain mediates formation of the importin alpha beta complex; required for classical NLS import of proteins into the nucleus, through the nuclear pore complex and across the nuclear envelope. Also in the alignment is the NLS of importin alpha which overlaps with the IBB domain.GO:0006606|protein import into nucleus;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005730|nucleolus;GO:0008565|protein transporter activity;.

Manes.03G201800.v6.11.472436 2.43E-05 up no AMSH-like ubiquitin thioesterase 3pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0006897|endocytosis;GO:0046907|intracellular transport;GO:0090316|positive regulation of intracellular protein transport;GO:0044090|positive regulation of vacuole organization;GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0015031|protein transport;GO:0007033|vacuole organization;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K11866

Manes.03G201900.v6.1Inf 0.02411 up yes Protein trichome birefringence-like 4pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.03G202200.v6.11.0289978 0.74482 up no Calmodulin-binding transcription activator 6pfam03859 CG-1 CG-1 domain. CG-1 domains are highly conserved domains of about 130 amino-acid residues containing a predicted bipartite NLS and named after a partial cDNA clone isolated from parsley encoding a sequence-specific DNA-binding protein. CG-1 domains are associated with CAMTA proteins (for CAlModulin -binding Transcription Activator) that are transcription factors containing a calmodulin -binding domain and ankyrins (ANK) motifs.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G202800.v6.123.914198 0.02642 up yes DNA-directed RNA polymerases II, IV and V subunit 9Apfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0001193|maintenance of transcriptional fidelity during DNA-templated transcription elongation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03017

Manes.03G203100.v6.10.8174905 0.42342 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G203300.v6.1Inf 0.04608 up no . pfam13961 DUF4219 Domain of unknown function (DUF4219). This domain is very short and is found at the N-terminal of many Gag-pol polyprotein and related proteins. There is a highly conserved YxxWxxxM sequence motif.. . . .

Manes.03G203400.v6.11.2868539 0.00739 up no Ubiquitin-conjugating enzyme E2 32pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10578

Manes.03G204100.v6.10.3713643 2.72E-10 down yes . pfam04795 PAPA-1 PAPA-1-like conserved region. Family of proteins with a conserved region found in PAPA-1, a PAP-1 binding protein.. . . .

Manes.03G204600.v6.10.6524937 1.23E-05 down no PsbB mRNA maturation factor Mbb1, chloroplasticpfam13432 TPR_16 Tetratricopeptide repeat.GO:0030154|cell differentiation;GO:0009902|chloroplast relocation;GO:0009965|leaf morphogenesis;GO:0006397|mRNA processing;GO:1901918|negative regulation of exoribonuclease activity;GO:0010207|photosystem II assembly;GO:0045893|positive regulation of transcription, DNA-templated;GO:0035304|regulation of protein dephosphorylation;GO:0006417|regulation of translation;GO:0006364|rRNA processing;GO:0010027|thylakoid membrane organization;GO:0042793|transcription from plastid promoter;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005774|vacuolar membrane;GO:0003727|single-stranded RNA binding;.

Manes.03G205000.v6.10.9835022 0.87061 down no ATP-citrate synthase beta chain protein 1pfam00285 Citrate_synt Citrate synthase.GO:0044262|cellular carbohydrate metabolic process;GO:0006629|lipid metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003878|ATP citrate synthase activity;GO:0016829|lyase activity;GO:0046872|metal ion binding;K01648

Manes.03G205100.v6.10.9826124 0.88615 down no Phytochrome Bpfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.03G205200.v6.10.6743296 0.00067 down no Serine/threonine-protein kinase EDR1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.03G205700.v6.10.5266267 8.47E-05 down no Probable protein phosphatase 2C 42pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K01102

Manes.03G205800.v6.11.4444351 3.79E-05 up no . pfam12698 ABC2_membrane_3ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.03G206000.v6.10.5493395 0.00013 down no DNA replication complex GINS protein SLD5pfam05916 Sld5 GINS complex protein. The eukaryotic GINS complex is essential for the initiation and elongation phases of DNA replication. It consists of four paralogous protein subunits (Sld5, Psf1, Psf2 and Psf3), all of which are included in this family. The GINS complex is conserved from yeast to humans, and has been shown in human to bind directly to DNA primase.GO:0032508|DNA duplex unwinding;GO:0006270|DNA replication initiation;GO:0000727|double-strand break repair via break-induced replication;GO:0005737|cytoplasm;GO:0000811|GINS complex;GO:0031298|replication fork protection complex;. K10735

Manes.03G206300.v6.11.3931482 0.00164 up no Probable prefoldin subunit 3pfam02996 Prefoldin Prefoldin subunit. This family comprises of several prefoldin subunits. The biogenesis of the cytoskeletal proteins actin and tubulin involves interaction of nascent chains of each of the two proteins with the oligomeric protein prefoldin (PFD) and their subsequent transfer to the cytosolic chaperonin CCT (chaperonin containing TCP-1). Electron microscopy shows that eukaryotic PFD, which has a similar structure to its archaeal counterpart, interacts with unfolded actin along the tips of its projecting arms. In its PFD-bound state, actin seems to acquire a conformation similar to that adopted when it is bound to CCT.GO:0007017|microtubule-based process;GO:0006457|protein folding;GO:0007021|tubulin complex assembly;GO:0005829|cytosol;GO:0005844|polysome;GO:0016272|prefoldin complex;GO:0015631|tubulin binding;.

Manes.03G206400.v6.11.5497012 0.15522 up no Probable WRKY transcription factor 48pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G207000.v6.117.46273 2.20E-13 up yes Cell wall / vacuolar inhibitor of fructosidase 1pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0005618|cell wall;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G207100.v6.12.0820604 2.34E-10 up yes Cell wall / vacuolar inhibitor of fructosidase 1pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0005618|cell wall;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G207500.v6.16.6091802 2.56E-10 up yes . pfam13668 Ferritin_2 Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.. . . .

Manes.03G207600.v6.13.4800885 6.28E-12 up yes . pfam13668 Ferritin_2 Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.. . . .

Manes.03G207700.v6.10.9058684 0.30462 down no 30S ribosomal protein S6pfam01250 Ribosomal_S6 Ribosomal protein S6.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02990

Manes.03G207800.v6.10.6934951 0.00018 down no DnaJ homolog subfamily C member 14pfam14901 Jiv90 Cleavage inducing molecular chaperone. Jiv90 is a fragment of the DnaJ protein in eukaryotes and in J-domain protein interacting with viral protein (Jiv) located in the N terminal region of the pestivirus viral polypeptide. The viral protein interacts stably with non structural (NS) protein NS2, causing a conformational change in NS2-NS3 and stimulates NS2-NS3 cleavage in trans. Cleavage of NS2-NS3 increases cytopathogenicity and consequently aids viral replication. Jiv therefore acts as a regulating cofactor for NS2 auto-protease. The efficient release of NS3 from the viral polypeptide by Jiv is considered crucial to the pestivirus cytopathogenicity. In eukaryotes, it usually lies 40 residues downstream of DnaJ family pfam00226. However, the function in eukaryotes is still unknown.GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;. K09534

Manes.03G208200.v6.10.4713414 0.00044 down yes . pfam05405 Mt_ATP-synt_B Mitochondrial ATP synthase B chain precursor (ATP-synt_B). The Fo sector of the ATP synthase is a membrane bound complex which mediates proton transport. It is composed of nine different polypeptide subunits (a, b, c, d, e, f, g F6, A6L).. . . .

Manes.03G208400.v6.18.6100965 6.23E-61 up yes Alkaline/neutral invertase CINV2pfam12899 Glyco_hydro_100 Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.03G208500.v6.114.923722 ####### up yes Transcription factor MYB108pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.03G208600.v6.11.776176 1.85E-10 up no E3 ubiquitin-protein ligase UPL6pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G208700.v6.10.7838069 0.01596 down no Nuclear export mediator factor NEMF homologpfam05833 FbpA Fibronectin-binding protein A N-terminus (FbpA). This family consists of the N-terminal region of the prokaryotic fibronectin-binding protein. Fibronectin binding is considered to be an important virulence factor in streptococcal infections. Fibronectin is a dimeric glycoprotein that is present in a soluble form in plasma and extracellular fluids; it is also present in a fibrillar form on cell surfaces. Both the soluble and cellular forms of fibronectin may be incorporated into the extracellular tissue matrix. While fibronectin has critical roles in eukaryotic cellular processes, such as adhesion, migration and differentiation, it is also a substrate for the attachment of bacteria. The binding of pathogenic Streptococcus pyogenes and Staphylococcus aureus to epithelial cells via fibronectin facilitates their internalisation and systemic spread within the host.GO:0006611|protein export from nucleus;GO:0005634|nucleus;. .

Manes.03G208800.v6.11.7910702 0.4079 up no Galactinol synthase 1pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.03G209000.v6.10.9140678 0.35486 down no . pfam07572 BCNT Bucentaur or craniofacial development. Bucentaur or craniofacial development protein 1 (BCNT) in ruminents has a different domain architecture to that in mouse and human. For this reason it has been used as a model for molecular evolution. Both bovine and human BCNTs are phosphorylated by casein kinase II in vitro.. . . .

Manes.03G209300.v6.10.8962652 0.2917 down no Probable beta-1,3-galactosyltransferase 16pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.03G209500.v6.11.0017876 0.96307 up no Putative vacuolar protein sorting-associated protein 13Bpfam12624 Chorein_N N-terminal region of Chorein, a TM vesicle-mediated sorter. Although mutations in the full-length vacuolar protein sorting 13A (VPS13A) protein in vertebrates lead to the disease of chorea-acanthocytosis, the exact function of any of the regions within the protein is not yet known. This region is the proposed leucine zipper at the N-terminus. The full-length protein is a transmembrane protein with a presumed role in vesicle-mediated sorting and intracellular protein transport.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;. .

Manes.03G209800.v6.10.9907841 0.9357 down no Vacuolar protein sorting-associated protein 13Cpfam06650 DUF1162 Protein of unknown function (DUF1162). This family represents a conserved region within several hypothetical eukaryotic proteins. Family members might be vacuolar protein sorting related-proteins.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0005623|cell;GO:0070062|extracellular exosome;GO:0019898|extrinsic component of membrane;GO:0005622|intracellular;. .

Manes.03G209900.v6.10.1406989 4.45E-40 down yes Polygalacturonase At1g48100pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.03G210100.v6.12.4932282 1.46E-17 up yes Probable boron transporter 2pfam00955 HCO3_cotransp HCO3- transporter family. This family contains Band 3 anion exchange proteins that exchange CL-/HCO3-. This family also includes cotransporters of Na+/HCO3-.GO:0035445|borate transmembrane transport;GO:0051453|regulation of intracellular pH;GO:0048364|root development;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0080139|borate efflux transmembrane transporter activity;GO:0005452|inorganic anion exchanger activity;.

Manes.03G210200.v6.10.6048662 0.00012 down no DNA (cytosine-5)-methyltransferase DRM2pfam00145 DNA_methylase C-5 cytosine-specific DNA methylase.GO:0050832|defense response to fungus;GO:0006306|DNA methylation;GO:0016458|gene silencing;GO:0051567|histone H3-K9 methylation;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003886|DNA (cytosine-5-)-methyltransferase activity;GO:0003677|DNA binding;GO:0009008|DNA-methyltransferase activity;.

Manes.03G210400.v6.1Inf 0.1623 up no 1-Cys peroxiredoxinpfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0005634|nucleus;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;.

Manes.03G210600.v6.14.3990379 5.41E-65 up yes Calmodulin-binding transcription activator 3pfam03859 CG-1 CG-1 domain. CG-1 domains are highly conserved domains of about 130 amino-acid residues containing a predicted bipartite NLS and named after a partial cDNA clone isolated from parsley encoding a sequence-specific DNA-binding protein. CG-1 domains are associated with CAMTA proteins (for CAlModulin -binding Transcription Activator) that are transcription factors containing a calmodulin -binding domain and ankyrins (ANK) motifs.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G210700.v6.10.8751276 0.29603 down no Mediator of RNA polymerase II transcription subunit 21pfam11221 Med21 Subunit 21 of Mediator complex. Med21 has been known as Srb7 in yeasts, hSrb7 in humans and Trap 19 in Drosophila. The heterodimer of the two subunits Med7 and Med21 appears to act as a hinge between the middle and the tail regions of Mediator.GO:0050832|defense response to fungus;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0043078|polar nucleus;. K15152

Manes.03G211000.v6.12.8630859 0.0003 up yes . pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.. . . .

Manes.03G211100.v6.10.8508929 0.10785 down no Pentatricopeptide repeat-containing protein At3g06430, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0048868|pollen tube development;GO:0009507|chloroplast;GO:0019843|rRNA binding;.

Manes.03G211300.v6.10.8184603 0.14674 down no Probable receptor-like protein kinase At5g18500pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G211400.v6.10.5712746 4.65E-07 down no Probable sugar phosphate/phosphate translocator At3g17430pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.03G211500.v6.11.1233836 0.20578 up no Novel plant SNARE 13pfam07798 DUF1640 Protein of unknown function (DUF1640). This family consists of sequences derived from hypothetical eukaryotic proteins. A region approximately 100 residues in length is featured.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006896|Golgi to vacuole transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006623|protein targeting to vacuole;GO:0042147|retrograde transport, endosome to Golgi;GO:0048280|vesicle fusion with Golgi apparatus;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;.

Manes.03G211600.v6.10.6700951 6.50E-05 down no [Pyruvate dehydrogenase (acetyl-transferring)] kinase, mitochondrialpfam10436 BCDHK_Adom3 Mitochondrial branched-chain alpha-ketoacid dehydrogenase kinase. Catabolism and synthesis of leucine, isoleucine and valine are finely balanced, allowing the body to make the most of dietary input but removing excesses to prevent toxic build-up of their corresponding keto-acids. This is the butyryl-CoA dehydrogenase, subunit A domain 3, a largely alpha-helical bundle of the enzyme BCDHK. This enzyme is the regulator of the dehydrogenase complex that breaks branched-chain amino-acids down, by phosphorylating and thereby inactivating it when synthesis is required. The domain is associated with family HATPase_c pfam02518 which is towards the C-terminal.GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0009927|histidine phosphotransfer kinase activity;GO:0042803|protein homodimerization activity;GO:0004740|pyruvate dehydrogenase (acetyl-transferring) kinase activity;K00898

Manes.03G211700.v6.10.760168 0.05918 down no rRNA-processing protein fcf2pfam08698 Fcf2 Fcf2 pre-rRNA processing. This is a family of eukaryotic nucleolar proteins that are involved in pre-rRNA processing.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005634|nucleus;. .

Manes.03G211800.v6.11.0207921 0.82935 up no CBL-interacting serine/threonine-protein kinase 1pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G211900.v6.10.7118409 0.00324 down no . pfam03108 DBD_Tnp_Mut MuDR family transposase. This region is found in plant proteins that are presumed to be the transposases for Mutator transposable elements. These transposons contain two ORFs. The molecular function of this region is unknown.. . . .

Manes.03G212000.v6.10.7036554 0.01858 down no tRNA pseudouridine synthase A 1pfam01416 PseudoU_synth_1 tRNA pseudouridine synthase. Involved in the formation of pseudouridine at the anticodon stem and loop of transfer-RNAs Pseudouridine is an isomer of uridine (5-(beta-D-ribofuranosyl) uracil, and id the most abundant modified nucleoside found in all cellular RNAs. The TruA-like proteins also exhibit a conserved sequence with a strictly conserved aspartic acid, likely involved in catalysis.GO:0031119|tRNA pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06173

Manes.03G212100.v6.10.8469209 0.10831 down no Protein TRIGALACTOSYLDIACYLGLYCEROL 4, chloroplasticpfam12600 DUF3769 Protein of unknown function (DUF3769). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 560 and 931 amino acids in length.GO:0034196|acylglycerol transport;GO:1990052|ER to chloroplast lipid transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0070300|phosphatidic acid binding;GO:0042803|protein homodimerization activity;.

Manes.03G212200.v6.10.8184547 0.10084 down no G-protein coupled receptor 1pfam05462 Dicty_CAR Slime mold cyclic AMP receptor. This family consists of cyclic AMP receptor (CAR) proteins from slime molds. CAR proteins are responsible for controlling development in Dictyostelium discoideum.GO:0009738|abscisic acid-activated signaling pathway;GO:0007202|activation of phospholipase C activity;GO:0009785|blue light signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0009736|cytokinin-activated signaling pathway;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009094|L-phenylalanine biosynthetic process;GO:0006629|lipid metabolic process;GO:0010231|maintenance of seed dormancy;GO:0000278|mitotic cell cycle;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0032960|regulation of inositol trisphosphate biosynthetic process;GO:0009735|response to cytokinin;GO:0010244|response to low fluence blue light stimulus by blue low-fluence system;GO:0009845|seed germination;GO:0006571|tyrosine biosynthetic process;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0044214|spanning component of plasma membrane;GO:0005774|vacuolar membrane;GO:0004930|G-protein coupled receptor activity;.

Manes.03G212300.v6.10.9211408 0.39863 down no Cytosolic purine 5'-nucleotidasepfam05761 5_nucleotid 5' nucleotidase family. This family of eukaryotic proteins includes 5' nucleotidase enzymes, such as purine 5'-nucleotidase EC:3.1.3.5.GO:0016311|dephosphorylation;GO:0006139|nucleobase-containing compound metabolic process;GO:0009117|nucleotide metabolic process;GO:0045335|phagocytic vesicle;GO:0008253|5'-nucleotidase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K01081

Manes.03G212600.v6.10.7674281 0.01136 down no Protein CHUP1, chloroplasticpfam04156 IncA IncA protein. Chlamydia trachomatis is an obligate intracellular bacterium that develops within a parasitophorous vacuole termed an inclusion. The inclusion is non-fusogenic with lysosomes but intercepts lipids from a host cell exocytic pathway. Initiation of chlamydial development is concurrent with modification of the inclusion membrane by a set of C. trachomatis-encoded proteins collectively designated Incs. One of these Incs, IncA, is functionally associated with the homotypic fusion of inclusions. This family probably includes members of the wider Inc family rather than just IncA.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.03G212800.v6.10.5703736 5.68E-06 down no SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A-like protein 1pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0001525|angiogenesis;GO:0051216|cartilage development;GO:0048589|developmental growth;GO:0006259|DNA metabolic process;GO:0006281|DNA repair;GO:0000733|DNA strand renaturation;GO:0010172|embryonic body morphogenesis;GO:0030097|hemopoiesis;GO:0000278|mitotic cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0031297|replication fork processing;GO:0005634|nucleus;GO:0036310|annealing helicase activity;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0004386|helicase activity;K14440

Manes.03G213000.v6.10.1803719 7.66E-16 down yes . pfam03772 Competence Competence protein. Members of this family are integral membrane proteins with 6 predicted transmembrane helices. Some members of this family have been shown to be essential for bacterial competence in uptake of extracellular DNA. These proteins may transport DNA across the cell membrane. These proteins contain a highly conserved motif in the amino terminal transmembrane region that has two histidines that may form a metal binding site.. . . .

Manes.03G213200.v6.10.7445743 0.01414 down no Putative esterase HI_1161pfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.. . GO:0016787|hydrolase activity;.

Manes.04G000200.v6.10.7019554 0.00032 down no Serine/threonine-protein kinase Nek5pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0009913|epidermal cell differentiation;GO:0007017|microtubule-based process;GO:0006468|protein phosphorylation;GO:0055028|cortical microtubule;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.04G000500.v6.12.3127727 1.35E-21 up yes . pfam15538 Toxin_61 Putative toxin 61. A predicted toxin domain found in bacterial polymorphic toxin systems. The toxin possesses an alpha+beta fold with a conserved glutamine residue and a [KR]STxxPxxDxx[ST] motif. In bacterial polymorphic toxin systems, the toxin is exported by the type 2 or type 6 secretion system.. . . .

Manes.04G000600.v6.11.968611 0.03098 up no NAC domain-containing protein 89pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009910|negative regulation of flower development;GO:0009626|plant-type hypersensitive response;GO:0045893|positive regulation of transcription, DNA-templated;GO:0034976|response to endoplasmic reticulum stress;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G000800.v6.11.8351365 0.00013 up no Uncharacterized protein At5g41620pfam01991 vATP-synt_E ATP synthase (E/31 kDa) subunit. This family includes the vacuolar ATP synthase E subunit, as well as the archaebacterial ATP synthase E subunit.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.04G001300.v6.11.7143708 1.48E-08 up no RuvB-like protein 1pfam06068 TIP49 TIP49 C-terminus. This family consists of the C-terminal region of several eukaryotic and archaeal RuvB-like 1 (Pontin or TIP49a) and RuvB-like 2 (Reptin or TIP49b) proteins. The N-terminal domain contains the pfam00004 domain. In zebrafish, the liebeskummer (lik) mutation, causes development of hyperplastic embryonic hearts. lik encodes Reptin, a component of a DNA-stimulated ATPase complex. Beta-catenin and Pontin, a DNA-stimulated ATPase that is often part of complexes with Reptin, are in the same genetic pathways. The Reptin/Pontin ratio serves to regulate heart growth during development, at least in part via the beta-catenin pathway. TBP-interacting protein 49 (TIP49) was originally identified as a TBP-binding protein, and two related proteins are encoded by individual genes, tip49a and b. Although the function of this gene family has not been elucidated, they are supposed to play a critical role in nuclear events because they interact with various kinds of nuclear factors and have DNA helicase activitieGO:0030154|cell differentiation;GO:0009908|flower development;GO:0048507|meristem development;GO:2000072|regulation of defense response to fungus, incompatible interaction;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;K04499

Manes.04G001400.v6.11.2304138 0.06477 up no . pfam03899 ATP_synt_I ATP synthase I chain.. . . .

Manes.04G001500.v6.10.6495147 1.33E-05 down no OTU domain-containing protein 5-Apfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0032496|response to lipopolysaccharide;. GO:0004843|ubiquitin-specific protease activity;K12655

Manes.04G001700.v6.10.6593373 0.0653 down no Mitochondrial fission protein ELM1pfam06258 Mito_fiss_Elm1 Mitochondrial fission ELM1. In plants, this family is involved in mitochondrial fission. It binds to dynamin-related proteins and plays a role in their relocation from the cytosol to mitochondrial fission sites. Its function in bacteria is unknown.GO:0000266|mitochondrial fission;GO:0005741|mitochondrial outer membrane;. .

Manes.04G001800.v6.10.7699267 0.02601 down no Vesicle-associated membrane protein 714pfam00957 Synaptobrevin Synaptobrevin.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0009651|response to salt stress;GO:0006906|vesicle fusion;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08515

Manes.04G002000.v6.13.8220659 0.00011 up yes NAC domain-containing protein 90pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G002300.v6.145.741813 7.07E-08 up yes Germin-like protein 9-3pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.04G002500.v6.10.9916127 0.967 down no . pfam05975 EcsB Bacterial ABC transporter protein EcsB. This family consists of several bacterial ABC transporter proteins which are homologous to the EcsB protein of Bacillus subtilis. EcsB is thought to encode a hydrophobic protein with six membrane-spanning helices in a pattern found in other hydrophobic components of ABC transporters.. . . .



Manes.04G002600.v6.16.5754206 3.45E-57 up yes Probable calcium-binding protein CML48pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . GO:0005509|calcium ion binding;K13448

Manes.04G003000.v6.10.5070817 2.23E-11 down no . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.04G003900.v6.10.5780599 1.64E-05 down no Transmembrane 9 superfamily member 5pfam02990 EMP70 Endomembrane protein 70.GO:0009624|response to nematode;GO:0010008|endosome membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.04G004100.v6.10.5662009 0.00141 down no TGACG-sequence-specific DNA-binding protein TGA-2.1pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G004600.v6.10.5424607 4.54E-08 down no . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.04G004900.v6.10.4218491 2.18E-05 down yes CMP-N-acetylneuraminate-beta-galactosamide-alpha-2,3-sialyltransferase 1pfam00777 Glyco_transf_29 Glycosyltransferase family 29 (sialyltransferase). Members of this family belong to glycosyltransferase family 29.GO:0006054|N-acetylneuraminate metabolic process;GO:0006486|protein glycosylation;GO:0006487|protein N-linked glycosylation;GO:0006468|protein phosphorylation;GO:0097503|sialylation;GO:0070062|extracellular exosome;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0016020|membrane;GO:0003836|beta-galactoside (CMP) alpha-2,3-sialyltransferase activity;K00780

Manes.04G005200.v6.1Inf 4.07E-06 up yes Subtilisin-like protease SBT5.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.04G005700.v6.1Inf 0.08088 up no Cucumisin pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.04G005900.v6.1Inf 0.35135 up no . pfam12409 P5-ATPase P5-type ATPase cation transporter. This domain family is found in eukaryotes, and is typically between 110 and 126 amino acids in length. The family is found in association with pfam00122, pfam00702. P-type ATPases comprise a large superfamily of proteins, present in both prokaryotes and eukaryotes, that transport inorganic cations and other substrates across cell membranes.. . . .

Manes.04G006300.v6.17.1440281 0.05166 up no . pfam09810 Exo5 Exonuclease V - a 5' deoxyribonuclease. Exonuclease V is a monomeric 5' deoxyribonuclease that is localized in the nucleus. It degrades single-stranded, but not double-stranded, DNA from the 5'-end, and the products are dinucleotides, except the 3'-terminal tri- and tetranucleotides, which are not degraded. The initial hydrolytic cut of exonuclease V on the dephosphorylated substrate produces a mixture of dinucleoside monophosphates and trinucleoside diphosphates. The enzyme is processive in action. Exo5 is specific for single-stranded DNA and does not hydrolyze RNA. However, Exo5 has the capacity to slide across 5' double-stranded DNA or 5' RNA sequences and resume cutting two nucleotides downstream of the double-stranded-to-single-stranded junction or RNA-to-DNA junction, respectively.. . . .

Manes.04G006600.v6.10.7885347 0.10748 down no Serine/threonine-protein kinase D6PKL2pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.04G006700.v6.11.0242496 0.77667 up no Serine/threonine-protein kinase KIPKpfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G006800.v6.11.9057013 2.48E-08 up no Putative low molecular weight protein-tyrosine-phosphatase slr0328pfam01451 LMWPc Low molecular weight phosphotyrosine protein phosphatase.. . GO:0004725|protein tyrosine phosphatase activity;K01104

Manes.04G006900.v6.10.7488856 0.00319 down no Alkaline/neutral invertase CINV2pfam12899 Glyco_hydro_100 Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.04G007200.v6.11.0904872 0.49002 up no . pfam04949 Transcrip_act Transcriptional activator. This family of proteins may act as a transcriptional activator. It plays a role in stress response in plants.. . . .

Manes.04G007300.v6.13.5611299 0.08133 up no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G007400.v6.11.6405388 0.00461 up no Ribosome-inactivating protein geloninpfam00161 RIP Ribosome inactivating protein.GO:0006952|defense response;GO:0017148|negative regulation of translation;. GO:0030598|rRNA N-glycosylase activity;.

Manes.04G008000.v6.10.2291259 1.65E-05 down yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.04G008200.v6.12.8374426 6.81E-33 up yes Nucleobase-ascorbate transporter 12pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0098702|adenine import across plasma membrane;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0098710|guanine import across plasma membrane;GO:0035344|hypoxanthine transport;GO:0098721|uracil import across plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015207|adenine transmembrane transporter activity;GO:0015208|guanine transmembrane transporter activity;GO:0015294|solute:cation symporter activity;GO:0015210|uracil transmembrane transporter activity;.

Manes.04G008300.v6.113.596115 ####### up yes Arogenate dehydratase/prephenate dehydratase 6, chloroplasticpfam00800 PDT Prephenate dehydratase. This protein is involved in Phenylalanine biosynthesis. This protein catalyses the decarboxylation of prephenate to phenylpyruvate.GO:0009094|L-phenylalanine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0047769|arogenate dehydratase activity;GO:0004664|prephenate dehydratase activity;K05359

Manes.04G008500.v6.13.8603421 9.92E-11 up yes . pfam09191 CD4-extracel CD4, extracellular. Members of this family adopt an immunoglobulin-like beta-sandwich, with seven strands in 2 beta sheets, in a Greek key topology. They are predominantly found in the extracellular portion of CD4 proteins, where they enable interaction with major histocompatibility complex class II antigens.. . . .

Manes.04G009700.v6.14.7104049 5.50E-11 up yes . pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.. . . .

Manes.04G009900.v6.10.3402023 9.48E-13 down yes . pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.. . . .

Manes.04G010000.v6.10.8462213 0.15016 down no . pfam11326 DUF3128 Protein of unknown function (DUF3128). This eukaryotic family of proteins has no known function.. . . .

Manes.04G010300.v6.10.4918286 5.60E-12 down yes Protein CHROMATIN REMODELING 4pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;.

Manes.04G010500.v6.10.5299299 3.35E-06 down no BTB/POZ domain-containing protein At3g44820pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.04G010800.v6.10.5699413 0.0038 down no . pfam04768 DUF619 Protein of unknown function (DUF619). This region of unknown function is found at the C-terminus of Neurospora crassa acetylglutamate synthase (amino-acid acetyltransferase, EC: 2.3.1.1). It is also found C-terminal to the amino acid kinase region (pfam00696) in some fungal acetylglutamate kinase enzymes.. . . .

Manes.04G010900.v6.10.7847736 0.07357 down no Protein saal1 pfam04699 P16-Arc ARP2/3 complex 16 kDa subunit (p16-Arc). The Arp2/3 protein complex has been implicated in the control of actin polymerization. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3, and five others referred to as p41-Arc, p34-Arc, p21-Arc, p20-Arc, and p16-Arc. The precise function of p16-Arc is currently unknown. Its structure consists of a single domain containing a bundle of seven alpha helices.. GO:0005615|extracellular space;. .

Manes.04G011900.v6.11.1732169 0.23979 up no Serine carboxypeptidase-like 51pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K09646

Manes.04G012100.v6.19.4362052 6.37E-18 up yes RING-H2 finger protein ATL57pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.04G012400.v6.10.5885951 0.00257 down no . pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).. . . .

Manes.04G012500.v6.10.7206238 0.00077 down no Pheophorbide a oxygenase, chloroplasticpfam08417 PaO Pheophorbide a oxygenase. This domain is found in bacterial and plant proteins to the C-terminus of a Rieske 2Fe-2S domain (pfam00355). One of the proteins the domain is found in is Pheophorbide a oxygenase (PaO) which seems to be a key regulator of chlorophyll catabolism. Arabidopsis PaO (AtPaO) is a Rieske-type 2Fe-2S enzyme that is identical to Arabidopsis accelerated cell death 1 and homologous to lethal leaf spot 1 (LLS1) of maize, in which the domain described here is also found.GO:0008219|cell death;GO:0015996|chlorophyll catabolic process;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009908|flower development;GO:0010154|fruit development;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0032441|pheophorbide a oxygenase activity;K13071

Manes.04G012700.v6.145.933818 2.18E-17 up yes Zinc finger protein STOP1 homologpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G013200.v6.10.58419 3.90E-05 down no Uncharacterized RING finger protein C2F3.16pfam05495 zf-CHY CHY zinc finger. This family of domains are likely to bind to zinc ions. They contain many conserved cysteine and histidine residues. We have named this domain after the N-terminal motif CXHY. This domain can be found in isolation in some proteins, but is also often associated with pfam00097. One of the proteins in this family is a mitochondrial intermembrane space protein called Hot13. This protein is involved in the assembly of small TIM complexes.GO:0016567|protein ubiquitination;. GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.04G013400.v6.10.6795187 0.01526 down no . pfam06136 DUF966 Domain of unknown function (DUF966). Family of plant proteins with unknown function.. . . .

Manes.04G013500.v6.10.2325501 1.57E-13 down yes . pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.04G013700.v6.10.8165146 0.12762 down no . pfam01062 Bestrophin Bestrophin, RFP-TM, chloride channel. Bestrophin is a 68-kDa basolateral plasma membrane protein expressed in retinal pigment epithelial cells (RPE). It is encoded by the VMD2 gene, which is mutated in Best macular dystrophy, a disease characterized by a depressed light peak in the electrooculogram. VMD2 encodes a 585-amino acid protein with an approximate mass of 68 kDa which has been designated bestrophin. Bestrophin shares homology with the Caenorhabditis elegans RFP gene family, named for the presence of a conserved arginine (R), phenylalanine (F), proline (P), amino acid sequence motif. Bestrophin is a plasma membrane protein, localized to the basolateral surface of RPE cells consistent with a role for bestrophin in the generation or regulation of the EOG light peak. Bestrophin and other RFP family members represent a new class of chloride channels, indicating a direct role for bestrophin in generating the light peak. The VMD2 gene underlying Best disease was shown to represent the first human member of . . . .

Manes.04G013800.v6.11.3579433 0.00156 up no Probable glucuronoxylan glucuronosyltransferase IRX7pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;.

Manes.04G013900.v6.10.2376427 1.05E-23 down yes Probable xyloglucan endotransglucosylase/hydrolase protein 32pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0016998|cell wall macromolecule catabolic process;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.04G014000.v6.11.0603578 0.56346 up no Vacuolar protein sorting-associated protein 24 homolog 1pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0005829|cytosol;GO:0000815|ESCRT III complex;GO:0005770|late endosome;. K12193

Manes.04G014100.v6.13.8253315 0.43991 up no . pfam01624 MutS_I MutS domain I. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam00488, pfam05188, pfam05192 and pfam05190. The MutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with globular domain I, which is involved in DNA binding, in Thermus aquaticus MutS as characterized in.. . . .

Manes.04G014900.v6.11.0344864 0.71218 up no Lactoylglutathione lyasepfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . GO:0004462|lactoylglutathione lyase activity;GO:0046872|metal ion binding;.

Manes.04G015100.v6.10.7588712 0.00448 down no 4-coumarate--CoA ligase-like 7pfam00501 AMP-binding AMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004321|fatty-acyl-CoA synthase activity;GO:0016874|ligase activity;K01904

Manes.04G015300.v6.10.5107255 0.04309 down no . pfam00861 Ribosomal_L18p Ribosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.. . . .

Manes.04G015500.v6.11.5421126 3.84E-05 up no Dolichol kinasepfam01148 CTP_transf_1 Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.GO:0043048|dolichyl monophosphate biosynthetic process;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0004168|dolichol kinase activity;K00902

Manes.04G016000.v6.11.9661645 8.90E-08 up no SNF1-related protein kinase regulatory subunit beta-3pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0045859|regulation of protein kinase activity;. GO:0019887|protein kinase regulator activity;.

Manes.04G016600.v6.11.9052335 4.82E-06 up no Phosphatidylinositol N-acetylglucosaminyltransferase subunit Apfam08288 PIGA PIGA (GPI anchor biosynthesis). This domain is found on phosphatidylinositol n-acetylglucosaminyltransferase proteins. These proteins are involved in GPI anchor biosynthesis and are associated with disease the paroxysmal nocturnal haemoglobinuria.GO:0006501|C-terminal protein lipidation;GO:0044267|cellular protein metabolic process;GO:0006506|GPI anchor biosynthetic process;GO:0009893|positive regulation of metabolic process;GO:0043687|post-translational protein modification;GO:0016254|preassembly of GPI anchor in ER membrane;GO:0005789|endoplasmic reticulum membrane;GO:0000506|glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complex;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0017176|phosphatidylinositol N-acetylglucosaminyltransferase activity;GO:0008194|UDP-glycosyltransferase activity;K03857

Manes.04G016700.v6.11.5318748 0.00173 up no Transcription factor TCP9pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:1900056|negative regulation of leaf senescence;GO:0008361|regulation of cell size;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G016900.v6.10.5170854 3.77E-06 down no OTU domain-containing protein DDB_G0284757pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.04G017100.v6.14.2278766 1.59E-26 up yes Putative arsenical pump-driving ATPasepfam02374 ArsA_ATPase Anion-transporting ATPase. This Pfam family represents a conserved domain, which is sometimes repeated, in an anion-transporting ATPase. The ATPase is involved in the removal of arsenate, antimonite, and arsenate from the cell.GO:0046685|response to arsenic-containing substance;. GO:0015446|arsenite-transmembrane transporting ATPase activity;GO:0005524|ATP binding;K01551

Manes.04G017400.v6.12.0313265 0.00079 up yes LysM domain receptor-like kinase 3pfam00069 Pkinase Protein kinase domain.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G017700.v6.1NA NA -- no . pfam00981 Rota_NS53 Rotavirus RNA-binding Protein 53 (NS53). This protein is also known as NSP1. NS53 is encoded by gene 5. It is made in low levels in the infected cells and is a component of early replication. The protein is known to accumulate on the cytoskeleton of the infected cell. NS53 is an RNA binding protein that contains a characteristic cysteine rich region.. . . .

Manes.04G018100.v6.1NA NA -- no . pfam02326 YMF19 Plant ATP synthase F0. This family corresponds to subunit 8 (YMF19) of the F0 complex of plant and algae mitochondrial F-ATPases (EC:3.6.1.34).. . . .

Manes.04G018200.v6.11.1000703 0.30201 up no Uncharacterized protein sll0103pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.04G018300.v6.18.2216177 3.28E-06 up yes . pfam12734 CYSTM Cysteine-rich TM module stress tolerance. The members of this family are short cysteine-rich membrane proteins that most probably dimerise together to form a transmembrane sulfhydryl-lined pore. The CYSTM module is always present at the extreme C-terminus of the protein in which it is present. Furthermore, like the yeast prototypes, the majority of the proteins also possess a proline/glutamine-rich segment upstream of the CYSTM module that is likely to form a polar, disordered head in the cytoplasm. The presence of an atypical well-conserved acidic residue at the C-terminal end of the TM helix suggests that this might interact with a positively charged moiety in the lipid head group. Consistently across the eukaryotes, the different versions of the CYSTM module appear to have roles in stress-response or stress-tolerance, and, more specifically, in resistance to deleterious substances, implying that thes might be general functions of the whole family.. . . .

Manes.04G018400.v6.135.808638 2.40E-06 up yes Uncharacterized mitochondrial protein AtMg00310pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. GO:0005739|mitochondrion;. .

Manes.04G019400.v6.16.0355043 1.95E-10 up yes . pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.. . . .

Manes.04G019500.v6.10.4373934 8.63E-09 down yes . pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.04G019700.v6.10.598982 2.40E-06 down no Protein-tyrosine sulfotransferasepfam00685 Sulfotransfer_1 Sulfotransferase domain.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008476|protein-tyrosine sulfotransferase activity;.

Manes.04G020200.v6.12.1560016 8.29E-18 up yes Double-stranded RNA-binding protein 2pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0070919|production of siRNA involved in chromatin silencing by small RNA;GO:0005737|cytoplasm;GO:0003725|double-stranded RNA binding;.

Manes.04G021100.v6.10.445367 0.01637 down yes . pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.04G021200.v6.11.4794245 1.13E-05 up no Probable aquaporin PIP2-2pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;K09872

Manes.04G021400.v6.10.5078237 0.00945 down no . pfam00361 Oxidored_q1 NADH-Ubiquinone/plastoquinone (complex I), various chains. This family is part of complex I which catalyses the transfer of two electrons from NADH to ubiquinone in a reaction that is associated with proton translocation across the membrane.. . . .

Manes.04G021500.v6.10.7633041 0.0323 down no Protein disulfide isomerase-like 1-4pfam13848 Thioredoxin_6 Thioredoxin-like domain.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.04G021600.v6.10.6290916 0.00342 down no . pfam11669 WBP-1 WW domain-binding protein 1. This family of proteins represents WBP-1, a ligand of the WW domain of Yes-associated protein. This protein has a proline-rich domain. WBP-1 does not bind to the SH3 domain.. . . .

Manes.04G022100.v6.10.6388903 7.50E-05 down no Serine/threonine-protein kinase GRIK2pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0009615|response to virus;GO:0016032|viral process;. GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K07359

Manes.04G022300.v6.10.2203017 0.00263 down yes . pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.. . . .

Manes.04G022600.v6.12.0183101 4.62E-07 up yes Probable serine/threonine-protein kinase At1g09600pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G022700.v6.13.5751361 4.57E-32 up yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.04G023700.v6.12.3689292 1.31E-22 up yes Zinc finger protein JACKDAWpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0051302|regulation of cell division;GO:0045604|regulation of epidermal cell differentiation;GO:0010075|regulation of meristem growth;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G024100.v6.10.385368 0.25237 down no MLO-like protein 6pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0009817|defense response to fungus, incompatible interaction;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G024400.v6.11.8735093 1.03E-11 up no Transmembrane protein 209pfam09786 CytochromB561_NCytochrome B561, N terminal. Members of this family are found in the N terminal region of cytochrome B561, as well as in various other putative uncharacterized proteins.. GO:0016021|integral component of membrane;. .

Manes.04G024500.v6.10.7423457 0.0034 down no General transcription factor IIH subunit 2pfam04056 Ssl1 Ssl1-like. Ssl1-like proteins are 40kDa subunits of the Transcription factor II H complex.GO:0006370|7-methylguanosine mRNA capping;GO:0006281|DNA repair;GO:0002031|G-protein coupled receptor internalization;GO:0010467|gene expression;GO:0045814|negative regulation of gene expression, epigenetic;GO:0006289|nucleotide-excision repair;GO:0000718|nucleotide-excision repair, DNA damage removal;GO:0050434|positive regulation of viral transcription;GO:0006468|protein phosphorylation;GO:0040029|regulation of gene expression, epigenetic;GO:0009411|response to UV;GO:0006363|termination of RNA polymerase I transcription;GO:0006362|transcription elongation from RNA polymerase I promoter;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006361|transcription initiation from RNA polymerase I promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0006412|translation;GO:0016032|viral process;GO:0000439|core TFIIH complex;GO:0005675|holo TFIIH complex;GO:0005654|nucleoplasm;GO:0003676|nucleic acid binding;GO:0047485|protein N-terminus binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008135|translation factor activity, RNA binding;GO:0008270|zinc ion binding;K03142

Manes.04G024600.v6.12.0057966 2.76E-15 up yes E3 SUMO-protein ligase SIZ1pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.GO:0051301|cell division;GO:0016049|cell growth;GO:0031668|cellular response to extracellular stimulus;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0010247|detection of phosphate ion;GO:0048589|developmental growth;GO:0009553|embryo sac development;GO:0009908|flower development;GO:0010286|heat acclimation;GO:0009910|negative regulation of flower development;GO:0010113|negative regulation of systemic acquired resistance;GO:0048481|ovule development;GO:0010183|pollen tube guidance;GO:0016925|protein sumoylation;GO:0009787|regulation of abscisic acid-activated signaling pathway;GO:0040008|regulation of growth;GO:0090352|regulation of nitrate assimilation;GO:2000070|regulation of response to water deprivation;GO:0010337|regulation of salicylic acid metabolic process;GO:0050826|response to freezing;GO:0009414|response to water deprivation;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;GO:0008270|zinc ion binding;.

Manes.04G025000.v6.119.719036 0.0232 up yes . pfam06762 LMF1 Lipase maturation factor. This family of transmembrane proteins includes the lipase maturation factor, LMF1. Lipoprotein lipase and hepatic lipase require LMF1 to fold into their active states. The precise role of LMF1 in lipase folding has yet to be determined.. . . .

Manes.04G025300.v6.10.5297907 0.00032 down no LOB domain-containing protein 1pfam03195 DUF260 Protein of unknown function DUF260.. GO:0005739|mitochondrion;. .

Manes.04G025400.v6.10.7139771 0.00086 down no Carbamoyl-phosphate synthase large chain, chloroplasticpfam02786 CPSase_L_D2 Carbamoyl-phosphate synthase L chain, ATP binding domain. Carbamoyl-phosphate synthase catalyses the ATP-dependent synthesis of carbamyl-phosphate from glutamine or ammonia and bicarbonate. This important enzyme initiates both the urea cycle and the biosynthesis of arginine and/or pyrimidines. The carbamoyl-phosphate synthase (CPS) enzyme in prokaryotes is a heterodimer of a small and large chain. The small chain promotes the hydrolysis of glutamine to ammonia, which is used by the large chain to synthesize carbamoyl phosphate. See pfam00988. The small chain has a GATase domain in the carboxyl terminus. See pfam00117. The ATP binding domain (this one) has an ATP-grasp fold.GO:0044205|'de novo' UMP biosynthetic process;GO:0006526|arginine biosynthetic process;GO:0016036|cellular response to phosphate starvation;GO:0000050|urea cycle;GO:0005951|carbamoyl-phosphate synthase complex;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004087|carbamoyl-phosphate synthase (ammonia) activity;GO:0004088|carbamoyl-phosphate synthase (glutamine-hydrolyzing) activity;GO:0046872|metal ion binding;K01955

Manes.04G025500.v6.13.6396098 2.12E-15 up yes Phosphatidylinositol transfer protein 1pfam02121 IP_trans Phosphatidylinositol transfer protein. Along with the structurally unrelated Sec14p family (found in pfam00650), this family can bind/exchange one molecule of phosphatidylinositol (PI) or phosphatidylcholine (PC) and thus aids their transfer between different membrane compartments. There are three sub-families - all share an N-terminal PITP-like domain, whose sequence is highly conserved. It is described as consisting of three regions. The N-terminal region is thought to bind the lipid and contains two helices and an eight-stranded, mostly antiparallel beta-sheet. An intervening loop region, which is thought to play a role in protein-protein interactions, separates this from the C-terminal region, which exhibits the greatest sequence variation and may be involved in membrane binding. PITP alpha has a 16-fold greater affinity for PI than PC. Together with PITP beta, it is expressed ubiquitously in all tissues.GO:0006810|transport;GO:0005794|Golgi apparatus;GO:0008289|lipid binding;.

Manes.04G025600.v6.10.7592069 0.00522 down no Phosphoinositide phospholipase C 2pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0035556|intracellular signal transduction;GO:0016042|lipid catabolic process;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0004435|phosphatidylinositol phospholipase C activity;GO:0004871|signal transducer activity;K05857

Manes.04G025700.v6.10.2919072 1.05E-06 down yes tRNA-splicing endonuclease subunit Sen2-2pfam01974 tRNA_int_endo tRNA intron endonuclease, catalytic C-terminal domain. Members of this family cleave pre tRNA at the 5' and 3' splice sites to release the intron EC:3.1.27.9.GO:0006397|mRNA processing;GO:0006388|tRNA splicing, via endonucleolytic cleavage and ligation;GO:0005634|nucleus;GO:0016829|lyase activity;GO:0003676|nucleic acid binding;GO:0000213|tRNA-intron endonuclease activity;K15322

Manes.04G025800.v6.12.2697899 1.51E-05 up yes Tetraspanin-3pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.04G026100.v6.10.2438542 2.22E-05 down yes . pfam00755 Carn_acyltransf Choline/Carnitine o-acyltransferase.. . . .

Manes.04G026500.v6.10.9856429 0.90817 down no Arogenate dehydratase/prephenate dehydratase 2, chloroplasticpfam00800 PDT Prephenate dehydratase. This protein is involved in Phenylalanine biosynthesis. This protein catalyses the decarboxylation of prephenate to phenylpyruvate.GO:0009094|L-phenylalanine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0047769|arogenate dehydratase activity;GO:0004664|prephenate dehydratase activity;K05359

Manes.04G026600.v6.10.8610323 0.30469 down no NEDD8-specific protease 1pfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.. . GO:0019784|NEDD8-specific protease activity;K08597

Manes.04G026700.v6.118.122507 1.06E-33 up yes Mitogen-activated protein kinase 3pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0000169|activation of MAPK activity involved in osmosensory signaling pathway;GO:0010120|camalexin biosynthetic process;GO:0010229|inflorescence development;GO:0048481|ovule development;GO:0009626|plant-type hypersensitive response;GO:0009555|pollen development;GO:0010183|pollen tube guidance;GO:0080136|priming of cellular response to stress;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0010224|response to UV-B;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;GO:0004672|protein kinase activity;K04371

Manes.04G026800.v6.11.9564582 3.01E-06 up no L-ascorbate peroxidase, cytosolicpfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005737|cytoplasm;GO:0020037|heme binding;GO:0016688|L-ascorbate peroxidase activity;GO:0046872|metal ion binding;.

Manes.04G027200.v6.124.223853 1.32E-41 up yes . pfam03202 Lipoprotein_10 Putative mycoplasma lipoprotein, C-terminal region.. . . .

Manes.04G027500.v6.16.9539558 1.95E-71 up yes Probable serine/threonine-protein kinase RLCKVIIpfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.04G028100.v6.1Inf 0.08088 up no Putative respiratory burst oxidase homolog protein Hpfam08414 NADPH_Ox Respiratory burst NADPH oxidase. This domain is found in plant proteins such as respiratory burst NADPH oxidase proteins which produce reactive oxygen species as a defence mechanism. It tends to occur to the N-terminus of an EF-hand (pfam00036), which suggests a direct regulatory effect of Ca2+ on the activity of the NADPH oxidase in plants.. GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;.

Manes.04G028200.v6.10.7358517 0.00369 down no Nuclear factor related to kappa-B-binding proteinpfam09665 RE_Alw26IDE Type II restriction endonuclease (RE_Alw26IDE). Members of this entry are type II restriction endonucleases of the Alw26I/Eco31I/Esp3I family. characterized specificities of the three members are GGTCTC, CGTCTC and the shared subsequence GTCTC.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006954|inflammatory response;GO:0006355|regulation of transcription, DNA-templated;GO:0006366|transcription from RNA polymerase II promoter;GO:0031011|Ino80 complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0002020|protease binding;K11671

Manes.04G028500.v6.1Inf 0.9009 up no Chitinase 2 pfam00704 Glyco_hydro_18 Glycosyl hydrolases family 18.GO:0006032|chitin catabolic process;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.04G028600.v6.11.5873401 0.00025 up no Ribonuclease P protein subunit p30pfam01876 RNase_P_p30 RNase P subunit p30. This protein is part of the RNase P complex that is involved in tRNA maturation.GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0008033|tRNA processing;GO:0005655|nucleolar ribonuclease P complex;GO:0044822|poly(A) RNA binding;GO:0004526|ribonuclease P activity;GO:0003723|RNA binding;K03539

Manes.04G029100.v6.11.1418099 0.14865 up no Probable NOT transcription complex subunit VIP2 (Fragment)pfam04153 NOT2_3_5 NOT2 / NOT3 / NOT5 family. NOT1, NOT2, NOT3, NOT4 and NOT5 form a nuclear complex that negatively regulates the basal and activated transcription of many genes. This family includes NOT2, NOT3 and NOT5.GO:0015074|DNA integration;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.04G029300.v6.15.7288051 4.09E-13 up yes Ankyrin repeat-containing protein At5g02620pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G029400.v6.17.3270751 ####### up yes 3-ketoacyl-CoA synthase 12pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.04G029500.v6.145.249932 4.72E-70 up yes Exocyst complex component EXO70A1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.04G030300.v6.10.8406371 0.72107 down no . pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.04G030400.v6.11.2461397 0.22793 up no Aquaporin TIP1-1pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0080170|hydrogen peroxide transmembrane transport;GO:0034220|ion transmembrane transport;GO:0071918|urea transmembrane transport;GO:0015840|urea transport;GO:0006833|water transport;GO:0042807|central vacuole;GO:0009941|chloroplast envelope;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0000326|protein storage vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015204|urea transmembrane transporter activity;GO:0015250|water channel activity;K09873

Manes.04G030700.v6.10.6817944 0.20525 down no . pfam09451 ATG27 Autophagy-related protein 27.. . . .

Manes.04G030800.v6.1#NAME? 0.43419 down no . pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. . . .

Manes.04G031100.v6.1207.45684 9.72E-71 up yes Zinc finger protein ZAT11pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0071289|cellular response to nickel ion;GO:2000280|regulation of root development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G031200.v6.11.1497891 0.13199 up no . pfam07156 Prenylcys_lyase Prenylcysteine lyase. This family contains prenylcysteine lyases (EC:1.8.3.5) that are approximately 500 residues long. Prenylcysteine lyase is a FAD-dependent thioether oxidase that degrades a variety of prenylcysteines, producing free cysteine, an isoprenoid aldehyde and hydrogen peroxide as products of the reaction. It has been noted that this enzyme has considerable homology with ClP55, a 55 kDa protein that is associated with chloride ion pumps.. . . .

Manes.04G031300.v6.13.3932912 5.90E-40 up yes Ras-related protein RABE1apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0009306|protein secretion;GO:0032482|Rab protein signal transduction;GO:0017157|regulation of exocytosis;GO:0006904|vesicle docking involved in exocytosis;GO:0005829|cytosol;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07901

Manes.04G031500.v6.11.7301929 7.27E-09 up no Histone H2B.3pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11252

Manes.04G032100.v6.10.252954 3.60E-06 down yes Cytochrome P450 714C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G032300.v6.10.6536371 0.0096 down no . pfam12491 ApoB100_C Apolipoprotein B100 C terminal. This domain family is found in eukaryotes, and is approximately 60 amino acids in length. There are two conserved sequence motifs: QLS and LIDL. ApoB100 has an essential role in the assembly and secretion of triglyceride-rich lipoproteins and lipids transport.. . . .

Manes.04G032400.v6.1Inf 0.04685 up no . pfam14318 Mononeg_mRNAcapMononegavirales mRNA-capping region V. This V domain of L RNA-polymerase carries a new motif, GxxTx(n)HR, that is essential for mRNA cap formation. Nonsegmented negative-sense (NNS) RNA viruses, Mononegavirales, cap their mRNA by an unconventional mechanism. Specifically, 5'-monophosphate mRNA is transferred to GDP derived from GTP through a reaction that involves a covalent intermediate between the large polymerase protein L and mRNA. The V region is essential for this process.. . . .

Manes.04G032500.v6.11.5436154 1.33E-05 up no . pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.04G032900.v6.11.4471632 4.35E-05 up no UDP-glucuronic acid decarboxylase 5pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0042732|D-xylose metabolic process;GO:0033320|UDP-D-xylose biosynthetic process;GO:0005829|cytosol;GO:0050662|coenzyme binding;GO:0048040|UDP-glucuronate decarboxylase activity;K08678

Manes.04G033100.v6.10.5041432 1.08E-08 down no Phosphatidylinositol/phosphatidylcholine transfer protein SFH12pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.04G033600.v6.1#NAME? 0.14049 down no WUSCHEL-related homeobox 2pfam00046 Homeobox Homeobox domain.GO:0010654|apical cell fate commitment;GO:0090451|cotyledon boundary formation;GO:0048825|cotyledon development;GO:0009880|embryonic pattern specification;GO:0009942|longitudinal axis specification;GO:0008284|positive regulation of cell proliferation;GO:0080167|response to karrikin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G033700.v6.10.5760196 4.65E-06 down no . pfam04238 DUF420 Protein of unknown function (DUF420). Predicted membrane protein with four transmembrane helices.. . . .

Manes.04G033900.v6.10.6812901 0.00358 down no Dof zinc finger protein DOF2.2pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.04G034000.v6.10.6278492 0.00046 down no Palmitoyltransferase ZDHHC17pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.GO:0042953|lipoprotein transport;GO:0015693|magnesium ion transport;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0018345|protein palmitoylation;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0030660|Golgi-associated vesicle membrane;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0042802|identical protein binding;GO:0015095|magnesium ion transmembrane transporter activity;GO:0016409|palmitoyltransferase activity;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0004871|signal transducer activity;GO:0008270|zinc ion binding;K18932

Manes.04G034200.v6.10.7391039 0.0025 down no Putative E3 ubiquitin-protein ligase XBAT31pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.04G034300.v6.10.634433 0.00562 down no . pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.. . . .

Manes.04G034500.v6.11.7773765 6.44E-10 up no U-box domain-containing protein 33pfam00069 Pkinase Protein kinase domain.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G034600.v6.12.0694462 2.49E-14 up yes Probable protein phosphatase 2C 4pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0048366|leaf development;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.04G034800.v6.12.8841766 4.14E-21 up yes . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.04G035000.v6.10.9334256 0.51356 down no . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.04G035200.v6.11.1704946 0.07916 up no Putative DEAD-box ATP-dependent RNA helicase 29pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14808

Manes.04G035600.v6.10.3560331 3.18E-05 down yes F-box/kelch-repeat protein SKIP25pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0005634|nucleus;. .

Manes.04G035700.v6.1NA NA -- no . pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.. . . .

Manes.04G035800.v6.12.5796602 1.75E-14 up yes Transcription factor bHLH113pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G035900.v6.11.2707943 0.02154 up no Probable E3 ubiquitin ligase SUD1pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.04G036000.v6.12.205934 4.39E-11 up yes Transmembrane protein 230pfam05915 DUF872 Eukaryotic protein of unknown function (DUF872). This family consists of several uncharacterized eukaryotic proteins. The function of this family is unknown.. GO:0016021|integral component of membrane;. .

Manes.04G036400.v6.15.5688097 9.07E-14 up yes . pfam13405 EF-hand_6 EF-hand domain.. . . .

Manes.04G036600.v6.112.810398 2.76E-10 up yes . pfam13597 NRDD Anaerobic ribonucleoside-triphosphate reductase.. . . .

Manes.04G036800.v6.11.6181773 0.00026 up no Signal recognition particle 14 kDa proteinpfam02290 SRP14 Signal recognition particle 14kD protein. The signal recognition particle (SRP) is a multimeric protein involved in targeting secretory proteins to the rough endoplasmic reticulum membrane. SRP14 and SRP9 form a complex essential for SRP RNA binding.GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0008312|7S RNA binding;GO:0030942|endoplasmic reticulum signal peptide binding;K03104

Manes.04G036900.v6.10.956987 0.71865 down no Diphthamide biosynthesis protein 2pfam01866 Diphthamide_syn Putative diphthamide synthesis protein. Human DPH1 is a candidate tumor suppressor gene. DPH2 from yeast, which confers resistance to diphtheria toxin has been found to be involved in diphthamide synthesis. Diphtheria toxin inhibits eukaryotic protein synthesis by ADP-ribosylating diphthamide, a posttranslationally modified histidine residue present in EF2. The exact function of the members of this family is unknown.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;. . K17866

Manes.04G037000.v6.10.3282557 0.01411 down yes Cytochrome P450 714C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G037200.v6.1#NAME? 0.00658 down yes Cytochrome P450 714C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G037500.v6.1NA NA -- no Cytochrome P450 714C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G037900.v6.10.9191707 0.37109 down no Peptidyl-prolyl cis-trans isomerase FKBP16-3, chloroplasticpfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.04G038700.v6.10.5083293 0.00052 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.04G038800.v6.10.389124 1.30E-08 down yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.04G038900.v6.16.6713426 5.99E-06 up yes . pfam06257 DUF1021 Protein of unknown function (DUF1021). This family consists of several hypothetical bacterial proteins of unknown function.. . . .

Manes.04G039000.v6.11.7028631 2.11E-05 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.04G039200.v6.15.0550596 0.00127 up yes . pfam10421 OAS1_C 2'-5'-oligoadenylate synthetase 1, domain 2, C-terminus. This is the largely alpha-helical, C-terminal half of 2'-5'-oligoadenylate synthetase 1, being described as domain 2 of the enzyme and homologous to a tandem ubiquitin repeat. It carries the region of enzymic activity between 320 and 344 at the extreme C-terminal end. Oligoadenylate synthetases are antiviral enzymes that counteract vial attack by degrading viral RNA. The enzyme uses ATP in 2'-specific nucleotidyl transfer reactions to synthesize 2'.5'-oligoadenylates, which activate latent ribonuclease, resulting in degradation of viral RNA and inhibition of virus replication. This domain is often associated with NTP_transf_2 pfam01909.. . . .

Manes.04G039400.v6.113.112539 2.12E-05 up yes . pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.. . . .

Manes.04G039500.v6.12.6951345 1.28E-27 up yes Probable transcription factor PosF21pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G039900.v6.10.4142007 6.68E-08 down yes Probable disease resistance RPP8-like protein 2pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.04G040100.v6.10.4358362 1.74E-09 down yes Protein GAMETE EXPRESSED 2pfam00630 Filamin Filamin/ABP280 repeat.GO:0048235|pollen sperm cell differentiation;GO:0005887|integral component of plasma membrane;. .

Manes.04G040900.v6.10.6066861 0.03632 down no . pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.04G041500.v6.10.868274 0.17934 down no Probable E3 ubiquitin-protein ligase ARI7pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.04G042300.v6.10.7030737 0.00325 down no Gamma-secretase subunit APH1-likepfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.GO:0007219|Notch signaling pathway;GO:0043085|positive regulation of catalytic activity;GO:0016485|protein processing;GO:0016021|integral component of membrane;. .

Manes.04G042500.v6.10.4649887 0.00653 down yes . pfam13282 DUF4070 Domain of unknown function (DUF4070). This is a bacterial domain often found at the C-terminus of Radical_SAM methylases.. . . .

Manes.04G042600.v6.10.8278672 0.23101 down no . pfam10567 Nab6_mRNP_bdg RNA-recognition motif. This conserved domain is found in fungal proteins and appears to be involved in RNA-processing. It binds to poly-adenylated RNA, interacts genetically with mRNA 3'-end processing factors, copurifies with the nuclear cap-binding protein Cbp20p, and is found in complexes containing other translation factors, such as EIF4G.. . . .

Manes.04G042700.v6.11.0083316 0.88939 up no ATPase family AAA domain-containing protein At1g05910pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. . GO:0005524|ATP binding;.

Manes.04G043000.v6.12.8599624 3.66E-16 up yes Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G043100.v6.10.7722954 0.0736 down no Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G043300.v6.10.4415611 6.64E-07 down yes Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G043600.v6.10.6996077 0.00282 down no Uncharacterized CRM domain-containing protein At3g25440, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.04G043900.v6.11.7380798 2.45E-07 up no Protein YIF1B-Apfam03878 YIF1 YIF1. YIF1 (Yip1 interacting factor) is an integral membrane protein that is required for membrane fusion of ER derived vesicles. It also plays a role in the biogenesis of ER derived COPII transport vesicles.. GO:0016021|integral component of membrane;. .

Manes.04G044000.v6.11.3347307 0.00219 up no B-box zinc finger protein 24pfam00643 zf-B_box B-box zinc finger.GO:0080167|response to karrikin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G044800.v6.10.4677783 0.00212 down yes Glycerophosphodiester phosphodiesterase protein kinase domain-containing GDPDL2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G045100.v6.10.4318855 0.0691 down no . pfam11557 DUF3233 Protein of unknown function (DUF3233). This is a bacterial family of uncharacterized proteins.. . . .

Manes.04G045200.v6.10.3401184 0.00072 down yes Protein GAMETE EXPRESSED 2pfam00630 Filamin Filamin/ABP280 repeat.GO:0048235|pollen sperm cell differentiation;GO:0005887|integral component of plasma membrane;. .

Manes.04G045300.v6.10.3341339 0.00207 down yes Protein GAMETE EXPRESSED 2pfam05086 Dicty_REP Dictyostelium (Slime Mold) REP protein. This family consists of REP proteins from Dictyostelium (Slime molds). REP protein is likely involved in transcription regulation and control of DNA replication, specifically amplification of plasmid at low copy numbers. The formation of homomultimers may be required for their regulatory activity.GO:0048235|pollen sperm cell differentiation;GO:0005887|integral component of plasma membrane;. .

Manes.04G046000.v6.10.5018234 0.00025 down no Protein GAMETE EXPRESSED 2pfam00630 Filamin Filamin/ABP280 repeat.GO:0048235|pollen sperm cell differentiation;GO:0005887|integral component of plasma membrane;. .

Manes.04G046500.v6.10.306179 1.34E-06 down yes Protein GAMETE EXPRESSED 2pfam00630 Filamin Filamin/ABP280 repeat.GO:0048235|pollen sperm cell differentiation;GO:0005887|integral component of plasma membrane;. .

Manes.04G047100.v6.11.7843552 4.32E-10 up no . pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.04G047700.v6.10.719918 0.04978 down no . pfam04266 ASCH ASCH domain. The ASCH domain adopts a beta-barrel fold similar to the pfam01472 domain. It is thought to function as an RNA-binding domain during coactivation, RNA-processing and possibly during prokaryotic translation regulation.. . . .

Manes.04G047800.v6.116.316073 0.00243 up yes . pfam02351 GDNF GDNF/GAS1 domain. This cysteine rich domain is found in multiple copies in GNDF and GAS1 proteins. GDNF and neurturin (NTN) receptors are potent survival factors for sympathetic, sensory and central nervous system neurons. GDNF and neurturin promote neuronal survival by signaling through similar multicomponent receptors that consist of a common receptor tyrosine kinase and a member of a GPI-linked family of receptors that determines ligand specificity.. . . .

Manes.04G048800.v6.11.1654836 0.17668 up no . pfam07112 DUF1368 Protein of unknown function (DUF1368). This family consists of several proteins with seem to be specific to red algae plasmids. Members of this family are typically around 415 residues in length. The function of this family is unknown.. . . .

Manes.04G048900.v6.11.9265617 5.61E-08 up no Vesicle transport protein GOT1Apfam04178 Got1 Got1/Sft2-like family. Traffic through the yeast Golgi complex depends on a member of the syntaxin family of SNARE proteins, Sed5, present in early Golgi cisternae. Got1 is thought to facilitate Sed5-dependent fusion events. This is a family of sequences derived from eukaryotic proteins. They are similar to a region of a SNARE-like protein required for traffic through the Golgi complex, SFT2 protein. This is a conserved protein with four putative transmembrane helices, thought to be involved in vesicular transport in later Golgi compartments.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.04G049600.v6.10.8833815 0.23928 down no Mitogen-activated protein kinase kinase 3pfam00069 Pkinase Protein kinase domain.GO:0000187|activation of MAPK activity;GO:0009814|defense response, incompatible interaction;GO:0009866|induced systemic resistance, ethylene mediated signaling pathway;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0000165|MAPK cascade;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;GO:0004708|MAP kinase kinase activity;.

Manes.04G050000.v6.12.8074128 2.84E-12 up yes Probable pre-mRNA-splicing factor ATP-dependent RNA helicasepfam07717 OB_NTP_bind Oligonucleotide/oligosaccharide-binding (OB)-fold. This family is found towards the C-terminus of the DEAD-box helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. There do seem to be a couple of instances where it occurs by itself. The structure PDB:3i4u adopts an OB-fold. helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. This C-terminal domain of the yeast helicase contains an oligonucleotide/oligosaccharide-binding (OB)-fold which seems to be placed at the entrance of the putative nucleic acid cavity. It also constitutes the binding site for the G-patch-containing domain of Pfa1p. When found on DEAH/RHA helicases, this domain is central to the regulation of the helicase activity through its binding of both RNA and G-patch domain proteins.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0003676|nucleic acid binding;K12818

Manes.04G050300.v6.12.3752634 9.56E-06 up yes . pfam09605 Trep_Strep Hypothetical bacterial integral membrane protein (Trep_Strep). This family consists of strongly hydrophobic proteins about 190 amino acids in length with a strongly basic motif near the C-terminus. It is found in rather few species, but in paralogous families of 12 members in the oral pathogenic spirochaete Treponema denticola and 2 in Streptococcus pneumoniae R6.. . . .

Manes.04G050600.v6.11.6529129 0.00025 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G050800.v6.10.357075 5.74E-09 down yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.04G051000.v6.10.4721827 1.96E-08 down yes LysM domain-containing GPI-anchored protein 1pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.GO:0006952|defense response;GO:0006955|immune response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042834|peptidoglycan binding;.

Manes.04G051100.v6.10.4598333 5.19E-14 down yes Abscisic-aldehyde oxidasepfam02738 Ald_Xan_dh_C2 Molybdopterin-binding domain of aldehyde dehydrogenase.GO:0009688|abscisic acid biosynthetic process;GO:0009851|auxin biosynthetic process;GO:0005829|cytosol;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010293|abscisic aldehyde oxidase activity;GO:0004031|aldehyde oxidase activity;GO:0009055|electron carrier activity;GO:0050660|flavin adenine dinucleotide binding;GO:0050302|indole-3-acetaldehyde oxidase activity;GO:0005506|iron ion binding;GO:0043546|molybdopterin cofactor binding;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;GO:0031625|ubiquitin protein ligase binding;GO:0004855|xanthine oxidase activity;K09842

Manes.04G051200.v6.10.9524628 0.71168 down no . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.04G051500.v6.10.8474559 0.27055 down no . pfam04084 ORC2 Origin recognition complex subunit 2. All DNA replication initiation is driven by a single conserved eukaryotic initiator complex termed he origin recognition complex (ORC). The ORC is a six protein complex. The function of ORC is reviewed in.. . . .

Manes.04G051600.v6.10.5495147 0.00606 down no Putative protease Do-like 14pfam10536 PMD Plant mobile domain. This domain was identified by Babu and colleagues in a variety of transposases.. . GO:0004252|serine-type endopeptidase activity;.



Manes.04G051900.v6.1Inf 0.09072 up no . pfam01696 Adeno_E1B_55K Adenovirus EB1 55K protein / large t-antigen. This family consists of adenovirus E1B 55K protein or large t-antigen. E1B 55K binds p53 the tumor suppressor protein converting it from a transcriptional activator which responds to damaged DNA in to an unregulated repressor of genes with a p53 binding site. This protects the virus against p53 induced host antiviral responses and prevents apoptosis as induced by the adenovirus E1A protein. The E1B region of adenovirus encodes two proteins E1B 55K the large t-antigen as found in this family and E1B 19K pfam01691 the small t-antigen which is not found in this family; both of these proteins inhibit E1A induced apoptosis. This family shows distant similarities to the pectate lyase superfamily.. . . .

Manes.04G052000.v6.11.7179709 3.04E-06 up no Protein ETHYLENE INSENSITIVE 3pfam04873 EIN3 Ethylene insensitive 3. Ethylene insensitive 3 (EIN3) proteins are a family of plant DNA-binding proteins that regulate transcription in response to the gaseous plant hormone ethylene, and are essential for ethylene-mediated responses including the triple response, cell growth inhibition, and accelerated senescence.GO:0071281|cellular response to iron ion;GO:0042742|defense response to bacterium;GO:0009873|ethylene-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0001666|response to hypoxia;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14514

Manes.04G052700.v6.10.3211649 1.67E-07 down yes Probable VAMP-like protein At1g33475pfam00957 Synaptobrevin Synaptobrevin.GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.04G053700.v6.10.18867 4.98E-07 down yes . pfam15272 BBP1_C Spindle pole body component BBP1, C-terminal. This C-terminal domain of BBP1, a spindle pole body component, carries coiled-coils that are necessary for the localisation of BBP1 to the spindle pole body (SPB). Although not a membrane protein itself, BBP1 binds to Mps2 as well as to Spc29 and the half-bridge protein Kar1, thus providing a model for how the SPB core is tethered within the nuclear envelope and to the half-bridge. . . .

Manes.04G053800.v6.10.7464439 0.01493 down no Non-structural maintenance of chromosomes element 1 homologpfam07574 SMC_Nse1 Nse1 non-SMC component of SMC5-6 complex. S. cerevisiae Nse1 forms part of a complex with SMC5-SMC6 This non-structural maintenance of chromosomes (SMC) complex plays an essential role in genomic stability, being involved in DNA repair and DNA metabolizm. It is conserved in eukaryotes from yeast to human.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0035556|intracellular signal transduction;GO:2001022|positive regulation of response to DNA damage stimulus;GO:0016567|protein ubiquitination;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0030915|Smc5-Smc6 complex;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.04G054400.v6.15.5452585 2.99E-17 up yes Pirin-like proteinpfam02678 Pirin Pirin. This family consists of Pirin proteins from both eukaryotes and prokaryotes. The function of Pirin is unknown but the gene coding for this protein is known to be expressed in all tissues in the human body although it is expressed most strongly in the liver and heart. Pirin is known to be a nuclear protein, exclusively localized within the nucleoplasma and predominantly concentrated within dot-like subnuclear structures. A tomato homologue of human Pirin has been found to be induced during programmed cell death. Human Pirin interacts with Bcl-3 and NFI and hence is probably involved in the regulation of DNA transcription and replication. It appears to be an Fe(II)-containing member of the Cupin superfamily.. GO:0005634|nucleus;. K06911

Manes.04G054500.v6.12.4755891 5.18E-21 up yes Transcription factor bHLH128pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010119|regulation of stomatal movement;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.04G054600.v6.10.4732952 1.25E-05 down yes O-acyltransferase WSD1pfam06974 DUF1298 Protein of unknown function (DUF1298). This family represents the C-terminus (approximately 170 residues) of a number of hypothetical plant proteins of unknown function.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.04G054900.v6.13.1121821 7.22E-23 up yes . pfam00665 rve Integrase core domain. Integrase mediates integration of a DNA copy of the viral genome into the host chromosome. Integrase is composed of three domains. The amino-terminal domain is a zinc binding domain pfam02022. This domain is the central catalytic domain. The carboxyl terminal domain that is a non-specific DNA binding domain pfam00552. The catalytic domain acts as an endonuclease when two nucleotides are removed from the 3' ends of the blunt-ended viral DNA made by reverse transcription. This domain also catalyses the DNA strand transfer reaction of the 3' ends of the viral DNA to the 5' ends of the integration site.. . . .

Manes.04G055100.v6.10.6687946 3.87E-05 down no ENHANCER OF AG-4 protein 2pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.GO:0030154|cell differentiation;GO:0048497|maintenance of floral organ identity;GO:0006397|mRNA processing;GO:0009910|negative regulation of flower development;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G055900.v6.11.6660377 1.36E-07 up no Succinyl-CoA ligase [ADP-forming] subunit alpha-1, mitochondrialpfam02629 CoA_binding CoA binding domain. This domain has a Rossmann fold and is found in a number of proteins including succinyl CoA synthetases, malate and ATP-citrate ligases.GO:0006105|succinate metabolic process;GO:0006104|succinyl-CoA metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0048037|cofactor binding;GO:0004775|succinate-CoA ligase (ADP-forming) activity;.

Manes.04G056600.v6.11.0390312 0.70521 up no BTB/POZ and MATH domain-containing protein 4pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005829|cytosol;. K10523

Manes.04G057400.v6.10.1326445 4.49E-05 down yes . pfam01107 MP Viral movement protein (MP). This family includes a variety of movement proteins (MP)s. The MP is necessary for the initial cell-to-cell movement during the early stages of a viral infection. This movement is active, and it is known that the MP interacts with the plasmodesmata and possesses the ability to bind to RNA to achieve its role. This family also includes consists of virus movement proteins from the caulimovirus family. It has been suggested in cauliflower mosaic virus that these proteins mediated viral movement by modifying plasmodesmata and forming tubules in the channel that can accommodate the virus particles and references therein. The family contains a conserved DXR motif that is probably functionally important.. . . .

Manes.04G057600.v6.11.7586936 5.28E-05 up no Beta-xylosidase/alpha-L-arabinofuranosidase 2pfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0045493|xylan catabolic process;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0009044|xylan 1,4-beta-xylosidase activity;.

Manes.04G057900.v6.11.6847842 1.16E-08 up no . pfam00130 C1_1 Phorbol esters/diacylglycerol binding domain (C1 domain). This domain is also known as the Protein kinase C conserved region 1 (C1) domain.. . . .

Manes.04G058000.v6.10.9532389 0.79129 down no . pfam12726 SEN1_N SEN1 N terminal. This domain is found at the N terminal of the helicase SEN1. SEN1 is a Pol II termination factor for noncoding RNA genes. The N terminal of SEN1, unlike the C terminal, is not required for growth.. . . .

Manes.04G058300.v6.10.8762506 0.27048 down no G-box-binding factor 4pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.04G060000.v6.18.8183188 3.74E-09 up yes Aluminum-activated malate transporter 2pfam11744 ALMT Aluminium activated malate transporter.GO:0015743|malate transport;GO:0016021|integral component of membrane;. .

Manes.04G060100.v6.10.409481 2.11E-17 down yes Transcription factor LHWpfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0010078|maintenance of root meristem identity;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0010479|stele development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G060200.v6.10.4283351 2.27E-08 down yes . pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.. . . .

Manes.04G060300.v6.10.9420127 0.63451 down no Mitochondrial outer membrane import complex protein METAXINpfam11801 Tom37_C Tom37 C-terminal domain. The TOM37 protein is one of the outer membrane proteins that make up the TOM complex for guiding cytosolic mitochondrial beta-barrel proteins from the cytosol across the outer mitochondrial membrane into the intramembrane space. In conjunction with TOM70 it guides peptides without an MTS into TOM40, the protein that forms the passage through the outer membrane. It has homology with Metaxin-1, also part of the outer mitochondrial membrane beta-barrel protein transport complex.GO:0006626|protein targeting to mitochondrion;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. K17776

Manes.04G060400.v6.10.6845071 0.00012 down no Katanin p80 WD40 repeat-containing subunit B1 homologpfam13925 Katanin_con80 con80 domain of Katanin. The con80 domain of katanin is the C-terminal region of the protein that binds to the N-terminal domain of katanin-p60, the catalytic ATPase. The complex associates with a specific subregion of the mitotic spindle leading to increased microtubule disassembly and targeting of p60 to the spindle poles. The assembly and function of the mitotic spindle requires the activity of a number of microtubule-binding proteins. Katanin, a heterodimeric microtubule-severing ATPase, is found localized at mitotic spindle poles. A proposed model is that katanin is targeted to spindle poles through a combination of direct microtubule binding by the p60 subunit and through interactions between the WD40 domain and an unknown protein.GO:0051013|microtubule severing;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0008352|katanin complex;GO:0005874|microtubule;. K18643

Manes.04G060500.v6.1NA NA -- no . pfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.. . . .

Manes.04G061400.v6.11.0544312 0.71079 up no ATP-dependent Clp protease proteolytic subunit 2, mitochondrialpfam00574 CLP_protease Clp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009535|chloroplast thylakoid membrane;GO:0009840|chloroplastic endopeptidase Clp complex;GO:0005739|mitochondrion;GO:0009532|plastid stroma;GO:0050897|cobalt ion binding;GO:0004252|serine-type endopeptidase activity;GO:0008270|zinc ion binding;K01358

Manes.04G061600.v6.11.1314303 0.17876 up no Probable importin-7 homologpfam03810 IBN_N Importin-beta N-terminal domain.GO:0006886|intracellular protein transport;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.04G062200.v6.12.5637989 1.08E-23 up yes Protein FAF-like, chloroplasticpfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. GO:0009507|chloroplast;. .

Manes.04G062400.v6.10.3906022 8.98E-12 down yes Probable WRKY transcription factor 19pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.GO:0006952|defense response;GO:0007165|signal transduction;GO:0006351|transcription, DNA-templated;GO:0009941|chloroplast envelope;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G062500.v6.11.0859207 0.47351 up no Large subunit GTPase 1 homologpfam11957 efThoc1 THO complex subunit 1 transcription elongation factor. The THO complex plays a role in coupling transcription elongation to mRNA export. It is composed of subunits THP2, HPR1, THO2 and MFT1. The THO complex is a nuclear complex that is required for transcription elongation through genes containing tandemly repeated DNA sequences. The THO complex is also part of the TREX (TRanscription EXport) complex that is involved in coupling transcription to export of mRNAs to the cytoplasm.GO:0051168|nuclear export;GO:0015031|protein transport;GO:0042254|ribosome biogenesis;GO:0015030|Cajal body;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005525|GTP binding;GO:0003924|GTPase activity;K14539

Manes.04G062700.v6.10.7850251 0.05232 down no Outer envelope protein 80, chloroplasticpfam01103 Bac_surface_Ag Surface antigen. This entry includes the following surface antigens;  D15 antigen from H.influenzae, OMA87 from P.multocida, OMP85 from N.meningitidis and N.gonorrhoeae. The family also includes a number of eukaryotic proteins that are members of the UPF0140 family. There also appears to be a relationship to pfam03865 (personal obs: C Yeats). In eukaryotes, it appears that these proteins are not surface antigens; S. cerevisiae YNL026W (SAM50) is an essential component of the Sorting and Assembly Machinery (SAM) of the mitochondrial outer membrane. The protein was localized to the mitochondria.GO:0009658|chloroplast organization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.04G063000.v6.10.3947415 5.96E-14 down yes DnaJ protein homologpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;.

Manes.04G063300.v6.11.5007828 8.04E-06 up no 50S ribosomal protein L12-1, chloroplasticpfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009295|nucleoid;GO:0009506|plasmodesma;GO:0000311|plastid large ribosomal subunit;GO:0009579|thylakoid;GO:0003735|structural constituent of ribosome;K02935

Manes.04G063400.v6.10.7414847 0.02386 down no . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.04G064300.v6.10.88224 0.19711 down no Myosin-1 pfam00063 Myosin_head Myosin head (motor domain).GO:0006897|endocytosis;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0016459|myosin complex;GO:0009524|phragmoplast;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003774|motor activity;.

Manes.04G064800.v6.10.8332866 0.4015 down no Metal-independent phosphoserine phosphatasepfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members appGO:0070179|D-serine biosynthetic process;GO:0016311|dephosphorylation;GO:0006564|L-serine biosynthetic process;. GO:0004647|phosphoserine phosphatase activity;K15634

Manes.04G065100.v6.10.3622618 1.34E-13 down yes Glycerol-3-phosphate acyltransferase 3pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0032006|regulation of TOR signaling;GO:0019432|triglyceride biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13506

Manes.04G065200.v6.10.6543503 0.06887 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.04G065400.v6.1Inf 0.00042 up yes . pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.04G066100.v6.10.7398196 0.00378 down no Sacsin pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0090084|negative regulation of inclusion body assembly;GO:0006457|protein folding;GO:0030424|axon;GO:0070852|cell body fiber;GO:0005737|cytoplasm;GO:0030425|dendrite;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0051087|chaperone binding;GO:0030544|Hsp70 protein binding;GO:0070628|proteasome binding;.

Manes.04G066300.v6.12.1863418 1.33E-05 up yes Probable leucine-rich repeat receptor-like protein kinase At1g35710pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G066900.v6.14.1802648 1.17E-14 up yes Protein EXORDIUM-like 5pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005615|extracellular space;. .

Manes.04G067000.v6.10.6919017 0.00487 down no Bromodomain and PHD finger-containing protein 3pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0007596|blood coagulation;GO:0043966|histone H3 acetylation;GO:0030168|platelet activation;GO:0002576|platelet degranulation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0008270|zinc ion binding;K11350

Manes.04G067100.v6.14.6948936 4.08E-49 up yes Probable serine/threonine-protein kinase Cx32, chloroplasticpfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G067200.v6.10.8322779 0.07187 down no Probable galacturonosyltransferase 3pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.04G067400.v6.10.7498084 0.00904 down no U-box domain-containing protein 15pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G067600.v6.11.1717403 0.19271 up no Calcium-dependent protein kinase 17pfam13833 EF-hand_8 EF-hand domain pair.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.04G068200.v6.13.674032 1.23E-44 up yes Expansin-like A2pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0019953|sexual reproduction;GO:0005576|extracellular region;. .

Manes.04G068700.v6.10.4082819 1.17E-08 down yes . pfam07698 7TM-7TMR_HD 7TM receptor with intracellular HD hydrolase. These bacterial 7TM receptor proteins have an intracellular pfam01966. This entry corresponds to the 7 helix transmembrane domain. These proteins also contain an N-terminal extracellular domain.. . . .

Manes.04G068800.v6.13.1757415 1.40E-09 up yes L-ascorbate oxidase homologpfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.04G068900.v6.10.7808189 0.01195 down no Rop guanine nucleotide exchange factor 1pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0009860|pollen tube growth;GO:0043547|positive regulation of GTPase activity;GO:0080092|regulation of pollen tube growth;GO:0016324|apical plasma membrane;GO:0005829|cytosol;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.04G069000.v6.10.7877568 0.04938 down no F-box protein SKIP23pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.04G069100.v6.14.5959434 0.04608 up no . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.04G069300.v6.12.1962473 5.96E-06 up yes Premnaspirodiene oxygenasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G069500.v6.18.2440351 0.00827 up yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.04G069600.v6.14.1871743 2.32E-58 up yes Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G069700.v6.13.8503746 0.39483 up no Mechanosensitive ion channel protein 8pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.04G070000.v6.10.6154991 0.00059 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G070800.v6.10.3915635 1.64E-06 down yes Probable polyamine transporter At1g31830pfam13520 AA_permease_2 Amino acid permease.GO:1902047|polyamine transmembrane transport;GO:0015846|polyamine transport;GO:0055085|transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0015297|antiporter activity;GO:0015203|polyamine transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.04G070900.v6.13.3019119 0.00025 up yes . pfam09852 DUF2079 Predicted membrane protein (DUF2079). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.04G071200.v6.11.5486904 1.10E-06 up no V-type proton ATPase subunit B2pfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;K02147

Manes.04G071300.v6.10.7328557 0.00485 down no . pfam11833 DUF3353 Protein of unknown function (DUF3353). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 205 to 258 amino acids in length.. . . .

Manes.04G071600.v6.10.8782391 0.26657 down no RNA-binding protein 39pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005815|microtubule organizing center;GO:0016607|nuclear speck;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K13091

Manes.04G071900.v6.11.473262 1.49E-05 up no Probable ubiquitin-conjugating enzyme E2 23pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0000209|protein polyubiquitination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10581

Manes.04G072100.v6.11.0223314 0.77518 up no . pfam05278 PEARLI-4 Arabidopsis phospholipase-like protein (PEARLI 4). This family contains several phospholipase-like proteins from Arabidopsis thaliana which are homologous to PEARLI 4.. . . .

Manes.04G072800.v6.1Inf 0.35135 up no . pfam08863 YolD YolD-like protein. Members of this family are functionally uncharacterized. However it has been predicted that thes proteins are functionally equivalent to the UmuD subunit of polymerase V from gram-negative bacteria.. . . .

Manes.04G073000.v6.115.553181 3.90E-05 up yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.04G073300.v6.10.9275089 0.51311 down no Protein PNS1pfam04515 Choline_transpo Plasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G073600.v6.13.0842293 0.01866 up yes Salicylate carboxymethyltransferasepfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0046872|metal ion binding;GO:0008168|methyltransferase activity;.

Manes.04G073700.v6.11.1862317 0.16986 up no Bifunctional dihydrofolate reductase-thymidylate synthasepfam00303 Thymidylat_synt Thymidylate synthase.GO:0006231|dTMP biosynthetic process;GO:0006545|glycine biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0004146|dihydrofolate reductase activity;GO:0004799|thymidylate synthase activity;K13998

Manes.04G074200.v6.11.9327876 2.07E-06 up no . pfam04825 Rad21_Rec8_N N terminus of Rad21 / Rec8 like protein. This family represents a conserved N-terminal region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.. . . .

Manes.04G074300.v6.11.4855565 4.50E-05 up no Ocs element-binding factor 1pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G074500.v6.11.3088539 0.00581 up no Subtilisin-like protease SBT1.7pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.04G074700.v6.11.2424339 0.25922 up no . pfam06911 Senescence Senescence-associated protein. This family contains a number of plant senescence-associated proteins of approximately 450 residues in length. In Hemerocallis, petals have a genetically based program that leads to senescence and cell death approximately 24 hours after the flower opens, and it is believed that senescence proteins produced around that time have a role in this program. This family extends to the higher vertebrates where the full-length protein is often a Spartin, associated with mitochondrial membranes and transportation along microtubules.. . . .

Manes.04G075000.v6.11.1765262 0.08471 up no Synaptotagmin-1pfam00168 C2 C2 domain. GO:0006897|endocytosis;GO:0016032|viral process;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;GO:0046872|metal ion binding;.

Manes.04G075100.v6.10.8904499 0.24953 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G075400.v6.14.4357518 7.70E-12 up yes Glycerophosphodiester phosphodiesterase protein kinase domain-containing GDPDL2pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G075500.v6.18.2069325 6.03E-31 up yes Probable receptor-like protein kinase At1g67000pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G075600.v6.10.5948177 0.00037 down no Protein MCM10 homologpfam09329 zf-primase Primase zinc finger. This zinc finger is found in yeast Mcm10 proteins and DnaG-type primases.GO:0008283|cell proliferation;GO:0006270|DNA replication initiation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0031298|replication fork protection complex;GO:0003688|DNA replication origin binding;GO:0003690|double-stranded DNA binding;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0003697|single-stranded DNA binding;K10736

Manes.04G075700.v6.11.9349252 1.48E-06 up no Rac-like GTP-binding protein 5pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0007015|actin filament organization;GO:0009086|methionine biosynthetic process;GO:0000226|microtubule cytoskeleton organization;GO:0009860|pollen tube growth;GO:0000394|RNA splicing, via endonucleolytic cleavage and ligation;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0030427|site of polarized growth;GO:0005819|spindle;GO:0005525|GTP binding;GO:0003924|GTPase activity;K04392

Manes.04G076100.v6.17.2799889 ####### up yes Probable BOI-related E3 ubiquitin-protein ligase 3pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.04G076400.v6.10.532668 3.64E-08 down no CDT1-like protein a, chloroplasticpfam08839 CDT1 DNA replication factor CDT1 like. CDT1 is a component of the replication licensing system and promotes the loading of the mini-chromosome maintenance complex onto chromatin. Geminin is an inhibitor of CDT1 and prevents inappropriate re-initiation of replication on an already fired origin. This region of CDT1 binds to Geminin.GO:0007049|cell cycle;GO:0009658|chloroplast organization;GO:0051276|chromosome organization;GO:0006260|DNA replication;GO:0048229|gametophyte development;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0070182|DNA polymerase binding;GO:0019901|protein kinase binding;K10727

Manes.04G076800.v6.12.2412633 1.38E-08 up yes Glycine-rich protein 2pfam00313 CSD 'Cold-shock' DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.04G076900.v6.142.708505 8.70E-32 up yes . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.04G077000.v6.13.3162341 1.64E-07 up yes Chaperone protein dnaJ 11, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.04G077300.v6.11.1234589 0.22407 up no ABC transporter E family member 2pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0016020|membrane;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0046872|metal ion binding;GO:0005215|transporter activity;K06174

Manes.04G077700.v6.10.5160161 2.98E-10 down no Putative amidase C869.01pfam01425 Amidase Amidase. . GO:0005829|cytosol;GO:0004040|amidase activity;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;K01426

Manes.04G078200.v6.11.6918595 9.50E-08 up no Protein XAP5 CIRCADIAN TIMEKEEPERpfam04921 XAP5 XAP5, circadian clock regulator. This protein is found in a wide range of eukaryotes. It is a nuclear protein and is suggested to be DNA binding. In plants, this family is essential for correct circadian clock functioning by acting as a light-quality regulator coordinating the activities of blue and red light signalling pathways during plant growth - inhibiting growth in red light but promoting growth in blue light.GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0019915|lipid storage;GO:0009933|meristem structural organization;GO:0009640|photomorphogenesis;GO:0016567|protein ubiquitination;GO:0042752|regulation of circadian rhythm;GO:0009909|regulation of flower development;GO:0010099|regulation of photomorphogenesis;GO:0009637|response to blue light;GO:0050826|response to freezing;GO:0010114|response to red light;GO:0048511|rhythmic process;GO:0010162|seed dormancy process;GO:0009845|seed germination;GO:0010182|sugar mediated signaling pathway;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;. K13119

Manes.04G078300.v6.11.1886508 0.06651 up no Triosephosphate isomerase, chloroplasticpfam00121 TIM Triosephosphate isomerase.GO:0006096|glycolytic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0004807|triose-phosphate isomerase activity;.

Manes.04G078400.v6.11.9728584 0.01642 up no . pfam13803 DUF4184 Domain of unknown function (DUF4184). This domain of unknown function contains several highly conserved histidines.. . . .



Manes.04G078600.v6.11.9023748 6.58E-10 up no ER lumen protein-retaining receptorpfam00810 ER_lumen_recept ER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;K10949

Manes.04G078700.v6.16.147507 5.70E-09 up yes Chalcone synthase Apfam00195 Chal_sti_synt_N Chalcone and stilbene synthases, N-terminal domain. The C-terminal domain of Chalcone synthase is reported to be structurally similar to domains in thiolase and beta-ketoacyl synthase.  The differences in activity are accounted for by differences in this N-terminal domain.GO:0009813|flavonoid biosynthetic process;. GO:0016210|naringenin-chalcone synthase activity;.

Manes.04G079000.v6.11.0083009 0.96818 up no . pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.04G079300.v6.12.1699801 6.70E-10 up yes Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G080300.v6.10.3326777 0.01181 down yes Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G080500.v6.10.2479692 7.01E-10 down yes Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G080900.v6.13.1185626 2.27E-19 up yes Auxin-induced protein 15Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G081300.v6.10.4657159 0.02753 down yes Auxin-induced protein 15Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G081700.v6.18.5171124 9.30E-22 up yes . pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.04G081900.v6.11.2485086 0.32334 up no Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.04G082000.v6.10.2728805 1.77E-05 down yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.04G082100.v6.10.0301481 1.07E-05 down yes Auxin-induced protein 15Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G082400.v6.11.7111783 0.00039 up no Amidophosphoribosyltransferase 2, chloroplasticpfam00310 GATase_2 Glutamine amidotransferases class-II.GO:0006189|'de novo' IMP biosynthetic process;GO:0009658|chloroplast organization;GO:0006541|glutamine metabolic process;GO:0009116|nucleoside metabolic process;GO:0009113|purine nucleobase biosynthetic process;GO:0006164|purine nucleotide biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009532|plastid stroma;GO:0004044|amidophosphoribosyltransferase activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;K00764

Manes.04G082600.v6.12.1627566 2.35E-17 up yes Transcription factor RF2bpfam07716 bZIP_2 Basic region leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G082700.v6.11.6454448 6.85E-08 up no Protein BASIC PENTACYSTEINE4pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0050793|regulation of developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;.

Manes.04G083000.v6.12.6825308 3.50E-24 up yes Arginine decarboxylasepfam02784 Orn_Arg_deC_N Pyridoxal-dependent decarboxylase, pyridoxal binding domain. These pyridoxal-dependent decarboxylases acting on ornithine, lysine, arginine and related substrates This domain has a TIM barrel fold.GO:0006527|arginine catabolic process;GO:0009446|putrescine biosynthetic process;GO:0008295|spermidine biosynthetic process;. GO:0008792|arginine decarboxylase activity;.

Manes.04G083400.v6.11.5206422 3.72E-06 up no NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 9pfam13232 Complex1_LYR_1Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.GO:0005975|carbohydrate metabolic process;GO:0006120|mitochondrial electron transport, NADH to ubiquinone;GO:0009853|photorespiration;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0045271|respiratory chain complex I;GO:0005774|vacuolar membrane;GO:0008137|NADH dehydrogenase (ubiquinone) activity;K03965

Manes.04G083600.v6.10.6187077 6.29E-05 down no Kinesin-like protein NACK1pfam00225 Kinesin Kinesin motor domain.GO:0000919|cell plate assembly;GO:0007018|microtubule-based movement;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.04G083700.v6.10.5915454 2.66E-05 down no B-box zinc finger protein 19pfam00643 zf-B_box B-box zinc finger.GO:0010100|negative regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G083900.v6.10.3917213 0.00378 down yes . pfam01358 PARP_regulatory Poly A polymerase regulatory subunit.. . . .

Manes.04G084100.v6.110.489255 ####### up yes Protein FMP32, mitochondrialpfam07798 DUF1640 Protein of unknown function (DUF1640). This family consists of sequences derived from hypothetical eukaryotic proteins. A region approximately 100 residues in length is featured.GO:0033617|mitochondrial respiratory chain complex IV assembly;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.04G084300.v6.1NA NA -- no Cytochrome P450 84A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009809|lignin biosynthetic process;GO:0009699|phenylpropanoid biosynthetic process;GO:0010224|response to UV-B;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K09755

Manes.04G084400.v6.12.3903047 9.78E-21 up yes GATA transcription factor 5pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G084700.v6.10.4630339 2.30E-05 down yes MATE efflux family protein 4, chloroplasticpfam01554 MatE MatE. The MatE domain. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.04G085100.v6.10.7414638 0.00394 down no Gluconokinasepfam02782 FGGY_C FGGY family of carbohydrate kinases, C-terminal domain. This domain adopts a ribonuclease H-like fold and is structurally related to the N-terminal domain.GO:0042732|D-xylose metabolic process;GO:0005997|xylulose metabolic process;. GO:0005524|ATP binding;GO:0004856|xylulokinase activity;K00851

Manes.04G085200.v6.10.7768577 0.0095 down no Kinesin-related protein 11pfam00225 Kinesin Kinesin motor domain.GO:0034613|cellular protein localization;GO:0007018|microtubule-based movement;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0003777|microtubule motor activity;K11498

Manes.04G085300.v6.114.238698 1.92E-79 up yes B-box zinc finger protein 20pfam00643 zf-B_box B-box zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0009641|shade avoidance;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G085400.v6.11.0672187 0.47106 up no Coatomer subunit alpha-1pfam06957 COPI_C Coatomer (COPI) alpha subunit C-terminus. This family represents the C-terminus (approximately 500 residues) of the eukaryotic coatomer alpha subunit. Coatomer (COPI) is a large cytosolic protein complex which forms a coat around vesicles budding from the Golgi apparatus. Such coatomer-coated vesicles have been proposed to play a role in many distinct steps of intracellular transport. Note that many family members also contain the pfam04053 domain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030126|COPI vesicle coat;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005198|structural molecule activity;K05236

Manes.04G085500.v6.11.038372 0.67123 up no V-type proton ATPase subunit a3pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.GO:0015991|ATP hydrolysis coupled proton transport;GO:0015986|ATP synthesis coupled proton transport;GO:0032119|sequestering of zinc ion;GO:0007035|vacuolar acidification;GO:0070072|vacuolar proton-transporting V-type ATPase complex assembly;GO:0043181|vacuolar sequestering;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0051117|ATPase binding;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0045735|nutrient reservoir activity;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02154

Manes.04G085600.v6.11.3882265 0.00127 up no Cysteine proteinase RD19apfam00112 Peptidase_C1 Papain family cysteine protease.GO:0042742|defense response to bacterium;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;K01373

Manes.04G085700.v6.10.7830743 0.37304 down no . pfam07734 FBA_1 F-box associated. Most of these proteins contain pfam00646 at the N terminus, suggesting that they are effectors linked with ubiquitination.. . . .

Manes.04G085800.v6.10.686043 0.02203 down no Probable protein S-acyltransferase 7pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.04G085900.v6.1Inf 0.35135 up no Cytochrome P450 82A3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G086100.v6.10.9274708 0.62594 down no Lysine-specific demethylase phf2pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . GO:0003682|chromatin binding;K11445

Manes.04G086200.v6.1Inf 0.35135 up no . pfam15659 Toxin-JAB1 JAB-like toxin 1.. . . .

Manes.04G086300.v6.11.7747051 1.36E-06 up no RNA-binding protein 28pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K14573

Manes.04G086400.v6.12.0349593 3.95E-10 up yes Serine/arginine-rich SC35-like splicing factor SCL28pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12900

Manes.04G086500.v6.10.9768067 0.88189 down no SNF2 domain-containing protein CLASSY 3pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K10875

Manes.04G086800.v6.10.8026662 0.04471 down no SUMO-activating enzyme subunit 2pfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0009793|embryo development ending in seed dormancy;GO:0016925|protein sumoylation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0031510|SUMO activating enzyme complex;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0019948|SUMO activating enzyme activity;.

Manes.04G087400.v6.10.7001453 0.00522 down no Probable protein S-acyltransferase 7pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.04G087500.v6.16.7914378 0.02038 up yes Serine/threonine-protein kinase PBS1pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.04G087600.v6.10.5800163 4.95E-05 down no . pfam07034 ORC3_N Origin recognition complex (ORC) subunit 3 N-terminus. This family represents the N-terminus (approximately 300 residues) of subunit 3 of the eukaryotic origin recognition complex (ORC). Origin recognition complex (ORC) is composed of six subunits that are essential for cell viability. They collectively bind to the autonomously replicating sequence (ARS) in a sequence-specific manner and lead to the chromatin loading of other replication factors that are essential for initiation of DNA replication.. . . .

Manes.04G087700.v6.1#NAME? 0.60004 down no Exocyst complex component EXO70B1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;GO:0070062|extracellular exosome;GO:0045335|phagocytic vesicle;GO:0005886|plasma membrane;. .

Manes.04G087800.v6.11.0068711 0.9302 up no Regulation of nuclear pre-mRNA domain-containing protein 1Bpfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0070940|dephosphorylation of RNA polymerase II C-terminal domain;GO:0008284|positive regulation of cell proliferation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0010564|regulation of cell cycle process;GO:0006351|transcription, DNA-templated;GO:0016591|DNA-directed RNA polymerase II, holoenzyme;GO:0005634|nucleus;GO:0000993|RNA polymerase II core binding;K15559

Manes.04G087900.v6.10.5161714 2.44E-05 down no . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.04G088000.v6.113.137914 8.89E-08 up yes Omega-hydroxypalmitate O-feruloyl transferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.04G088200.v6.11.0060015 0.92903 up no . pfam02213 GYF GYF domain. The GYF domain is named because of the presence of Gly-Tyr-Phe residues. The GYF domain is a proline-binding domain in CD2-binding protein.. . . .

Manes.04G088800.v6.10.4659897 3.55E-10 down yes Transcription factor bHLH63pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009911|positive regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G089000.v6.10.4723859 0.00026 down yes Laccase-11 pfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0046274|lignin catabolic process;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;K05909

Manes.04G089400.v6.11.9550102 9.83E-14 up no Protein RER1Bpfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.04G089500.v6.17.6197156 ####### up yes F-box protein At2g16365pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.GO:0009658|chloroplast organization;GO:0045893|positive regulation of transcription, DNA-templated;GO:0080167|response to karrikin;. . .

Manes.04G089700.v6.13.7533112 0.39312 up no . pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. . . .

Manes.04G089800.v6.119.541252 4.14E-42 up yes Glycerophosphodiester phosphodiesterase GDPD1, chloroplasticpfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0030643|cellular phosphate ion homeostasis;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0000287|magnesium ion binding;.

Manes.04G090000.v6.1NA NA -- no Putative ribonuclease H protein At1g65750pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.04G090200.v6.1#NAME? 0.01741 down yes . pfam14228 MOR2-PAG1_midCell morphogenesis central region. This family is the conserved central region of proteins that are involved in cell morphogenesis.. . . .

Manes.04G090400.v6.10.3884696 1.64E-16 down yes . pfam13889 Chromosome_seg Chromosome segregation during meiosis. The proteins come from eukaryotes, plants and animals, and are necessary for chromosome segregation during meiosis.. . . .

Manes.04G090700.v6.1#NAME? 1 down no CASP-like protein 1F2pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G091300.v6.1Inf 0.9009 up no . pfam00915 Calici_coat Calicivirus coat protein.. . . .

Manes.04G091500.v6.10.6854308 0.00041 down no Protein AUXIN SIGNALING F-BOX 3pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0071249|cellular response to nitrate;GO:0006952|defense response;GO:0048527|lateral root development;GO:0010152|pollen maturation;GO:0080022|primary root development;GO:0016567|protein ubiquitination;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0000822|inositol hexakisphosphate binding;.

Manes.04G091600.v6.10.435949 3.29E-05 down yes . pfam02138 Beach Beige/BEACH domain.. . . .

Manes.04G091900.v6.11.41821 0.00015 up no V-type proton ATPase subunit Cpfam03223 V-ATPase_C V-ATPase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0009826|unidimensional cell growth;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0000221|vacuolar proton-transporting V-type ATPase, V1 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02148

Manes.04G092000.v6.11.8237099 1.36E-11 up no Mitochondrial phosphate carrier protein 3, mitochondrialpfam00153 Mito_carr Mitochondrial carrier protein.GO:0009651|response to salt stress;GO:0006810|transport;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;. K15102

Manes.04G092200.v6.11.427764 0.03365 up no Pentatricopeptide repeat-containing protein At3g26782, mitochondrialpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.04G092300.v6.10.6286963 0.00308 down no . pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.04G092500.v6.15.6435514 0.03943 up no Thioredoxin H-typepfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.04G092700.v6.132.880099 2.50E-54 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G093000.v6.12.0278345 5.20E-15 up yes Alpha-mannosidasepfam01074 Glyco_hydro_38 Glycosyl hydrolases family 38 N-terminal domain. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm.GO:0006013|mannose metabolic process;GO:0000326|protein storage vacuole;GO:0004559|alpha-mannosidase activity;GO:0030246|carbohydrate binding;GO:0008270|zinc ion binding;.

Manes.04G093500.v6.1Inf 0.1623 up no F-box protein CPR30pfam08268 FBA_3 F-box associated domain.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.04G093600.v6.10.9548568 0.64399 down no Nuclear factor related to kappa-B-binding proteinpfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. GO:0031011|Ino80 complex;GO:0003677|DNA binding;K11671

Manes.04G093800.v6.10.6064943 0.001 down no . pfam12576 DUF3754 Protein of unknown function (DUF3754). This domain family is found in bacteria, archaea and eukaryotes, and is typically between 135 and 166 amino acids in length. There is a single completely conserved residue P that may be functionally important.. . . .

Manes.04G094300.v6.1NA NA -- no . pfam04356 DUF489 Protein of unknown function (DUF489). Protein of unknown function, cotranscribed with purB in Escherichia coli, but with function unrelated to purine biosynthesis.. . . .

Manes.04G094500.v6.10.5132211 4.18E-06 down no Nudix hydrolase 12, mitochondrialpfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.04G094800.v6.1Inf 1.63E-15 up yes Lipid transfer-like protein VASpfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;GO:0031225|anchored component of membrane;GO:0008289|lipid binding;.

Manes.04G094900.v6.10.9054322 0.41272 down no Syntaxin-22 pfam14523 Syntaxin_2 Syntaxin-like protein. This domain includes syntaxin-like domains including from the Vam3p protein.GO:0009660|amyloplast organization;GO:0006886|intracellular protein transport;GO:0009959|negative gravitropism;GO:0010118|stomatal movement;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0000149|SNARE binding;K08488

Manes.04G095800.v6.11.1738001 0.09362 up no Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019427|acetyl-CoA biosynthetic process from acetate;GO:0006631|fatty acid metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0009514|glyoxysome;GO:0003987|acetate-CoA ligase activity;GO:0016208|AMP binding;GO:0005524|ATP binding;K01895

Manes.04G095900.v6.10.6727386 0.02419 down no Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019427|acetyl-CoA biosynthetic process from acetate;GO:0006631|fatty acid metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0009514|glyoxysome;GO:0003987|acetate-CoA ligase activity;GO:0016208|AMP binding;GO:0005524|ATP binding;K01895

Manes.04G096000.v6.10.5526437 1.03E-06 down no WD repeat-containing protein LWD1pfam00400 WD40 WD domain, G-beta repeat.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0043153|entrainment of circadian clock by photoperiod;GO:0048573|photoperiodism, flowering;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0044212|transcription regulatory region DNA binding;K11805

Manes.04G096300.v6.11.2255599 0.09761 up no Glyceraldehyde-3-phosphate dehydrogenase A, chloroplasticpfam00044 Gp_dh_N Glyceraldehyde 3-phosphate dehydrogenase, NAD binding domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. N-terminal domain is a Rossmann NAD(P) binding fold.GO:0006006|glucose metabolic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0047100|glyceraldehyde-3-phosphate dehydrogenase (NADP+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;.

Manes.04G096500.v6.12.0518869 0.00658 up yes . pfam12520 DUF3723 Protein of unknown function (DUF3723). This family of proteins is found in eukaryotes. Proteins in this family are typically between 374 and 1069 amino acids in length. There is a conserved LGF sequence motif.. . . .

Manes.04G096700.v6.10.941861 0.632 down no DEAD-box ATP-dependent RNA helicase 41pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0003723|RNA binding;.

Manes.04G096800.v6.11.1223123 0.49418 up no . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.04G097000.v6.10.6241412 0.00033 down no . pfam00168 C2 C2 domain. . . . .

Manes.04G097100.v6.10.4358725 0.00148 down yes Pentatricopeptide repeat-containing protein At3g26782, mitochondrialpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.04G097700.v6.10.7553207 0.45182 down no Putative uncharacterized protein At4g01020, chloroplasticpfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K12818

Manes.04G098000.v6.1Inf 2.81E-09 up yes . pfam03074 GCS Glutamate-cysteine ligase. This family represents the catalytic subunit of glutamate-cysteine ligase (E.C. 6.3.2.2), also known as gamma-glutamylcysteine synthetase (GCS).  This enzyme catalyses the rate limiting step in the biosynthesis of glutathione. The eukaryotic enzyme is a dimer of a heavy chain and a light chain with all the catalytic activity exhibited by the heavy chain (this family).. . . .

Manes.04G098300.v6.10.491513 2.77E-06 down yes . pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.04G098400.v6.10.7617983 0.02591 down no Putative glucose-6-phosphate 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.04G098900.v6.11.6605904 1.23E-08 up no Probable serine incorporatorpfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0008654|phospholipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .



Manes.04G099100.v6.10.3975318 8.91E-05 down yes Receptor-like protein kinasepfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;.

Manes.04G099300.v6.10.7186025 0.0216 down no Receptor-like protein kinasepfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;.

Manes.04G099500.v6.10.332002 0.01723 down yes Wall-associated receptor kinase-like 2pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G099800.v6.10.2574782 0.00013 down yes . pfam01697 Glyco_transf_92 Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. . . .

Manes.04G100200.v6.13.7905435 5.03E-11 up yes Wall-associated receptor kinase-like 8pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G100300.v6.1Inf 6.08E-09 up yes Wall-associated receptor kinase-like 2pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G100700.v6.13.4359355 3.11E-26 up yes AP2-like ethylene-responsive transcription factor At1g16060pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0010187|negative regulation of seed germination;GO:1901959|positive regulation of cutin biosynthetic process;GO:0045723|positive regulation of fatty acid biosynthetic process;GO:0040008|regulation of growth;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000981|RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.04G101300.v6.12.0332771 0.00215 up yes Trafficking protein particle complex subunit 2pfam04628 Sedlin_N Sedlin, N-terminal conserved region. Mutations in this protein are associated with the X-linked spondyloepiphyseal dysplasia tarda syndrome (OMIM:313400). This family represents an N-terminal conserved region.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.04G101500.v6.15.9385844 4.37E-84 up yes Magnesium transporter MRS2-1pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.04G101600.v6.117.667956 ####### up yes Chaperone protein dnaJ 8, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0042026|protein refolding;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005634|nucleus;GO:0051087|chaperone binding;GO:0051082|unfolded protein binding;.

Manes.04G101700.v6.12.7723649 2.52E-18 up yes Shikimate O-hydroxycinnamoyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0010252|auxin homeostasis;GO:0009809|lignin biosynthetic process;GO:0009963|positive regulation of flavonoid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016020|membrane;GO:0047205|quinate O-hydroxycinnamoyltransferase activity;GO:0047172|shikimate O-hydroxycinnamoyltransferase activity;K13065

Manes.04G102100.v6.10.3020009 1.62E-09 down yes Putative receptor-like protein kinase At1g80870pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G102300.v6.10.6932761 0.05283 down no Phosphatidyl-N-methylethanolamine N-methyltransferasepfam04191 PEMT Phospholipid methyltransferase. The S. cerevisiae phospholipid methyltransferase (EC:2.1.1.16) has a broad substrate specificity of unsaturated phospholipids.GO:0006656|phosphatidylcholine biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0080101|phosphatidyl-N-dimethylethanolamine N-methyltransferase activity;GO:0000773|phosphatidyl-N-methylethanolamine N-methyltransferase activity;K00550

Manes.04G102600.v6.180.93864 7.30E-52 up yes Probable WRKY transcription factor 40pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0045892|negative regulation of transcription, DNA-templated;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.04G103300.v6.10.5585031 7.95E-08 down no Sister chromatid cohesion protein PDS5pfam02949 7tm_6 7tm Odorant receptor. This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.GO:0051301|cell division;GO:0006302|double-strand break repair;GO:0007126|meiotic nuclear division;GO:0007076|mitotic chromosome condensation;GO:0007064|mitotic sister chromatid cohesion;GO:0007129|synapsis;GO:0000794|condensed nuclear chromosome;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005198|structural molecule activity;K11267

Manes.04G103400.v6.10.9163799 0.49154 down no Putative U-box domain-containing protein 42pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G103500.v6.10.8777625 0.20765 down no . pfam08737 Rgp1 Rgp1. Rgp1 forms heterodimer with Ric1 (pfam07064) which associates with Golgi membranes and functions as a guanyl-nucleotide exchange factor.. . . .

Manes.04G104200.v6.10.7019874 0.00215 down no . pfam12928 tRNA_int_end_N2tRNA-splicing endonuclease subunit sen54 N-term. This is an N-terminal family of archaeal and metazoan sen54 proteins that forms one of the tRNA-splicing endonuclease subunits.. . . .

Manes.04G104700.v6.10.7534795 0.00367 down no Nuclear pore complex protein NUP96pfam12110 Nup96 Nuclear protein 96. Nup96 (often known by the name of its yeast homolog Nup145C) is part of the Nup84 heptameric complex in the nuclear pore complex. Nup96 complexes with Sec13 in the middle of the heptamer. The function of the heptamer is to coat the curvature of the nuclear pore complex between the inner and outer nuclear membranes. Nup96 is predicted to be an alpha helical solenoid. The interaction between Nup96 and Sec13 is the point of curvature in the heptameric complex.GO:0006952|defense response;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0009733|response to auxin;GO:0055085|transmembrane transport;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;GO:0005634|nucleus;GO:0015288|porin activity;K14297

Manes.04G104800.v6.12.9406191 1.43E-29 up yes Protein RAE1pfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14298

Manes.04G105000.v6.10.4271526 0.02624 down yes Ethylene-responsive transcription factor ERF003pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G105700.v6.113.187594 1.14E-05 up yes . pfam15046 DUF4532 Protein of unknown function (DUF4532). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes.. . . .

Manes.04G105800.v6.114.689052 4.02E-12 up yes Pleiotropic drug resistance protein 1pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.04G106100.v6.11.9004528 6.39E-10 up no Pleiotropic drug resistance protein 1pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.04G106200.v6.10.6777482 0.00453 down no Lupeol synthasepfam13243 Prenyltrans_1 Prenyltransferase-like.GO:0042335|cuticle development;GO:0019745|pentacyclic triterpenoid biosynthetic process;. GO:0042299|lupeol synthase activity;.

Manes.04G106300.v6.10.7350656 0.10392 down no Lupeol synthasepfam13249 Prenyltrans_2 Prenyltransferase-like.GO:0042335|cuticle development;GO:0019745|pentacyclic triterpenoid biosynthetic process;. GO:0042299|lupeol synthase activity;.

Manes.04G106600.v6.10.7420309 0.00728 down no BRCA1-associated proteinpfam07576 BRAP2 BRCA1-associated protein 2. These proteins include BRCA1-associated protein 2 (BRAP2), which binds nuclear localisation signals (NLSs) in vitro and in yeast two-hybrid screening. These proteins share a region of sequence similarity at their N terminus. They also have pfam02148 at the C terminus.GO:0000165|MAPK cascade;GO:0009968|negative regulation of signal transduction;GO:0016567|protein ubiquitination;GO:0007265|Ras protein signal transduction;GO:0005737|cytoplasm;GO:0031965|nuclear membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0008139|nuclear localization sequence binding;GO:0000166|nucleotide binding;GO:0043130|ubiquitin binding;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10632

Manes.04G107600.v6.1Inf 0.00115 up yes Peroxidase 5 pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.04G108000.v6.14.9191928 8.36E-15 up yes . pfam07782 DC_STAMP DC-STAMP-like protein. This is a family of sequences which are similar to a region of the dendritic cell-specific transmembrane protein (DC-STAMP). This is thought to be a novel receptor protein that shares no identity with other multimembrane-spanning proteins. It is thought to have seven putative transmembrane regions, two of which are found in the region featured in this family. DC-STAMP is also described as having potential N-linked glycosylation sites and a potential phosphorylation site for PKC, but these are not conserved throughout the family.. . . .

Manes.04G108200.v6.10.9185958 0.44005 down no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.04G108300.v6.10.4170239 0.05204 down no . pfam07647 SAM_2 SAM domain (Sterile alpha motif).. . . .

Manes.04G108600.v6.10.9719324 0.78572 down no Topless-related protein 1pfam00400 WD40 WD domain, G-beta repeat.GO:0010072|primary shoot apical meristem specification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.04G108900.v6.116.204275 1.24E-08 up yes . pfam10373 EST1_DNA_bind Est1 DNA/RNA binding domain. Est1 is a protein which recruits or activates telomerase at the site of polymerization. This is the DNA/RNA binding domain of EST1.. . . .

Manes.04G109000.v6.12.2312455 3.57E-05 up yes . pfam09762 KOG2701 Coiled-coil domain-containing protein (DUF2037). This entry represents the conserved N-terminal 200 residues of a family of proteins conserved from plants to vertebrates. In Drosophila it comes from the Fidipidine gene, and is of unknown function.. . . .

Manes.04G109100.v6.10.67654 0.00654 down no Triphosphate tunel metalloenzyme 3pfam01928 CYTH CYTH domain. These sequences are functionally identified as members of the adenylate cyclase family, which catalyses the conversion of ATP to 3',5'-cyclic AMP and pyrophosphate. Six distinct non-homologous classes of AC have been identified. The structure of three classes of adenylyl cyclases have been solved.GO:0048364|root development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0050355|triphosphatase activity;.

Manes.04G109200.v6.10.8859835 0.21715 down no DEAD-box ATP-dependent RNA helicase 35pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K13116

Manes.04G109400.v6.19.6035618 1.35E-16 up yes . pfam04706 Dickkopf_N Dickkopf N-terminal cysteine-rich region. Dickkopf proteins are a class of Wnt antagonists. They possess two conserved cysteine-rich regions. This family represents the N-terminal one. The C-terminal region has been found to share significant sequence similarity to the colipase fold, pfam01114, pfam02740.. . . .

Manes.04G109600.v6.19.2921305 5.45E-28 up yes . pfam13166 AAA_13 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins. This family includes the PrrC protein that is thought to be the active component of the anticodon nuclease.. . . .

Manes.04G109900.v6.10.9787986 0.8429 down no Pyrophosphate-energized vacuolar membrane proton pumppfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;.

Manes.04G110600.v6.10.6320141 5.56E-05 down no Clustered mitochondria proteinpfam12807 eIF3_p135 Translation initiation factor eIF3 subunit 135. Translation initiation factor eIF3 is a multi-subunit protein complex required for initiation of protein biosynthesis in eukaryotic cells. The complex promotes ribosome dissociation, the binding of the initiator methionyl-tRNA to the 40 S ribosomal subunit, and mRNA recruitment to the ribosome. The protein product from TIF31 genes in yeast is p135 which associates with the eIF3 but does not seem to be necessary for protein translation initiation.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.04G110900.v6.12.2090896 9.21E-09 up yes Haloalkane dehalogenasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019260|1,2-dichloroethane catabolic process;GO:0009636|response to toxic substance;. GO:0018786|haloalkane dehalogenase activity;.

Manes.04G111100.v6.10.9114751 0.42421 down no Protein FAR1-RELATED SEQUENCE 6pfam10551 MULE MULE transposase domain. This domain was identified by Babu and colleagues.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G111200.v6.10.5043745 7.95E-08 down no Protein FAR1-RELATED SEQUENCE 6pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G111500.v6.13.4931346 1.85E-36 up yes Zinc finger BED domain-containing protein DAYSLEEPERpfam14372 DUF4413 Domain of unknown function (DUF4413). This domain is part of an RNase-H fold section of longer proteins some of which are transposable elements possibly of the Pong type, since some members are putative Tam3 transposases.GO:0009791|post-embryonic development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.04G111900.v6.10.2313339 1.17E-05 down yes . pfam02845 CUE CUE domain. CUE domains have been shown to bind ubiquitin. It has been suggested that CUE domains are related to pfam00627 and this has been confirmed by the structure of the domain. CUE domains also occur in two protein of the IL-1 signal transduction pathway, tollip and TAB2.. . . .

Manes.04G112200.v6.11.6515172 2.61E-05 up no E3 ubiquitin-protein ligase KEGpfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0006952|defense response;GO:0048589|developmental growth;GO:0016197|endosomal transport;GO:0045324|late endosome to vacuole transport;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0032940|secretion by cell;GO:0005769|early endosome;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004672|protein kinase activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.04G112500.v6.1Inf 1.99E-08 up yes . pfam14609 GCP5-Mod21 gamma-Tubulin ring complex non-core subunit mod21. GCP5-Mod21 is a non-core subunit of the larger gamma-tubulin ring complex that effects microtubule nucleation from both centrosomal and non-centrosomal sites. This subunit, unlike GCP2 and and GCP3 and others, is not thought to be essential for viability in the fission yeast, and may not be expressed in very high concentrations. Fission yeast can form a large gamma-Tubulin complex C similar to that found in higher eukaryotes and this complex is important for maintaining normal levels of microtubule nucleation in vivo.. . . .

Manes.04G112800.v6.10.5309993 1.70E-06 down no Palmitoyl-monogalactosyldiacylglycerol delta-7 desaturase, chloroplasticpfam00487 FA_desaturase Fatty acid desaturase.GO:0031408|oxylipin biosynthetic process;GO:0010205|photoinhibition;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009579|thylakoid;GO:0016717|oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water;K00507

Manes.04G113000.v6.1Inf 0.00079 up yes Cucumber peeling cupredoxinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.04G113100.v6.131.332459 5.60E-97 up yes Glucan endo-1,3-beta-glucosidase 14pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0005634|nucleus;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.04G113300.v6.10.6500608 0.00306 down no G-type lectin S-receptor-like serine/threonine-protein kinase SD2-5pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G113400.v6.11.3124802 0.07783 up no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.04G113600.v6.17.8248403 2.49E-25 up yes 26.5 kDa heat shock protein, mitochondrialpfam00011 HSP20 Hsp20/alpha crystallin family.GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005739|mitochondrion;. K13993

Manes.04G113700.v6.11.7958483 1.10E-10 up no . pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .

Manes.04G113800.v6.11.4886105 0.00382 up no . pfam00519 PPV_E1_C Papillomavirus helicase. This protein is a DNA helicase that is required for initiation of viral DNA replication. This protein forms a complex with the E2 protein pfam00508.. . . .

Manes.04G114400.v6.11.0140762 0.94944 up no . pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.04G114500.v6.10.4806582 2.94E-05 down yes DEAD-box ATP-dependent RNA helicase 56pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.04G115600.v6.14.9035736 1.45E-30 up yes Probable disease resistance protein At5g63020pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.04G115700.v6.145.047791 3.85E-08 up yes . pfam12681 Glyoxalase_2 Glyoxalase-like domain. This domain is related to the Glyoxalase domain pfam00903.. . . .

Manes.04G116000.v6.10.4688409 4.70E-11 down yes Putative UDP-rhamnose:rhamnosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.04G116200.v6.13.7533112 0.39312 up no . pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. . . .

Manes.04G116300.v6.10.8047475 0.04211 down no Biotin carboxyl carrier protein of acetyl-CoA carboxylasepfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.04G116700.v6.12.0911376 3.11E-15 up yes . pfam04003 Utp12 Dip2/Utp12 Family. This domain is found at the C-terminus of proteins containing WD40 repeats. These proteins are part of the U3 ribonucleoprotein the yeast protein is called Utp12 or DIP2.. . . .

Manes.04G117100.v6.12.3174088 5.35E-14 up yes Periodic tryptophan protein 2 homologpfam04003 Utp12 Dip2/Utp12 Family. This domain is found at the C-terminus of proteins containing WD40 repeats. These proteins are part of the U3 ribonucleoprotein the yeast protein is called Utp12 or DIP2.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000028|ribosomal small subunit assembly;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14558

Manes.04G117300.v6.10.7661881 0.06101 down no Acyl-protein thioesterase 2pfam02230 Abhydrolase_2 Phospholipase/Carboxylesterase. This family consists of both phospholipases and carboxylesterases with broad substrate specificity, and is structurally related to alpha/beta hydrolases pfam00561.GO:0006631|fatty acid metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0016787|hydrolase activity;K06130

Manes.04G117500.v6.10.6572011 8.21E-05 down no (6-4)DNA photolyasepfam03441 FAD_binding_7 FAD binding domain of DNA photolyase.GO:0006281|DNA repair;GO:0009411|response to UV;. GO:0003914|DNA (6-4) photolyase activity;GO:0003677|DNA binding;GO:0000166|nucleotide binding;K02295

Manes.04G118500.v6.10.8163308 0.05943 down no Serine-threonine kinase receptor-associated proteinpfam00400 WD40 WD domain, G-beta repeat.GO:0030512|negative regulation of transforming growth factor beta receptor signaling pathway;. . K13137

Manes.04G118900.v6.1Inf 0.08088 up no . pfam09815 XK-related XK-related protein. Members of this family comprise various XK-related proteins, that are involved in sodium-dependent transport of neutral amino acids or oligopeptides. These proteins are responsible for the Kx blood group system - defects results in McLeod syndrome, an X-linked multi-system disorder characterized by late onset abnormalities in the neuromuscular and hematopoietic systems.. . . .

Manes.04G119300.v6.11.720001 3.22E-05 up no Pentatricopeptide repeat-containing protein At1g15510, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009658|chloroplast organization;GO:0040007|growth;GO:0009416|response to light stimulus;GO:0009451|RNA modification;GO:0009507|chloroplast;. .

Manes.04G119700.v6.1NA NA -- no Probable 2-oxoglutarate-dependent dioxygenase AOP1.2pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.04G120400.v6.10.4989541 8.69E-11 down yes Katanin p60 ATPase-containing subunit A1pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0043622|cortical microtubule organization;GO:0000226|microtubule cytoskeleton organization;GO:0051013|microtubule severing;GO:0009825|multidimensional cell growth;GO:0009832|plant-type cell wall biogenesis;GO:0010091|trichome branching;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;K07767

Manes.04G120500.v6.10.5781108 8.36E-05 down no Aspartate aminotransferasepfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0005737|cytoplasm;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00812

Manes.04G120800.v6.15.0675048 2.40E-22 up yes Auxin-responsive protein IAA16pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.04G121000.v6.12.3159468 1.98E-20 up yes ABC transporter F family member 4pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. . GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;K06184

Manes.04G121200.v6.11.2977146 0.00402 up no N-alpha-acetyltransferase 15, NatA auxiliary subunitpfam12569 NARP1 NMDA receptor-regulated protein 1. This domain family is found in eukaryotes, and is approximately 40 amino acids in length. The family is found in association with pfam07719, pfam00515. There is a single completely conserved residue L that may be functionally important. NARP1 is the mammalian homologue of a yeast N-terminal acetyltransferase that regulates entry into the G(0) phase of the cell cycle.. GO:0005737|cytoplasm;GO:0005634|nucleus;. K00670

Manes.04G121600.v6.115.177662 4.74E-31 up yes F-box/kelch-repeat protein At1g80440pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0080037|negative regulation of cytokinin-activated signaling pathway;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.04G122400.v6.11.5063856 0.00023 up no Thionin-like protein 2pfam05522 Metallothio_6 Metallothionein. This family consists of metallothioneins from several worm and sea urchin species. Metallothioneins are low molecular weight, cysteine rich proteins known to be involved in heavy metal detoxification and homeostasis.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.04G122600.v6.11.520529 3.41E-06 up no Coatomer subunit beta'-2pfam04053 Coatomer_WDADCoatomer WD associated region. This region is composed of WD40 repeats.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;GO:0030117|membrane coat;GO:0005198|structural molecule activity;.

Manes.04G122700.v6.11.7271647 0.04072 up no Coatomer subunit beta'-1pfam00400 WD40 WD domain, G-beta repeat.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;GO:0030117|membrane coat;GO:0005198|structural molecule activity;.

Manes.04G122800.v6.13.7740858 0.00024 up yes Probable sulfate transporter 3.4pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K17471

Manes.04G123100.v6.10.3046785 1.86E-23 down yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.04G123300.v6.11.8057022 3.28E-09 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G123900.v6.10.7515352 0.04209 down no Trihelix transcription factor ASIL1pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.04G124000.v6.12.3309874 5.81E-13 up yes Ras-related protein RHN1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.04G124100.v6.10.8076711 0.02465 down no Probable glutathione S-transferase parApfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.04G124200.v6.10.3447888 3.12E-07 down yes Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.04G124600.v6.10.8024143 0.02822 down no . pfam09072 TMA7 Translation machinery associated TMA7. TMA7 plays a role in protein translation. Deletions of the TMA7 gene results in altered protein synthesis rates.. . . .

Manes.04G124700.v6.1Inf 3.97E-09 up yes Mitochondrial arginine transporter BAC2pfam00153 Mito_carr Mitochondrial carrier protein.GO:1903826|arginine transmembrane transport;GO:0006972|hyperosmotic response;GO:0043091|L-arginine import;GO:0089709|L-histidine transmembrane transport;GO:1903401|L-lysine transmembrane transport;GO:1903352|L-ornithine transmembrane transport;GO:0006561|proline biosynthetic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0015181|arginine transmembrane transporter activity;GO:0005290|L-histidine transmembrane transporter activity;GO:0015189|L-lysine transmembrane transporter activity;GO:0000064|L-ornithine transmembrane transporter activity;K15109



Manes.04G124900.v6.10.3703132 6.80E-10 down yes Kinesin-13A pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0010090|trichome morphogenesis;GO:0005795|Golgi stack;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003777|microtubule motor activity;K10393

Manes.04G125400.v6.10.7366316 0.00907 down no 25.3 kDa vesicle transport proteinpfam13774 Longin Regulated-SNARE-like domain. Longin is one of the approximately 26 components required for transporting proteins from the ER to the plasma membrane, via the Golgi apparatus. It is necessary for the steps of the transfer from the ER to the Golgi complex. Longins are the only R-SNAREs that are common to all eukaryotes, and they are characterized by a conserved N-terminal domain with a profilin-like fold called a longin domain.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0006906|vesicle fusion;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08517

Manes.04G126000.v6.15.660566 3.23E-49 up yes Proline-rich receptor-like protein kinase PERK3pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G126100.v6.14.6867888 0.00122 up yes Proline-rich receptor-like protein kinase PERK13pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G126300.v6.15.6186706 9.46E-43 up yes Proline-rich receptor-like protein kinase PERK5pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G126400.v6.13.2450937 9.61E-14 up yes Proline-rich receptor-like protein kinase PERK3pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G126500.v6.18.5300341 3.70E-05 up yes Proline-rich receptor-like protein kinase PERK3pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G126600.v6.15.16085 3.88E-11 up yes Proline-rich receptor-like protein kinase PERK2pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G126700.v6.15.3805834 5.07E-13 up yes . pfam06208 BDV_G Borna disease virus G protein. This family consists of Borna disease virus G glycoprotein sequences. Borna disease virus (BDV) infection produces a variety of clinical diseases, from behavioural illnesses to classical fatal encephalitis. G protein is important for viral entry into the host cell.. . . .

Manes.04G126800.v6.16.2946723 0.00076 up yes Proline-rich receptor-like protein kinase PERK3pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G126900.v6.123.056331 5.74E-36 up yes Proline-rich receptor-like protein kinase PERK3pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G128400.v6.12.3640262 3.42E-19 up yes Ras-related protein Rab7pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.04G128600.v6.12.3020071 3.45E-06 up yes . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.04G128800.v6.11.2381923 0.21937 up no . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.04G129000.v6.1Inf 0.9009 up no SKP1-like protein 1Apfam03931 Skp1_POZ Skp1 family, tetramerization domain.GO:0009734|auxin-activated signaling pathway;GO:0007059|chromosome segregation;GO:0009873|ethylene-activated signaling pathway;GO:0000226|microtubule cytoskeleton organization;GO:0007275|multicellular organismal development;GO:0045910|negative regulation of DNA recombination;GO:0016567|protein ubiquitination;GO:0046686|response to cadmium ion;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016032|viral process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;. K03094

Manes.04G129100.v6.10.4097914 5.58E-13 down yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.04G129200.v6.10.9915708 0.94867 down no La protein 1 pfam08777 RRM_3 RNA binding motif. This domain is found in protein La which functions as an RNA chaperone during RNA polymerase III transcription, and can also stimulate translation initiation. It contains a five stranded beta sheet which forms an atypical RNA recognition motif.GO:0034470|ncRNA processing;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11090

Manes.04G129700.v6.111.910072 0.08851 up no . pfam01733 Nucleoside_tran Nucleoside transporter. This is a family of nucleoside transporters. In mammalian cells nucleoside transporters transport nucleoside across the plasma membrane and are essential for nucleotide synthesis via the salvage pathways for cells that lack their own de novo synthesis pathways. Also in this family is mouse and human nucleolar protein HNP36, a protein of unknown function; although it has been hypothesised to be a plasma membrane nucleoside transporter.. . . .

Manes.04G130200.v6.18.0716136 3.34E-17 up yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.04G130600.v6.11.0467995 0.69584 up no . pfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.. . . .

Manes.04G131000.v6.11.867999 8.79E-05 up no Transcription factor bHLH68pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G131400.v6.10.426556 0.0003 down yes . pfam03012 PP_M1 Phosphoprotein. This family includes the M1 phosphoprotein non-structural RNA polymerase alpha subunit, which is thought to be a component of the active polymerase, and may be involved in template binding.. . . .

Manes.04G132000.v6.12.441964 2.65E-08 up yes Ankyrin repeat-containing protein At5g02620pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G132400.v6.10.3186274 0.00235 down yes CASP-like protein 3A1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G132800.v6.10.4408055 0.0004 down yes GATA transcription factor 12pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G133100.v6.10.7744202 0.01384 down no Homeobox-leucine zipper protein ATHB-15pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;.

Manes.04G133700.v6.11.150326 0.68734 up no ABC transporter G family member 36pfam01061 ABC2_membrane ABC-2 type transporter.GO:0070574|cadmium ion transmembrane transport;GO:0015691|cadmium ion transport;GO:0071366|cellular response to indolebutyric acid stimulus;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009817|defense response to fungus, incompatible interaction;GO:0006855|drug transmembrane transport;GO:0042344|indole glucosinolate catabolic process;GO:0031348|negative regulation of defense response;GO:0009737|response to abscisic acid;GO:0009627|systemic acquired resistance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015086|cadmium ion transmembrane transporter activity;.

Manes.04G133900.v6.11.8865084 3.94E-12 up no NADP-dependent malic enzymepfam03949 Malic_M Malic enzyme, NAD binding domain.GO:0006108|malate metabolic process;GO:0005737|cytoplasm;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;K00029

Manes.04G134000.v6.11.9686942 4.24E-14 up no Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.04G134200.v6.11.2528432 0.03282 up no RNA polymerase II-associated factor 1 homologpfam03985 Paf1 Paf1. Members of this family are components of the RNA polymerase II associated Paf1 complex. The Paf1 complex functions during the elongation phase of transcription in conjunction with Spt4-Spt5 and Spt16-Pob3i.GO:0007507|heart development;GO:0016570|histone modification;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0016593|Cdc73/Paf1 complex;GO:0005634|nucleus;GO:0000993|RNA polymerase II core binding;K15174

Manes.04G134300.v6.11.5181756 1.84E-05 up no LysM domain receptor-like kinase 3pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G134700.v6.11.4244664 0.00374 up no Hexokinase-2pfam03727 Hexokinase_2 Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam00349. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0006096|glycolytic process;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005536|glucose binding;GO:0004396|hexokinase activity;K00844

Manes.04G134800.v6.11.5560654 1.11E-06 up no Nuclear poly(A) polymerase 4pfam04928 PAP_central Poly(A) polymerase central domain. The central domain of Poly(A) polymerase shares structural similarity with the allosteric activity domain of ribonucleotide reductase R1, which comprises a four-helix bundle and a three-stranded mixed beta- sheet. Even though the two enzymes bind ATP, the ATP-recognition motifs are different.GO:0006397|mRNA processing;GO:0031123|RNA 3'-end processing;GO:0043631|RNA polyadenylation;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;K14376

Manes.04G135000.v6.118.591955 1.59E-56 up yes . pfam15385 SARG Specifically androgen-regulated gene protein. This family of proteins is found in eukaryotes, the function of this protein is still unknown but it is thought to be an androgen receptor. Protein expression is up-regulated in the presence of androgens, but not in the presence of glucocorticoids. SARG tends to be highly expressed in prostate tissue. Proteins in this family are typically between 340 and 587 amino acids in length. There is a conserved EETI sequence motif.. . . .

Manes.04G135500.v6.1Inf 0.9009 up no . pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.. . . .

Manes.04G135700.v6.10.4560228 1.69E-08 down yes Protein CHUP1, chloroplasticpfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.04G136200.v6.119.703598 6.63E-88 up yes Probable 2-oxoglutarate-dependent dioxygenase AOP1.2pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.04G136300.v6.17.3626697 1.17E-23 up yes Inositol oxygenase 1pfam05153 DUF706 Family of unknown function (DUF706). Family of uncharacterized eukaryotic function. Some members have a described putative function, but a common theme is not evident.GO:0019310|inositol catabolic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0005737|cytoplasm;GO:0050113|inositol oxygenase activity;GO:0005506|iron ion binding;.

Manes.04G136600.v6.10.7278511 0.00113 down no Protein EARLY FLOWERING 3pfam03594 BenE Benzoate membrane transport protein.GO:0007623|circadian rhythm;GO:0010031|circumnutation;GO:0048573|photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12125

Manes.04G136900.v6.11.4664524 0.01204 up no Jacalin-related lectin 19pfam01419 Jacalin Jacalin-like lectin domain. Proteins containing this domain are lectins. It is found in 1 to 6 copies in these proteins. The domain is also found in the animal prostatic spermine-binding protein.GO:0019762|glucosinolate catabolic process;GO:0080028|nitrile biosynthetic process;. GO:0030246|carbohydrate binding;.

Manes.04G137000.v6.11.8847033 3.40E-11 up no Charged multivesicular body protein 1pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0045324|late endosome to vacuole transport;GO:0006623|protein targeting to vacuole;GO:0005737|cytoplasm;GO:0010008|endosome membrane;GO:0005770|late endosome;. K12197

Manes.04G137400.v6.10.9709058 0.82287 down no . pfam05773 RWD RWD domain. This domain was identified in WD40 repeat proteins and Ring finger domain proteins. The function of this domain is unknown. GCN2 is the alpha-subunit of the only translation initiation factor (eIF2 alpha) kinase that appears in all eukaryotes. Its function requires an interaction with GCN1 via the domain at its N-terminus, which is termed the RWD domain after three major RWD-containing proteins: RING finger-containing proteins, WD-repeat-containing proteins, and yeast DEAD (DEXD)-like helicases. The structure forms an alpha + beta sandwich fold consisting of two layers: a four-stranded antiparallel beta-sheet, and three side-by-side alpha-helices.. . . .

Manes.04G137500.v6.10.5636633 2.09E-08 down no NADP-specific glutamate dehydrogenasepfam00208 ELFV_dehydrog Glutamate/Leucine/Phenylalanine/Valine dehydrogenase.GO:0006520|cellular amino acid metabolic process;. GO:0004354|glutamate dehydrogenase (NADP+) activity;.

Manes.04G137700.v6.11.3140137 0.00271 up no Ubiquitin carboxyl-terminal hydrolase 7pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;K11843

Manes.04G137900.v6.10.3012083 9.47E-10 down yes Eukaryotic translation initiation factor 3 subunit Dpfam05091 eIF-3_zeta Eukaryotic translation initiation factor 3 subunit 7 (eIF-3). This family is made up of eukaryotic translation initiation factor 3 subunit 7 (eIF-3 zeta/eIF3 p66/eIF3d). Eukaryotic initiation factor 3 is a multi-subunit complex that is required for binding of mRNA to 40 S ribosomal subunits, stabilisation of ternary complex binding to 40 S subunits, and dissociation of 40 and 60 S subunits. These functions and the complex nature of eIF3 suggest multiple interactions with many components of the translational machinery. The gene coding for the protein has been implicated in cancer in mammals.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K03251

Manes.04G138000.v6.10.8580867 0.11367 down no Serine/threonine protein phosphatase 2A 55 kDa regulatory subunit B beta isoformpfam15563 Imm11 Immunity protein 11. A predicted immunity protein with an alpha+beta fold and a conserved HxxRN motif. Proteins containing this domain are present in heterogeneous polyimmunity loci in polymorphic toxin systems.GO:0006470|protein dephosphorylation;GO:0034047|regulation of protein phosphatase type 2A activity;GO:0007165|signal transduction;GO:0005829|cytosol;GO:0000159|protein phosphatase type 2A complex;GO:0008601|protein phosphatase type 2A regulator activity;K04354

Manes.04G138200.v6.11.4904226 0.02303 up no ABC transporter C family member 8pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.04G138600.v6.10.0993177 0.04692 down no 18.1 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.GO:0010286|heat acclimation;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;. K13993

Manes.04G138800.v6.10.6233086 3.21E-05 down no RNA-binding protein with multiple splicingpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0010862|positive regulation of pathway-restricted SMAD protein phosphorylation;GO:0060391|positive regulation of SMAD protein import into nucleus;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0008143|poly(A) binding;GO:0003713|transcription coactivator activity;.

Manes.04G139200.v6.13.3011132 1.94E-07 up yes Beta-galactosidase 1pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.04G139300.v6.13.6500897 7.97E-42 up yes . pfam04633 Herpes_BMRF2 Herpesvirus BMRF2 protein.. . . .

Manes.04G139400.v6.10.7611803 0.00473 down no Transmembrane 9 superfamily member 7pfam02990 EMP70 Endomembrane protein 70.GO:0006878|cellular copper ion homeostasis;GO:0006882|cellular zinc ion homeostasis;GO:0006811|ion transport;GO:0005737|cytoplasm;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. K17086

Manes.04G139800.v6.10.9967654 1 down no Receptor-like serine/threonine-protein kinase ALE2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G139900.v6.12.0129719 2.71E-12 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.04G140000.v6.10.578189 0.00075 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G140400.v6.10.7640585 0.02188 down no Putative hydrolase C777.06cpfam12706 Lactamase_B_2 Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.04G140600.v6.11.174059 0.12447 up no Nucleosome assembly protein 1;2pfam00956 NAP Nucleosome assembly protein (NAP). NAP proteins are involved in moving histones into the nucleus, nucleosome assembly and chromatin fluidity. They affect the transcription of many genes.GO:0009294|DNA mediated transformation;GO:0006334|nucleosome assembly;GO:0046686|response to cadmium ion;GO:0016444|somatic cell DNA recombination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0042393|histone binding;GO:0042802|identical protein binding;.

Manes.04G140900.v6.10.2983335 5.40E-10 down yes Protein IQ-DOMAIN 1pfam00513 Late_protein_L2 Late Protein L2.. GO:0005634|nucleus;. .

Manes.04G141000.v6.10.6430916 0.08172 down no EPIDERMAL PATTERNING FACTOR-like protein 3pfam13210 DUF4018 Domain of unknown function (DUF4018). This presumed domain is functionally uncharacterized. This domain family is found in bacteria, and is approximately 190 amino acids in length.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.04G141300.v6.11.3576558 0.00068 up no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.04G141500.v6.10.9233203 0.47063 down no Eukaryotic initiation factor 4A-11pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003743|translation initiation factor activity;.

Manes.04G141800.v6.11.4694641 2.11E-05 up no Dihydrolipoyllysine-residue acetyltransferase component 2 of pyruvate dehydrogenase complex, mitochondrialpfam00198 2-oxoacid_dh 2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0045254|pyruvate dehydrogenase complex;GO:0005507|copper ion binding;GO:0004742|dihydrolipoyllysine-residue acetyltransferase activity;K00627

Manes.04G142000.v6.10.2746606 2.90E-07 down yes U-box domain-containing protein 34pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G142100.v6.10.4675379 2.22E-13 down yes Protein phosphatase 2C 16pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.04G142300.v6.10.484258 2.13E-05 down yes . pfam10319 7TM_GPCR_Srj Serpentine type 7TM GPCR chemoreceptor Srj. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srj is part of the Str superfamily of chemoreceptors. The srj family is designated as the out-group based on its location in preliminary phylogenetic analyses of the entire superfamily. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.04G142500.v6.11.3659489 0.00086 up no Midasin pfam07728 AAA_5 AAA domain (dynein-related subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0022618|ribonucleoprotein complex assembly;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016887|ATPase activity;K14572

Manes.04G142600.v6.12.454102 4.56E-15 up yes Nuclear transcription factor Y subunit A-3pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G142700.v6.11.0735142 0.43743 up no Polyadenylate-binding protein-interacting protein 3pfam06741 LsmAD LsmAD domain. This domain is found associated with Lsm domain.GO:0010603|regulation of cytoplasmic mRNA processing body assembly;GO:0034063|stress granule assembly;GO:0010494|cytoplasmic stress granule;GO:0044822|poly(A) RNA binding;.

Manes.04G143000.v6.10.3967321 1.20E-11 down yes Protein Brevis radix-like 2pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.. GO:0005634|nucleus;. .

Manes.04G143200.v6.10.6398632 0.00035 down no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.04G143500.v6.117.378286 0.04264 up no F-box protein At5g49610pfam08268 FBA_3 F-box associated domain.GO:0016567|protein ubiquitination;. . .

Manes.04G143700.v6.10.8832673 0.21417 down no Telomere repeat-binding protein 6pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042162|telomeric DNA binding;.

Manes.04G144300.v6.10.5555236 0.00216 down no . pfam04110 APG12 Ubiquitin-like autophagy protein Apg12. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. The Apg12 system is one of the ubiquitin-like protein conjugation systems conserved in eukaryotes. It was first discovered in yeast during systematic analyses of the apg mutants defective in autophagy. Covalent attachment of Apg12-Apg5 is essential for autophagy.. . . .

Manes.04G144600.v6.12.088163 9.12E-08 up yes . pfam02336 Denso_VP4 Capsid protein VP4. Four different translation initiation sites of the densovirus capsid protein mRNA give rise to four viral proteins, VP1 to VP4. This family represents VP4.. . . .

Manes.04G145400.v6.10.7741715 0.0358 down no Transcription initiation factor TFIID subunit 9pfam02291 TFIID-31kDa Transcription initiation factor IID, 31kD subunit. This family represents the N-terminus of the 31kD subunit (42kD in drosophila) of transcription initiation factor IID (TAFII31). TAFII31 binds to p53, and is an essential requirement for p53 mediated transcription activation.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K03133

Manes.04G145500.v6.10.6882753 0.0357 down no Probable GTP diphosphokinase RSH3, chloroplasticpfam04607 RelA_SpoT Region found in RelA / SpoT proteins. This region of unknown function is found in RelA and SpoT of Escherichia coli, and their homologues in plants and in other eubacteria. RelA is a guanosine 3',5'-bis-pyrophosphate (ppGpp) synthetase (EC:2.7.6.5) while SpoT is thought to be a bifunctional enzyme catalyzing both ppGpp synthesis and degradation (ppGpp 3'-pyrophosphohydrolase, (EC:3.1.7.2)). This region is often found in association with HD (pfam01966), a metal-dependent phosphohydrolase, TGS (pfam02824) which is a possible nucleotide-binding region, and the ACT regulatory domain (pfam01842).GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.04G145700.v6.1Inf 1.50E-05 up yes Cytochrome P450 71A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G145900.v6.10.2873396 0.00029 down yes . pfam11808 DUF3329 Domain of unknown function (DUF3329). This family of proteins are functionally uncharacterized. This family is only found in bacteria.. . . .

Manes.04G146000.v6.10.7987059 0.07138 down no RING-box protein 1apfam12678 zf-rbx1 RING-H2 zinc finger. There are 8 cysteine/ histidine residues which are proposed to be the conserved residues involved in zinc binding. The protein, of which this domain is the conserved region, participates in diverse functions relevant to chromosome metabolizm and cell cycle control.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G146100.v6.10.8432434 0.07696 down no Subtilisin-like protease SBT1.7pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.04G146300.v6.10.9893262 0.93309 down no Aldehyde dehydrogenase family 7 member B4pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;K14085

Manes.04G146600.v6.10.5229682 2.21E-05 down no Inter-alpha-trypsin inhibitor heavy chain H3pfam00092 VWA von Willebrand factor type A domain.GO:0030212|hyaluronan metabolic process;GO:0070062|extracellular exosome;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.04G147100.v6.10.793358 0.26539 down no Probable nucleoside diphosphate kinase 5pfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;. GO:0005524|ATP binding;GO:0004550|nucleoside diphosphate kinase activity;K00940

Manes.04G147500.v6.17.0469693 7.67E-07 up yes . pfam02461 AMO Ammonia monooxygenase. Ammonia monooxygenase plays a key role in the nitrogen cycle and degrades a wide range of hydrocarbons and halogenated hydrocarbons.. . . .

Manes.04G148000.v6.10.9034383 0.32079 down no Oligouridylate-binding protein 1Bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.04G148100.v6.10.7799407 0.01816 down no Pentatricopeptide repeat-containing protein At1g63080, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.04G148400.v6.10.9597518 0.69041 down no 25.3 kDa vesicle transport proteinpfam13774 Longin Regulated-SNARE-like domain. Longin is one of the approximately 26 components required for transporting proteins from the ER to the plasma membrane, via the Golgi apparatus. It is necessary for the steps of the transfer from the ER to the Golgi complex. Longins are the only R-SNAREs that are common to all eukaryotes, and they are characterized by a conserved N-terminal domain with a profilin-like fold called a longin domain.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0006906|vesicle fusion;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08517

Manes.04G148700.v6.10.2824032 2.31E-11 down yes Trihelix transcription factor ASIL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.04G148900.v6.16.1930956 5.22E-87 up yes DnaJ homolog subfamily B member 8pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:0090084|negative regulation of inclusion body assembly;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051087|chaperone binding;GO:0044183|protein binding involved in protein folding;GO:0051082|unfolded protein binding;K09514

Manes.04G149200.v6.13.3453833 3.91E-07 up yes . pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.. . . .

Manes.04G149500.v6.10.7974469 0.12546 down no Phosphoinositide phosphatase SAC2pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0007033|vacuole organization;GO:0005774|vacuolar membrane;GO:0042578|phosphoric ester hydrolase activity;.

Manes.04G149600.v6.10.2222592 0.00052 down yes GDSL esterase/lipase 3pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.04G149900.v6.113.03707 2.44E-11 up yes GDSL esterase/lipase 1pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009817|defense response to fungus, incompatible interaction;GO:0009866|induced systemic resistance, ethylene mediated signaling pathway;GO:0009871|jasmonic acid and ethylene-dependent systemic resistance, ethylene mediated signaling pathway;GO:0016042|lipid catabolic process;GO:0009620|response to fungus;GO:0009751|response to salicylic acid;GO:0009627|systemic acquired resistance;GO:0005615|extracellular space;GO:0005622|intracellular;GO:0016298|lipase activity;.

Manes.04G150100.v6.13.5230251 3.16E-44 up yes Ethylene-responsive transcription factor RAP2-12pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0070483|detection of hypoxia;GO:0009873|ethylene-activated signaling pathway;GO:0001666|response to hypoxia;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.04G150300.v6.15.6835205 1.07E-10 up yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.04G150500.v6.10.7160579 0.0007 down no 1-phosphatidylinositol-3-phosphate 5-kinase FAB1Bpfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0010256|endomembrane system organization;GO:0046854|phosphatidylinositol phosphorylation;GO:0009555|pollen development;GO:0090332|stomatal closure;GO:0007033|vacuole organization;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005739|mitochondrion;GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00921

Manes.04G150600.v6.11.306862 0.18473 up no . pfam12044 Metallopep Putative peptidase family. This family of proteins is functionally uncharacterized. However, it does contain an HEXXH motif characteristic of metallopeptidases. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 625 to 773 amino acids in length.. . . .

Manes.04G150700.v6.10.4973394 0.01115 down yes Uncharacterized protein At3g61260pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;. .

Manes.04G150900.v6.11.0308056 0.80292 up no Alanine aminotransferase 2, mitochondrialpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0042853|L-alanine catabolic process;GO:0001666|response to hypoxia;GO:0005739|mitochondrion;GO:0004021|L-alanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00814

Manes.04G151000.v6.10.5665237 1.75E-07 down no Pectinesterase 3pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.04G151100.v6.11.7196933 1.13E-09 up no Pumilio homolog 23pfam14910 MMS22L_N S-phase genomic integrity recombination mediator, N-terminal. MMS22L (Methyl methanesulfonate-sensitivity protein 22-like) is found in yeast, plants and vertebrates, and is integrally concerned with DNA forking and repair mechanisms during replication. MMS22L complexes with TONSL and this complex accumulates at regions of ssDNA associated with distressed replication forks or at processed DNA breaks. Its depletion results in high levels of endogenous DNA double-strand breaks caused by an inability to complete DNA synthesis after replication fork collapse. Thus the complex mediates recovery from replication stress and homologous recombination in vertebrates, yeasts and plants. This family is the more N-terminal region of the proteins.GO:0010252|auxin homeostasis;GO:0006417|regulation of translation;GO:0009749|response to glucose;GO:0009744|response to sucrose;GO:0005730|nucleolus;GO:0003723|RNA binding;K14790

Manes.04G151300.v6.11.0368793 0.70305 up no Ubiquitin-conjugating enzyme E2 34pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K04554

Manes.04G151400.v6.12.3255294 1.92E-06 up yes . pfam12726 SEN1_N SEN1 N terminal. This domain is found at the N terminal of the helicase SEN1. SEN1 is a Pol II termination factor for noncoding RNA genes. The N terminal of SEN1, unlike the C terminal, is not required for growth.. . . .

Manes.04G151500.v6.11.5309386 0.00534 up no RING-H2 finger protein ATL60pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.04G151700.v6.11.2980023 0.07121 up no Bifunctional protein FolD 4, chloroplasticpfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.04G152000.v6.10.9577333 0.67545 down no 26S protease regulatory subunit 7pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0030163|protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K03061

Manes.04G152700.v6.12.5603962 5.08E-14 up yes Tyrosine-sulfated glycopeptide receptor 1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0045851|pH reduction;GO:0046777|protein autophosphorylation;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004888|transmembrane signaling receptor activity;.

Manes.04G152800.v6.10.5530632 0.00013 down no . pfam09164 VitD-bind_III Vitamin D binding protein, domain III. Members of this family are predominantly found in Vitamin D binding protein, and adopt a multihelical structure. They are required for formation of an actin 'clamp', allowing the protein to bind to actin.. . . .

Manes.04G153100.v6.18.0380078 0.08571 up no CO(2)-response secreted proteasepfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.04G153400.v6.1Inf 0.01269 up yes . pfam04079 DUF387 Putative transcriptional regulators (Ypuh-like). This family of conserved bacterial proteins are thought to possibly be helix-turn-helix type transcriptional regulators.. . . .

Manes.04G153700.v6.11.5080598 1.85E-05 up no Transcription factor GAMYBpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.04G154500.v6.10.4774392 1.03E-05 down yes . pfam12776 Myb_DNA-bind_3Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.04G154600.v6.13.3484905 1.81E-21 up yes Protein ELC pfam05743 UEV UEV domain. This family includes the eukaryotic tumor susceptibility gene 101 protein (TSG101). Altered transcripts of this gene have been detected in sporadic breast cancers and many other human malignancies. However, the involvement of this gene in neoplastic transformation and tumorigenesis is still elusive. TSG101 is required for normal cell function of embryonic and adult tissues but that this gene is not a tumor suppressor for sporadic forms of breast cancer. This family is related to the ubiquitin conjugating enzymes.GO:0051301|cell division;GO:0006464|cellular protein modification process;GO:0015031|protein transport;GO:0010091|trichome branching;GO:0005769|early endosome;GO:0000813|ESCRT I complex;GO:0005770|late endosome;GO:0043234|protein complex;GO:0043130|ubiquitin binding;K12183

Manes.04G154700.v6.10.4184809 8.45E-11 down yes Galactoside 2-alpha-L-fucosyltransferasepfam03254 XG_FTase Xyloglucan fucosyltransferase. Plant cell walls are crucial for development, signal transduction, and disease resistance in plants. Cell walls are made of cellulose, hemicelluloses, and pectins. Xyloglucan (XG), the principal load-bearing hemicellulose of dicotyledonous plants, has a terminal fucosyl residue. This fucosyltransferase adds this residue.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0006486|protein glycosylation;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0008107|galactoside 2-alpha-L-fucosyltransferase activity;.

Manes.04G155300.v6.10.7856187 0.01776 down no Dr1-associated corepressorpfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003714|transcription corepressor activity;.

Manes.04G155400.v6.12.6997049 1.29E-29 up yes Cysteine proteinase inhibitor 12pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.04G155800.v6.10.558344 0.00112 down no Putative RING-H2 finger protein ATL69pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.04G155900.v6.10.8091031 0.02754 down no DNA-directed RNA polymerase III subunit RPC2pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0051607|defense response to virus;GO:0045087|innate immune response;GO:0045089|positive regulation of innate immune response;GO:0032728|positive regulation of interferon-beta production;GO:0006383|transcription from RNA polymerase III promoter;GO:0005666|DNA-directed RNA polymerase III complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K03021

Manes.04G156000.v6.10.51828 6.64E-09 down no Cytosolic sulfotransferase 14pfam00685 Sulfotransfer_1 Sulfotransferase domain.. GO:0005737|cytoplasm;GO:0008146|sulfotransferase activity;.

Manes.04G156100.v6.11.2750038 0.04245 up no Pentatricopeptide repeat-containing protein At1g80270, mitochondrialpfam13812 PPR_3 Pentatricopeptide repeat domain. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. GO:0009941|chloroplast envelope;GO:0005739|mitochondrion;. .

Manes.04G156200.v6.1Inf 8.80E-11 up yes Protein MIZU-KUSSEI 1pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.04G156300.v6.11.6564389 1.54E-05 up no . pfam01625 PMSR Peptide methionine sulfoxide reductase. This enzyme repairs damaged proteins. Methionine sulfoxide in proteins is reduced to methionine.. . . .

Manes.04G156400.v6.11.0847639 0.36576 up no THO complex subunit 1pfam11957 efThoc1 THO complex subunit 1 transcription elongation factor. The THO complex plays a role in coupling transcription elongation to mRNA export. It is composed of subunits THP2, HPR1, THO2 and MFT1. The THO complex is a nuclear complex that is required for transcription elongation through genes containing tandemly repeated DNA sequences. The THO complex is also part of the TREX (TRanscription EXport) complex that is involved in coupling transcription to export of mRNAs to the cytoplasm.GO:0050832|defense response to fungus;GO:0031047|gene silencing by RNA;GO:0006406|mRNA export from nucleus;GO:0006397|mRNA processing;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0000347|THO complex;GO:0003723|RNA binding;.

Manes.04G156500.v6.10.8184947 0.04213 down no ERI1 exoribonuclease 2pfam00929 RNase_T Exonuclease. This family includes a variety of exonuclease proteins, such as ribonuclease T and the epsilon subunit of DNA polymerase III.;GO:0000738|DNA catabolic process, exonucleolytic;GO:0000467|exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0000175|3'-5'-exoribonuclease activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K18417

Manes.04G156600.v6.11.7553812 9.90E-10 up no DNA-directed RNA polymerase I subunit RPA2pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0006360|transcription from RNA polymerase I promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K03002

Manes.04G156700.v6.1Inf 0.9009 up no . pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . .

Manes.04G157100.v6.11.8121984 4.57E-09 up no NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6pfam13233 Complex1_LYR_2Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.GO:0055114|oxidation-reduction process;GO:0016020|membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;. K03950

Manes.04G157200.v6.10.6668479 6.77E-05 down no TGACG-sequence-specific DNA-binding protein TGA-2.1pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G157400.v6.13.3178318 7.53E-06 up yes Sigma factor binding protein 1, chloroplasticpfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).GO:0071482|cellular response to light stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0051091|positive regulation of sequence-specific DNA binding transcription factor activity;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.04G157500.v6.10.3436606 0.00114 down yes . pfam05539 Pneumo_att_G Pneumovirinae attachment membrane glycoprotein G.. . . .

Manes.04G157900.v6.117.660929 1.72E-29 up yes . pfam14380 WAK_assoc Wall-associated receptor kinase C-terminal. This WAK_assoc domain is cysteine-rich and lies C-terminal to the binding domain, GUB_WAK_bind, pfam13947.. . . .

Manes.04G158000.v6.13.8405701 7.60E-06 up yes Glutamate receptor 2.8pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.04G158100.v6.11.5662406 0.00012 up no Thioredoxin-like protein CITRX, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0008219|cell death;GO:0045454|cell redox homeostasis;GO:0006952|defense response;GO:0006662|glycerol ether metabolic process;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0031347|regulation of defense response;GO:0009507|chloroplast;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.04G158600.v6.10.6121272 0.00046 down no . pfam03419 Peptidase_U4 Sporulation factor SpoIIGA.. . . .

Manes.04G159000.v6.1NA NA -- no NADPH:quinone oxidoreductasepfam03358 FMN_red NADPH-dependent FMN reductase.GO:0042742|defense response to bacterium;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;.

Manes.04G159300.v6.10.4535374 4.38E-08 down yes Putative amidohydrolase YtcJpfam07969 Amidohydro_3 Amidohydrolase family.. . GO:0016810|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;K07047

Manes.04G159500.v6.10.3689054 5.61E-07 down yes Protein NRT1/ PTR FAMILY 5.4pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.04G159800.v6.15.2516779 0.00237 up yes Two-component response regulator ARR9pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.04G160000.v6.11.0661625 0.46979 up no F-box protein At3g54460pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).. GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008270|zinc ion binding;.

Manes.04G160300.v6.11.7766189 5.79E-10 up no Alpha-galactosidasepfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0005975|carbohydrate metabolic process;. GO:0052692|raffinose alpha-galactosidase activity;.

Manes.04G160400.v6.11.5855244 2.87E-07 up no Pyruvate kinase, cytosolic isozymepfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.04G160500.v6.12.025466 8.90E-15 up yes PAX3- and PAX7-binding protein 1pfam07842 GCFC GC-rich sequence DNA-binding factor-like protein. Sequences found in this family are similar to a region of a human GC-rich sequence DNA-binding factor homolog. This is thought to be a protein involved in transcriptional regulation due to partial homologies to a transcription repressor and histone-interacting protein. This family also contains tuftelin interacting protein 11 which has been identified as both a nuclear and cytoplasmic protein, and has been implicated in the secretory pathway. Sip1, a septin interacting protein is also a member of this family.GO:0007517|muscle organ development;GO:0031062|positive regulation of histone methylation;GO:2000288|positive regulation of myoblast proliferation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0014842|regulation of satellite cell proliferation;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13211

Manes.04G160600.v6.11.3414183 0.0027 up no WD repeat-containing protein 26pfam00400 WD40 WD domain, G-beta repeat.. GO:0005737|cytoplasm;. .

Manes.04G160900.v6.11.0951092 0.65964 up no Mitochondrial intermembrane space import and assembly protein 40pfam06747 CHCH CHCH domain. we have identified a conserved motif in the LOC118487 protein that we have called the CHCH motif. Alignment of this protein with related members showed the presence of three subgroups of proteins, which are called the S (Small), N (N-terminal extended) and C (C-terminal extended) subgroups. All three sub-groups of proteins have in common that they contain a predicted conserved [coiled coil 1]-[helix 1]-[coiled coil 2]-[helix 2] domain (CHCH domain). Within each helix of the CHCH domain, there are two cysteines present in a C-X9-C motif. The N-group contains an additional double helix domain, and each helix contains the C-X9-C motif. This family contains a number of characterized proteins: Cox19 protein - a nuclear gene of Saccharomyces cerevisiae, codes for an 11-kDa protein (Cox19p) required for expression of cytochrome oxidase. Because cox19 mutants are able to synthesize the mitochondrial and nuclear gene products of cytochrome oxidase, Cox19p probably functions post-translationally during assGO:0006457|protein folding;GO:0045041|protein import into mitochondrial intermembrane space;GO:0031305|integral component of mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005742|mitochondrial outer membrane translocase complex;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0016491|oxidoreductase activity;.

Manes.04G161100.v6.11.0196656 0.84638 up no G patch domain-containing protein 11pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.. . GO:0003676|nucleic acid binding;.

Manes.04G161200.v6.10.9784308 0.83724 down no Phytochrome-associated serine/threonine-protein phosphatasepfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.04G161300.v6.10.8578851 0.11644 down no Protease 2 pfam02897 Peptidase_S9_N Prolyl oligopeptidase, N-terminal beta-propeller domain. This unusual 7-stranded beta-propeller domain protects the catalytic triad of prolyl oligopeptidase (see pfam00326), excluding larger peptides and proteins from proteolysis in the cytosol.. . GO:0004252|serine-type endopeptidase activity;GO:0070008|serine-type exopeptidase activity;.

Manes.04G161400.v6.117.633925 0.00145 up yes DNA-directed RNA polymerase subunit beta''pfam14763 HPS3_C Hermansky-Pudlak syndrome 3, C-terminal. This domain is downstream of the mid domain family, pfam14762, of these vertebrate proteins. This region carries a number of tyrosine sorting motifs and the second of two di-leucine sorting boxes at residues 711-717 well as the ER membrane-retention signal KKPL at residues 1000-1003 in human Hermansky-Pudlak syndrome 3 protein. There is also reference to a human Mendelian disease at MIM:614072.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.04G161500.v6.10.7294771 0.00314 down no . pfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.. . . .

Manes.04G161600.v6.12.9201402 1.02E-07 up yes . pfam14559 TPR_19 Tetratricopeptide repeat.. . . .

Manes.04G162100.v6.10.9539676 0.76983 down no Protein ASPARTIC PROTEASE IN GUARD CELL 2pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0003677|DNA binding;.

Manes.04G162300.v6.11.6211071 1.66E-07 up no Mitochondrial import receptor subunit TOM40-1pfam01459 Porin_3 Eukaryotic porin.GO:0006811|ion transport;GO:0006626|protein targeting to mitochondrion;GO:0071806|protein transmembrane transport;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0046930|pore complex;GO:0005774|vacuolar membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;GO:0015288|porin activity;K11518

Manes.04G162500.v6.14.5912258 3.79E-26 up yes . pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.04G162700.v6.11.7880031 1.08E-09 up no F-box/LRR-repeat protein 4pfam13855 LRR_8 Leucine rich repeat.. . . K10268

Manes.04G162900.v6.12.7628519 9.24E-14 up yes Transmembrane protein 53-Apfam05705 DUF829 Eukaryotic protein of unknown function (DUF829). This family consists of several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;. .

Manes.04G163300.v6.11.7572206 0.00277 up no Cytokinin dehydrogenase 6pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009690|cytokinin metabolic process;GO:0010103|stomatal complex morphogenesis;GO:0005615|extracellular space;GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00279

Manes.04G163400.v6.11.0360226 0.71448 up no . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.04G163700.v6.10.5214452 1.31E-09 down no Ubiquitin carboxyl-terminal hydrolase 24pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11841

Manes.04G164200.v6.12.40275 4.97E-12 up yes Scarecrow-like protein 3pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.04G165000.v6.10.9525915 0.65989 down no CSC1-like protein At3g54510pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.04G165100.v6.10.7222484 0.00224 down no Annexin D3 pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;.

Manes.04G165200.v6.10.8331079 0.05557 down no Annexin D4 pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009506|plasmodesma;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;.

Manes.04G165400.v6.10.527146 1.72E-09 down no . pfam00003 7tm_3 7 transmembrane sweet-taste receptor of 3 GCPR. This is a domain of seven transmembrane regions that forms the C-terminus of some subclass 3 G-coupled-protein receptors. It is often associated with a downstream cysteine-rich linker domain, NCD3G pfam07562, which is the human sweet-taste receptor, and the N-terminal domain, ANF_receptor pfam01094. The seven TM regions assemble in such a way as to produce a docking pocket into which such molecules as cyclamate and lactisole have been found to bind and consequently confer the taste of sweetness.. . . .

Manes.04G165600.v6.11.9439536 1.15E-12 up no Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.04G165700.v6.19.7817594 0.00187 up yes DNA-directed RNA polymerase V subunit 5Cpfam01191 RNA_pol_Rpb5_CRNA polymerase Rpb5, C-terminal domain. The assembly domain of Rpb5. The archaeal equivalent to this domain is subunit H. Subunit H lacks the N-terminal domain.GO:0006351|transcription, DNA-templated;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.04G165900.v6.11.1395157 0.6008 up no Probable ADP-ribosylation factor GTPase-activating protein AGD11pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.04G166000.v6.11.915011 9.25E-06 up no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.05G000200.v6.140.114592 2.47E-05 up yes Protein EXORDIUM-like 2pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.05G000400.v6.10.7186699 0.00836 down no Programmed cell death protein 2pfam04194 PDCD2_C Programmed cell death protein 2, C-terminal putative domain.GO:0006919|activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:1902035|positive regulation of hematopoietic stem cell proliferation;GO:0012501|programmed cell death;GO:1901532|regulation of hematopoietic progenitor cell differentiation;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;K14801

Manes.05G000500.v6.10.5165196 4.02E-06 down no Nicotinamide adenine dinucleotide transporter 1, chloroplasticpfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0015297|antiporter activity;GO:0051724|NAD transporter activity;K15115

Manes.05G000700.v6.10.4634228 2.42E-09 down yes . pfam12776 Myb_DNA-bind_3Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.05G000800.v6.10.5042178 1.14E-06 down no Cytidine deaminase 1pfam08211 dCMP_cyt_deam_2Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0009972|cytidine deamination;GO:0005829|cytosol;GO:0004126|cytidine deaminase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K01489

Manes.05G001000.v6.11.0259802 0.79346 up no Probable galacturonosyltransferase-like 7pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.05G001400.v6.10.6848223 0.03777 down no Heparan-alpha-glucosaminide N-acetyltransferasepfam07786 DUF1624 Protein of unknown function (DUF1624). These sequences are found in hypothetical proteins of unknown function expressed by bacterial and archaeal species. The region in question is approximately 230 residues long.GO:0007041|lysosomal transport;GO:0051259|protein oligomerization;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0015019|heparan-alpha-glucosaminide N-acetyltransferase activity;GO:0016746|transferase activity, transferring acyl groups;K10532

Manes.05G001800.v6.10.7477395 0.00969 down no Phosphoribosylformylglycinamidine cyclo-ligase, chloroplastic/mitochondrialpfam02769 AIRS_C AIR synthase related protein, C-terminal domain. This family includes Hydrogen expression/formation protein HypE, AIR synthases EC:6.3.3.1, FGAM synthase EC:6.3.5.3 and selenide, water dikinase EC:2.7.9.3. The function of the C-terminal domain of AIR synthase is unclear, but the cleft formed between N and C domains is postulated as a sulphate binding site.GO:0006189|'de novo' IMP biosynthetic process;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004641|phosphoribosylformylglycinamidine cyclo-ligase activity;.

Manes.05G002100.v6.11.0178093 0.90913 up no DnaJ protein ERDJ3Bpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0052033|pathogen-associated molecular pattern dependent induction by symbiont of host innate immune response;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;. K09517



Manes.05G002200.v6.123.051827 ####### up yes . pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.05G002400.v6.12.3907475 7.24E-22 up yes . pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. . . .

Manes.05G002900.v6.19.2698343 2.81E-46 up yes Probable E3 ubiquitin ligase SUD1pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.05G003200.v6.10.9061702 0.35242 down no Vacuolar protein sorting-associated protein 51 homologpfam15469 Sec5 Exocyst complex component Sec5. This Sec5 family of eukaryotic proteins conserved is not representing the Sec5-Ral binding site.GO:0006914|autophagy;GO:0032456|endocytic recycling;GO:0006869|lipid transport;GO:0015031|protein transport;GO:0042147|retrograde transport, endosome to Golgi;GO:1990745|EARP complex;GO:0000938|GARP complex;GO:0005794|Golgi apparatus;GO:0055037|recycling endosome;. .

Manes.05G003300.v6.13.0265195 1.79E-33 up yes Ocs element-binding factor 1pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G003800.v6.10.7262023 0.04491 down no . pfam08450 SGL SMP-30/Gluconolaconase/LRE-like region. This family describes a region that is found in proteins expressed by a variety of eukaryotic and prokaryotic species. These proteins include various enzymes, such as senescence marker protein 30 (SMP-30), gluconolactonase and luciferin-regenerating enzyme (LRE). SMP-30 is known to hydrolyse diisopropyl phosphorofluoridate in the liver, and has been noted as having sequence similarity, in the region described in this family, with PON1 and LRE.. . . .

Manes.05G003900.v6.10.5227269 2.19E-07 down no Protein trichome birefringence-like 6pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.05G004000.v6.10.2096642 1.28E-05 down yes Histone-lysine N-methyltransferase EZ2pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0031519|PcG protein complex;GO:0018024|histone-lysine N-methyltransferase activity;K11430

Manes.05G004100.v6.120.873833 0.00058 up yes DELLA protein RGL2pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0006952|defense response;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0010187|negative regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.05G004300.v6.12.2672686 1.03E-18 up yes Probable WRKY transcription factor 35pfam03106 WRKY WRKY DNA -binding domain.GO:0009793|embryo development ending in seed dormancy;GO:0009555|pollen development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G004500.v6.10.8829603 0.33286 down no . pfam04795 PAPA-1 PAPA-1-like conserved region. Family of proteins with a conserved region found in PAPA-1, a PAP-1 binding protein.. . . .

Manes.05G004600.v6.1Inf 0.08088 up no . pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.05G004900.v6.11.3381859 0.00138 up no DEAD-box ATP-dependent RNA helicase 24pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12835

Manes.05G005200.v6.128.697062 1.87E-96 up yes . pfam01104 Bunya_NS-S Bunyavirus non-structural protein NS-s. The NS-s protein is encoded by the S RNA. This segment also encodes for the N protein. These two proteins are encoded by overlapping reading frames.. . . .

Manes.05G005300.v6.13.2790302 1.31E-10 up yes NAC domain-containing protein 4pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G005600.v6.1198.45925 ####### up yes . pfam00050 Kazal_1 Kazal-type serine protease inhibitor domain. Usually indicative of serine protease inhibitors. However, kazal-like domains are also seen in the extracellular part of agrins, which are not known to be protease inhibitors. Kazal domains often occur in tandem arrays. Small alpha+beta fold containing three disulphides. Alignment also includes a single domain from transporters in the OATP/PGT family.. . . .

Manes.05G005700.v6.12.1762257 0.12947 up no . pfam00050 Kazal_1 Kazal-type serine protease inhibitor domain. Usually indicative of serine protease inhibitors. However, kazal-like domains are also seen in the extracellular part of agrins, which are not known to be protease inhibitors. Kazal domains often occur in tandem arrays. Small alpha+beta fold containing three disulphides. Alignment also includes a single domain from transporters in the OATP/PGT family.. . . .

Manes.05G006100.v6.10.3921467 2.36E-11 down yes . pfam13919 ASXH Asx homology domain. A conserved alpha helical domain with a characteristic LXXLL motif. The LXXLL motif is detected in diverse transcription factors, coactivators and corepressors and is implicated in mediating interactions between them. The ASXH domain is found in animals, fungi and plants and is predicted to play a role in mediating contact between transcription factors and chromatin-associated complexes. In Drosophila Asx and Human ASXL1, the ASXH domain is predicted to mediate interactions with the Calypso and BAP1 deubiquitinases (DUBs) which further belong to the UCHL5/UCH37 clade of DUBs.. . . .

Manes.05G006200.v6.10.7374934 0.00312 down no . pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.05G006800.v6.10.6074714 9.86E-06 down no Protein phosphatase 2C 32pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0010074|maintenance of meristem identity;GO:0006470|protein dephosphorylation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.05G007100.v6.10.5233957 4.63E-07 down no AarF domain-containing protein kinase 4pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0032836|glomerular basement membrane development;GO:0072015|glomerular visceral epithelial cell development;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005886|plasma membrane;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.05G007200.v6.10.3372561 1.55E-05 down yes Palmitoleoyl-protein carboxylesterase NOTUMpfam03283 PAE Pectinacetylesterase.GO:0030178|negative regulation of Wnt signaling pathway;GO:1990697|protein depalmitoleylation;GO:0016055|Wnt signaling pathway;GO:0005576|extracellular region;GO:1990699|palmitoleyl hydrolase activity;.

Manes.05G007300.v6.11.1382151 0.16326 up no . pfam03222 Trp_Tyr_perm Tryptophan/tyrosine permease family.. . . .

Manes.05G007400.v6.14.5032126 2.04E-35 up yes Transcription factor MYB86pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.05G007500.v6.10.2805831 9.18E-05 down yes . . . . . . . .

Manes.05G007700.v6.10.6846053 0.00078 down no Cytochrome P450 734A6pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G008200.v6.10.8006398 0.01992 down no Protoporphyrinogen oxidase 1, chloroplasticpfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0015995|chlorophyll biosynthetic process;GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0004729|oxygen-dependent protoporphyrinogen oxidase activity;K00231

Manes.05G008800.v6.10.5698005 4.63E-06 down no Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.05G008900.v6.10.5784661 0.00067 down no . pfam01248 Ribosomal_L7Ae Ribosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.. . . .

Manes.05G009300.v6.153.045944 1.24E-13 up yes ABC transporter B family member 11pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.05G009400.v6.163.357766 ####### up yes ABC transporter B family member 11pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.05G009500.v6.10.8569689 0.46748 down no Two-pore potassium channel 5pfam07885 Ion_trans_2 Ion channel. This family includes the two membrane helix type ion channels found in bacteria.GO:0071805|potassium ion transmembrane transport;GO:0030322|stabilization of membrane potential;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0046872|metal ion binding;GO:0022841|potassium ion leak channel activity;K05389

Manes.05G009600.v6.11.448164 0.00076 up no . pfam02028 BCCT BCCT family transporter.. . . .

Manes.05G009800.v6.12.1568087 0.00504 up yes . pfam06501 Herpes_U55 Human herpesvirus U55 protein. This family consists of several human herpesvirus U55 proteins. The function of this family is unknown.. . . .

Manes.05G009900.v6.11.9517643 1.65E-13 up no . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.05G010100.v6.10.7346775 0.05229 down no . pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. . . .

Manes.05G010400.v6.10.764611 0.00713 down no Squamosa promoter-binding-like protein 1pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G010700.v6.11.2399519 0.15995 up no Autophagy-related protein 8ipfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0061025|membrane fusion;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005874|microtubule;GO:0000407|pre-autophagosomal structure;GO:0019779|Atg8 activating enzyme activity;GO:0019776|Atg8 ligase activity;GO:0019786|Atg8-specific protease activity;K08341

Manes.05G010800.v6.10.9577425 0.66197 down no E3 ubiquitin-protein ligase hel2pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.05G011300.v6.18.3207501 2.26E-99 up yes Probable protein phosphatase 2C 2pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14803

Manes.05G011400.v6.11.4105661 0.00023 up no Glycogen synthase kinase-3 homolog MsK-3pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G011700.v6.10.2837545 0.00023 down yes GDSL esterase/lipase At1g09390pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0009570|chloroplast stroma;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.05G011900.v6.10.2615753 7.48E-10 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.05G012100.v6.15.0684394 0.01624 up yes Transcription factor MYB108pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G012300.v6.10.7535682 0.00376 down no SWR1-complex protein 4pfam05499 DMAP1 DNA methyltransferase 1-associated protein 1 (DMAP1). DNA methylation can contribute to transcriptional silencing through several transcriptionally repressive complexes, which include methyl-CpG binding domain proteins (MBDs) and histone deacetylases (HDACs). The chief enzyme that maintains mammalian DNA methylation, DNMT1, can also establish a repressive transcription complex. The non-catalytic amino terminus of DNMT1 binds to HDAC2 and DMAP1 (for DNMT1 associated protein), and can mediate transcriptional repression. DMAP1 has intrinsic transcription repressive activity, and binds to the transcriptional co-repressor TSG101. DMAP1 is targeted to replication foci through interaction with the far N terminus of DNMT1 throughout S phase, whereas HDAC2 joins DNMT1 and DMAP1 only during late S phase, providing a platform for how histones may become deacetylated in heterochromatin following replication.GO:0006338|chromatin remodeling;GO:0006281|DNA repair;GO:0016573|histone acetylation;GO:0043968|histone H2A acetylation;GO:0043967|histone H4 acetylation;GO:1903507|negative regulation of nucleic acid-templated transcription;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0035267|NuA4 histone acetyltransferase complex;GO:0000790|nuclear chromatin;GO:0005634|nucleus;GO:0000812|Swr1 complex;GO:0003677|DNA binding;GO:0003714|transcription corepressor activity;K11324

Manes.05G012900.v6.117.805906 1.04E-07 up yes Probable glycerol-3-phosphate acyltransferase 3pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13508

Manes.05G013000.v6.10.4829936 4.21E-08 down yes . pfam05602 CLPTM1 Cleft lip and palate transmembrane protein 1 (CLPTM1). This family consists of several eukaryotic cleft lip and palate transmembrane protein 1 sequences. Cleft lip with or without cleft palate is a common birth defect that is genetically complex. The nonsyndromic forms have been studied genetically using linkage and candidate-gene association studies with only partial success in defining the loci responsible for orofacial clefting. CLPTM1 encodes a transmembrane protein and has strong homology to two Caenorhabditis elegans genes, suggesting that CLPTM1 may belong to a new gene family. This family also contains the human cisplatin resistance related protein CRR9p which is associated with CDDP-induced apoptosis.. . . .

Manes.05G013200.v6.1Inf 0.35135 up no . pfam14291 DUF4371 Domain of unknown function (DUF4371).. . . .

Manes.05G013400.v6.10.2737629 1.06E-15 down yes . pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.05G013500.v6.13.8353048 0.00039 up yes Probable WRKY transcription factor 23pfam03106 WRKY WRKY DNA -binding domain.GO:0009733|response to auxin;GO:0009624|response to nematode;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G014100.v6.10.7206203 0.00123 down no Pentatricopeptide repeat-containing protein At2g31400, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0010019|chloroplast-nucleus signaling pathway;GO:0031930|mitochondria-nucleus signaling pathway;GO:0009507|chloroplast;GO:0003677|DNA binding;.

Manes.05G014200.v6.11.3733718 0.00044 up no Nodal modulator 1pfam13620 CarboxypepD_reg Carboxypeptidase regulatory-like domain.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0030246|carbohydrate binding;.

Manes.05G014300.v6.11.0050976 1 up no . pfam09459 EB_dh Ethylbenzene dehydrogenase. Eythylbenzene dehydrogenase is a heterotrimer of three subunits that catalyses the anaerobic degradation of hydrocarbons. The alpha subunit contains the catalytic centre as a Molybdenum cofactor-complex. This removes an electron-pair from the hydrocarbon and passes it along an electron transport system involving iron-sulphur complexes held in the beta subunit and a Haem b molecule contained in the gamma subunit. The electron-pair is then subsequently passed to an as yet unknown receiver. The enzyme is found in a variety of different bacteria.. . . .

Manes.05G014800.v6.11.0134829 0.91772 up no NAC domain-containing protein 45pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0090603|sieve element differentiation;GO:0090602|sieve element enucleation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G014900.v6.10.4133869 5.28E-09 down yes Protein arv1 homologpfam04161 Arv1 Arv1-like family. Arv1 is a transmembrane protein with potential zinc-binding motifs. ARV1 is a novel mediator of eukaryotic sterol homeostasis.GO:0006696|ergosterol biosynthetic process;GO:0032366|intracellular sterol transport;GO:0097036|regulation of plasma membrane sterol distribution;GO:0006665|sphingolipid metabolic process;GO:0016125|sterol metabolic process;GO:0032541|cortical endoplasmic reticulum;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.05G015000.v6.13.9633852 1.05E-13 up yes . pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.05G015100.v6.13.0316041 1.87E-34 up yes B3 domain-containing transcription factor NGA1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009908|flower development;GO:0048366|leaf development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G015500.v6.10.5183609 1.19E-07 down no Serine/threonine-protein kinase ATG1pfam00069 Pkinase Protein kinase domain.GO:0006914|autophagy;GO:0015031|protein transport;GO:0034045|pre-autophagosomal structure membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G015800.v6.10.6355454 4.85E-06 down no Transcription factor bHLH67pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G016000.v6.10.9504843 0.61345 down no Metal tolerance protein 1pfam01545 Cation_efflux Cation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.GO:0006882|cellular zinc ion homeostasis;GO:0071577|zinc II ion transmembrane transport;GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0046872|metal ion binding;GO:0046873|metal ion transmembrane transporter activity;GO:0005385|zinc ion transmembrane transporter activity;K14689

Manes.05G016100.v6.142.893799 1.99E-07 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.05G016200.v6.16.1206117 5.51E-93 up yes Two-component response regulator-like PRR95pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K12130

Manes.05G016500.v6.10.9574229 0.7118 down no Pyruvate dehydrogenase E1 component subunit alpha-3, chloroplasticpfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0004739|pyruvate dehydrogenase (acetyl-transferring) activity;K00161

Manes.05G016600.v6.11.1751887 0.14274 up no 60S acidic ribosomal protein P1pfam00428 Ribosomal_60s 60s Acidic ribosomal protein. This family includes archaebacterial L12, eukaryotic P0, P1 and P2.GO:0006414|translational elongation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02942

Manes.05G016900.v6.12.3991895 2.43E-11 up yes RNA-binding protein 38pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0070935|3'-UTR-mediated mRNA stabilization;GO:0007049|cell cycle;GO:0007050|cell cycle arrest;GO:0030154|cell differentiation;GO:0006977|DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest;GO:0006978|DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator;GO:0006397|mRNA processing;GO:0008285|negative regulation of cell proliferation;GO:0010830|regulation of myotube differentiation;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;.

Manes.05G017400.v6.10.981313 0.86468 down no Heterogeneous nuclear ribonucleoprotein Qpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.05G017500.v6.10.9813849 0.87033 down no . pfam06160 EzrA Septation ring formation regulator, EzrA. During the bacterial cell cycle, the tubulin-like cell-division protein FtsZ polymerizes into a ring structure that establishes the location of the nascent division site. EzrA modulates the frequency and position of FtsZ ring formation.. . . .

Manes.05G017600.v6.19.2052381 1.41E-69 up yes 3-ketoacyl-CoA synthase 1pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0010025|wax biosynthetic process;GO:0022626|cytosolic ribosome;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009922|fatty acid elongase activity;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.05G018100.v6.10.5146289 1.09E-09 down no GRF1-interacting factor 3pfam05030 SSXT SSXT protein (N-terminal region). The SSXT or SS18 protein is involved in synovial sarcoma in humans. A SYT-SSX fusion gene resulting from the chromosomal translocation t(X;18) (p11;q11) is characteristic of synovial sarcomas. This translocation fuses the SSXT (SYT) gene from chromosome 18 to either of two homologous genes at Xp11, SSX1 or SSX2.GO:0008283|cell proliferation;GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003713|transcription coactivator activity;.

Manes.05G018200.v6.16.9921867 0.01993 up yes Transcription factor bHLH14pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G018400.v6.10.6865342 0.00487 down no CDPK-related kinase 3pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0035556|intracellular signal transduction;GO:0010150|leaf senescence;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G018500.v6.10.3206522 1.46E-12 down yes Indole-3-acetic acid-induced protein ARG7pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.05G018700.v6.10.818289 0.73079 down no Homeobox-leucine zipper protein ATHB-7pfam00046 Homeobox Homeobox domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G018800.v6.10.6290253 0.01062 down no Uncharacterized membrane protein At1g16860pfam04220 YihI Der GTPase activator (YihI). YihI activates the GTPase activity of Der, a 50S ribosomal subunit stability factor. The stimulation is specific to Der as YihI does not stimulate the GTPase activity of Era or ObgE. The interaction of YihI with Der requires only the C-terminal 78 amino acids of YihI. A yihI deletion mutant is viable and shows a shorter lag period, but the same post-lag growth rate as a wild-type strain. yihI is expressed during the lag period. Overexpression of yihI inhibits cell growth and biogenesis of the 50S ribosomal subunit. YihI is an unusual, highly hydrophilic protein with an uneven distribution of charged residues, resulting in an N-terminal region with high pI and a C-terminal region with low pI.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G018900.v6.10.4052349 6.64E-12 down yes Cytochrome P450 78A6pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0040008|regulation of growth;GO:0044550|secondary metabolite biosynthetic process;GO:0048316|seed development;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.05G019000.v6.11.0877412 0.39417 up no . pfam03641 Lysine_decarbox Possible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.. . . .

Manes.05G019900.v6.1Inf 0.08088 up no . pfam04547 Anoctamin Calcium-activated chloride channel. The family carries eight putative transmembrane domains, and, although it has no similarity to other known channel proteins, it is clearly a calcium-activated ionic channel. It is expressed in various secretory epithelia, the retina and sensory neurons, and mediates receptor-activated chloride currents in diverse physiological processes.. . . .

Manes.05G020000.v6.12.2954644 0.01118 up yes Calcium-binding protein KICpfam13833 EF-hand_8 EF-hand domain pair.GO:0010091|trichome branching;. GO:0005509|calcium ion binding;.

Manes.05G020200.v6.10.6302372 3.73E-05 down no Probable serine/threonine-protein kinase WNK4pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.05G020500.v6.11.4070202 0.00089 up no ORM1-like protein 1pfam04061 ORMDL ORMDL family. Evidence form suggests that ORMDLs are involved in protein folding in the ER. Orm proteins have been identified as negative regulators of sphingolipid synthesis that form a conserved complex with serine palmitoyltransferase, the first and rate-limiting enzyme in sphingolipid production. This novel and conserved protein complex, has been termed the SPOTS complex (serine palmitoyltransferase, Orm1/2, Tsc3, and Sac1).GO:0006672|ceramide metabolic process;GO:0090155|negative regulation of sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.05G020600.v6.13.662441 2.75E-17 up yes Dof zinc finger protein DOF3.7pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.05G021400.v6.10.3911687 5.76E-14 down yes . pfam11800 RP-C_C Replication protein C C-terminal region. Replication protein C is involved in the early stages of viral DNA replication.. . . .

Manes.05G021900.v6.1NA NA -- no Ethylene-responsive transcription factor ERF023pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.05G022000.v6.11.6497636 1.70E-07 up no Transcription factor bHLH13pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G022100.v6.10.6089997 6.10E-05 down no RNA polymerase II transcriptional coactivator KELPpfam14227 UBN2_2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003713|transcription coactivator activity;.

Manes.05G022300.v6.10.5933723 0.00126 down no Cyclic pyranopterin monophosphate synthase accessory protein, mitochondrialpfam01967 MoaC MoaC family. Members of this family are involved in molybdenum cofactor biosynthesis. However their molecular function is not known.GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0009507|chloroplast;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K03639

Manes.05G022500.v6.10.5954234 8.27E-05 down no Protein ASPARTIC PROTEASE IN GUARD CELL 1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.05G022600.v6.10.8217565 0.08502 down no E3 ubiquitin-protein ligase SINAT3pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506



Manes.05G022700.v6.13.7329763 9.74E-50 up yes Phosphatidylinositol 4-kinase gamma 4pfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0046854|phosphatidylinositol phosphorylation;GO:0046777|protein autophosphorylation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0016020|membrane;GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G022900.v6.11.2392132 0.69837 up no O-acyltransferase WSD1pfam06974 DUF1298 Protein of unknown function (DUF1298). This family represents the C-terminus (approximately 170 residues) of a number of hypothetical plant proteins of unknown function.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.05G023200.v6.11.7219585 1.77E-09 up no Histone-lysine N-methyltransferase ATX3pfam13832 zf-HC5HC2H_2 PHD-zinc-finger like domain.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.05G023300.v6.12.2270938 7.05E-08 up yes Histone-lysine N-methyltransferase ATX4pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.05G023400.v6.19.9755951 0.02851 up yes Putative RING-H2 finger protein ATL21Apfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0030247|polysaccharide binding;GO:0008270|zinc ion binding;.

Manes.05G023600.v6.10.0991193 0.04704 down no . pfam04197 Birna_RdRp Birnavirus RNA dependent RNA polymerase (VP1). Birnaviruses are dsRNA viruses. This family corresponds to the RNA dependent RNA polymerase. This protein is also known as VP1. All of the birnavirus VP1 proteins contain conserved RdRp motifs that reside in the catalytic "palm" domain of all classes of polymerases. However, the birnavirus RdRps lack the highly conserved Gly-Asp-Asp (GDD) sequence, a component of the proposed catalytic site of this enzyme family that exists in the conserved motif VI of the palm domain of other RdRps.. . . .

Manes.05G023800.v6.1Inf 0.35135 up no . pfam11155 DUF2935 Domain of unknown function (DUF2935). This family of proteins with unknown function appears to be restricted to Firmicutes. The structure of this protein has been solved and each domain is composed of four alpha helices. A metal cluster composed of iron and magnesium lies between the two domains.. . . .

Manes.05G023900.v6.10.5232532 0.00015 down no . pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.05G024000.v6.11.4907379 4.42E-05 up no DEAD-box ATP-dependent RNA helicase 31pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.05G024500.v6.10.1187302 6.78E-08 down yes . pfam06432 GPI2 Phosphatidylinositol N-acetylglucosaminyltransferase. Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins. The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This step involves products of three or four genes in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.. . . .

Manes.05G024600.v6.10.4893191 2.55E-08 down yes Chitinase domain-containing protein 1pfam00704 Glyco_hydro_18 Glycosyl hydrolases family 18.GO:0005975|carbohydrate metabolic process;GO:0006032|chitin catabolic process;GO:0005576|extracellular region;GO:0005764|lysosome;GO:0004568|chitinase activity;K17525

Manes.05G025100.v6.10.8312542 0.23275 down no Protein trichome birefringence-like 25pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.05G025200.v6.10.519963 4.81E-06 down no Protein trichome birefringence-like 25pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.05G025300.v6.10.7082619 0.00347 down no . pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.05G025900.v6.14.5290184 8.13E-48 up yes Tubulin gamma-1 chainpfam00091 Tubulin Tubulin/FtsZ family, GTPase domain. This family includes the tubulin alpha, beta and gamma chains, as well as the bacterial FtsZ family of proteins. Members of this family are involved in polymer formation. FtsZ is the polymer-forming protein of bacterial cell division. It is part of a ring in the middle of the dividing cell that is required for constriction of cell membrane and cell envelope to yield two daughter cells. FtsZ and tubulin are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules.GO:0051641|cellular localization;GO:0000911|cytokinesis by cell plate formation;GO:0031122|cytoplasmic microtubule organization;GO:0048366|leaf development;GO:0007020|microtubule nucleation;GO:0009624|response to nematode;GO:0048768|root hair cell tip growth;GO:0010103|stomatal complex morphogenesis;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0000930|gamma-tubulin complex;GO:0005874|microtubule;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K10389

Manes.05G026200.v6.110.867769 9.89E-17 up yes Ethylene-responsive transcription factor CRF4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G026400.v6.10.2596825 6.23E-05 down yes . pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.05G026500.v6.10.5126779 5.45E-06 down no Putative glucose-6-phosphate 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.05G026700.v6.10.6243042 0.0301 down no Common plant regulatory factor 1pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G027900.v6.10.9352256 0.6521 down no UDP-D-xylose:L-fucose alpha-1,3-D-xylosyltransferase MGP4pfam03407 Nucleotid_trans Nucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.GO:0042546|cell wall biogenesis;GO:0048868|pollen tube development;GO:0010306|rhamnogalacturonan II biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0035252|UDP-xylosyltransferase activity;GO:0042285|xylosyltransferase activity;K11714

Manes.05G028100.v6.13.1233231 1.35E-28 up yes Delta(8)-fatty-acid desaturase 2pfam00487 FA_desaturase Fatty acid desaturase.GO:0070417|cellular response to cold;GO:0030148|sphingolipid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0052631|sphingolipid delta-8 desaturase activity;K13076

Manes.05G028200.v6.10.3327741 0.00092 down yes . pfam05615 THOC7 Tho complex subunit 7. The Tho complex is involved in transcription elongation and mRNA export from the nucleus.. . . .

Manes.05G028300.v6.10.4246223 1.62E-15 down yes Reticulon-like protein B5pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.GO:0080167|response to karrikin;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G028500.v6.10.5665456 0.00283 down no RING-H2 finger protein ATL68pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.05G028600.v6.10.6212547 0.39918 down no . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.05G029300.v6.10.692363 0.00906 down no 3-methyl-2-oxobutanoate hydroxymethyltransferase 2, mitochondrialpfam02548 Pantoate_transf Ketopantoate hydroxymethyltransferase. Ketopantoate hydroxymethyltransferase (EC:2.1.2.11) is the first enzyme in the pantothenate biosynthesis pathway.GO:0015940|pantothenate biosynthetic process;GO:0005739|mitochondrion;GO:0003864|3-methyl-2-oxobutanoate hydroxymethyltransferase activity;GO:0050897|cobalt ion binding;GO:0008168|methyltransferase activity;GO:0008270|zinc ion binding;K00606

Manes.05G029400.v6.10.5648809 0.01198 down no Pentatricopeptide repeat-containing protein At3g61520, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G029500.v6.11.5890222 0.0025 up no WRKY transcription factor 22pfam03106 WRKY WRKY DNA -binding domain.GO:0006952|defense response;GO:0010150|leaf senescence;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13425

Manes.05G029900.v6.110.295685 0.03033 up no 1-aminocyclopropane-1-carboxylate synthase 1pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.05G030000.v6.10.8656134 0.40022 down no . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.05G030100.v6.11.0731098 0.46281 up no C-terminal binding protein ANpfam02826 2-Hacid_dh_C D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.GO:0048444|floral organ morphogenesis;GO:0048530|fruit morphogenesis;GO:0031129|inductive cell-cell signaling;GO:0009965|leaf morphogenesis;GO:0000226|microtubule cytoskeleton organization;GO:0042814|monopolar cell growth;GO:0055114|oxidation-reduction process;GO:0008360|regulation of cell shape;GO:0045604|regulation of epidermal cell differentiation;GO:0010482|regulation of epidermal cell division;GO:2000039|regulation of trichome morphogenesis;GO:0010091|trichome branching;GO:0005829|cytosol;GO:0005874|microtubule;GO:0005802|trans-Golgi network;GO:0042802|identical protein binding;GO:0051287|NAD binding;GO:0042803|protein homodimerization activity;.

Manes.05G030200.v6.11.5995422 1.30E-07 up no Protein REVEILLE 5pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G030300.v6.10.7848085 0.02093 down no . pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.05G030500.v6.1NA NA -- no Dihydroflavonol-4-reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0050662|coenzyme binding;GO:0045552|dihydrokaempferol 4-reductase activity;.

Manes.05G030600.v6.13.2990946 0.06944 up no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G030900.v6.116.996837 1.26E-49 up yes Probable WRKY transcription factor 41pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G031100.v6.12.3571313 1.57E-20 up yes Protein BPS1, chloroplasticpfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.GO:0009793|embryo development ending in seed dormancy;GO:0048364|root development;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.05G031200.v6.11.9446996 1.41E-12 up no Mitogen-activated protein kinase homolog MMK2pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.05G031300.v6.10.3947339 1.91E-06 down yes Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.05G031400.v6.124.247015 1.58E-66 up yes Putative UDP-rhamnose:rhamnosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.05G031700.v6.10.2712146 1.88E-19 down yes E3 ubiquitin-protein ligase RHA1Bpfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16281

Manes.05G031800.v6.10.7804121 0.1915 down no . pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. . . .

Manes.05G032000.v6.11.111475 0.39841 up no Syntaxin-71 pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0006612|protein targeting to membrane;GO:0006906|vesicle fusion;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0008565|protein transporter activity;GO:0005484|SNAP receptor activity;K08506

Manes.05G032100.v6.10.5575261 7.96E-05 down no Calmodulin-binding receptor-like cytoplasmic kinase 2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0009555|pollen development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G032300.v6.10.7100642 0.00716 down no Pentatricopeptide repeat-containing protein At2g46050, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G032400.v6.10.8920854 0.29855 down no E3 ubiquitin-protein ligase At3g02290pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.05G032500.v6.10.5879389 9.68E-05 down no G-type lectin S-receptor-like serine/threonine-protein kinase SD2-2pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G032600.v6.10.5284751 0.0002 down no AT-rich interactive domain-containing protein 1pfam01448 ELM2 ELM2 domain. The ELM2 (Egl-27 and MTA1 homology 2) domain is a small domain of unknown function. It is found in the MTA1 protein that is part of the NuRD complex. The domain is usually found to the N terminus of a myb-like DNA binding domain pfam00249. ELM2 is also found associated with an ARID DNA binding domain pfam01388 in a member from Arabidopsis thaliana. This suggests that ELM2 may also be involved in DNA binding, or perhaps is a protein-protein interaction domain.GO:0016575|histone deacetylation;GO:0048235|pollen sperm cell differentiation;GO:0010628|positive regulation of gene expression;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048555|generative cell nucleus;GO:0000118|histone deacetylase complex;GO:0048556|microsporocyte nucleus;GO:0003677|DNA binding;.

Manes.05G033000.v6.10.8588521 0.1903 down no L-3-cyanoalanine synthase 1, mitochondrialpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0019499|cyanide metabolic process;GO:0006535|cysteine biosynthetic process from serine;GO:0009836|fruit ripening, climacteric;GO:0009611|response to wounding;GO:0005739|mitochondrion;GO:0004124|cysteine synthase activity;GO:0050017|L-3-cyanoalanine synthase activity;GO:0016740|transferase activity;K13034

Manes.05G033300.v6.10.4443997 0.00012 down yes Origin recognition complex subunit 5pfam14630 ORC5_C Origin recognition complex (ORC) subunit 5 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 5.GO:0006260|DNA replication;GO:0005737|cytoplasm;GO:0005664|nuclear origin of replication recognition complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000808|origin recognition complex;GO:0005524|ATP binding;K02607

Manes.05G033500.v6.10.6100738 1.16E-06 down no Ascorbate transporter, chloroplasticpfam07690 MFS_1 Major Facilitator Superfamily.GO:0098656|anion transmembrane transport;GO:0015882|L-ascorbic acid transport;GO:0010028|xanthophyll cycle;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015229|L-ascorbic acid transporter activity;.

Manes.05G033700.v6.11.0942885 0.32947 up no Signal peptide peptidase-like 4pfam04258 Peptidase_A22B Signal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.. GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.05G033800.v6.11.6880557 0.47858 up no U-box domain-containing protein 33pfam00069 Pkinase Protein kinase domain.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G033900.v6.16.1928387 2.38E-23 up yes U-box domain-containing protein 33pfam00069 Pkinase Protein kinase domain.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G034000.v6.10.9799063 0.99862 down no Protein PAIR1pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0051026|chiasma assembly;GO:0009554|megasporogenesis;GO:0042138|meiotic DNA double-strand break formation;GO:0009556|microsporogenesis;GO:0005634|nucleus;. .

Manes.05G034300.v6.11.0601124 0.52886 up no Mediator of RNA polymerase II transcription subunit 12pfam09497 Med12 Transcription mediator complex subunit Med12. Med12 is a negative regulator of the Gli3-dependent sonic hedgehog signalling pathway via its interaction with Gli3 within the RNA polymerase II transcriptional Mediator. A complex is formed between Med12, Med13, CDK8 and CycC which is responsible for suppression of transcription. This subunit forms part of the Kinase section of Mediator.GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;.

Manes.05G034500.v6.1#NAME? 0.00018 down yes . pfam00168 C2 C2 domain. . . . .

Manes.05G034600.v6.1Inf 3.32E-08 up yes Gibberellin 3-beta-dioxygenase 4pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0016707|gibberellin 3-beta-dioxygenase activity;GO:0005506|iron ion binding;K04124

Manes.05G034700.v6.11.2142117 0.03812 up no Transcription factor EGL1pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0009957|epidermal cell fate specification;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G034800.v6.10.8075643 0.08498 down no Beta-amylase 2, chloroplasticpfam01373 Glyco_hydro_14 Glycosyl hydrolase family 14. This family are beta amylases.GO:0000272|polysaccharide catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016161|beta-amylase activity;K01177

Manes.05G034900.v6.10.6123311 1.12E-05 down no Beta-amylase 7pfam01373 Glyco_hydro_14 Glycosyl hydrolase family 14. This family are beta amylases.GO:0000272|polysaccharide catabolic process;GO:0048831|regulation of shoot system development;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016161|beta-amylase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G035100.v6.10.228948 1.98E-05 down yes . pfam00336 DNA_pol_viral_C DNA polymerase (viral) C-terminal domain.. . . .

Manes.05G036000.v6.11.320388 0.00557 up no UPF0187 protein At3g61320, chloroplasticpfam01062 Bestrophin Bestrophin, RFP-TM, chloride channel. Bestrophin is a 68-kDa basolateral plasma membrane protein expressed in retinal pigment epithelial cells (RPE). It is encoded by the VMD2 gene, which is mutated in Best macular dystrophy, a disease characterized by a depressed light peak in the electrooculogram. VMD2 encodes a 585-amino acid protein with an approximate mass of 68 kDa which has been designated bestrophin. Bestrophin shares homology with the Caenorhabditis elegans RFP gene family, named for the presence of a conserved arginine (R), phenylalanine (F), proline (P), amino acid sequence motif. Bestrophin is a plasma membrane protein, localized to the basolateral surface of RPE cells consistent with a role for bestrophin in the generation or regulation of the EOG light peak. Bestrophin and other RFP family members represent a new class of chloride channels, indicating a direct role for bestrophin in generating the light peak. The VMD2 gene underlying Best disease was shown to represent the first human member of . GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. .

Manes.05G036200.v6.11.5522789 6.86E-06 up no . pfam07152 YaeQ YaeQ protein. This family consists of several hypothetical bacterial proteins of around 180 residues in length which are often known as YaeQ. YaeQ is homologous to RfaH, a specialized transcription elongation protein. YaeQ is known to compensate for loss of RfaH function.. . . .

Manes.05G036700.v6.1Inf 0.04761 up no Actin-depolymerizing factorpfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.05G037000.v6.1#NAME? 0.64948 down no . pfam14906 DUF4495 Domain of unknown function (DUF4495). This domain family is found in eukaryotes, and is typically between 322 and 336 amino acids in length. There are two conserved sequence motifs: QMW and DLW. Proteins in this family vary in length from 793 to 1184 amino acids.. . . .

Manes.05G037100.v6.15.4951521 1.55E-73 up yes Transcription factor MYB39pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G037300.v6.10.6970277 0.04891 down no LIM domain-containing protein PLIM2bpfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.05G037500.v6.10.8693276 0.23423 down no Phosphomannomutasepfam03332 PMM Eukaryotic phosphomannomutase. This enzyme EC:5.4.2.8 is involved in the synthesis of the GDP-mannose and dolichol-phosphate-mannose required for a number of critical mannosyl transfer reactions.GO:0009298|GDP-mannose biosynthetic process;GO:0019307|mannose biosynthetic process;GO:0005737|cytoplasm;GO:0004615|phosphomannomutase activity;K17497

Manes.05G038100.v6.10.9518097 0.71438 down no Digalactosyldiacylglycerol synthase 2, chloroplasticpfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0009707|chloroplast outer membrane;GO:0043661|peribacteroid membrane;GO:0046481|digalactosyldiacylglycerol synthase activity;K09480

Manes.05G038300.v6.10.6044276 0.00597 down no . pfam06218 NPR2 Nitrogen permease regulator 2. This family of regulators are involved in post-translational control of nitrogen permease.. . . .

Manes.05G038600.v6.10.3494735 9.69E-07 down yes . pfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.. . . .

Manes.05G039100.v6.12.4800563 7.71E-23 up yes Shaggy-related protein kinase thetapfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.05G039300.v6.120.265783 0.00139 up yes . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.05G039400.v6.11.0930705 0.34706 up no Homeobox-leucine zipper protein ANTHOCYANINLESS 2pfam01852 START START domain.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0042335|cuticle development;GO:0048364|root development;GO:0048765|root hair cell differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G039600.v6.10.6387886 0.05229 down no Probable methyltransferase PMT15pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.05G040900.v6.10.4519501 6.55E-11 down yes Peroxisome biogenesis protein 16pfam08610 Pex16 Peroxisomal membrane protein (Pex16). Pex16 is a peripheral protein located at the matrix face of the peroxisomal membrane.GO:0006633|fatty acid biosynthetic process;GO:0007031|peroxisome organization;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;. K13335

Manes.05G041100.v6.10.5780066 8.02E-05 down no Ataxin-10 homologpfam09759 Atx10homo_assoc Spinocerebellar ataxia type 10 protein domain. This is the conserved C-terminal 100 residues of Ataxin-10. Ataxin-10 belongs to the family of armadillo repeat proteins and in solution it tends to form homotrimeric complexes, which associate via a tip-to-tip association in a horseshoe-shaped contact with the concave sides of the molecules facing each other. This domain may represent the homo-association site since that is located near the C-terminus of Ataxin-10. The protein does not contain a signal sequence for secretion or any subcellular compartment confirming its cytoplasmic localisation, specifically to the olivocerebellar region.. GO:0005737|cytoplasm;. K19323

Manes.05G041700.v6.11.5995884 3.45E-06 up no CRS2-associated factor 1, mitochondrialpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0009793|embryo development ending in seed dormancy;GO:0000373|Group II intron splicing;GO:0097031|mitochondrial respiratory chain complex I biogenesis;GO:0097034|mitochondrial respiratory chain complex IV biogenesis;GO:0006397|mRNA processing;GO:0005739|mitochondrion;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.05G041800.v6.10.5492475 4.62E-07 down no Lysophospholipid acyltransferase LPEAT2pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0008654|phospholipid biosynthetic process;GO:0006644|phospholipid metabolic process;GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0050200|plasmalogen synthase activity;K13510

Manes.05G042100.v6.11.7517247 1.07E-05 up no Histone deacetylase complex subunit SAP18pfam06487 SAP18 Sin3 associated polypeptide p18 (SAP18). This family consists of several eukaryotic Sin3 associated polypeptide p18 (SAP18) sequences. SAP18 is known to be a component of the Sin3-containing complex which is responsible for the repression of transcription via the modification of histone polypeptides. SAP18 is also present in the ASAP complex which is thought to be involved in the regulation of splicing during the execution of programmed cell death.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;. .

Manes.05G042200.v6.11.2179966 0.03495 up no Polygalacturonate 4-alpha-galacturonosyltransferasepfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0010289|homogalacturonan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.05G042400.v6.11.2549458 0.10139 up no Glyoxylate/hydroxypyruvate reductase HPR3pfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0009854|oxidative photosynthetic carbon pathway;GO:0009853|photorespiration;. GO:0030267|glyoxylate reductase (NADP) activity;GO:0016618|hydroxypyruvate reductase activity;GO:0051287|NAD binding;K15919

Manes.05G042700.v6.10.9696499 0.77035 down no Poly(A) RNA polymerase cid11pfam03828 PAP_assoc Cid1 family poly A polymerase. This domain is found in poly(A) polymerases and has been shown to have polynucleotide adenylyltransferase activity. Proteins in this family have been located to both the nucleus and the cytoplasm.GO:0006397|mRNA processing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;.

Manes.05G043700.v6.10.8048525 0.24675 down no Growth-regulating factor 9pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.05G044300.v6.10.5887858 2.66E-07 down no Brefeldin A-inhibited guanine nucleotide-exchange protein 2pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0005829|cytosol;GO:0016020|membrane;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K18442

Manes.05G044700.v6.12.200492 9.21E-18 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.05G045000.v6.123.39609 0.00012 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .



Manes.05G045200.v6.12.1501393 9.08E-10 up yes . pfam07386 DUF1499 Protein of unknown function (DUF1499). This family consists of several hypothetical bacterial and plant proteins of around 125 residues in length. The function of this family is unknown.. . . .

Manes.05G045600.v6.10.5177927 0.00449 down no Vestitone reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006952|defense response;GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.05G045900.v6.14.553247 3.66E-20 up yes . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.05G046100.v6.10.8793696 0.3131 down no Probable protein S-acyltransferase 14pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.05G046200.v6.10.8277729 0.3692 down no . pfam10248 Mlf1IP Myelodysplasia-myeloid leukemia factor 1-interacting protein. This entry is the conserved central region of a group of proteins that are putative transcriptional repressors. The structure contains a putative 14-3-3 binding motif involved in the subcellular localisation of various regulatory molecules, and it may be that interaction with the transcription factor DREF could be regulated through this motif. DREF regulates proliferation-related genes in Drosophila. Mlf1IP is expressed in both the nuclei and the cytoplasm and thus may have multi-functions.. . . .

Manes.05G046300.v6.112.246306 3.02E-06 up yes . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.05G046500.v6.10.3225495 3.76E-09 down yes Protein STRUBBELIG-RECEPTOR FAMILY 8pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G046700.v6.10.5389516 3.12E-05 down no . pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.. . . .

Manes.05G046800.v6.10.691468 0.0072 down no UDP-glucuronate 4-epimerase 2pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.05G046900.v6.10.9992224 1 down no 3-phosphoshikimate 1-carboxyvinyltransferase, chloroplasticpfam00275 EPSP_synthase EPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase).GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009635|response to herbicide;GO:0009507|chloroplast;GO:0003866|3-phosphoshikimate 1-carboxyvinyltransferase activity;.

Manes.05G047000.v6.11.1586163 0.24555 up no Transketolase, chloroplasticpfam00456 Transketolase_N Transketolase, thiamine diphosphate binding domain. This family includes transketolase enzymes EC:2.2.1.1. and also partially matches to 2-oxoisovalerate dehydrogenase beta subunit EC:1.2.4.4. Both these enzymes utilize thiamine pyrophosphate as a cofactor, suggesting there may be common aspects in their mechanism of catalysis.GO:0019253|reductive pentose-phosphate cycle;GO:0009535|chloroplast thylakoid membrane;GO:0046872|metal ion binding;GO:0004802|transketolase activity;K00615

Manes.05G047200.v6.10.8615762 0.12533 down no . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.05G047400.v6.10.7605097 0.00444 down no Tubulin-folding cofactor Dpfam12612 TFCD_C Tubulin folding cofactor D C terminal. This domain family is found in eukaryotes, and is typically between 182 and 199 amino acids in length. The family is found in association with pfam02985. There is a single completely conserved residue R that may be functionally important. Tubulin folding cofactor D does not co-polymerize with microtubules either in vivo or in vitro, but instead modulates microtubule dynamics by sequestering beta-tubulin from GTP-bound alphabeta-heterodimers in microtubules.GO:0009793|embryo development ending in seed dormancy;GO:0000226|microtubule cytoskeleton organization;GO:0007017|microtubule-based process;GO:0043547|positive regulation of GTPase activity;GO:0006457|protein folding;GO:0007021|tubulin complex assembly;GO:0005829|cytosol;GO:0005874|microtubule;GO:0009506|plasmodesma;GO:0048487|beta-tubulin binding;GO:0005096|GTPase activator activity;GO:0015631|tubulin binding;.

Manes.05G048100.v6.10.887701 0.25478 down no . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.05G048200.v6.10.4163324 0.00034 down yes . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.05G048400.v6.19.50752 8.28E-07 up yes Lipid transfer protein EARLI 1pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.GO:0050832|defense response to fungus;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;. .

Manes.05G048700.v6.10.7210871 0.00179 down no Scarecrow-like protein 6pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0051301|cell division;GO:0007623|circadian rhythm;GO:0010492|maintenance of shoot apical meristem identity;GO:0006355|regulation of transcription, DNA-templated;GO:0048768|root hair cell tip growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G048800.v6.10.6874638 0.0022 down no . pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.05G048900.v6.10.9385663 0.55909 down no Vesicle-associated protein 1-2pfam00635 Motile_Sperm MSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.GO:0006605|protein targeting;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.05G049100.v6.10.9448257 0.58939 down no . pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.05G049200.v6.118.843144 7.02E-60 up yes SPX domain-containing protein 3pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0080040|positive regulation of cellular response to phosphate starvation;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.05G049800.v6.110.350093 5.19E-34 up yes Cyclin-U2-1 pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;. . .

Manes.05G050000.v6.10.4998528 3.75E-05 down yes F-box protein At5g51380pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . K10268

Manes.05G051100.v6.11.8056464 1.79E-07 up no Malate dehydrogenase, cytoplasmicpfam02866 Ldh_1_C lactate/malate dehydrogenase, alpha/beta C-terminal domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes.GO:0005975|carbohydrate metabolic process;GO:0006108|malate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0030060|L-malate dehydrogenase activity;K00025

Manes.05G051300.v6.111.936097 1.67E-31 up yes Cell number regulator 6pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.05G051400.v6.10.6729364 0.00446 down no . pfam07318 DUF1464 Protein of unknown function (DUF1464). This family consists of several hypothetical archaeal proteins of around 350 residues in length. The function of this family is unknown.. . . .

Manes.05G051800.v6.10.9654928 0.73155 down no . pfam07819 PGAP1 PGAP1-like protein. The sequences found in this family are similar to PGAP1. This is an endoplasmic reticulum membrane protein with a catalytic serine containing motif that is conserved in a number of lipases. PGAP1 functions as a GPI inositol-deacylase; this deacylation is important for the efficient transport of GPI-anchored proteins from the endoplasmic reticulum to the Golgi body.. . . .

Manes.05G051900.v6.10.84974 0.08905 down no E3 ubiquitin-protein ligase BRE1-like 1pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0051301|cell division;GO:0016049|cell growth;GO:0009817|defense response to fungus, incompatible interaction;GO:0033523|histone H2B ubiquitination;GO:0010390|histone monoubiquitination;GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0006513|protein monoubiquitination;GO:0010389|regulation of G2/M transition of mitotic cell cycle;GO:0010162|seed dormancy process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10696

Manes.05G052000.v6.10.6998528 0.21966 down no Ethylene-responsive transcription factor ERF034pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G052200.v6.13.7043154 3.32E-22 up yes DnaJ protein homolog 2pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;.

Manes.05G052400.v6.12.4039192 7.22E-23 up yes . pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.05G052700.v6.11.5703841 0.00251 up no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G052800.v6.12.9492632 8.90E-16 up yes . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.05G053200.v6.10.1226708 0.0011 down yes Putative dual specificity protein phosphatase DSP8pfam01184 Grp1_Fun34_YaaHGPR1/FUN34/yaaH family. The Ady2 protein in is required for acetate in Saccharomyces cerevisiae, and is probably an acetate transporter. A homologue in Yarrowia lipolytica (GPR1) has a role in acetic acid sensitivity.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.05G053300.v6.10.8091128 0.04343 down no Cationic amino acid transporter 9, chloroplasticpfam13520 AA_permease_2 Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0031969|chloroplast membrane;GO:0005887|integral component of plasma membrane;GO:0005774|vacuolar membrane;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.05G053400.v6.10.737166 0.00431 down no Protein ARABIDILLO 1pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0048527|lateral root development;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G053500.v6.10.8152338 0.04 down no Palmitoyl-protein thioesterase 1pfam02089 Palm_thioest Palmitoyl protein thioesterase.GO:0044257|cellular protein catabolic process;GO:0007005|mitochondrion organization;GO:0018991|oviposition;GO:0009791|post-embryonic development;GO:0002084|protein depalmitoylation;GO:0006898|receptor-mediated endocytosis;GO:0005764|lysosome;GO:0008474|palmitoyl-(protein) hydrolase activity;K01074

Manes.05G054500.v6.11.3495129 0.01852 up no COP9 signalosome complex subunit 7pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010387|COP9 signalosome assembly;GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. K12180

Manes.05G054700.v6.11.7505039 3.28E-10 up no . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.05G054800.v6.10.6812617 8.94E-05 down no Serine/threonine-protein kinase D6PKL2pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.05G054900.v6.1Inf 0.9009 up no Phospholipase A(1) DAD1, chloroplasticpfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;K16818

Manes.05G055100.v6.1Inf 3.69E-11 up yes Phospholipase A(1) DAD1, chloroplasticpfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;K16818

Manes.05G055500.v6.11.0254317 0.81941 up no Ras-related protein RABD2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0046686|response to cadmium ion;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0032588|trans-Golgi network membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07874

Manes.05G055800.v6.10.918566 0.37307 down no . pfam12204 DUF3598 Domain of unknown function (DUF3598). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 230 and 398 amino acids in length. These proteins are formed entirely from B sheets which form a barrel structure similar to those seen in the lipocalin superfamily.. . . .

Manes.05G055900.v6.10.5134039 2.67E-09 down no ELMO domain-containing protein Apfam04727 ELMO_CED12 ELMO/CED-12 family. This family represents a conserved domain which is found in a number of eukaryotic proteins including CED-12, ELMO I and ELMO II. ELMO1 is a component of signalling pathways that regulate phagocytosis and cell migration and is the mammalian orthologue of the C. elegans gene, ced-12. CED-12 is required for the engulfment of dying cells and cell migration. In mammalian cells, ELMO1 interacts with Dock180 as part of the CrkII/Dock180/Rac pathway responsible for phagocytosis and cell migration. ELMO1 is ubiquitously expressed, although its expression is highest in the spleen, an organ rich in immune cells. ELMO1 has a PH domain and a polyproline sequence motif at its C terminus which are not present in this alignment.GO:0048870|cell motility;GO:0030837|negative regulation of actin filament polymerization;GO:0050764|regulation of phagocytosis;GO:0030587|sorocarp development;GO:0005737|cytoplasm;GO:0045159|myosin II binding;.

Manes.05G056100.v6.10.4858374 2.59E-05 down yes Probable WRKY transcription factor 12pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G056400.v6.11.4222082 0.00017 up no Pentatricopeptide repeat-containing protein At1g02150pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.05G056900.v6.11.934719 2.08E-13 up no Heterogeneous nuclear ribonucleoprotein Qpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.05G057700.v6.10.3972683 3.96E-15 down yes Probable dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferasepfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.GO:0006486|protein glycosylation;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;K03849

Manes.05G057800.v6.10.6046352 1.82E-05 down no . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.05G058200.v6.11.4545782 0.02729 up no E3 ubiquitin-protein ligase ATL4pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10663

Manes.05G058900.v6.1Inf 0.02254 up yes . pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . . .

Manes.05G059000.v6.11.0447498 0.6941 up no Probable purine permease 11pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0006863|purine nucleobase transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005345|purine nucleobase transmembrane transporter activity;.

Manes.05G059100.v6.10.917619 0.47593 down no . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.05G059500.v6.10.9906539 0.94946 down no Nucleolar GTP-binding protein 1pfam06858 NOG1 Nucleolar GTP-binding protein 1 (NOG1). This family represents a conserved region of approximately 60 residues in length within nucleolar GTP-binding protein 1 (NOG1). In S. cerevisiae, the NOG1 gene has been shown to be essential for cell viability, suggesting that NOG1 may play an important role in nucleolar functions. Family members include eukaryotic, bacterial and archaeal proteins.GO:0042254|ribosome biogenesis;GO:0005730|nucleolus;GO:0005525|GTP binding;K06943

Manes.05G059600.v6.11.0037417 1 up no UMP-CMP kinase 3pfam00406 ADK Adenylate kinase.GO:0006207|'de novo' pyrimidine nucleobase biosynthetic process;GO:0046939|nucleotide phosphorylation;GO:0006221|pyrimidine nucleotide biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004127|cytidylate kinase activity;GO:0009041|uridylate kinase activity;K13800

Manes.05G059800.v6.11.1566169 0.62408 up no Protein ECERIFERUM 1pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404

Manes.05G059900.v6.11.1995781 0.15088 up no Protein ECERIFERUM 1pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404

Manes.05G060600.v6.10.496666 1.21E-09 down yes WD-40 repeat-containing protein MSI1pfam12265 CAF1C_H4-bd Histone-binding protein RBBP4 or subunit C of CAF1 complex. The CAF-1 complex is a conserved heterotrimeric protein complex that promotes histone H3 and H4 deposition onto newly synthesized DNA during replication or DNA repair; specifically it facilitates replication-dependent nucleosome assembly with the major histone H3 (H3.1). This domain is an alpha helix which sits just upstream of the WD40 seven-bladed beta-propeller in the human RbAp46 protein. RbAp46 folds into the beta-propeller and binds histone H4 in a groove formed between this N-terminal helix and an extended loop inserted into blade six.. GO:0005634|nucleus;. K10752

Manes.05G060700.v6.10.9502409 0.59609 down no Ribose-phosphate pyrophosphokinase 1pfam13793 Pribosyltran_N N-terminal domain of ribose phosphate pyrophosphokinase. This family is frequently found N-terminal to the Pribosyltran, pfam00156.GO:0009165|nucleotide biosynthetic process;GO:0009156|ribonucleoside monophosphate biosynthetic process;. GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0000287|magnesium ion binding;GO:0004749|ribose phosphate diphosphokinase activity;.

Manes.05G061000.v6.10.956621 0.65396 down no Protoheme IX farnesyltransferase, mitochondrialpfam01040 UbiA UbiA prenyltransferase family.GO:0048034|heme O biosynthetic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0008495|protoheme IX farnesyltransferase activity;K02257

Manes.05G061100.v6.15.5444343 6.43E-10 up yes Protein NRT1/ PTR FAMILY 7.3pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0015706|nitrate transport;GO:0010167|response to nitrate;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.05G061200.v6.10.8468359 0.1863 down no Probable serine/threonine-protein kinase At4g35230pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K14500

Manes.05G061300.v6.17.7726355 2.78E-31 up yes Indole-3-acetic acid-induced protein ARG2pfam03242 LEA_3 Late embryogenesis abundant protein. Members of this family are similar to late embryogenesis abundant proteins.  Members of the family have been isolated in a number of different screens. However, the molecular function of these proteins remains obscure.GO:0006950|response to stress;. . .

Manes.05G061500.v6.14.9765024 0.00016 up yes . pfam03242 LEA_3 Late embryogenesis abundant protein. Members of this family are similar to late embryogenesis abundant proteins.  Members of the family have been isolated in a number of different screens. However, the molecular function of these proteins remains obscure.. . . .

Manes.05G061600.v6.10.7209869 0.03909 down no Mediator of RNA polymerase II transcription subunit 28pfam05766 NinG Bacteriophage Lambda NinG protein. NinG or Rap is involved in recombination. Rap (recombination adept with plasmid) increases lambda-by-plasmid recombination catalysed by Escherichia coli's RecBCD pathway.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. K15141

Manes.05G061800.v6.10.3886517 1.38E-15 down yes Gamma-tubulin complex component 4 homologpfam04130 Spc97_Spc98 Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.GO:0043622|cortical microtubule organization;GO:0048449|floral organ formation;GO:0040007|growth;GO:0016570|histone modification;GO:0007020|microtubule nucleation;GO:0009909|regulation of flower development;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005815|microtubule organizing center;GO:0009506|plasmodesma;GO:0000922|spindle pole;GO:0045298|tubulin complex;. .

Manes.05G061900.v6.11.1327624 0.16648 up no Blue-light photoreceptor PHR2pfam00875 DNA_photolyase DNA photolyase. This domain binds a light harvesting cofactor.GO:0006281|DNA repair;GO:0018298|protein-chromophore linkage;. GO:0003913|DNA photolyase activity;GO:0009881|photoreceptor activity;.

Manes.05G062000.v6.11.6432383 6.41E-05 up no Probable small nuclear ribonucleoprotein Sm D2pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0000398|mRNA splicing, via spliceosome;GO:0005829|cytosol;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005685|U1 snRNP;GO:0005687|U4 snRNP;. K11096

Manes.05G062200.v6.10.3457968 2.42E-15 down yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.05G062400.v6.10.9190466 0.37445 down no Serine/arginine-rich-splicing factor SR34pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0035061|interchromatin granule;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12890

Manes.05G062600.v6.10.4384474 2.40E-07 down yes Protein OPI10 homologpfam05603 DUF775 Protein of unknown function (DUF775). This family consists of several eukaryotic proteins of unknown function.GO:0006606|protein import into nucleus;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005634|nucleus;. .

Manes.05G062700.v6.12.1131831 0.00139 up yes Beta-glucosidase 11pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.05G062900.v6.11.4666691 5.89E-05 up no Universal stress protein A-like proteinpfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.05G063000.v6.11.6473098 3.21E-07 up no Probable E3 ubiquitin-protein ligase BAH1-like 1pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0042742|defense response to bacterium;GO:0006817|phosphate ion transport;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;GO:0010167|response to nitrate;GO:0009697|salicylic acid biosynthetic process;GO:0009627|systemic acquired resistance;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.05G063200.v6.11.1966488 0.40257 up no ABC transporter C family member 14pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.05G063300.v6.10.9028532 0.4587 down no Uncharacterized protein OsI_027940pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.. GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.05G063400.v6.10.8952038 0.34808 down no Probable U6 snRNA-associated Sm-like protein LSm4pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;.

Manes.05G063700.v6.11.0087435 1 up no . pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.. . . .

Manes.05G063800.v6.11.3471885 0.03306 up no Uncharacterized protein L905pfam13532 2OG-FeII_Oxy_2 2OG-Fe(II) oxygenase superfamily.. . GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.05G063900.v6.13.8098893 9.03E-10 up yes Translocator protein homologpfam03073 TspO_MBR TspO/MBR family. Tryptophan-rich sensory protein (TspO) is an integral membrane protein that acts as a negative regulator of the expression of specific photosynthesis genes in response to oxygen/light. It is involved in the efflux of porphyrin intermediates from the cell. This reduces the activity of coproporphyrinogen III oxidase, which is thought to lead to the accumulation of a putative repressor molecule that inhibits the expression of specific photosynthesis genes. Several conserved aromatic residues are necessary for TspO function: they are thought to be involved in binding porphyrin intermediates. In, the rat mitochondrial peripheral benzodiazepine receptor (MBR) was shown to not only retain its structure within a bacterial outer membrane, but also to be able to functionally substitute for TspO in TspO- mutants, and to act in a similar manner to TspO in its in situ location: the outer mitochondrial membrane. The biological significance of MBR remains unclear, however. It is thought to be involved in a GO:0006778|porphyrin-containing compound metabolic process;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0006810|transport;GO:0031969|chloroplast membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;.

Manes.05G064000.v6.1NA NA -- no . pfam03053 Corona_NS3b ORF3b coronavirus protein. Members of this family are non-structural proteins, approximately 250 amino acid residues long. They are found in transmissible gastroenteritis coronavirus (TGEV) and porcine respiratory coronavirus (PRCV) isolates. These proteins are found on the same mRNA as another product, designated ORF3a. While ORF3a/b has been implicated in TGEV and PRCV pathogenesis, its precise role remains unclear.. . . .

Manes.05G064100.v6.10.4830227 9.52E-09 down yes Dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferasepfam05208 ALG3 ALG3 protein. The formation of N-glycosidic linkages of glycoproteins involves the ordered assembly of the common Glc3Man9GlcNAc2 core-oligosaccharide on the lipid carrier dolichyl pyrophosphate. Whereas early mannosylation steps occur on the cytoplasmic side of the endoplasmic reticulum with GDP-Man as donor, the final reactions from Man5GlcNAc2-PP-Dol to Man9GlcNAc2-PP-Dol on the lumenal side use Dol-P-Man. ALG3 gene encodes the Dol-P-Man:Man5GlcNAc2-PP-Dol mannosyltransferase.GO:0097502|mannosylation;GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000033|alpha-1,3-mannosyltransferase activity;GO:0052925|dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase activity;K03845

Manes.05G064200.v6.10.4484759 0.00094 down yes . pfam06825 HSBP1 Heat shock factor binding protein 1. Heat shock factor binding protein 1 (HSBP1) appears to be a negative regulator of the heat shock response.. . . .

Manes.05G064400.v6.10.8143359 0.40894 down no Bifunctional protein FolD 2pfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.05G064500.v6.11.0634581 0.68657 up no . pfam05088 Bac_GDH Bacterial NAD-glutamate dehydrogenase. This family consists of several bacterial proteins which are closely related to NAD-glutamate dehydrogenase found in Streptomyces clavuligerus. Glutamate dehydrogenases (GDHs) are a broadly distributed group of enzymes that catalyse the reversible oxidative deamination of glutamate to ketoglutarate and ammonia.. . . .

Manes.05G064600.v6.11.1549221 0.32269 up no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.05G064800.v6.10.5763122 0.00229 down no Glutathione S-transferasepfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.



Manes.05G065200.v6.12.8423437 2.44E-14 up yes Potassium transporter 5pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;GO:0009674|potassium:sodium symporter activity;K03549

Manes.05G065600.v6.10.428855 0.00138 down yes . pfam07516 SecA_SW SecA Wing and Scaffold domain. SecA protein binds to the plasma membrane where it interacts with proOmpA to support translocation of proOmpA through the membrane. SecA protein achieves this translocation, in association with SecY protein, in an ATP dependent manner. This family is composed of two C-terminal alpha helical subdomains: the wing and scaffold subdomains.. . . .

Manes.05G065800.v6.10.8937526 0.39476 down no Metal tolerance protein C1pfam01545 Cation_efflux Cation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;.

Manes.05G066100.v6.10.9078017 0.31466 down no Peroxisome biogenesis protein 6pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005737|cytoplasm;GO:0005524|ATP binding;K13339

Manes.05G066200.v6.10.4881625 2.87E-06 down yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.05G066300.v6.11.1015702 0.3132 up no Spermatogenesis-associated protein 20pfam03190 Thioredox_DsbH Protein of unknown function, DUF255.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0007283|spermatogenesis;GO:0005576|extracellular region;GO:0003824|catalytic activity;.

Manes.05G066400.v6.10.9445986 0.54108 down no Zinc finger CCCH domain-containing protein 32pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.05G066800.v6.11.7543451 6.08E-08 up no OTU domain-containing protein 6Bpfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;K18342

Manes.05G067000.v6.16.9298276 8.01E-08 up yes Monothiol glutaredoxin-S9pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.05G067200.v6.10.7057739 0.00117 down no Membrane-anchored ubiquitin-fold protein 3pfam13881 Rad60-SLD_2 Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.05G067400.v6.15.3855745 0.31072 up no Bidirectional sugar transporter SWEET14pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.05G067700.v6.1Inf 0.02355 up yes . pfam03321 GH3 GH3 auxin-responsive promoter.. . . .

Manes.05G067800.v6.10.6652567 3.08E-05 down no Protein TRANSPORT INHIBITOR RESPONSE 1pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010311|lateral root formation;GO:0010152|pollen maturation;GO:0009733|response to auxin;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0038198|auxin receptor activity;GO:0000822|inositol hexakisphosphate binding;GO:0004842|ubiquitin-protein transferase activity;K14485

Manes.05G067900.v6.10.4638692 7.53E-14 down yes Tubby-like F-box protein 3pfam01167 Tub Tub family. . GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0009536|plastid;. .

Manes.05G068000.v6.10.4895673 4.55E-09 down yes . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.05G068200.v6.10.3171883 0.00011 down yes . pfam09878 DUF2105 Predicted membrane protein (DUF2105). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.05G068700.v6.10.4339975 2.52E-06 down yes PAX-interacting protein 1pfam00533 BRCT BRCA1 C Terminus (BRCT) domain. The BRCT domain is found predominantly in proteins involved in cell cycle checkpoint functions responsive to DNA damage. The BRCT domain of XRCC1 forms a homodimer in the crystal structure. This suggests that pairs of BRCT domains associate as homo- or heterodimers. BRCT domains are often found as tandem-repeat pairs. Structures of the BRCA1 BRCT domains revealed a basis for a widely utilized head-to-tail BRCT-BRCT oligomerization mode. This conserved tandem BRCT architecture facilitates formation of the canonical BRCT phospho-peptide interaction cleft at a groove between the BRCT domains. Disease associated missense and nonsense mutations in the BRCA1 BRCT domains disrupt peptide binding by directly occluding this peptide binding groove, or by disrupting key conserved BRCT core folding determinants.GO:0060612|adipose tissue development;GO:0006974|cellular response to DNA damage stimulus;GO:0060717|chorion development;GO:0030330|DNA damage response, signal transduction by p53 class mediator;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043542|endothelial cell migration;GO:0051568|histone H3-K4 methylation;GO:0035066|positive regulation of histone acetylation;GO:0000416|positive regulation of histone H3-K36 methylation;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0045830|positive regulation of isotype switching;GO:0031398|positive regulation of protein ubiquitination;GO:0060261|positive regulation of transcription initiation from RNA polymerase II promoter;GO:0010212|response to ionizing radiation;GO:0006351|transcription, DNA-templated;GO:0001570|vasculogenesis;GO:0035097|histone methyltransferase complex;GO:0016363|nuclear matrix;GO:0005634|nucleus;. K14972

Manes.05G069100.v6.12.6497368 3.73E-28 up yes CUGBP Elav-like family member 5pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13207

Manes.05G069200.v6.14.8068345 2.95E-10 up yes . pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.. . . .

Manes.05G069800.v6.11.607219 9.78E-07 up no Cytochrome c oxidase subunit 5Cpfam09592 DUF2031 Protein of unknown function (DUF2031). This protein is expressed in Plasmodium; its function is unknown. It may be the product of gene family pyst-b.. GO:0016021|integral component of membrane;GO:0005746|mitochondrial respiratory chain;. .

Manes.05G070200.v6.13.3111016 3.36E-22 up yes Histone H2AXpfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G070500.v6.12.5858575 2.57E-11 up yes Gibberellin receptor GID1Bpfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.05G070800.v6.11.756665 2.59E-10 up no . pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.05G071300.v6.1Inf 0.00382 up yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.05G071400.v6.10.7937018 0.01671 down no Sugar transporter ERD6-like 7pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0006829|zinc II ion transport;GO:0009507|chloroplast;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.05G071500.v6.13.669828 2.70E-30 up yes . pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.05G071700.v6.11.0154137 0.84807 up no Piezo-type mechanosensitive ion channel homologpfam12166 DUF3595 Protein of unknown function (DUF3595). This family of proteins is functionally uncharacterized.This family of proteins is found in eukaryotes. Proteins in this family are typically between 578 and 2525 amino acids in length.. GO:0016021|integral component of membrane;GO:0008381|mechanically-gated ion channel activity;.

Manes.05G071800.v6.10.62117 4.27E-06 down no . pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.. . . .

Manes.05G071900.v6.11.1541226 0.14858 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.05G072100.v6.10.296786 4.71E-05 down yes . pfam12031 DUF3518 Domain of unknown function (DUF3518). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 260 amino acids in length. This domain is found associated with pfam01388.. . . .

Manes.05G072200.v6.10.7782074 0.03714 down no . pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.05G072300.v6.10.8838525 0.46738 down no . pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.05G072500.v6.1Inf 1.57E-07 up yes . pfam03231 Bunya_NS-S_2 Bunyavirus non-structural protein NS-S. This family represents the Bunyavirus NS-S family. Bunyavirus has three genomic segments: small (S), middle-sized (M), and large (L). The S segment encodes the nucleocapsid and a non-structural protein. The M segment codes for two glycoproteins, G1 and G2, and another non-structural protein (NSm). The L segment codes for an RNA polymerase.. . . .

Manes.05G072700.v6.11.7083846 7.03E-09 up no Mitochondrial ubiquitin ligase activator of NFKB 1pfam12483 GIDE E3 Ubiquitin ligase. This domain family is found in bacteria, archaea and eukaryotes, and is typically between 150 and 163 amino acids in length. There is a single completely conserved residue E that may be functionally important. GIDE is an E3 ubiquitin ligase which is involved in inducing apoptosis.GO:0006919|activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0007257|activation of JUN kinase activity;GO:0071360|cellular response to exogenous dsRNA;GO:0000266|mitochondrial fission;GO:0051646|mitochondrion localization;GO:0030308|negative regulation of cell growth;GO:0071650|negative regulation of chemokine (C-C motif) ligand 5 production;GO:0050689|negative regulation of defense response to virus by host;GO:0045824|negative regulation of innate immune response;GO:0010637|negative regulation of mitochondrial fusion;GO:0051898|negative regulation of protein kinase B signaling;GO:0060339|negative regulation of type I interferon-mediated signaling pathway;GO:1903861|positive regulation of dendrite extension;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0090141|positive regulation of mitochondrial fission;GO:0033235|positive regulation of protein sumoylation;GO:0031648|protein destabilization;GO:0050821|protein stabilization;GO:0016925|protein sumoylGO:0030424|axon;GO:0005737|cytoplasm;GO:0031307|integral component of mitochondrial outer membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0043025|neuronal cell body;GO:0005654|nucleoplasm;GO:0005777|peroxisome;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0004871|signal transducer activity;GO:0019789|SUMO transferase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K15688

Manes.05G073000.v6.11.9233328 6.84E-13 up no BTB/POZ and MATH domain-containing protein 2pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005634|nucleus;. K10523

Manes.05G073600.v6.1182.17326 5.69E-27 up yes EID1-like F-box protein 3. . . GO:0009738|abscisic acid-activated signaling pathway;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;. .

Manes.05G073900.v6.110.629389 ####### up yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.05G074000.v6.110.382522 1.29E-59 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.05G074100.v6.13.9087973 6.52E-26 up yes Protein ROOT PRIMORDIUM DEFECTIVE 1pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.05G074200.v6.1Inf 9.03E-10 up yes . pfam09765 WD-3 WD-repeat region. This entry is of a region of approximately 100 residues containing three WD repeats and six cysteine residues possibly as three cystine-bridges. These regions are contained within the Fancl protein in humans which is the putative E3 ubiquitin ligase subunit of the FA complex (Fanconi anaemia). Eight subunits of the Fanconi anaemia gene products form a multisubunit nuclear complex which is required for mono-ubiquitination of a downstream FA protein, FANCD2. The WD repeats are required for interaction with other subunits of the FA complex.. . . .

Manes.05G074400.v6.11.4833347 1.15E-05 up no . pfam13902 R3H-assoc R3H-associated N-terminal domain. This family is found at the N-terminus of R3H, pfam01424, domain-containing proteins. The function is not known.. . . .

Manes.05G074500.v6.10.8512813 0.20709 down no Uncharacterized isomerase BH0283pfam02567 PhzC-PhzF Phenazine biosynthesis-like protein. PhzC/PhzF is involved in dimerization of two 2,3-dihydro-3-oxo-anthranilic acid molecules to create PCA by P. fluorescens. This family also contains an uncharacterized protein Rv2715 from Mycobacterium tuberculosis, though there is no significant sequence similarity to pfam00303 members. This family appears to be distantly related to pfam01678, including containing a weak internal duplication. However members of this family do not contain the conserved cysteines that are hypothesised to be active site residues (Bateman A pers obs).GO:0009058|biosynthetic process;. GO:0016853|isomerase activity;.

Manes.05G074600.v6.10.7008266 0.00777 down no Uncharacterized isomerase BH0283pfam02567 PhzC-PhzF Phenazine biosynthesis-like protein. PhzC/PhzF is involved in dimerization of two 2,3-dihydro-3-oxo-anthranilic acid molecules to create PCA by P. fluorescens. This family also contains an uncharacterized protein Rv2715 from Mycobacterium tuberculosis, though there is no significant sequence similarity to pfam00303 members. This family appears to be distantly related to pfam01678, including containing a weak internal duplication. However members of this family do not contain the conserved cysteines that are hypothesised to be active site residues (Bateman A pers obs).GO:0009058|biosynthetic process;. GO:0016853|isomerase activity;.

Manes.05G074700.v6.10.721969 0.11625 down no Uncharacterized isomerase BH0283pfam02567 PhzC-PhzF Phenazine biosynthesis-like protein. PhzC/PhzF is involved in dimerization of two 2,3-dihydro-3-oxo-anthranilic acid molecules to create PCA by P. fluorescens. This family also contains an uncharacterized protein Rv2715 from Mycobacterium tuberculosis, though there is no significant sequence similarity to pfam00303 members. This family appears to be distantly related to pfam01678, including containing a weak internal duplication. However members of this family do not contain the conserved cysteines that are hypothesised to be active site residues (Bateman A pers obs).GO:0009058|biosynthetic process;. GO:0016853|isomerase activity;.

Manes.05G074800.v6.10.5723948 0.00979 down no Basic 7S globulinpfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.05G075100.v6.11.463144 0.06559 up no . pfam12339 DNAJ_related DNA-J related protein. This domain family is found in bacteria, and is approximately 130 amino acids in length. The family is found in association with pfam00226. There is a conserved YYLD sequence motif. Mostof the sequences in this family are annotated as DNA-J related proteins but there is little publication to back this up.. . . .

Manes.05G075300.v6.10.5316903 0.00078 down no Antifungal protein ginkbilobin-2pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0010951|negative regulation of endopeptidase activity;. GO:0019828|aspartic-type endopeptidase inhibitor activity;.

Manes.05G075500.v6.10.6658804 0.00044 down no DNA repair helicase UVH6pfam06733 DEAD_2 DEAD_2. This represents a conserved region within a number of RAD3-like DNA-binding helicases that are seemingly ubiquitous - members include proteins of eukaryotic, bacterial and archaeal origin. RAD3 is involved in nucleotide excision repair, and forms part of the transcription factor TFIIH in yeast.GO:0006281|DNA repair;GO:0006289|nucleotide-excision repair;GO:0006355|regulation of transcription, DNA-templated;GO:0009408|response to heat;GO:0009411|response to UV;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003677|DNA binding;GO:0046872|metal ion binding;K10844

Manes.05G075700.v6.13.0339867 0.00526 up yes . pfam07699 GCC2_GCC3 GCC2 and GCC3.. . . .

Manes.05G075900.v6.10.6299792 0.02256 down no Mitochondrial Rho GTPase 1pfam08356 EF_assoc_2 EF hand associated. This region predominantly appears near EF-hands (pfam00036) in GTP-binding proteins. It is found in all three eukaryotic kingdoms.GO:0007005|mitochondrion organization;GO:0007264|small GTPase mediated signal transduction;GO:0031307|integral component of mitochondrial outer membrane;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07870

Manes.05G076000.v6.12.0720552 1.64E-05 up yes . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.05G076200.v6.1Inf 0.9009 up no . pfam13102 Phage_int_SAM_5Phage integrase SAM-like domain. A family of uncharacterized proteins found by clustering human gut metagenomic sequences. This family appears related to the N-terminal domain of phage integrases.. . . .

Manes.05G076700.v6.10.7286525 0.00214 down no Cyclin-P3-1 pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;. . .

Manes.05G076900.v6.10.4057413 3.29E-13 down yes Probable inactive patatin-like protein 9pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0016042|lipid catabolic process;. GO:0016787|hydrolase activity;.

Manes.05G077300.v6.10.5156691 3.07E-08 down no F-box protein SKIP17pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K10268

Manes.05G077500.v6.10.4848598 1.79E-09 down yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.05G077800.v6.10.6735666 0.00466 down no . pfam10243 MIP-T3 Microtubule-binding protein MIP-T3. This protein, which interacts with both microtubules and TRAF3 (tumor necrosis factor receptor-associated factor 3), is conserved from worms to humans. The N-terminal region is the microtubule binding domain and is well-conserved; the C-terminal 100 residues, also well-conserved, constitute the coiled-coil region which binds to TRAF3. The central region of the protein is rich in lysine and glutamic acid and carries KKE motifs which may also be necessary for tubulin-binding, but this region is the least well-conserved.. . . .

Manes.05G078000.v6.10.5343154 0.00311 down no Transcription repressor OFP16pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.05G078300.v6.12.2610535 1.02E-17 up yes Methylcrotonoyl-CoA carboxylase subunit alpha, mitochondrialpfam02786 CPSase_L_D2 Carbamoyl-phosphate synthase L chain, ATP binding domain. Carbamoyl-phosphate synthase catalyses the ATP-dependent synthesis of carbamyl-phosphate from glutamine or ammonia and bicarbonate. This important enzyme initiates both the urea cycle and the biosynthesis of arginine and/or pyrimidines. The carbamoyl-phosphate synthase (CPS) enzyme in prokaryotes is a heterodimer of a small and large chain. The small chain promotes the hydrolysis of glutamine to ammonia, which is used by the large chain to synthesize carbamoyl phosphate. See pfam00988. The small chain has a GATase domain in the carboxyl terminus. See pfam00117. The ATP binding domain (this one) has an ATP-grasp fold.GO:0006552|leucine catabolic process;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004075|biotin carboxylase activity;GO:0046872|metal ion binding;GO:0004485|methylcrotonoyl-CoA carboxylase activity;.

Manes.05G078400.v6.11.5156176 1.92E-05 up no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G078700.v6.10.5078206 0.00306 down no TP53-regulating kinasepfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0070525|tRNA threonylcarbamoyladenosine metabolic process;GO:0008033|tRNA processing;GO:0005829|cytosol;GO:0000408|EKC/KEOPS complex;GO:0016020|membrane;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016787|hydrolase activity;GO:0002039|p53 binding;GO:0004674|protein serine/threonine kinase activity;K08851

Manes.05G079000.v6.121.380882 0.00057 up yes Vicilin-like antimicrobial peptides 2-2pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;GO:0045735|nutrient reservoir activity;.

Manes.05G079200.v6.10.9749721 0.81746 down no 50S ribosomal protein L24pfam00467 KOW KOW motif. This family has been extended to coincide with ref. The KOW (Kyprides, Ouzounis, Woese) motif is found in a variety of ribosomal proteins and NusG.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02895

Manes.05G079600.v6.11.7481032 2.07E-05 up no F-box/kelch-repeat protein SKIP30pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;. . .

Manes.05G079700.v6.11.1831842 0.15453 up no tRNA (guanine-N(7)-)-methyltransferase non-catalytic subunit wdr4pfam00400 WD40 WD domain, G-beta repeat.GO:0036265|RNA (guanine-N7)-methylation;GO:0030488|tRNA methylation;GO:0006400|tRNA modification;GO:0005634|nucleus;. .

Manes.05G079800.v6.10.7261599 0.128 down no . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.05G079900.v6.11.1638891 0.09227 up no . pfam15246 NCKAP5 Nck-associated protein 5, Peripheral clock protein. NCKAP5 is short for Nck-associated protein 5, which is also known as the Peripheral clock protein. NCKAP5 is a protein family, which interacts with the SH3-containing region of the adaptor protein Nck. Nck is a protein that interacts with receptor tyrosine kinases and guanine nucleotide exchange factor Sos. The role of Nck can be thought of as similar to Grb2. The role of NCKAP5 is to assist Nck with its adaptor protein role.. . . .

Manes.05G080100.v6.10.5702476 0.23637 down no . pfam14505 DUF4438 Domain of unknown function (DUF4438).. . . .

Manes.05G080200.v6.10.6381125 0.9721 down no . pfam12718 Tropomyosin_1 Tropomyosin like. This family is a set of eukaryotic tropomyosins. Within the yeast Tmp1 and Tmp2, biochemical and sequence analyses indicate that Tpm2p spans four actin monomers along a filament, whereas Tpmlp spans five. Despite its shorter length, Tpm2p can compete with Tpm1p for binding to F-actin. Over-expression of Tpm2p in vivo alters the axial budding of haploids to a bipolar pattern, and this can be partially suppressed by co-over-expression of Tpm1p. This suggests distinct functions for the two tropomyosins, and indicates that the ratio between them is important for correct morphogenesis. The family also contains higher eukaryote Tmp3 members.. . . .

Manes.05G080400.v6.10.5957769 7.69E-06 down no Sulfate transporter 3.1pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.GO:1902358|sulfate transmembrane transport;GO:0008272|sulfate transport;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015116|sulfate transmembrane transporter activity;GO:0015293|symporter activity;K17471

Manes.05G080500.v6.10.3640602 0.04316 down no Serine/threonine-protein kinase Nek3pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.05G081400.v6.10.6656233 0.00335 down no Protein TIFY 4Bpfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0048366|leaf development;GO:0005634|nucleus;. .

Manes.05G081600.v6.10.8074842 0.08322 down no Probable inactive protein kinase At3g63330pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.05G081700.v6.10.1157222 1.39E-06 down yes Heat stress transcription factor A-6bpfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.05G081800.v6.10.8745193 0.22623 down no Zinc finger protein MAGPIEpfam01753 zf-MYND MYND finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G081900.v6.10.9453106 0.62307 down no Putative lysine-specific demethylase JMJD5pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.GO:0007623|circadian rhythm;GO:0070544|histone H3-K36 demethylation;GO:0010452|histone H3-K36 methylation;GO:0042752|regulation of circadian rhythm;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G082200.v6.10.6782014 0.01527 down no . pfam09897 DUF2124 Uncharacterized protein conserved in archaea (DUF2124). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.05G082300.v6.114.03077 0.0474 up no Calmodulin-like protein 8pfam13499 EF-hand_7 EF-hand domain pair.GO:0019722|calcium-mediated signaling;GO:0005513|detection of calcium ion;GO:0005622|intracellular;GO:0005509|calcium ion binding;K13448

Manes.05G082700.v6.11.3278444 0.0022 up no Protein LONGIFOLIA 1pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.05G082800.v6.12.2077636 0.05987 up no . pfam02153 PDH Prephenate dehydrogenase. Members of this family are prephenate dehydrogenases EC:1.3.1.12 involved in tyrosine biosynthesis.. . . .

Manes.05G083100.v6.10.9883315 0.92026 down no . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.05G083300.v6.1NA NA -- no . pfam00131 Metallothio Metallothionein.. . . .

Manes.05G083700.v6.10.7402879 0.02341 down no Guanylate-binding protein 4pfam02263 GBP Guanylate-binding protein, N-terminal domain. Transcription of the anti-viral guanylate-binding protein (GBP) is induced by interferon-gamma during macrophage induction. This family contains GBP1 and GPB2, both GTPases capable of binding GTP, GDP and GMP.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.05G083900.v6.10.9036281 0.30342 down no Light-inducible protein CPRF2pfam12498 bZIP_C Basic leucine-zipper C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 174 and 411 amino acids in length. The family is found in association with pfam00170. There is a conserved KVK sequence motif. There is a single completely conserved residue K that may be functionally important. Various bZIP proteins have been found and shown to play a role in seed-specific gene expression. bZIP binds to the alpha-globulin gene promoter, but not to promoters of other major storage genes such as glutelin, prolamin and albumin.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G084500.v6.10.6938932 0.00732 down no Putative uridine kinase C227.14pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.05G084600.v6.13.5563693 1.15E-13 up yes Phospholipase A1-Igamma1, chloroplasticpfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047714|galactolipase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0004806|triglyceride lipase activity;.

Manes.05G084800.v6.10.5828377 5.26E-07 down no Photosystem II reaction center W protein, chloroplasticpfam07123 PsbW Photosystem II reaction centre W protein (PsbW). This family consists of several plant specific photosystem II reaction centre W (PsbW) proteins. PsbW is a nuclear-encoded protein located in the thylakoid membrane of the chloroplast. PsbW is a core component of photosystem II but not photosystem I. This family does not appear to be related to pfam03912.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;. .

Manes.05G084900.v6.10.9761807 0.81817 down no Probable galacturonosyltransferase 6pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.



Manes.05G085500.v6.1NA NA -- no . pfam04976 DmsC DMSO reductase anchor subunit (DmsC). The terminal electron transfer enzyme Me2SO reductase of Escherichia coli is a heterotrimeric enzyme composed of a membrane extrinsic catalytic dimer (DmsAB) and a membrane intrinsic polytopic anchor subunit (DmsC).. . . .

Manes.05G085800.v6.10.8487282 0.23615 down no Probable flavin-containing monooxygenase 1pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0071456|cellular response to hypoxia;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0055114|oxidation-reduction process;GO:0009626|plant-type hypersensitive response;GO:0051707|response to other organism;GO:0009627|systemic acquired resistance;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K00485

Manes.05G085900.v6.10.7759851 0.09987 down no 40S ribosomal protein S15pfam00203 Ribosomal_S19 Ribosomal protein S19.GO:0006412|translation;GO:0015935|small ribosomal subunit;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;.

Manes.05G086100.v6.16.036699 7.74E-47 up yes . pfam08016 PKD_channel Polycystin cation channel. This family contains the cation channel region of PKD1 and PKD2 proteins.. . . .

Manes.05G087000.v6.10.9770771 0.90937 down no . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.05G087400.v6.10.9681012 0.73713 down no Bet1-like SNARE 1-1pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. K08504

Manes.05G087500.v6.11.2432537 0.02184 up no Deoxyhypusine hydroxylasepfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0008612|peptidyl-lysine modification to peptidyl-hypusine;GO:0005829|cytosol;GO:0019135|deoxyhypusine monooxygenase activity;GO:0046872|metal ion binding;K06072

Manes.05G087900.v6.17.8817421 2.61E-62 up yes Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 9pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.05G088000.v6.12.2854643 1.08E-20 up yes . pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.05G088200.v6.10.7053813 0.00441 down no . pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.05G089300.v6.10.4978352 0.02166 down yes Probable carboxylesterase 1pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.05G090000.v6.10.7735673 0.02764 down no MLP-like protein 423pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0016020|membrane;. .

Manes.05G090200.v6.10.3385514 7.82E-08 down yes . pfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.05G090300.v6.11.2067811 0.1086 up no Protein ALTERED XYLOGLUCAN 4pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;.

Manes.05G090400.v6.10.8007211 0.08433 down no Nucleobase-ascorbate transporter 7pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005215|transporter activity;.

Manes.05G090500.v6.11.1412902 0.17894 up no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.05G090600.v6.10.1815223 4.87E-23 down yes Cyclin-D1-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18810

Manes.05G090900.v6.12.0127047 9.54E-12 up yes DEAD-box ATP-dependent RNA helicase 22pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0010501|RNA secondary structure unwinding;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;.

Manes.05G091000.v6.16.9805536 0.00029 up yes . pfam15001 AP-5_subunit_s1 AP-5 complex subunit sigma-1. This family of proteins are subunits of the adaptor protein complex AP-5.. . . .

Manes.05G091300.v6.10.8408243 0.12162 down no Protein NLRC3pfam13855 LRR_8 Leucine rich repeat.GO:0007249|I-kappaB kinase/NF-kappaB signaling;GO:0043124|negative regulation of I-kappaB kinase/NF-kappaB signaling;GO:0032715|negative regulation of interleukin-6 production;GO:0032088|negative regulation of NF-kappaB transcription factor activity;GO:0032720|negative regulation of tumor necrosis factor production;GO:0031396|regulation of protein ubiquitination;GO:0032496|response to lipopolysaccharide;GO:0042110|T cell activation;GO:0005737|cytoplasm;GO:0005524|ATP binding;.

Manes.05G091400.v6.10.7837359 0.02736 down no . pfam13516 LRR_6 Leucine Rich repeat.. . . .

Manes.05G091600.v6.10.7057966 0.0014 down no Chaperone protein dnaJ 16pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0009737|response to abscisic acid;GO:0016020|membrane;. .

Manes.05G092000.v6.11.8623925 1.68E-07 up no Probable galacturonosyltransferase-like 9pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.05G092100.v6.11.1750185 0.07655 up no . pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. . . .

Manes.05G092200.v6.10.3886116 9.77E-06 down yes Two-component response regulator ARR3pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0010161|red light signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.05G092400.v6.10.4301211 2.12E-06 down yes Non-functional NADPH-dependent codeinone reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.05G092500.v6.10.1730773 0.0496 down no . pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.. . . .

Manes.05G092700.v6.10.0561512 2.47E-05 down yes Uncharacterized WD repeat-containing protein all2124pfam00400 WD40 WD domain, G-beta repeat.. . GO:0004197|cysteine-type endopeptidase activity;.

Manes.05G092800.v6.11.5454732 0.00017 up no . pfam11808 DUF3329 Domain of unknown function (DUF3329). This family of proteins are functionally uncharacterized. This family is only found in bacteria.. . . .

Manes.05G092900.v6.10.719035 0.00513 down no . pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.05G093100.v6.13.2196907 2.36E-05 up yes Zinc finger protein 5pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G093400.v6.11.5197535 5.37E-06 up no Paired amphipathic helix protein Sin3-like 4pfam08295 Sin3_corepress Sin3 family co-repressor. This domain is found on transcriptional regulators. It forms interactions with histone deacetylases.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K11644

Manes.05G093500.v6.10.5979317 1.19E-06 down no Microtubule-associated protein TORTIFOLIA1pfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.05G093600.v6.13.4615234 1.53E-12 up yes UPF0392 protein RCOM_0530710pfam01697 Glyco_transf_92 Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. GO:0016021|integral component of membrane;. .

Manes.05G094000.v6.10.5295245 4.70E-08 down no Serine/threonine-protein phosphatase PP2A catalytic subunitpfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.05G094200.v6.10.4133393 0.00026 down yes CLAVATA3/ESR (CLE)-related protein 25pfam00509 Hemagglutinin Haemagglutinin. Hemagglutinin from influenza virus causes membrane fusion of the viral membrane with the host membrane. Fusion occurs after the host cell internalises the virus by endocytosis. The drop of pH causes release of a hydrophobic fusion peptide and a large conformational change leading to membrane fusion.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;GO:0033612|receptor serine/threonine kinase binding;.

Manes.05G094300.v6.12.4548527 1.72E-21 up yes TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G094400.v6.12.1916289 5.88E-19 up yes Phospholipid-transporting ATPase 3pfam13246 Hydrolase_like2 Putative hydrolase of sodium-potassium ATPase alpha subunit. This is a putative hydrolase of the sodium-potassium ATPase alpha subunit.GO:0048194|Golgi vesicle budding;GO:0045332|phospholipid translocation;GO:0048364|root development;GO:0048367|shoot system development;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0005548|phospholipid transporter activity;GO:0004012|phospholipid-translocating ATPase activity;K14802

Manes.05G094700.v6.11.4765458 6.24E-05 up no Transcription factor BPEpfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048446|petal morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G095000.v6.11.3573282 0.03835 up no Probable beta-1,3-galactosyltransferase 19pfam00337 Gal-bind_lectin Galactoside-binding lectin. This family contains galactoside binding lectins.   The family also includes enzymes such as human eosinophil lysophospholipase (EC:3.1.1.5).GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.05G095100.v6.10.6188336 0.00329 down no Pentatricopeptide repeat-containing protein At1g05670, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G095600.v6.11.2388439 0.01769 up no AMP deaminasepfam00962 A_deaminase Adenosine/AMP deaminase.GO:0009793|embryo development ending in seed dormancy;GO:0032264|IMP salvage;GO:0009737|response to abscisic acid;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0031307|integral component of mitochondrial outer membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0003876|AMP deaminase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0043424|protein histidine kinase binding;K01490

Manes.05G095700.v6.10.822929 0.20662 down no Protein NRT1/ PTR FAMILY 2.13pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0080055|low-affinity nitrate transport;GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0080054|low-affinity nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.05G095800.v6.10.898369 0.53136 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.05G095900.v6.12.1855938 1.02E-13 up yes Uncharacterized protein At1g27050pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.05G096100.v6.10.3721382 1.13E-06 down yes Homeobox-leucine zipper protein HAT5pfam00046 Homeobox Homeobox domain.GO:0009965|leaf morphogenesis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.05G096300.v6.117.579713 4.54E-14 up yes Galactose oxidasepfam07250 Glyoxal_oxid_N Glyoxal oxidase N-terminus. This family represents the N-terminus (approximately 300 residues) of a number of plant and fungal glyoxal oxidase enzymes. Glyoxal oxidase catalyses the oxidation of aldehydes to carboxylic acids, coupled with reduction of dioxygen to hydrogen peroxide. It is an essential component of the extracellular lignin degradation pathways of the wood-rot fungus Phanerochaete chrysosporium.. GO:0005576|extracellular region;GO:0045480|galactose oxidase activity;GO:0046872|metal ion binding;.

Manes.05G096700.v6.10.7133672 0.00436 down no Probable receptor-like protein kinase At5g15080pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G096800.v6.12.9703945 5.86E-26 up yes . pfam07063 DUF1338 Domain of unknown function (DUF1338). This domain is found in a variety of bacterial and fungal hypothetical proteins of unknown function. The structure of this domain has been solved by structural genomics. The structure implies a zinc-binding function, so it is a putative metal hydrolase (information derived from TOPSAN for PDB:3iuz).. . . .

Manes.05G097100.v6.10.7572214 0.07146 down no Alpha-amylase 3, chloroplasticpfam00128 Alpha-amylase Alpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0004556|alpha-amylase activity;GO:0005509|calcium ion binding;.

Manes.05G097300.v6.13.7533112 0.39312 up no Probable pectate lyase 7pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.05G098000.v6.10.9632263 0.76991 down no Disease resistance RPP13-like protein 4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G098300.v6.13.2007035 8.42E-39 up yes Vacuolar protein sorting-associated protein 29pfam12850 Metallophos_2 Calcineurin-like phosphoesterase superfamily domain. Members of this family are part of the Calcineurin-like phosphoesterase superfamily.GO:0006623|protein targeting to vacuole;GO:0001881|receptor recycling;GO:0042147|retrograde transport, endosome to Golgi;GO:0007034|vacuolar transport;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0008270|zinc ion binding;K18467

Manes.05G098400.v6.16.4080275 2.36E-99 up yes Protein kinase 2B, chloroplasticpfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K04733

Manes.05G098500.v6.14.6834545 0.01104 up yes . pfam08303 tRNA_lig_kinase tRNA ligase kinase domain. This domain is found in fungal tRNA ligases and has kinase activity. tRNA ligases are enzymes required for the splicing of precursor tRNA molecules containing introns. This family contains a P-loop motif.. . . .

Manes.05G098700.v6.10.5273878 2.64E-08 down no Myb-related protein Bpfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0000086|G2/M transition of mitotic cell cycle;GO:0000278|mitotic cell cycle;GO:0090307|mitotic spindle assembly;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0051726|regulation of cell cycle;GO:0006366|transcription from RNA polymerase II promoter;GO:0031523|Myb complex;GO:0005654|nucleoplasm;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09421

Manes.05G099000.v6.11.0049524 0.95341 up no Sucrose transport protein SUC3pfam07690 MFS_1 Major Facilitator Superfamily.GO:0009611|response to wounding;GO:0005985|sucrose metabolic process;GO:0015770|sucrose transport;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0090406|pollen tube;GO:0008515|sucrose transmembrane transporter activity;GO:0015293|symporter activity;K15378

Manes.05G099500.v6.11.2442767 0.09574 up no F-box/kelch-repeat protein SKIP11pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.05G099900.v6.10.4357133 4.18E-10 down yes Ultraviolet-B receptor UVR8pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.05G100000.v6.10.4807386 1.30E-08 down yes HVA22-like protein cpfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;. .

Manes.05G100100.v6.12.8996539 6.69E-31 up yes Transcription factor TCP15pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0008283|cell proliferation;GO:0007623|circadian rhythm;GO:0042023|DNA endoreduplication;GO:0010229|inflorescence development;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G100300.v6.10.9516639 0.6964 down no Haloacid dehalogenase-like hydrolase domain-containing protein 3pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.05G100600.v6.12.3267898 4.57E-17 up yes Sphinganine C(4)-monooxygenase 2pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.05G101200.v6.10.7237288 0.13158 down no . pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.05G101600.v6.10.5146765 5.17E-07 down no UDP-galactose/UDP-glucose transporter 3pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.GO:0008643|carbohydrate transport;GO:0009553|embryo sac development;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0009555|pollen development;GO:0015786|UDP-glucose transport;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0030173|integral component of Golgi membrane;GO:0005460|UDP-glucose transmembrane transporter activity;K15275

Manes.05G101900.v6.12.2377366 5.41E-06 up yes Protein HOTHEADpfam05199 GMC_oxred_C GMC oxidoreductase. This domain found associated with pfam00732.GO:0007267|cell-cell signaling;GO:0009553|embryo sac development;GO:0010430|fatty acid omega-oxidation;GO:0005576|extracellular region;GO:0050660|flavin adenine dinucleotide binding;GO:0046593|mandelonitrile lyase activity;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;.

Manes.05G102300.v6.10.4541743 1.90E-10 down yes Beta-1,3-galactosyltransferase 15pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0010493|Lewis a epitope biosynthetic process;GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0010488|UDP-galactose:N-glycan beta-1,3-galactosyltransferase activity;K14413

Manes.05G102400.v6.16.1840093 3.53E-10 up yes Ribonuclease 3pfam00445 Ribonuclease_T2 Ribonuclease T2 family.GO:0006401|RNA catabolic process;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005576|extracellular region;GO:0004521|endoribonuclease activity;GO:0033897|ribonuclease T2 activity;GO:0003723|RNA binding;K01166

Manes.05G102500.v6.10.5047338 0.29354 down no Extracellular ribonuclease LEpfam00445 Ribonuclease_T2 Ribonuclease T2 family.. GO:0005618|cell wall;GO:0005615|extracellular space;GO:0033897|ribonuclease T2 activity;GO:0003723|RNA binding;K01166

Manes.05G102600.v6.10.3926887 8.90E-11 down yes . pfam14818 DUF4482 Domain of unknown function (DUF4482). This family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam11365.. . . .

Manes.05G102700.v6.1Inf 0.00042 up yes Vacuolar amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.05G103100.v6.11.5026019 1.13E-05 up no Cyclic dof factor 2pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G103400.v6.10.3389107 0.00039 down yes . . . . . . . .

Manes.05G104100.v6.13.0761411 3.17E-27 up yes Methyltransferase-like protein 7Apfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0005783|endoplasmic reticulum;GO:0070062|extracellular exosome;GO:0005811|lipid particle;GO:0016020|membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.05G104400.v6.10.7118877 0.02305 down no Photosynthetic NDH subunit of lumenal location 2, chloroplasticpfam05757 PsbQ Oxygen evolving enhancer protein 3 (PsbQ). This family consists of the plant specific oxygen evolving enhancer protein 3 (PsbQ). Photosystem II (PSII)1 is a pigment-protein complex, which consists of at least 25 different protein subunits, at present denoted PsbA-Z according to the genes that encode them. PsbQ plays an important role in the lumenal oxygen-evolving activity of PSII from higher plants and green algae.GO:0009767|photosynthetic electron transport chain;GO:0006810|transport;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009344|nitrite reductase complex [NAD(P)H];GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;GO:0045156|electron transporter, transferring electrons within the cyclic electron transport pathway of photosynthesis activity;K08901

Manes.05G104700.v6.1309.68023 2.09E-38 up yes Cytochrome P450 704B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010584|pollen exine formation;GO:0080110|sporopollenin biosynthetic process;GO:0016021|integral component of membrane;GO:0018685|alkane 1-monooxygenase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;.

Manes.05G105200.v6.10.6550549 0.00095 down no . pfam04041 DUF377 Domain of unknown function (DUF377). This family contains many hypothetical proteins, some of which are predicted to be glycosyl hydrolases. This family was noted to belong to the Beta fructosidase superfamily in.. . . .

Manes.05G105500.v6.111.262456 4.32E-05 up yes Phosphate transporter PHO1 homolog 3pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0016036|cellular response to phosphate starvation;GO:0055062|phosphate ion homeostasis;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0055069|zinc ion homeostasis;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.05G105900.v6.13.4486477 6.84E-10 up yes . pfam11360 DUF3110 Protein of unknown function (DUF3110). This family of proteins has no known function.. . . .

Manes.05G106300.v6.10.5698523 1.33E-06 down no CSC1-like protein At1g69450pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.05G106800.v6.15.5869952 6.28E-14 up yes . pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.. . . .

Manes.05G106900.v6.12.5624615 5.08E-26 up yes Probable WRKY transcription factor 3pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G107000.v6.11.9631674 8.54E-12 up no Eukaryotic translation initiation factor 5Apfam01287 eIF-5a Eukaryotic elongation factor 5A hypusine, DNA-binding OB fold. eIF5A, previously thought to be an initiation factor, has been shown to be required for peptide chain elongation in yeast.GO:0045901|positive regulation of translational elongation;GO:0045905|positive regulation of translational termination;GO:0006452|translational frameshifting;. GO:0043022|ribosome binding;GO:0003746|translation elongation factor activity;GO:0003743|translation initiation factor activity;.

Manes.05G107200.v6.10.2301413 1.34E-10 down yes Peroxidase N1pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.05G107500.v6.10.5189484 7.26E-10 down no . pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.05G107600.v6.11.1204495 0.23107 up no . pfam13716 CRAL_TRIO_2 Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.05G107700.v6.10.7409372 0.00984 down no . pfam11708 Slu7 Pre-mRNA splicing Prp18-interacting factor. The spliceosome, an assembly of snRNAs (U1, U2, U4/U6, and U5) and proteins, catalyses the excision of introns from pre-mRNAs in two successive trans-esterification reactions. Step 2 depends upon integral spliceosome constituents such as U5 snRNA and Prp8 and non-spliceosomal proteins Prp16, Slu7, Prp18, and Prp22. ATP hydrolysis by the DEAH-box enzyme Prp16 promotes a conformational change in the spliceosome that leads to protection of the 3'ss from targeted RNase H cleavage. This change, which probably reflects binding of the 3'ss PyAG in the catalytic centre of the spliceosome, requires the ordered recruitment of Slu7, Prp18, and Prp22 to the spliceosome. There is a close functional relationship between Prp8, Prp18, and Slu7, and Prp18 interacts with Slu7, so that together they recruit Prp22 to the spliceosome. Most members of the family carry a zinc-finger of the CCHC-type upstream of this domain.. . . .

Manes.05G108100.v6.17.0301454 3.24E-15 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235



Manes.05G108200.v6.11.3324426 0.00624 up no Probable leucine-rich repeat receptor-like protein kinase At1g35710pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G108400.v6.10.3730783 0.48262 down no Putative SNAP25 homologous protein SNAP30pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0061025|membrane fusion;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005484|SNAP receptor activity;K18211

Manes.05G108500.v6.10.7244675 0.00235 down no Alpha-1,4 glucan phosphorylase L-2 isozyme, chloroplastic/amyloplasticpfam00343 Phosphorylase Carbohydrate phosphorylase. The members of this family catalyse the formation of glucose 1-phosphate from one of the following polyglucoses; glycogen, starch, glucan or maltodextrin.GO:0005975|carbohydrate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0008184|glycogen phosphorylase activity;GO:0030170|pyridoxal phosphate binding;K00688

Manes.05G108700.v6.10.5555025 0.00415 down no Zinc finger protein ZAT4pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G108800.v6.10.7085945 0.00081 down no Probable methyltransferase PMT5pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0032259|methylation;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.05G108900.v6.10.310575 7.24E-07 down yes 14-3-3-like protein GF14 iotapfam00244 2014/3/3 14-3-3 protein.. . . .

Manes.05G109000.v6.10.9808349 0.9329 down no Triose phosphate/phosphate translocator, chloroplasticpfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.05G109400.v6.15.8754649 0.01706 up yes . pfam03907 Spo7 Spo7-like protein. S. cerevisiae Spo7 has an unknown function, but has a role in formation of a spherical nucleus and meiotic division.. . . .

Manes.05G109700.v6.11.3539581 0.05634 up no Putative methylesterase 13, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;.

Manes.05G109800.v6.10.9279119 0.5271 down no Asparagine synthetase domain-containing protein 1pfam00733 Asn_synthase Asparagine synthase. This family is always found associated with pfam00310. Members of this family catalyse the conversion of aspartate to asparagine.GO:0006529|asparagine biosynthetic process;GO:0006541|glutamine metabolic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;.

Manes.05G110000.v6.12.3148808 3.37E-09 up yes Ninja-family protein AFP2pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005634|nucleus;. .

Manes.05G110700.v6.11.206074 0.04227 up no PLASMODESMATA CALLOSE-BINDING PROTEIN 3pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0001872|(1->3)-beta-D-glucan binding;GO:0030247|polysaccharide binding;.

Manes.05G111200.v6.1#NAME? 1 down no Cytochrome P450 CYP749A22pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G111300.v6.10.420474 5.90E-05 down yes Cytochrome P450 CYP749A22pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G111500.v6.12.2067788 0.01337 up yes Receptor-like protein kinase FERONIApfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G111600.v6.10.520951 7.28E-07 down no Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G112100.v6.12.3170128 1.27E-05 up yes . pfam04633 Herpes_BMRF2 Herpesvirus BMRF2 protein.. . . .

Manes.05G112500.v6.10.6114874 4.71E-05 down no Probable 6-phosphogluconolactonase 1pfam01182 Glucosamine_iso Glucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005829|cytosol;GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.05G112900.v6.12.6963165 5.01E-05 up yes . pfam07230 Peptidase_S80 Bacteriophage T4-like capsid assembly protein (Gp20). This family consists of several bacteriophage T4-like capsid assembly (or portal) proteins. The exact mechanism by which the double-stranded (ds) DNA bacteriophages incorporate the portal protein at a unique vertex of the icosahedral capsid is unknown. In phage T4, there is evidence that this vertex, constituted by 12 subunits of gp20, acts as an initiator for the assembly of the major capsid protein and the scaffolding proteins into a prolate icosahedron of precise dimensions. The regulation of portal protein gene expression is an important regulator of prohead assembly in bacteriophage T4. This family represents the protease responsible for the proteolysis of head proteins, a critical step in the morphogenesis of many tailed phages, Cleavage facilitates the conversion of the prohead to the mature capsid. All these cleavages are carried out by action at consensus S/A/G-X-E recognition sequences at 39 cleavage sites. Evidence of multiple processing sites i. . . .

Manes.05G113200.v6.184.813357 ####### up yes Calcium-binding protein CML37pfam13833 EF-hand_8 EF-hand domain pair.GO:0010193|response to ozone;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005509|calcium ion binding;K13448

Manes.05G113800.v6.12.4362955 4.09E-24 up yes UDP-galactose transporter 2pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.05G113900.v6.11.5189781 2.75E-06 up no . pfam14308 DnaJ-X X-domain of DnaJ-containing. IN certain plant and yeast proteins, the DnaJ-1 proteins have a three-domain structure. The x-domain lies between the N-terminal DnaJ and the C-terminal Z domains. The exact function is not known.. . . .

Manes.05G114100.v6.13.1648154 0.00025 up yes . pfam03028 Dynein_heavy Dynein heavy chain and region D6 of dynein motor. This family represents the C-terminal region of dynein heavy chain. The chain also contains ATPase activity and microtubule binding ability and acts as a motor for the movement of organelles and vesicles along microtubules. Dynein is also involved in cilia and flagella movement. The dynein subunit consists of at least two heavy chains and a number of intermediate and light chains. The 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This C-terminal domain carries the D6 region of the dynein motor where the P-loop has been lost in evolution but the general structure of a potential ATP binding site appears to be retained.. . . .

Manes.05G114200.v6.11.2578869 0.01437 up no Putative methylesterase 12, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;.

Manes.05G114300.v6.11.2826705 0.00601 up no Protein AIG1 pfam04548 AIG1 AIG1 family. Arabidopsis protein AIG1 appears to be involved in plant resistance to bacteria.GO:0009617|response to bacterium;. GO:0005525|GTP binding;.

Manes.05G114400.v6.13.9426341 0.00244 up yes Transcription factor MYB108pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G114500.v6.10.3815566 0.00077 down yes . pfam13398 Peptidase_M50B Peptidase M50B-like. This is a family of bacterial and plant peptidases in the same family as MEROPS:M50B.. . . .

Manes.05G114600.v6.11.9863335 2.51E-08 up no Cysteine-rich receptor-like protein kinase 10pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G114700.v6.11.1726838 0.0824 up no AMSH-like ubiquitin thioesterase 1pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K11866

Manes.05G114800.v6.11.5323115 0.00247 up no . pfam02029 Caldesmon Caldesmon. . . . .

Manes.05G114900.v6.10.4162982 2.46E-05 down yes . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.05G115300.v6.1Inf 0.00405 up yes . pfam12822 DUF3816 Protein of unknown function (DUF3816). This family of proteins is functionally uncharacterized but are likely to be membrane transporters. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 177 and 208 amino acids in length. A subset of this family is associated with the TM1506 proteins. In this context, transport through the channel is predicted to be regulated by the TM1506 protein by either regulating redox potential or modification of substrates. . . .

Manes.05G115900.v6.11.0527054 0.58185 up no Serine/threonine-protein kinase 16pfam00069 Pkinase Protein kinase domain.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0046777|protein autophosphorylation;GO:0006366|transcription from RNA polymerase II promoter;GO:0005798|Golgi-associated vesicle;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;K08856

Manes.05G116000.v6.11.7499354 3.86E-10 up no Uridine-cytidine kinase Cpfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;. GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.05G116300.v6.10.5647671 2.30E-06 down no Scopoletin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.05G116900.v6.10.0779461 0.03568 down no . pfam04656 Pox_E6 Pox virus E6 protein. Family of pox virus E6 proteins.. . . .

Manes.05G117200.v6.13.8837407 2.94E-12 up yes Putative phospholipid-transporting ATPase 9pfam13246 Hydrolase_like2 Putative hydrolase of sodium-potassium ATPase alpha subunit. This is a putative hydrolase of the sodium-potassium ATPase alpha subunit.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K01530

Manes.05G117300.v6.10.8145269 0.05386 down no Retrovirus-related Pol polyprotein from transposon TNT 1-94pfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.05G117400.v6.10.7683658 0.01492 down no Protein Dr1 homologpfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G117600.v6.10.2186962 6.29E-05 down yes Protein MIZU-KUSSEI 1pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.05G117800.v6.10.5985024 2.95E-07 down no Peptidyl-prolyl cis-trans isomerase CYP26-2, chloroplasticpfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K03768

Manes.05G117900.v6.10.1075793 5.68E-14 down yes . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.05G118100.v6.10.9544027 0.65835 down no Zinc finger BED domain-containing protein DAYSLEEPERpfam05699 Dimer_Tnp_hAT hAT family C-terminal dimerization region. This dimerization region is found at the C terminus of the transposases of elements belonging to the Activator superfamily (hAT element superfamily). The isolated dimerization region forms extremely stable dimers in vitro.GO:0009791|post-embryonic development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.05G118400.v6.10.2492623 0.00826 down yes Oleosin 1 pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.05G118500.v6.12.8414333 6.07E-07 up yes . pfam14808 TMEM164 TMEM164 family. This family of proteins is found in eukaryotes. Proteins in this family are typically between 214 and 330 amino acids in length. There are two conserved sequence motifs: LNPCH and DPF.. . . .

Manes.05G118900.v6.10.8337567 0.08446 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.05G119300.v6.10.2705478 0.00295 down yes Transcription factor TCP18pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:2000032|regulation of secondary shoot formation;GO:0006355|regulation of transcription, DNA-templated;GO:0010223|secondary shoot formation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G119700.v6.11.0453692 0.62198 up no Nuclear pore complex protein NUP205pfam11894 DUF3414 Protein of unknown function (DUF3414). This family of proteins are functionally uncharacterized. The family is found in eukaryotes and has a conserved LLG sequence motif.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0009507|chloroplast;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14310

Manes.05G120500.v6.1Inf 0.1623 up no . pfam04113 Gpi16 Gpi16 subunit, GPI transamidase component. GPI (glycosyl phosphatidyl inositol) transamidase is a multi-protein complex. Gpi16, Gpi8 and Gaa1 for a sub-complex of the GPI transamidase. GPI transamidase that adds glycosylphosphatidylinositols (GPIs) to newly synthesized proteins. Gpi16 is an essential N-glycosylated transmembrane glycoprotein. Gpi16 is largely found on the lumenal side of the ER. It has a single C-terminal transmembrane domain and a small C-terminal, cytosolic extension with an ER retrieval motif.. . . .

Manes.05G120900.v6.17.1872814 7.60E-06 up yes UDP-glycosyltransferase 74E2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0071475|cellular hyperosmotic salinity response;GO:0071215|cellular response to abscisic acid stimulus;GO:0070301|cellular response to hydrogen peroxide;GO:0042631|cellular response to water deprivation;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0080024|indolebutyric acid metabolic process;GO:0080167|response to karrikin;GO:0010016|shoot system morphogenesis;GO:0043231|intracellular membrane-bounded organelle;GO:0052638|indole-3-butyrate beta-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.05G121300.v6.10.9771466 0.81666 down no Serine/threonine-protein kinase CTR1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.05G121400.v6.1Inf 0.02562 up yes . pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.05G121600.v6.1Inf 0.35135 up no 2-alkenal reductase (NADP(+)-dependent)pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.05G121700.v6.1Inf 0.08088 up no 2-alkenal reductase (NADP(+)-dependent)pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.05G121900.v6.15.1566885 0.25011 up no Probably inactive leucine-rich repeat receptor-like protein kinase At5g48380pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G122200.v6.1NA NA -- no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G122300.v6.1Inf 0.9009 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G122500.v6.1Inf 0.9009 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G123400.v6.10.9336309 0.46833 down no RNA-binding protein 24-Bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0030154|cell differentiation;GO:0043488|regulation of mRNA stability;GO:0010830|regulation of myotube differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0000166|nucleotide binding;.

Manes.05G123900.v6.11.3252817 0.00293 up no Bromodomain-containing protein 1pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0043966|histone H3 acetylation;GO:0051602|response to electrical stimulus;GO:0035902|response to immobilization stress;GO:0030425|dendrite;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0043204|perikaryon;GO:0042393|histone binding;GO:0008270|zinc ion binding;.

Manes.05G124200.v6.10.5057783 0.06078 down no 12-oxophytodienoate reductase 2pfam00724 Oxidored_FMN NADH:flavin oxidoreductase / NADH oxidase family.GO:0031408|oxylipin biosynthetic process;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0016629|12-oxophytodienoate reductase activity;GO:0010181|FMN binding;K05894

Manes.05G125300.v6.11.2196848 0.0377 up no . pfam05508 Ran-binding RanGTP-binding protein. The small Ras-like GTPase Ran plays an essential role in the transport of macromolecules in and out of the nucleus and has been implicated in spindle and nuclear envelope formation during mitosis in higher eukaryotes. The S. cerevisiae ORF YGL164c encoding a novel RanGTP-binding protein, termed Yrb30p was identified. The protein competes with yeast RanBP1 (Yrb1p) for binding to the GTP-bound form of yeast Ran (Gsp1p) and is, like Yrb1p, able to form trimeric complexes with RanGTP and some of the karyopherins.. . . .

Manes.05G125500.v6.10.5566577 2.95E-06 down no Protein S-acyltransferase 21pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K18932

Manes.05G125600.v6.115.499232 2.50E-08 up yes MLO-like protein 5pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0016021|integral component of membrane;. K08472

Manes.05G125900.v6.10.2739346 2.12E-14 down yes Outer envelope pore protein 21, chloroplasticpfam06835 LptC Lipopolysaccharide-assembly, LptC-related. This family consists of several related groups of proteins one of which is the LptC family. LptC is involved in lipopolysaccharide-assembly on the outer membrane of Gram-negative organisms. The lipopolysaccharide component of the outer bacterial membrane is transported form its source of origin to the outer membrane by a set of proteins constituting a transport machinery that is made up of LptA, LptB, LptC, LptD, LptE. LptC is located on the inner membrane side of the intermembrane space.GO:1903959|regulation of anion transmembrane transport;GO:0044070|regulation of anion transport;GO:0055085|transmembrane transport;GO:0034426|etioplast membrane;GO:0031359|integral component of chloroplast outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0008308|voltage-gated anion channel activity;.

Manes.05G126100.v6.10.4335509 1.84E-11 down yes . pfam02547 Queuosine_synth Queuosine biosynthesis protein. Queuosine (Q) biosynthesis protein, or S-adenosylmethionine:tRNA -ribosyltransferase-isomerase, is required for the synthesis of the queuosine precursor (oQ). It catalyses the transfer and isomerization of the ribose moiety from AdoMet to the 7-aminomethyl group of 7-deazaguanine (preQ1-tRNA) to form epoxyqueuosine (oQ-tRNA). Q is a hypermodified nucleoside usually found at the first position of the anticodon of asparagine, aspartate, histidine, and tyrosine tRNAs. In Streptococcus gordonii, QueA has been shown to play a role in the regulation of arginine deiminase genes.. . . .

Manes.05G126300.v6.10.6773661 0.01132 down no . pfam14620 YPEB YpeB sporulation. YPEB is a protein that is necessary for the functioning of SleB during spore-cortex hydrolysis.. . . .

Manes.05G126500.v6.10.7314037 0.00228 down no . pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.05G127200.v6.10.3915116 0.0017 down yes Tubulin-folding cofactor Dpfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.GO:0009793|embryo development ending in seed dormancy;GO:0000226|microtubule cytoskeleton organization;GO:0007017|microtubule-based process;GO:0043547|positive regulation of GTPase activity;GO:0006457|protein folding;GO:0007021|tubulin complex assembly;GO:0005829|cytosol;GO:0005874|microtubule;GO:0009506|plasmodesma;GO:0048487|beta-tubulin binding;GO:0005096|GTPase activator activity;GO:0015631|tubulin binding;.

Manes.05G127300.v6.10.2178052 0.00037 down yes . pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.. . . .

Manes.05G127900.v6.12.4425214 1.84E-20 up yes RNA-binding protein 38pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0030154|cell differentiation;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.05G128400.v6.10.665581 0.0014 down no . pfam12274 DUF3615 Protein of unknown function (DUF3615). This domain family is found in bacteria and eukaryotes, and is typically between 86 and 97 amino acids in length. There is a conserved FAE sequence motif. There is a single completely conserved residue F that may be functionally important.. . . .

Manes.05G128500.v6.10.8282487 0.18726 down no . pfam12274 DUF3615 Protein of unknown function (DUF3615). This domain family is found in bacteria and eukaryotes, and is typically between 86 and 97 amino acids in length. There is a conserved FAE sequence motif. There is a single completely conserved residue F that may be functionally important.. . . .

Manes.05G128900.v6.1#NAME? 0.09698 down no . pfam08454 RIH_assoc RyR and IP3R Homology associated. This eukaryotic domain is found in ryanodine receptors (RyR) and inositol 1,4,5-trisphosphate receptors (IP3R) which together form a superfamily of homotetrameric ligand-gated intracellular Ca2+ channels. There seems to be no known function for this domain. Also see the IP3-binding domain pfam01365 and pfam02815.. . . .

Manes.05G129100.v6.10.6406965 0.04606 down no . pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.05G129200.v6.10.5656986 1.09E-08 down no AT-rich interactive domain-containing protein 5pfam01388 ARID ARID/BRIGHT DNA binding domain. This domain is know as ARID for AT-Rich Interaction Domain, and also known as the BRIGHT domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G129400.v6.10.5599813 2.17E-05 down no Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.05G129500.v6.11.03461 0.69098 up no Pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit alphapfam00365 PFK Phosphofructokinase.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0047334|diphosphate-fructose-6-phosphate 1-phosphotransferase activity;GO:0046872|metal ion binding;.

Manes.05G129900.v6.11.6530669 2.36E-08 up no . pfam13514 AAA_27 AAA domain. This domain is found in a number of double-strand DNA break proteins. This domain contains a P-loop motif.. . . .

Manes.05G130400.v6.13.2354162 1.25E-09 up yes . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.05G130600.v6.10.2780493 7.28E-06 down yes . pfam01755 Glyco_transf_25 Glycosyltransferase family 25 (LPS biosynthesis protein). Members of this family belong to Glycosyltransferase family 25 This is a family of glycosyltransferases involved in lipopolysaccharide (LPS) biosynthesis. These enzymes catalyse the transfer of various sugars onto the growing LPS chain during its biosynthesis.. . . .

Manes.05G130700.v6.11.4336967 0.00077 up no Catalase isozyme 1pfam00199 Catalase Catalase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009514|glyoxysome;GO:0004096|catalase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.05G131000.v6.10.8463118 0.84166 down no Probable serine/threonine-protein kinase NAKpfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G131100.v6.10.6168499 1.08E-05 down no Serine/threonine-protein kinase CDL1pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G131600.v6.11.3722263 0.00267 up no 60S ribosomal protein L5pfam00861 Ribosomal_L18p Ribosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02932

Manes.05G131900.v6.10.4007612 9.73E-09 down yes . pfam00836 Stathmin Stathmin family. The Stathmin family of proteins play an important role in the regulation of the microtubule cytoskeleton. They regulate microtubule dynamics by promoting depolymerization of microtubules and/or preventing polymerization of tubulin heterodimers.. . . .

Manes.05G132000.v6.10.9318355 0.59166 down no . pfam13344 Hydrolase_6 Haloacid dehalogenase-like hydrolase. This family is part of the HAD superfamily.. . . .

Manes.05G132100.v6.11.5421361 0.00027 up no Mitogen-activated protein kinase homolog NTF4pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.



Manes.05G132300.v6.15.0688121 2.19E-72 up yes Probable serine/threonine-protein kinase At1g18390pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G132400.v6.1Inf 0.08849 up no Probable serine/threonine-protein kinase At1g18390pfam14380 WAK_assoc Wall-associated receptor kinase C-terminal. This WAK_assoc domain is cysteine-rich and lies C-terminal to the binding domain, GUB_WAK_bind, pfam13947.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G133000.v6.11.2156651 0.0422 up no . pfam10213 MRP-S28 Mitochondrial ribosomal subunit protein. This is a conserved region of approx. 125 residues of one of the proteins that makes up the small subunit of the mitochondrial ribosome. In Saccharomyces cerevisiae the protein is MRP-S24 whereas in humans it is MRP-S28. The human mitochondrial ribosome has 29 distinct proteins in the small subunit and these have homologues in, for example, Drosophila melanogaster, Caenorhabditis elegans, and in the genomes of several fungi.. . . .

Manes.05G133500.v6.10.527728 0.00283 down no Cyclin-B2-4 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005634|nucleus;. K05868

Manes.05G133800.v6.10.9338318 0.48293 down no 1,4-alpha-glucan-branching enzyme 1, chloroplastic/amyloplastic (Fragment)pfam02922 CBM_48 Carbohydrate-binding module 48 (Isoamylase N-terminal domain). This domain is found in a range of enzymes that act on branched substrates - isoamylase, pullulanase and branching enzyme. This family also contains the beta subunit of 5' AMP activated kinase.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0003844|1,4-alpha-glucan branching enzyme activity;GO:0043169|cation binding;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.05G134200.v6.13.1352403 1.07E-05 up yes Probable flavin-containing monooxygenase 1pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0071456|cellular response to hypoxia;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0055114|oxidation-reduction process;GO:0009626|plant-type hypersensitive response;GO:0051707|response to other organism;GO:0009627|systemic acquired resistance;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K00485

Manes.05G134300.v6.1Inf 0.35135 up no Vinorine synthasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009820|alkaloid metabolic process;. GO:0050636|vinorine synthase activity;.

Manes.05G134400.v6.11.6188592 1.05E-05 up no Carboxypeptidase A6pfam00246 Peptidase_M14 Zinc carboxypeptidase.GO:0006508|proteolysis;GO:0005615|extracellular space;GO:0005578|proteinaceous extracellular matrix;GO:0004181|metallocarboxypeptidase activity;GO:0008270|zinc ion binding;K08782

Manes.05G134900.v6.11.6419841 0.08144 up no . pfam14650 FAM75 FAM75 family.. . . .

Manes.05G135100.v6.12.6694122 0.00398 up yes . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.05G136200.v6.10.4473185 1.13E-08 down yes Indole-3-acetic acid-induced protein ARG7pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.05G136500.v6.12.8330322 0.00296 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.05G136700.v6.10.4387746 2.60E-06 down yes Ankyrin repeat-containing protein At5g02620pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G137000.v6.13.9098118 6.86E-19 up yes Protein FAM136Apfam05811 DUF842 Eukaryotic protein of unknown function (DUF842). This family consists of a number of conserved eukaryotic proteins of unknown function. The sequences carry three sets of CxxxC motifs, which might suggest a type of zinc-finger formation.. GO:0005737|cytoplasm;GO:0005739|mitochondrion;. .

Manes.05G137100.v6.11.8740576 3.84E-05 up no Uncharacterized protein At1g18480pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005829|cytosol;GO:0016787|hydrolase activity;.

Manes.05G137600.v6.10.793213 0.16087 down no Zinc finger protein CONSTANS-LIKE 16pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.05G137800.v6.15.5865813 1.12E-66 up yes . pfam12517 DUF3720 Protein of unknown function (DUF3720). This domain family is found in eukaryotes, and is approximately 100 amino acids in length. There are two completely conserved A residues that may be functionally important.. . . .

Manes.05G138200.v6.10.9146722 0.48093 down no Aluminum-activated malate transporter 9pfam11744 ALMT Aluminium activated malate transporter.GO:0098656|anion transmembrane transport;GO:0015743|malate transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005253|anion channel activity;.

Manes.05G138400.v6.10.9287956 0.46265 down no Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A beta isoformpfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0042325|regulation of phosphorylation;GO:0034047|regulation of protein phosphatase type 2A activity;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0008601|protein phosphatase type 2A regulator activity;.

Manes.05G138500.v6.11.3781049 0.00148 up no Aspartic proteinase Asp1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;.

Manes.05G138900.v6.11.0042507 0.95773 up no Lipase member Mpfam04083 Abhydro_lipase Partial alpha/beta-hydrolase lipase region. This family corresponds to a N-terminal part of an alpha/beta hydrolase domain.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K19406

Manes.05G139100.v6.18.1074539 7.59E-17 up yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.05G139200.v6.10.2756856 8.65E-31 down yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G139300.v6.10.6712331 0.00047 down no Protein DENND6Apfam02141 DENN DENN (AEX-3) domain. DENN (after differentially expressed in neoplastic vs normal cells) is a domain which occurs in several proteins involved in Rab- mediated processes or regulation of MAPK signalling pathways.GO:2000049|positive regulation of cell-cell adhesion mediated by cadherin;GO:0043547|positive regulation of GTPase activity;GO:0005737|cytoplasm;GO:0055037|recycling endosome;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.05G139400.v6.1NA NA -- no Cytochrome P450 83B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.05G139500.v6.11.2834582 1 up no Cytochrome P450 83B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.05G139900.v6.1Inf 0.9009 up no . pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.05G140400.v6.11.8728505 2.66E-05 up no Dehydrin ERD10pfam00257 Dehydrin Dehydrin. GO:0009631|cold acclimation;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003779|actin binding;.

Manes.05G140600.v6.10.3943341 0.00033 down yes Neutral ceramidasepfam04734 Ceramidase_alk Neutral/alkaline non-lysosomal ceramidase. This family represents a group of neutral/alkaline ceramidases found in both bacteria and eukaryotes.GO:0006665|sphingolipid metabolic process;GO:0005576|extracellular region;GO:0017040|ceramidase activity;K12349

Manes.05G140900.v6.11.2379956 0.10523 up no L-ascorbate oxidase homologpfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.05G141100.v6.10.4581446 3.93E-07 down yes Enoyl-CoA hydratase 2, peroxisomalpfam01575 MaoC_dehydratas MaoC like domain. The maoC gene is part of a operon with maoA which is involved in the synthesis of monoamine oxidase. The MaoC protein is found to share similarity with a wide variety of enzymes; estradiol 17 beta-dehydrogenase 4, peroxisomal hydratase-dehydrogenase-epimerase, fatty acid synthase beta subunit. Several bacterial proteins that are composed solely of this domain have (R)-specific enoyl-CoA hydratase activity. This domain is also present in the NodN nodulation protein N.GO:0033542|fatty acid beta-oxidation, unsaturated, even number;GO:0005777|peroxisome;GO:0080023|3R-hydroxyacyl-CoA dehydratase activity;GO:0016491|oxidoreductase activity;.

Manes.05G141200.v6.12.380747 1.19E-08 up yes Prolyl endopeptidasepfam02897 Peptidase_S9_N Prolyl oligopeptidase, N-terminal beta-propeller domain. This unusual 7-stranded beta-propeller domain protects the catalytic triad of prolyl oligopeptidase (see pfam00326), excluding larger peptides and proteins from proteolysis in the cytosol.GO:0019538|protein metabolic process;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005634|nucleus;GO:0004252|serine-type endopeptidase activity;GO:0070008|serine-type exopeptidase activity;K01322

Manes.05G141300.v6.10.4613388 2.43E-05 down yes . pfam04127 DFP DNA / pantothenate metabolizm flavoprotein. The DNA/pantothenate metabolizm flavoprotein (EC:4.1.1.36) affects synthesis of DNA, and pantothenate metabolizm.. . . .

Manes.05G141400.v6.11.1246084 0.31607 up no Probable alpha-amylase 2pfam07821 Alpha-amyl_C2 Alpha-amylase C-terminal beta-sheet domain. This domain is organized as a five-stranded anti-parallel beta-sheet. It is the probable result of a decay of the common-fold.GO:0005975|carbohydrate metabolic process;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0004556|alpha-amylase activity;GO:0005509|calcium ion binding;K01176

Manes.05G141500.v6.14.901276 3.42E-17 up yes . pfam13716 CRAL_TRIO_2 Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.05G141600.v6.10.2732499 1.44E-05 down yes Pentatricopeptide repeat-containing protein At5g40410, mitochondrialpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.05G141700.v6.10.243784 2.81E-07 down yes Mechanosensitive ion channel protein 8pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.05G142200.v6.10.6869238 0.05175 down no . pfam07690 MFS_1 Major Facilitator Superfamily.. . . .

Manes.05G142300.v6.11.8625957 8.60E-12 up no 24-methylenesterol C-methyltransferase 2pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0009825|multidimensional cell growth;GO:0032876|negative regulation of DNA endoreduplication;GO:0007389|pattern specification process;GO:0016126|sterol biosynthetic process;GO:0010051|xylem and phloem pattern formation;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030797|24-methylenesterol C-methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K08242

Manes.05G142700.v6.1Inf 0.9009 up no . pfam12756 zf-C2H2_2 C2H2 type zinc-finger (2 copies). This family contains two copies of a C2H2-like zinc finger domain.. . . .

Manes.05G143000.v6.11.5423177 1.15E-06 up no Transportin-1pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006886|intracellular protein transport;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;. .

Manes.05G143100.v6.10.6762673 0.00478 down no Probable prolyl 4-hydroxylase 3pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005788|endoplasmic reticulum lumen;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;K00472

Manes.05G143200.v6.11.2578822 0.01159 up no V-type proton ATPase subunit B 1pfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;.

Manes.05G143400.v6.11.2716061 0.01394 up no Probable nucleoredoxin 2pfam13905 Thioredoxin_8 Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.. . GO:0047134|protein-disulfide reductase activity;K17609

Manes.05G143600.v6.11.1502608 0.1268 up no . pfam13462 Thioredoxin_4 Thioredoxin.. . . .

Manes.05G143700.v6.10.8633608 0.31171 down no Ribonuclease P protein subunit p25-like proteinpfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;K14525

Manes.05G144000.v6.10.8356149 1 down no UPF0496 protein At1g20180pfam05055 DUF677 Protein of unknown function (DUF677). This family consists of AT14A like proteins from Arabidopsis thaliana. At14a has a small domain that has sequence similarities to integrins from fungi, insects and humans. Transcripts of At14a are found in all Arabidopsis tissues and localizes partly to the plasma membrane.. GO:0016021|integral component of membrane;. .

Manes.05G144100.v6.122.288262 6.15E-15 up yes Aquaporin PIP2-7pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0009737|response to abscisic acid;GO:0006833|water transport;GO:0046658|anchored component of plasma membrane;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09872

Manes.05G144300.v6.10.4686234 2.55E-08 down yes La-related protein 1Cpfam05383 La La domain. This presumed domain is found at the N-terminus of La RNA-binding proteins as well as other proteins. The function of this region is uncertain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005844|polysome;GO:0003723|RNA binding;K18757

Manes.05G144400.v6.10.5285921 0.05735 down no Protein FD pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:2000028|regulation of photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G144500.v6.11.3664168 0.00073 up no SKP1-like protein 1Bpfam01466 Skp1 Skp1 family, dimerization domain.GO:0009734|auxin-activated signaling pathway;GO:0007059|chromosome segregation;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016032|viral process;GO:0005634|nucleus;. K03094

Manes.05G144800.v6.10.1103277 0.00864 down yes . pfam05514 HR_lesion HR-like lesion-inducing. Family of plant proteins that are associated with the hypersensitive response (HR) pathway of defence against plant pathogens.. . . .

Manes.05G145000.v6.10.35489 0.01393 down yes Probable BOI-related E3 ubiquitin-protein ligase 3pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.05G145200.v6.10.5054995 0.00042 down no ABC transporter B family member 13pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.05G145300.v6.10.5357464 0.00027 down no . pfam07420 DUF1509 Protein of unknown function (DUF1509). This family consists of several uncharacterized viral proteins from the Marek's disease-like viruses. Members of this family are typically around 400 residues in length. The function of this family is unknown.. . . .

Manes.05G145400.v6.10.8164258 0.03693 down no Synaptotagmin-2pfam00168 C2 C2 domain. GO:0009306|protein secretion;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.05G146400.v6.111.20237 1.59E-46 up yes Chaperone protein dnaJ 11, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.05G146500.v6.12.3648612 2.19E-22 up yes . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.05G146600.v6.11.0653545 0.4805 up no Peptidyl-prolyl cis-trans isomerasepfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.05G147000.v6.16.1826765 7.18E-74 up yes Tubulin beta-1 chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0009416|response to light stimulus;GO:0009826|unidimensional cell growth;GO:0005874|microtubule;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07375

Manes.05G147100.v6.113.630199 8.53E-20 up yes . pfam06319 DUF1052 Protein of unknown function (DUF1052). This family consists of several bacterial proteins of unknown function.. . . .

Manes.05G147400.v6.12.6653791 5.52E-12 up yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.05G147700.v6.116.378079 0.00026 up yes Snakin-2 pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.05G148400.v6.11.3525656 0.01073 up no tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit trm6pfam04189 Gcd10p Gcd10p family. eIF-3 is a multi-subunit complex that stimulates translation initiation in vitro at several different steps. This family corresponds to the gamma subunit if eIF3. The Yeast protein Gcd10p has also been shown to be part of a complex with the methyltransferase Gcd14p that is involved in modifying tRNA.GO:0030488|tRNA methylation;GO:0005634|nucleus;GO:0031515|tRNA (m1A) methyltransferase complex;. K03256

Manes.05G148500.v6.11.417004 0.00033 up no . pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . .

Manes.05G148600.v6.10.5210264 6.92E-08 down no Probable diphthine methyl ester synthasepfam00590 TP_methylase Tetrapyrrole (Corrin/Porphyrin) Methylases. This family uses S-AdoMet in the methylation of diverse substrates. This family includes a related group of bacterial proteins of unknown function. This family includes the methylase Dipthine synthase.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;. GO:0004164|diphthine synthase activity;K00586

Manes.05G148900.v6.10.518911 0.16792 down no Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG7pfam03641 Lysine_decarbox Possible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.05G149100.v6.11.8457773 3.06E-11 up no 5'-3' exoribonuclease 3pfam03159 XRN_N XRN 5'-3' exonuclease N-terminus. This family aligns residues towards the N-terminus of several proteins with multiple functions. The members of this family all appear to possess 5'-3' exonuclease activity EC:3.1.11.-. Thus, the aligned region may be necessary for 5' to 3' exonuclease function. The family also contains several Xrn1 and Xrn2 proteins. The 5'-3' exoribonucleases Xrn1p and Xrn2p/Rat1p function in the degradation and processing of several classes of RNA in Saccharomyces cerevisiae. Xrn1p is the main enzyme catalyzing cytoplasmic mRNA degradation in multiple decay pathways, whereas Xrn2p/Rat1p functions in the processing of rRNAs and small nucleolar RNAs (snoRNAs) in the nucleus.GO:0010587|miRNA catabolic process;GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0004534|5'-3' exoribonuclease activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K12619

Manes.05G149200.v6.10.4802068 1.20E-09 down yes ATP sulfurylase 2pfam01747 ATP-sulfurylase ATP-sulfurylase. This domain is the catalytic domain of ATP-sulfurylase or sulfate adenylyltransferase EC:2.7.7.4 some of which are part of a bifunctional polypeptide chain associated with adenosyl phosphosulphate (APS) kinase pfam01583. Both enzymes are required for PAPS (phosphoadenosine-phosphosulfate) synthesis from inorganic sulphate. ATP sulfurylase catalyses the synthesis of adenosine-phosphosulfate APS from ATP and inorganic sulphate.GO:0009970|cellular response to sulfate starvation;GO:0070814|hydrogen sulfide biosynthetic process;GO:0016310|phosphorylation;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;GO:0004781|sulfate adenylyltransferase (ATP) activity;K13811

Manes.05G149400.v6.10.4764165 2.86E-05 down yes Auxin-induced protein 15Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.05G149600.v6.11.3766915 0.00069 up no Filament-like plant protein 4pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.. GO:0005886|plasma membrane;. .

Manes.05G151200.v6.10.4701668 1.37E-11 down yes Protein RCC2pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0090630|activation of GTPase activity;GO:0051301|cell division;GO:0072356|chromosome passenger complex localization to kinetochore;GO:0007032|endosome organization;GO:0045184|establishment of protein localization;GO:0048041|focal adhesion assembly;GO:0007229|integrin-mediated signaling pathway;GO:0000278|mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051895|negative regulation of focal adhesion assembly;GO:0034260|negative regulation of GTPase activity;GO:1900025|negative regulation of substrate adhesion-dependent cell spreading;GO:0051987|positive regulation of attachment of spindle microtubules to kinetochore;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0030334|regulation of cell migration;GO:0010762|regulation of fibroblast migration;GO:1900027|regulation of ruffle assembly;GO:0007264|small GTPase mediated signal transduction;GO:0034506|chromosome, centromeric core domain;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005874|microtubule;GO:0030496|midbody;GO:1990023|mitotic spindle midzone;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0008017|microtubule binding;GO:0044822|poly(A) RNA binding;GO:0019904|protein domain specific binding;GO:0019901|protein kinase binding;GO:0048365|Rac GTPase binding;GO:0031267|small GTPase binding;.

Manes.05G151600.v6.10.3214612 4.41E-07 down yes Galactose oxidasepfam07250 Glyoxal_oxid_N Glyoxal oxidase N-terminus. This family represents the N-terminus (approximately 300 residues) of a number of plant and fungal glyoxal oxidase enzymes. Glyoxal oxidase catalyses the oxidation of aldehydes to carboxylic acids, coupled with reduction of dioxygen to hydrogen peroxide. It is an essential component of the extracellular lignin degradation pathways of the wood-rot fungus Phanerochaete chrysosporium.. GO:0005576|extracellular region;GO:0045480|galactose oxidase activity;GO:0046872|metal ion binding;.

Manes.05G151800.v6.11.0990173 0.40845 up no V-type proton ATPase subunit c2pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02155

Manes.05G152100.v6.113.702923 3.04E-14 up yes Probable disease resistance RPP8-like protein 2pfam13855 LRR_8 Leucine rich repeat.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G152200.v6.12.9235319 1.48E-08 up yes Probable disease resistance RPP8-like protein 2pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G152300.v6.10.6011451 4.47E-06 down no Uncharacterized TPR repeat-containing protein At1g05150pfam13414 TPR_11 TPR repeat. . GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0005509|calcium ion binding;GO:0016757|transferase activity, transferring glycosyl groups;GO:0008270|zinc ion binding;.

Manes.05G152600.v6.11.807874 7.53E-07 up no DNA-binding protein HEXBPpfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.05G153300.v6.10.8759268 0.26509 down no Transcription initiation factor IIF subunit betapfam02270 TFIIF_beta Transcription initiation factor IIF, beta subunit. Accurate transcription in vivo requires at least six general transcription initiation factors, in addition to RNA polymerase II. Transcription initiation factor IIF (TFIIF) is a tetramer of two beta subunits associate with two alpha subunits which interacts directly with RNA polymerase II. The beta subunit of TFIIF is required for recruitment of RNA polymerase II onto the promoter.GO:0032508|DNA duplex unwinding;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0060261|positive regulation of transcription initiation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0044732|mitotic spindle pole body;GO:0005634|nucleus;GO:0005674|transcription factor TFIIF complex;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0000991|transcription factor activity, core RNA polymerase II binding;GO:0003677|DNA binding;K03139

Manes.05G153700.v6.1#NAME? 1 down no Dehydration-responsive element-binding protein 2Dpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G153800.v6.12.184236 1.84E-18 up yes Thioredoxin H-typepfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.05G154200.v6.10.0264701 7.14E-31 down yes Cytokinin dehydrogenase 5pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009823|cytokinin catabolic process;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.05G154400.v6.1Inf 9.74E-17 up yes . pfam01735 PLA2_B Lysophospholipase catalytic domain. This family consists of Lysophospholipase / phospholipase B EC:3.1.1.5 and cytosolic phospholipase A2 EC:3.1.4 which also has a C2 domain pfam00168. Phospholipase B enzymes catalyse the release of fatty acids from lysophsopholipids and are capable in vitro of hydrolysing all phospholipids extractable form yeast cells. Cytosolic phospholipase A2 associates with natural membranes in response to physiological increases in Ca2+ and selectively hydrolyses arachidonyl phospholipids, the aligned region corresponds the the carboxy-terminal Ca2+-independent catalytic domain of the protein as discussed in.. . . .

Manes.05G154500.v6.1Inf 1.54E-20 up yes . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.05G154700.v6.10.7513383 0.00862 down no GTPase HflX pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0000287|magnesium ion binding;GO:0043022|ribosome binding;GO:0019843|rRNA binding;K03665

Manes.05G154800.v6.15.8477553 9.84E-05 up yes Peroxidase 9 pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.05G154900.v6.10.5464734 2.84E-06 down no Trehalose synthasepfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009058|biosynthetic process;GO:0006006|glucose metabolic process;. GO:0016757|transferase activity, transferring glycosyl groups;K13057

Manes.05G155100.v6.10.3745575 3.89E-09 down yes . pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.. . . .



Manes.05G155200.v6.12.2115942 1.09E-15 up yes . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.05G155300.v6.10.7038583 0.00129 down no Mitogen-activated protein kinase homolog NTF3pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.05G155400.v6.10.3584882 0.00045 down yes Omega-hydroxypalmitate O-feruloyl transferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.05G155800.v6.11.8570766 2.98E-07 up no Bifunctional nuclease 2pfam02577 DNase-RNase Bifunctional nuclease. This family is a bifunctional nuclease, with both DNase and RNase activity. It forms a wedge-shaped dimer, with each monomer being triangular in shape. A large groove at the thick end of the wedge contains a possible active site.. GO:0005634|nucleus;GO:0004518|nuclease activity;.

Manes.05G155900.v6.11.8330856 5.79E-10 up no Phosphatidylinositol/phosphatidylcholine transfer protein SFH8pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.05G156200.v6.10.7439462 0.04671 down no . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.05G156600.v6.14.6939346 2.33E-30 up yes . pfam11081 DUF2890 Protein of unknown function (DUF2890). This family is conserved in dsDNA adenoviruses of vertebrates. The function is not known.. . . .

Manes.05G156900.v6.10.9351862 0.95858 down no Mannan endo-1,4-beta-mannosidase 7pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.05G157000.v6.10.5613207 0.001 down no Bifunctional dihydroflavonol 4-reductase/flavanone 4-reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0045552|dihydrokaempferol 4-reductase activity;GO:0047890|flavanone 4-reductase activity;K13082

Manes.05G157100.v6.10.8682818 0.35239 down no Bifunctional dihydroflavonol 4-reductase/flavanone 4-reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0045552|dihydrokaempferol 4-reductase activity;GO:0047890|flavanone 4-reductase activity;.

Manes.05G157700.v6.11.4531529 0.00144 up no Protein RER1Bpfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.05G157900.v6.11.0243732 0.79741 up no . pfam01167 Tub Tub family. . . . .

Manes.05G158100.v6.15.171937 6.18E-06 up yes . pfam07733 DNA_pol3_alpha Bacterial DNA polymerase III alpha subunit.. . . .

Manes.05G158200.v6.11.0395475 0.65054 up no Protein NUCLEAR FUSION DEFECTIVE 5, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0000741|karyogamy;GO:0010197|polar nucleus fusion;GO:0005739|mitochondrion;. .

Manes.05G158600.v6.128.077493 1.47E-08 up yes Long-chain-fatty-acid--AMP ligase FadD26pfam00501 AMP-binding AMP-binding enzyme.GO:0071766|Actinobacterium-type cell wall biogenesis;GO:0006633|fatty acid biosynthetic process;GO:0008610|lipid biosynthetic process;. GO:0016874|ligase activity;K12426

Manes.05G159200.v6.1Inf 0.08543 up no Protein RADIALIS-like 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G159400.v6.11.2436385 0.01721 up no Cytosolic purine 5'-nucleotidasepfam05761 5_nucleotid 5' nucleotidase family. This family of eukaryotic proteins includes 5' nucleotidase enzymes, such as purine 5'-nucleotidase EC:3.1.3.5.GO:0016311|dephosphorylation;GO:0006139|nucleobase-containing compound metabolic process;GO:0009117|nucleotide metabolic process;GO:0045335|phagocytic vesicle;GO:0008253|5'-nucleotidase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K01081

Manes.05G159500.v6.10.7962467 0.03996 down no . pfam04072 LCM Leucine carboxyl methyltransferase. Family of leucine carboxyl methyltransferases EC:2.1.1.-. This family may need divides a the full alignment contains a significantly shorter mouse sequence.. . . .

Manes.05G159600.v6.11.2497059 0.01757 up no DUF21 domain-containing protein At1g47330pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K16302

Manes.05G159800.v6.10.7220734 0.00976 down no Uncharacterized protein At1g01500pfam05867 DUF851 Protein of unknown function (DUF851).. GO:0016021|integral component of membrane;. .

Manes.05G159900.v6.10.7081625 0.00055 down no . pfam00650 CRAL_TRIO CRAL/TRIO domain.. . . .

Manes.05G160100.v6.14.3298857 3.55E-16 up yes . pfam08637 NCA2 ATP synthase regulation protein NCA2. NCA2 has been shown to be required for the regulation of ATP synthase subunits Atp6p and Atp8p in Saccharomyces cerevisiae.. . . .

Manes.05G160200.v6.120.34193 5.43E-20 up yes . pfam01148 CTP_transf_1 Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.. . . .

Manes.05G160300.v6.13.094847 1.95E-18 up yes . pfam11110 Phage_hub_GP28 Baseplate hub distal subunit. These baseplate proteins are also referred to as Gp28. Gp28 is the structural component of the central part of the bacteriophage T4 baseplate, which possesses a hydrophobic region and is membrane bound. Gp28 forms a complex with gp27 which is another structural component of the baseplate.. . . .

Manes.05G160600.v6.11.280865 0.03642 up no Glucan endo-1,3-beta-glucosidase 7pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.05G160800.v6.11.1237352 0.2354 up no Glucose-6-phosphate isomerase, cytosolic 1pfam00342 PGI Phosphoglucose isomerase. Phosphoglucose isomerase catalyses the interconversion of glucose-6-phosphate and fructose-6-phosphate.GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004347|glucose-6-phosphate isomerase activity;.

Manes.05G161100.v6.10.6550479 0.0001 down no . pfam06708 DUF1195 Protein of unknown function (DUF1195). This family consists of several plant specific hypothetical proteins of around 160 residues in length. The function of this family is unknown.. . . .

Manes.05G161400.v6.10.5042112 1.66E-06 down no . pfam05320 Pox_RNA_Pol_19 Poxvirus DNA-directed RNA polymerase 19 kDa subunit. This family contains several DNA-directed RNA polymerase 19 kDa polypeptides. The Poxvirus DNA-directed RNA polymerase (EC: 2.7.7.6) catalyses DNA-template-directed extension of the 3'-end of an RNA strand by one nucleotide at a time.. . . .

Manes.05G161700.v6.10.8623327 0.14206 down no Uncharacterized membrane protein At1g75140pfam14296 O-ag_pol_Wzy O-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.05G162000.v6.11.0851791 0.52023 up no . pfam11779 DUF3317 Protein of unknown function (DUF3317). This is a short family of proteins conserved from fungi and plants to human. One each of the human and mouse members is annotated as being androgen down-regulated protein expressed in mouse prostate, with a potential signal transduction function, and all appear to be membrane proteins.. . . .

Manes.05G162100.v6.11.4339822 0.00055 up no Zinc finger protein MAGPIEpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G162200.v6.10.52289 0.00533 down no Cytochrome P450 734A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0009741|response to brassinosteroid;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0008395|steroid hydroxylase activity;K15639

Manes.05G162400.v6.10.5976263 5.89E-05 down no Probable protein phosphatase 2C 55pfam13672 PP2C_2 Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.05G162500.v6.10.5254788 1.27E-08 down no J domain-containing protein required for chloroplast accumulation response 1pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0007015|actin filament organization;GO:0071483|cellular response to blue light;GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0005737|cytoplasm;. .

Manes.05G162800.v6.10.6681606 0.04503 down no Peroxisomal membrane protein 11Apfam05648 PEX11 Peroxisomal biogenesis factor 11 (PEX11). This family consists of several peroxisomal biogenesis factor 11 (PEX11) proteins from several eukaryotic species. The PEX11 peroxisomal membrane proteins promote peroxisome division in multiple eukaryotes.GO:0016559|peroxisome fission;GO:0007031|peroxisome organization;GO:0044375|regulation of peroxisome size;GO:0005779|integral component of peroxisomal membrane;GO:0005777|peroxisome;GO:0042802|identical protein binding;.

Manes.05G162900.v6.10.6242478 2.80E-05 down no Probable GMP synthase [glutamine-hydrolyzing]pfam03352 Adenine_glyco Methyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.05G163000.v6.11.8088615 1.36E-10 up no Protein BRASSINAZOLE-RESISTANT 1pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0009742|brassinosteroid mediated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14503

Manes.05G163100.v6.10.5078021 9.50E-09 down no Methyltransferase-like protein 2pfam05063 MT-A70 MT-A70. MT-A70 is the S-adenosylmethionine-binding subunit of human mRNA:m6A methyl-transferase (MTase), an enzyme that sequence-specifically methylates adenines in pre-mRNAs.GO:0006139|nucleobase-containing compound metabolic process;. GO:0008168|methyltransferase activity;GO:0003676|nucleic acid binding;.

Manes.05G163300.v6.10.5852389 7.89E-05 down no . pfam13867 SAP30_Sin3_bdg Sin3 binding region of histone deacetylase complex subunit SAP30. This C-terminal domain of the SAP30 proteins appears to be the binding region for Sin3.. . . .

Manes.05G163400.v6.10.1239325 3.99E-12 down yes Calcium uniporter protein 2, mitochondrialpfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.05G163500.v6.11.447068 4.93E-05 up no Leishmanolysin-like peptidasepfam01457 Peptidase_M8 Leishmanolysin.GO:0007420|brain development;GO:0007155|cell adhesion;GO:0051301|cell division;GO:0051298|centrosome duplication;GO:0006338|chromatin remodeling;GO:0008354|germ cell migration;GO:0008406|gonad development;GO:0007444|imaginal disc development;GO:0007100|mitotic centrosome separation;GO:0007076|mitotic chromosome condensation;GO:0007052|mitotic spindle organization;GO:0045842|positive regulation of mitotic metaphase/anaphase transition;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;GO:0008233|peptidase activity;K13539

Manes.05G163600.v6.1Inf 9.86E-17 up yes . pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.05G163800.v6.12.9238783 3.51E-07 up yes Elongation of fatty acids protein 3-likepfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.GO:0071215|cellular response to abscisic acid stimulus;GO:0030497|fatty acid elongation;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0009922|fatty acid elongase activity;.

Manes.05G163900.v6.10.3805402 1.84E-10 down yes E3 ubiquitin-protein ligase RMA1H1pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.05G164200.v6.11.5935117 0.0001 up no Protein DA1 pfam12315 DUF3633 Protein of unknown function (DUF3633). This domain family is found in bacteria and eukaryotes, and is approximately 210 amino acids in length. The family is found in association with pfam00412.GO:0046621|negative regulation of organ growth;GO:0048482|ovule morphogenesis;GO:0048317|seed morphogenesis;. GO:0043130|ubiquitin binding;GO:0008270|zinc ion binding;.

Manes.05G164300.v6.1#NAME? 1 down no Type IV inositol polyphosphate 5-phosphatase 11pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0046856|phosphatidylinositol dephosphorylation;GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0005886|plasma membrane;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0043813|phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.05G164400.v6.10.4774064 7.10E-10 down yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.05G164700.v6.10.9605494 0.70507 down no . pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.05G164800.v6.1Inf 0.1623 up no . pfam06541 DUF1113 Protein of unknown function (DUF1113). This family consists of several bacterial proteins of unknown function.. . . .

Manes.05G165300.v6.14.1131921 2.97E-33 up yes . pfam09704 Cas_Cas5d CRISPR-associated protein (Cas_Cas5). CRISPR is a term for Clustered, Regularly Interspaced Short Palindromic Repeats. A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This small Cas family is represented by CT1134 of Chlorobium tepidum.. . . .

Manes.05G165500.v6.14.1223223 1.23E-41 up yes . pfam00146 NADHdh NADH dehydrogenase.. . . .

Manes.05G165600.v6.13.3408024 4.84E-10 up yes . pfam13261 DUF4052 Protein of unknown function (DUF4052). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 220 amino acids in length.. . . .

Manes.05G165700.v6.1Inf 6.65E-10 up yes Dirigent protein 11pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.05G165800.v6.132.18403 3.86E-06 up yes Probable E3 ubiquitin-protein ligase ARI7pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.05G166000.v6.10.1393868 3.31E-07 down yes . pfam04507 DUF576 Protein of unknown function, DUF576. This family contains several uncharacterized staphylococcal proteins.. . . .

Manes.05G166100.v6.10.3475452 2.97E-08 down yes Plastidial lipoyltransferase 2pfam03099 BPL_LplA_LipB Biotin/lipoate A/B protein ligase family. This family includes biotin protein ligase, lipoate-protein ligase A and B. Biotin is covalently attached at the active site of certain enzymes that transfer carbon dioxide from bicarbonate to organic acids to form cellular metabolites. Biotin protein ligase (BPL) is the enzyme responsible for attaching biotin to a specific lysine at the active site of biotin enzymes. Each organism probably has only one BPL. Biotin attachment is a two step reaction that results in the formation of an amide linkage between the carboxyl group of biotin and the epsilon-amino group of the modified lysine. Lipoate-protein ligase A (LPLA) catalyses the formation of an amide linkage between lipoic acid and a specific lysine residue in lipoate dependent enzymes. The unusual biosynthesis pathway of lipoic acid is mechanistically intertwined with attachment of the cofactor.GO:0009107|lipoate biosynthetic process;GO:0009249|protein lipoylation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0033819|lipoyl(octanoyl) transferase activity;GO:0016415|octanoyltransferase activity;K03801

Manes.05G166200.v6.10.9516417 0.7059 down no Allene oxide synthase, chloroplasticpfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0031408|oxylipin biosynthetic process;GO:0009507|chloroplast;GO:0020037|heme binding;GO:0047987|hydroperoxide dehydratase activity;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G166400.v6.10.4940361 0.36112 down no Wall-associated receptor kinase-like 14pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G166800.v6.10.4039184 2.43E-14 down yes Cytochrome P450 82A4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167000.v6.10.4682116 0.00017 down yes Cytochrome P450 82A3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167100.v6.11.6456647 1.42E-07 up no Probably inactive leucine-rich repeat receptor-like protein kinase At3g28040pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.05G167200.v6.10.197616 0.00341 down yes Cytochrome P450 82A4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167300.v6.10.8305883 0.65356 down no . pfam11214 Med2 Mediator complex subunit 2. This family of mediator complex subunit 2 proteins is conserved in fungi. Cyclin-dependent kinase CDK8 or Srb10 interacts with and phosphorylates Med2. Post-translational modifications of Mediator subunits are important for regulation of gene expression.. . . .

Manes.05G167700.v6.143.243665 1.09E-08 up yes Cytochrome P450 82A3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167800.v6.10.9629215 0.76505 down no Transcriptional adapter ADA2pfam04433 SWIRM SWIRM domain. This SWIRM domain is a small alpha-helical domain of about 85 amino acid residues found in chromosomal proteins. It contains a helix-turn helix motif and binds to DNA.GO:0016573|histone acetylation;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K11314

Manes.05G168300.v6.10.06168 0.01132 down yes Cytochrome P450 82C4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G168400.v6.10.3899238 0.01122 down yes Cytochrome P450 82C4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G168500.v6.10.3364773 2.27E-18 down yes Cytochrome P450 82C4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G168900.v6.10.6500815 1.91E-05 down no B3 domain-containing protein Os01g0723500pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G169000.v6.10.9286966 0.56268 down no Ent-kaurene oxidase, chloroplasticpfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010241|ent-kaurene oxidation to kaurenoic acid;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0009707|chloroplast outer membrane;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0052617|ent-kaur-16-en-19-al oxidase activity;GO:0052616|ent-kaur-16-en-19-ol oxidase activity;GO:0052615|ent-kaurene oxidase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K04122

Manes.05G169200.v6.11.4908442 0.00212 up no Probable thylakoidal processing peptidase 2, chloroplasticpfam10502 Peptidase_S26 Signal peptidase, peptidase S26. This is a family of membrane signal serine endopeptidases which function in the processing of newly-synthesized secreted proteins. Peptidase S26 removes the hydrophobic, N-terminal, signal peptides as proteins are translocated across membranes. The active site residues take the form of a catalytic dyad that is Ser, Lys in subfamily S26A; the Ser is the nucleophile in catalysis, and the Lys is the general base.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008236|serine-type peptidase activity;K03100

Manes.05G169300.v6.10.8432741 0.17665 down no . pfam13701 DDE_Tnp_1_4 Transposase DDE domain group 1. Transposase proteins are necessary for efficient DNA transposition. This domain is a member of the DDE superfamily, which contain three carboxylate residues that are believed to be responsible for coordinating metal ions needed for catalysis.. . . .

Manes.05G169600.v6.15.7437613 2.77E-42 up yes Probable disease resistance protein At4g33300pfam00931 NB-ARC NB-ARC domain.GO:0042742|defense response to bacterium;GO:0048046|apoplast;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G170000.v6.10.6574899 0.00187 down no CST complex subunit CTC1pfam15491 CTC1_2 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. This family largely represents sequences from plants species.GO:0000723|telomere maintenance;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G170100.v6.1#NAME? 5.00E-07 down yes . pfam10214 Rrn6 RNA polymerase I-specific transcription-initiation factor. RNA polymerase I-specific transcription-initiation factor Rrn6 and Rrn7 represent components of a multisubunit transcription factor essential for the initiation of rDNA transcription by Pol I. These proteins are found in fungi.. . . .

Manes.05G170300.v6.1Inf 0.35135 up no . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.05G170400.v6.10.6482275 0.00664 down no Protein MIZU-KUSSEI 1pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.05G170500.v6.113.976611 1.57E-18 up yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.05G170600.v6.11.3315483 0.00409 up no . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.05G170900.v6.12.3058765 5.56E-21 up yes Polyadenylate-binding protein RBP47C'pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0034605|cellular response to heat;GO:0006397|mRNA processing;GO:0010494|cytoplasmic stress granule;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0008143|poly(A) binding;.

Manes.05G171000.v6.11.02286 0.79641 up no . pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . . .

Manes.05G171400.v6.128.627597 5.66E-09 up yes Patatin-like protein 2pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0071456|cellular response to hypoxia;GO:0051607|defense response to virus;GO:0016042|lipid catabolic process;GO:0006629|lipid metabolic process;GO:0031408|oxylipin biosynthetic process;GO:0009626|plant-type hypersensitive response;GO:0046686|response to cadmium ion;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0016298|lipase activity;.

Manes.05G172000.v6.10.9490744 0.67001 down no . pfam05296 TAS2R Mammalian taste receptor protein (TAS2R). This family consists of several forms of mammalian taste receptor proteins (TAS2Rs). TAS2Rs are G protein-coupled receptors expressed in subsets of taste receptor cells of the tongue and palate epithelia and are organized in the genome in clusters. The proteins are genetically linked to loci that influence bitter perception in mice and humans.. . . .

Manes.05G172200.v6.12.8470132 2.20E-30 up yes Probable protein phosphatase 2C 12pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.05G172400.v6.11.5606176 1.28E-06 up no Phosphatidate phosphatase PAH2pfam08235 LNS2 LNS2 (Lipin/Ned1/Smp2). This domain is found in Saccharomyces cerevisiae protein SMP2, proteins with an N-terminal lipin domain (Pfam: PF04571) and phosphatidylinositol transfer proteins. SMP2 (also known as PAH1) is involved in plasmid maintenance and respiration, and has been identified as a Mg2+-dependent phosphatidate phosphatase (EC:3.1.3.4) that contains a haloacid dehalogenase (HAD)-like domain. Lipin proteins are involved in adipose tissue development and insulin resistance.GO:0019375|galactolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.05G172500.v6.10.8232303 0.04751 down no Phosphatidate phosphatase PAH2pfam08235 LNS2 LNS2 (Lipin/Ned1/Smp2). This domain is found in Saccharomyces cerevisiae protein SMP2, proteins with an N-terminal lipin domain (Pfam: PF04571) and phosphatidylinositol transfer proteins. SMP2 (also known as PAH1) is involved in plasmid maintenance and respiration, and has been identified as a Mg2+-dependent phosphatidate phosphatase (EC:3.1.3.4) that contains a haloacid dehalogenase (HAD)-like domain. Lipin proteins are involved in adipose tissue development and insulin resistance.GO:0019375|galactolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.05G173800.v6.11.0245862 0.77038 up no Protein WEAK CHLOROPLAST MOVEMENT UNDER BLUE LIGHT 1pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0005829|cytosol;GO:0005886|plasma membrane;. .

Manes.05G174000.v6.11.2822889 0.01817 up no Peroxisomal multifunctional enzyme type 2pfam02036 SCP2 SCP-2 sterol transfer family. This domain is involved in binding sterols. It is found in the SCP2 protein, as well as the C terminus of the enzyme estradiol 17 beta-dehydrogenase EC:1.1.1.62. The UNC-24 protein contains an SPFH domain pfam01145.GO:0008203|cholesterol metabolic process;GO:0006635|fatty acid beta-oxidation;GO:0005777|peroxisome;GO:0033989|3alpha,7alpha,12alpha-trihydroxy-5beta-cholest-24-enoyl-CoA hydratase activity;GO:0016853|isomerase activity;GO:0030283|testosterone dehydrogenase [NAD(P)] activity;K12405



Manes.05G174200.v6.14.6147204 1.27E-65 up yes Serine/threonine-protein kinase tricornerpfam00069 Pkinase Protein kinase domain.GO:0048800|antennal morphogenesis;GO:0022416|chaeta development;GO:0048813|dendrite morphogenesis;GO:0070593|dendrite self-avoidance;GO:0035317|imaginal disc-derived wing hair organization;GO:0007476|imaginal disc-derived wing morphogenesis;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0048814|regulation of dendrite morphogenesis;GO:0007165|signal transduction;GO:0030424|axon;GO:0044297|cell body;GO:0005938|cell cortex;GO:0070451|cell hair;GO:0071944|cell periphery;GO:0005737|cytoplasm;GO:0030425|dendrite;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.05G174500.v6.11.0509805 0.79365 up no ABSCISIC ACID-INSENSITIVE 5-like protein 5pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G174900.v6.10.7036659 0.05253 down no Heat stress transcription factor B-4pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0008356|asymmetric cell division;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.05G175100.v6.11.1646751 0.13152 up no Probable BOI-related E3 ubiquitin-protein ligase 3pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.05G175500.v6.10.5381853 2.00E-07 down no Probable serine/threonine-protein kinase At1g01540pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G176100.v6.12.4171059 1.72E-18 up yes . pfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.. . . .

Manes.05G176400.v6.11.8119184 2.34E-10 up no Chromosome-associated kinesin KIF4Apfam00225 Kinesin Kinesin motor domain.GO:0008089|anterograde axon cargo transport;GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0007411|axon guidance;GO:0007596|blood coagulation;GO:0007018|microtubule-based movement;GO:0000281|mitotic cytokinesis;GO:0051256|mitotic spindle midzone assembly;GO:0006996|organelle organization;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0030496|midbody;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005876|spindle microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0003777|microtubule motor activity;K10395

Manes.05G176900.v6.11.1751181 0.21098 up no Cysteine proteinase RD21apfam00112 Peptidase_C1 Papain family cysteine protease.GO:0050832|defense response to fungus;GO:0006508|proteolysis;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;GO:0008234|cysteine-type peptidase activity;GO:0008233|peptidase activity;.

Manes.05G177000.v6.10.5123766 2.83E-07 down no Transcription factor EMB1444pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G177100.v6.10.4872476 1.96E-11 down yes Mannose-P-dolichol utilization defect 1 protein homolog 2pfam04193 PQ-loop PQ loop repeat. Members of this family are all membrane bound proteins possessing a pair of repeats each spanning two transmembrane helices connected by a loop. The PQ motif found on loop 2 is critical for the localisation of cystinosin to lysosomes. However, the PQ motif appears not to be a general lysosome-targeting motif. It is thought likely to possess a more general function. Most probably this involves a glutamine residue.GO:0006810|transport;GO:0016021|integral component of membrane;. K09660

Manes.05G177200.v6.10.7182274 0.00116 down no F-box protein At1g47056pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G177400.v6.10.4453518 6.43E-14 down yes Cyclin-D3-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0000082|G1/S transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051726|regulation of cell cycle;GO:0009735|response to cytokinin;GO:0009744|response to sucrose;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.05G177900.v6.12.7058413 4.92E-19 up yes Transcription factor MYB44pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G178100.v6.10.6573697 0.01245 down no Mortality factor 4-like protein 1pfam05712 MRG MRG. This family consists of three different eukaryotic proteins (mortality factor 4 (MORF4/MRG15), male-specific lethal 3(MSL-3) and ESA1-associated factor 3(EAF3)). It is thought that the MRG family is involved in transcriptional regulation via histone acetylation. It contains 2 chromo domains and a leucine zipper motif.GO:0008283|cell proliferation;GO:0006338|chromatin remodeling;GO:0006342|chromatin silencing;GO:0000724|double-strand break repair via homologous recombination;GO:0016575|histone deacetylation;GO:0043968|histone H2A acetylation;GO:0043967|histone H4 acetylation;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0035267|NuA4 histone acetyltransferase complex;GO:0016580|Sin3 complex;GO:0003682|chromatin binding;K11339

Manes.05G178200.v6.1NA NA -- no . pfam05614 DUF782 Circovirus protein of unknown function (DUF782). This family consists of porcine and bovine circovirus proteins of unknown function.. . . .

Manes.05G179100.v6.18.8505074 ####### up yes Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G179300.v6.10.3523295 0.00132 down yes Cytochrome P450 81D1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G179400.v6.10.6023008 0.00324 down no Isoflavone 2'-hydroxylasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0033773|isoflavone 2'-hydroxylase activity;.

Manes.05G179600.v6.10.9061448 0.31625 down no Metal transporter Nramp2pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.05G179700.v6.11.0014517 1 up no Aspartic proteinase-like protein 2pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.05G179800.v6.11.5365237 0.2294 up no Snakin-1 pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.05G180000.v6.12.0447694 4.00E-09 up yes . pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.05G180900.v6.166.258429 2.08E-44 up yes Zinc finger protein ZAT10pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0035264|multicellular organism growth;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009644|response to high light intensity;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G181000.v6.11.1991603 0.04576 up no Adenine phosphoribosyltransferase 1, chloroplasticpfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0009690|cytokinin metabolic process;GO:0009507|chloroplast;GO:0003999|adenine phosphoribosyltransferase activity;.

Manes.05G181600.v6.13.1522331 2.31E-38 up yes Calcium-transporting ATPase 1, chloroplasticpfam00122 E1-E2_ATPase E1-E2 ATPase.. GO:0009706|chloroplast inner membrane;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005262|calcium channel activity;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;.

Manes.05G181700.v6.11.3560014 0.0051 up no U-box domain-containing protein 4pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G181800.v6.14.6351424 2.18E-17 up yes Mitochondrial outer membrane protein porin 2pfam01459 Porin_3 Eukaryotic porin.GO:0006811|ion transport;GO:0040008|regulation of growth;GO:0005741|mitochondrial outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;.

Manes.05G182200.v6.17.458586 1.62E-15 up yes . pfam04511 DER1 Der1-like family. The endoplasmic reticulum (ER) of the yeast Saccharomyces cerevisiae contains of proteolytic system able to selectively degrade misfolded lumenal secretory proteins. For examination of the components involved in this degradation process, mutants were isolated. They could be divided into four complementation groups. The mutations led to stabilisation of two different substrates for this process. The mutant classes were called 'der' for 'degradation in the ER'. DER1 was cloned by complementation of the der1-2 mutation. The DER1 gene codes for a novel, hydrophobic protein, that is localized to the ER. Deletion of DER1 abolished degradation of the substrate proteins. The function of the Der1 protein seems to be specifically required for the degradation process associated with the ER. Interestingly this family seems distantly related to the Rhomboid family of membrane peptidases. Suggesting that this family may also mediate degradation of misfolded proteins (Bateman A pers. obs.).. . . .

Manes.05G182700.v6.12.2791584 2.30E-12 up yes . pfam07600 DUF1564 Protein of unknown function (DUF1564). A family of paralogous proteins in Leptospira interrogans. Several have been annotated as possible CopG-like transcriptional regulators (see pfam01402).. . . .

Manes.05G182800.v6.10.4416489 7.86E-10 down yes Lecithin-cholesterol acyltransferase-like 1pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0008374|O-acyltransferase activity;.

Manes.05G182900.v6.10.6448223 0.002 down no Protein PHLOEM PROTEIN 2-LIKE A10pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;.

Manes.05G183000.v6.10.7064699 0.00717 down no . pfam04156 IncA IncA protein. Chlamydia trachomatis is an obligate intracellular bacterium that develops within a parasitophorous vacuole termed an inclusion. The inclusion is non-fusogenic with lysosomes but intercepts lipids from a host cell exocytic pathway. Initiation of chlamydial development is concurrent with modification of the inclusion membrane by a set of C. trachomatis-encoded proteins collectively designated Incs. One of these Incs, IncA, is functionally associated with the homotypic fusion of inclusions. This family probably includes members of the wider Inc family rather than just IncA.. . . .

Manes.05G183800.v6.10.5545501 0.00444 down no . pfam09897 DUF2124 Uncharacterized protein conserved in archaea (DUF2124). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.05G184000.v6.10.3094849 4.54E-17 down yes AP2-like ethylene-responsive transcription factor ANTpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009908|flower development;GO:0010492|maintenance of shoot apical meristem identity;GO:0042127|regulation of cell proliferation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.05G184200.v6.10.989904 0.96008 down no Squalene monooxygenasepfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.05G184600.v6.111.000266 1.17E-33 up yes Branched-chain-amino-acid aminotransferase 2, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0071669|plant-type cell wall organization or biogenesis;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;K00826

Manes.05G184700.v6.111.545959 2.16E-67 up yes Branched-chain-amino-acid aminotransferase 2, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0071669|plant-type cell wall organization or biogenesis;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;K00826

Manes.05G185400.v6.10.6040098 0.00892 down no Endo-1,4-beta-xylanase Cpfam00331 Glyco_hydro_10 Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0031176|endo-1,4-beta-xylanase activity;K01181

Manes.05G185500.v6.10.5645349 0.00146 down no . pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.. . . .

Manes.05G185700.v6.12.4273098 1.78E-05 up yes 50S ribosomal protein 6, chloroplasticpfam06627 DUF1153 Protein of unknown function (DUF1153). This family consists of several short, hypothetical bacterial proteins of unknown function.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K19035

Manes.05G186100.v6.10.6265167 0.00191 down no Amino acid permease 6pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015810|aspartate transport;GO:0015804|neutral amino acid transport;GO:0015827|tryptophan transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015172|acidic amino acid transmembrane transporter activity;GO:0015175|neutral amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.05G186300.v6.10.6769319 0.03097 down no . pfam05057 DUF676 Putative serine esterase (DUF676). This family of proteins are probably serine esterase type enzymes with an alpha/beta hydrolase fold.. . . .

Manes.05G186400.v6.10.8082664 0.05543 down no Xylulose kinasepfam02782 FGGY_C FGGY family of carbohydrate kinases, C-terminal domain. This domain adopts a ribonuclease H-like fold and is structurally related to the N-terminal domain.GO:0046835|carbohydrate phosphorylation;GO:0042732|D-xylose metabolic process;GO:0005997|xylulose metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005524|ATP binding;GO:0004856|xylulokinase activity;K00854

Manes.05G186600.v6.10.6285209 0.00741 down no Sucrose transport protein SUC4pfam07690 MFS_1 Major Facilitator Superfamily.GO:0005985|sucrose metabolic process;GO:0005801|cis-Golgi network;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0008515|sucrose transmembrane transporter activity;GO:0015293|symporter activity;K15378

Manes.05G186800.v6.10.5943292 1.32E-05 down no Probable beta-1,4-xylosyltransferase IRX9Hpfam03360 Glyco_transf_43 Glycosyltransferase family 43.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0010584|pollen exine formation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015018|galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.

Manes.05G187200.v6.10.816595 0.56979 down no Uncharacterized protein At5g65660pfam05351 GMP_PDE_delta GMP-PDE, delta subunit. GMP-PDE delta subunit was originally identified as a fourth subunit of rod-specific cGMP phosphodiesterase (PDE)(EC:3.1.4.35). The precise function of PDE delta subunit in the rod specific GMP-PDE complex is unclear. In addition, PDE delta subunit is not confined to photoreceptor cells but is widely distributed in different tissues. PDE delta subunit is thought to be a specific soluble transport factor for certain prenylated proteins and Arl2-GTP a regulator of PDE-mediated transport.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G187600.v6.10.8088196 0.03417 down no Pentatricopeptide repeat-containing protein At1g09900pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0016020|membrane;. .

Manes.05G187700.v6.15.7579817 2.44E-34 up yes . pfam11677 DUF3273 Protein of unknown function (DUF3273). Some members in this family of proteins are annotated as multi-transmembrane proteins however this cannot be confirmed. Currently this family has no known function.. . . .

Manes.05G189000.v6.10.884269 0.2172 down no Alpha-glucan water dikinase 2pfam01326 PPDK_N Pyruvate phosphate dikinase, PEP/pyruvate binding domain. This enzyme catalyses the reversible conversion of ATP to AMP, pyrophosphate and phosphoenolpyruvate (PEP).GO:0005975|carbohydrate metabolic process;GO:0009941|chloroplast envelope;GO:0050521|alpha-glucan, water dikinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K08244

Manes.05G189100.v6.10.8927362 0.49776 down no . pfam04020 DUF360 Membrane protein of unknown function. These proteins a predicted transmembrane proteins with probably four transmembrane spans. The function of these bacterial proteins is unknown. The sequences do not appear to contain any conserved polar residues that could form an active site.. . . .

Manes.05G189500.v6.10.5778206 1.39E-06 down no GATA transcription factor 24pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.05G189600.v6.10.5701863 4.88E-07 down no GATA transcription factor 25pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.05G189800.v6.13.7355883 3.73E-42 up yes . pfam13414 TPR_11 TPR repeat. . . . .

Manes.05G190300.v6.11.9594206 4.89E-12 up no . pfam09341 Pcc1 Transcription factor Pcc1. Pcc1 is a transcription factor that functions in regulating genes involved in cell cycle progression and polarised growth.. . . .

Manes.05G190400.v6.12.0970966 3.10E-09 up yes Putative aminoacrylate hydrolase RutDpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019740|nitrogen utilization;GO:0006212|uracil catabolic process;. GO:0016811|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;K09023

Manes.05G190500.v6.10.3770853 4.15E-15 down yes . pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.05G190600.v6.10.9984329 0.98334 down no Protein LST8 homologpfam00400 WD40 WD domain, G-beta repeat.GO:0007190|activation of adenylate cyclase activity;GO:0032148|activation of protein kinase B activity;GO:0031152|aggregation involved in sorocarp development;GO:0043327|chemotaxis to cAMP;GO:0050765|negative regulation of phagocytosis;GO:0030838|positive regulation of actin filament polymerization;GO:0043520|regulation of myosin II filament assembly;GO:0005737|cytoplasm;GO:0031932|TORC2 complex;. K08266

Manes.05G191100.v6.11.5201569 9.47E-05 up no CDPK-related kinase 4pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G191200.v6.11.0268958 0.88604 up no Auxin-induced protein 10A5pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.05G191900.v6.10.5425945 1.15E-06 down no Ankyrin repeat-containing protein C6C3.08pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.GO:0045842|positive regulation of mitotic metaphase/anaphase transition;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005838|proteasome regulatory particle;. K06694

Manes.05G192200.v6.10.7131921 0.00281 down no WD repeat-containing protein 44pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.05G192600.v6.19.5101776 4.21E-09 up yes . pfam04639 Baculo_E56 Baculoviral E56 protein, specific to ODV envelope. This family represents the E56 protein, which is localizes to the occlusion derived virus (ODV) envelope, but not to the budded virus (BV) envelope.. . . .

Manes.05G192700.v6.11.2916935 0.00483 up no ATPase family AAA domain-containing protein 1-Bpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0030054|cell junction;GO:0005777|peroxisome;GO:0045211|postsynaptic membrane;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;.

Manes.05G192900.v6.1Inf 0.02442 up yes . pfam02207 zf-UBR Putative zinc finger in N-recognin (UBR box). This region is found in E3 ubiquitin ligases that recognize N-recognins.. . . .

Manes.05G193000.v6.12.2090846 9.15E-17 up yes Cytochrome b5pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0055114|oxidation-reduction process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.05G193200.v6.10.9543378 0.66587 down no GTPase-activating protein GYP7pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0005096|GTPase activator activity;.

Manes.05G193500.v6.1#NAME? 0.20083 down no . pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.05G194300.v6.11.1528889 0.1334 up no Phosphoglucan, water dikinase, chloroplasticpfam01326 PPDK_N Pyruvate phosphate dikinase, PEP/pyruvate binding domain. This enzyme catalyses the reversible conversion of ATP to AMP, pyrophosphate and phosphoenolpyruvate (PEP).GO:0046835|carbohydrate phosphorylation;GO:0046777|protein autophosphorylation;GO:0005983|starch catabolic process;GO:0005982|starch metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0019200|carbohydrate kinase activity;GO:0046872|metal ion binding;GO:0051752|phosphoglucan, water dikinase activity;GO:2001070|starch binding;.

Manes.05G194500.v6.10.8942584 0.30307 down no Probable aldo-keto reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0016491|oxidoreductase activity;.

Manes.05G194700.v6.10.5573794 0.00022 down no Fanconi-associated nuclease 1 homologpfam08774 VRR_NUC VRR-NUC domain.GO:0036297|interstrand cross-link repair;. GO:0016818|hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;GO:0003676|nucleic acid binding;GO:0004528|phosphodiesterase I activity;GO:0008270|zinc ion binding;K15363

Manes.05G194800.v6.124.231032 2.75E-12 up yes Putative phosphatidylinositol 4-phosphate 5-kinase 11pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0046854|phosphatidylinositol phosphorylation;. GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0005524|ATP binding;K00889

Manes.05G194900.v6.10.5617932 1.18E-07 down no Probably inactive leucine-rich repeat receptor-like protein kinase At3g28040pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.05G195100.v6.11.1600102 0.1486 up no Chitinase-like protein 1pfam00182 Glyco_hydro_19 Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0030244|cellulose biosynthetic process;GO:0006032|chitin catabolic process;GO:0009873|ethylene-activated signaling pathway;GO:0009825|multidimensional cell growth;GO:0010337|regulation of salicylic acid metabolic process;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0010167|response to nitrate;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0010053|root epidermal cell differentiation;GO:0048046|apoplast;GO:0005794|Golgi apparatus;GO:0030247|polysaccharide binding;.

Manes.05G195200.v6.131.044558 1.61E-30 up yes . pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. . . .

Manes.05G195500.v6.13.6790477 3.50E-50 up yes Uncharacterized WD repeat-containing protein C2A9.03pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.05G195800.v6.10.8828204 0.30967 down no . pfam05935 Arylsulfotrans Arylsulfotransferase (ASST). This family consists of several bacterial Arylsulfotransferase proteins. Arylsulfotransferase (ASST) transfers a sulfate group from phenolic sulfate esters to a phenolic acceptor substrate.. . . .

Manes.05G196100.v6.11.6603562 7.20E-08 up no Uncharacterized protein C16G5.07cpfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.GO:0007006|mitochondrial membrane organization;GO:0016020|membrane;GO:0005739|mitochondrion;. .

Manes.05G196400.v6.11.6508143 2.28E-07 up no Calmodulin-related proteinpfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.05G197000.v6.10.7764802 0.25547 down no . pfam03455 dDENN dDENN domain. This region is always found associated with pfam02141. It is predicted to form a globular domain. This domain is predicted to be completely alpha helical. Although not statistically supported it has been suggested that this domain may be similar to members of the Rho/Rac/Cdc42 GEF family.. . . .

Manes.05G197100.v6.10.9316212 0.61802 down no . pfam04547 Anoctamin Calcium-activated chloride channel. The family carries eight putative transmembrane domains, and, although it has no similarity to other known channel proteins, it is clearly a calcium-activated ionic channel. It is expressed in various secretory epithelia, the retina and sensory neurons, and mediates receptor-activated chloride currents in diverse physiological processes.. . . .

Manes.05G197200.v6.10.6527762 0.00033 down no . pfam12692 Methyltransf_17 S-adenosyl-L-methionine methyltransferase. This domain is found in bacterial proteins. The structure of the proteins in this family suggest that they function as a methyltransferase.. . . .

Manes.05G197400.v6.114.602621 2.35E-06 up yes . pfam15290 Syntaphilin Golgi-localized syntaxin-1-binding clamp. Syntaphilin or Syntabulin is a family of eukaryotic proteins. Syntaphilin binds to syntaxin-1 thereby inhibiting SNARE complex formation by absorbing free syntaxin-1. So it is a syntaxin-1 clamp that controls SNARE assembly.. . . .

Manes.05G197800.v6.13.8631015 2.60E-12 up yes . pfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . . .

Manes.05G198200.v6.12.5386876 2.86E-16 up yes Transcription factor bHLH62pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G198300.v6.17.3387563 0.00325 up yes Cysteine proteinase inhibitor 10pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.05G198500.v6.1NA NA -- no Cysteine proteinase inhibitor Bpfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.. . GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.05G198900.v6.10.8147144 0.14259 down no Pentatricopeptide repeat-containing protein At4g14190, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.05G199100.v6.10.8214859 0.03954 down no . pfam07263 DMP1 Dentin matrix protein 1 (DMP1). This family consists of several mammalian dentin matrix protein 1 (DMP1) sequences. The dentin matrix acidic phosphoprotein 1 (DMP1) gene has been mapped to human chromosome 4q21. DMP1 is a bone and teeth specific protein initially identified from mineralised dentin. DMP1 is primarily localized in the nuclear compartment of undifferentiated osteoblasts. In the nucleus, DMP1 acts as a transcriptional component for activation of osteoblast-specific genes like osteocalcin. During the early phase of osteoblast maturation, Ca(2+) surges into the nucleus from the cytoplasm, triggering the phosphorylation of DMP1 by a nuclear isoform of casein kinase II. This phosphorylated DMP1 is then exported out into the extracellular matrix, where it regulates nucleation of hydroxyapatite. DMP1 is a unique molecule that initiates osteoblast differentiation by transcription in the nucleus and orchestrates mineralised matrix formation extracellularly, at later stages of osteoblast maturation. The D. . . .



Manes.05G199500.v6.12.1509106 8.77E-06 up yes Protein TIC 22-like, chloroplasticpfam04278 Tic22 Tic22-like family. The preprotein translocation at the inner envelope membrane of chloroplasts so far involves five proteins: Tic110, Tic55, Tic40, Tic22 (this family) and Tic20. The molecular function of these proteins has not yet been established.GO:0015031|protein transport;GO:0031972|chloroplast intermembrane space;GO:0016020|membrane;GO:0009536|plastid;. .

Manes.05G199700.v6.10.2670436 6.32E-15 down yes Crocetin glucosyltransferase, chloroplasticpfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0009507|chloroplast;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.05G200200.v6.11.0390316 0.72864 up no Tubulin beta-6 chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07375

Manes.05G200300.v6.11.211221 0.05069 up no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.05G200500.v6.10.6511885 0.00694 down no Transcription factor bHLH121pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G201200.v6.10.7657878 0.00758 down no Armadillo repeat-containing kinesin-like protein 1pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.05G201600.v6.17.3747853 6.78E-09 up yes . pfam11262 Tho2 Transcription factor/nuclear export subunit protein 2. THO and TREX form a eukaryotic complex which functions in messenger ribonucleoprotein metabolizm and plays a role in preventing the transcription-associated genetic instability. Tho2, along with four other subunits forms THO. . . .

Manes.05G201700.v6.10.3433605 1.42E-16 down yes Protein RALF-like 32pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.05G202000.v6.10.3605418 1.31E-11 down yes Xyloglucan galactosyltransferase KATAMARI1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.05G202300.v6.10.3841531 1.69E-05 down yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.05G202400.v6.10.7180937 0.07194 down no . pfam14910 MMS22L_N S-phase genomic integrity recombination mediator, N-terminal. MMS22L (Methyl methanesulfonate-sensitivity protein 22-like) is found in yeast, plants and vertebrates, and is integrally concerned with DNA forking and repair mechanisms during replication. MMS22L complexes with TONSL and this complex accumulates at regions of ssDNA associated with distressed replication forks or at processed DNA breaks. Its depletion results in high levels of endogenous DNA double-strand breaks caused by an inability to complete DNA synthesis after replication fork collapse. Thus the complex mediates recovery from replication stress and homologous recombination in vertebrates, yeasts and plants. This family is the more N-terminal region of the proteins.. . . .

Manes.05G202500.v6.11.5842351 7.47E-07 up no Uncharacterized RNA-binding protein C1827.05cpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0042254|ribosome biogenesis;GO:0005730|nucleolus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14838

Manes.05G202900.v6.11.342969 0.04609 up no . pfam05777 Acp26Ab Drosophila accessory gland-specific peptide 26Ab (Acp26Ab). This family consists of accessory gland-specific 26Ab peptides or male accessory gland secretory protein 355B from different Drosophila species. Drosophila males, like males of most other insects, transfer a group of specific proteins (Acp26Ab and Acp26Aa in Drosophila) to the females during mating. These proteins are produced primarily in the accessory gland and are likely to influence the female's reproduction.. . . .

Manes.05G203000.v6.10.8713985 0.21342 down no Nodulation protein Hpfam09037 Sulphotransf Stf0 sulphotransferase. Members of this family are essential for the biosynthesis of sulpholipid-1 in prokaryotes. They adopt a structure that belongs to the sulphotransferase superfamily, consisting of a single domain with a core four-stranded parallel beta-sheet flanked by alpha-helices.GO:0009877|nodulation;. GO:0008146|sulfotransferase activity;.

Manes.05G203100.v6.10.3115618 5.43E-18 down yes Probable LRR receptor-like serine/threonine-protein kinase At4g26540pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G203300.v6.10.6907268 0.01139 down no Heat shock cognate protein 80pfam00183 HSP90 Hsp90 protein.GO:0006457|protein folding;GO:0006950|response to stress;GO:0005737|cytoplasm;GO:0005524|ATP binding;K04079

Manes.05G203400.v6.10.9645294 0.72316 down no Peroxisome biogenesis protein 5pfam01653 DNA_ligase_aden NAD-dependent DNA ligase adenylation domain. DNA ligases catalyse the crucial step of joining the breaks in duplex DNA during DNA replication, repair and recombination, utilizing either ATP or NAD(+) as a cofactor. This domain is the catalytic adenylation domain. The NAD+ group is covalently attached to this domain at the lysine in the KXDG motif of this domain. This enzyme- adenylate intermediate is an important feature of the proposed catalytic mechanism.GO:0016560|protein import into peroxisome matrix, docking;GO:0006625|protein targeting to peroxisome;GO:0009733|response to auxin;GO:0005829|cytosol;GO:0005778|peroxisomal membrane;GO:0005052|peroxisome matrix targeting signal-1 binding;K13342

Manes.05G203700.v6.10.7923199 0.05015 down no Putative 4-hydroxy-4-methyl-2-oxoglutarate aldolase 3pfam03737 Methyltransf_6 Demethylmenaquinone methyltransferase. Members of this family are demethylmenaquinone methyltransferases that convert dimethylmenaquinone (DMK) to menaquinone (MK) in the final step of menaquinone biosynthesis. This region is also found at the C-terminus of the DlpA protein.GO:0051252|regulation of RNA metabolic process;. GO:0047443|4-hydroxy-4-methyl-2-oxoglutarate aldolase activity;GO:0046872|metal ion binding;GO:0008948|oxaloacetate decarboxylase activity;GO:0008428|ribonuclease inhibitor activity;K02553

Manes.05G203800.v6.12.227655 8.50E-06 up yes Serine/threonine-protein kinase BRI1-like 1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0005496|steroid binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G204000.v6.1Inf 0.00066 up yes . pfam10118 Metal_hydrol Predicted metal-dependent hydrolase. Members of this family of proteins comprise various bacterial transition metal-dependent hydrolases.. . . .

Manes.05G204400.v6.11.0618957 0.50907 up no Chloride channel protein CLC-fpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0005247|voltage-gated chloride channel activity;.

Manes.05G204500.v6.12.5202185 1.27E-23 up yes . pfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.. . . .

Manes.05G204900.v6.11.3525617 0.00878 up no Actin-related protein 8pfam00022 Actin Actin. GO:0030029|actin filament-based process;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0005200|structural constituent of cytoskeleton;K16616

Manes.05G205000.v6.13.4328495 5.37E-10 up yes GPI-anchored protein LORELEIpfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0009567|double fertilization forming a zygote and endosperm;GO:0010183|pollen tube guidance;GO:0010483|pollen tube reception;GO:0007338|single fertilization;GO:0010198|synergid death;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.05G205100.v6.10.4957778 0.00018 down yes Phosphatidylinositol/phosphatidylcholine transfer protein SFH13pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.05G205200.v6.11.8350085 1.74E-05 up no Ubiquitin-conjugating enzyme E2-17 kDapfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K06689

Manes.05G205300.v6.11.1562392 0.38107 up no Probable calcium-binding protein CML21pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005737|cytoplasm;GO:0005509|calcium ion binding;K13448

Manes.05G205500.v6.10.3883753 0.00141 down yes . pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.05G205600.v6.1Inf 0.9009 up no . pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.05G205900.v6.10.4487599 1.20E-10 down yes Chloroplast envelope membrane proteinpfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.05G206000.v6.17.5504428 7.08E-10 up yes Probable galactinol--sucrose galactosyltransferase 1pfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;. GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.05G206100.v6.11.7886722 2.29E-10 up no Enhancer of mRNA-decapping protein 4pfam00400 WD40 WD domain, G-beta repeat.GO:0071365|cellular response to auxin stimulus;GO:0031087|deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0009965|leaf morphogenesis;GO:0006402|mRNA catabolic process;GO:0006397|mRNA processing;GO:0009791|post-embryonic development;GO:0010072|primary shoot apical meristem specification;GO:0010071|root meristem specification;GO:0000932|cytoplasmic mRNA processing body;GO:0005829|cytosol;GO:0005634|nucleus;. K12616

Manes.05G206400.v6.11.6061989 1.11E-07 up no DNA damage-inducible protein 1pfam09668 Asp_protease Aspartyl protease. This family of eukaryotic aspartyl proteases have a fold similar to retroviral proteases which implies they function proteolytically during regulated protein turnover.GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0004190|aspartic-type endopeptidase activity;K11885

Manes.05G206500.v6.10.7753247 0.1334 down no RNA-binding protein pno1pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.GO:0022008|neurogenesis;GO:0005730|nucleolus;GO:0003723|RNA binding;K11884

Manes.05G206800.v6.10.2667085 4.22E-10 down yes Subtilisin-like protease SBT5.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.05G206900.v6.10.6876932 0.00912 down no BTB/POZ domain-containing protein At1g55760pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . K10523

Manes.05G207000.v6.10.7598688 0.03022 down no Probable uridine nucleosidase 2pfam01156 IU_nuc_hydro Inosine-uridine preferring nucleoside hydrolase.GO:0006148|inosine catabolic process;GO:0010150|leaf senescence;GO:0005829|cytosol;GO:0047724|inosine nucleosidase activity;GO:0035251|UDP-glucosyltransferase activity;GO:0045437|uridine nucleosidase activity;.

Manes.05G207700.v6.10.6750135 0.00187 down no Poly(ADP-ribose) glycohydrolase 1pfam05028 PARG_cat Poly (ADP-ribose) glycohydrolase (PARG). Poly(ADP-ribose) glycohydrolase (PARG), is a ubiquitously expressed exo- and endoglycohydrolase which mediates oxidative and excitotoxic neuronal death.GO:0005975|carbohydrate metabolic process;GO:0050832|defense response to fungus;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009414|response to water deprivation;GO:0048511|rhythmic process;GO:0090332|stomatal closure;. GO:0004649|poly(ADP-ribose) glycohydrolase activity;.

Manes.05G208000.v6.10.6326859 0.11153 down no Glucose-1-phosphate adenylyltransferase small subunit, chloroplasticpfam00483 NTP_transferase Nucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0048573|photoperiodism, flowering;GO:0019252|starch biosynthetic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0030931|heterotetrameric ADPG pyrophosphorylase complex;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;K00975

Manes.05G208300.v6.1NA NA -- no . pfam10598 RRM_4 RNA recognition motif of the spliceosomal PrP8. The large RNA-protein complex of the spliceosome catalyses pre-mRNA splicing. One of the most conserved core proteins is PrP8 which occupies a central position in the catalytic core of the spliceosome, and has been implicated in several crucial molecular rearrangements that occur there, and has recently come under the spotlight for its role in the inherited human disease, Retinitis Pigmentosa. The RNA-recognition motif of PrP8 is highly conserved and provides a possible RNA binding centre for the 5-prime SS, BP, or 3-prime SS of pre-mRNA which are known to contact with Prp8. The most conserved regions of an RRM are defined as the RNP1 and RNP2 sequences. Recognition of RNA targets can also be modulated by a number of other factors, most notably the two loops beta1-alpha1, beta2-beta3 and the amino acid residues C-terminal to the RNP2 domain.. . . .

Manes.05G208400.v6.114.824926 2.01E-74 up yes . pfam10588 NADH-G_4Fe-4S_3NADH-ubiquinone oxidoreductase-G iron-sulfur binding region.. . . .

Manes.06G000700.v6.11.2533785 0.01206 up no Putative D-cysteine desulfhydrase 1, mitochondrialpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0019447|D-cysteine catabolic process;GO:0009693|ethylene biosynthetic process;GO:0006094|gluconeogenesis;GO:0019761|glucosinolate biosynthetic process;GO:0006096|glycolytic process;GO:0042744|hydrogen peroxide catabolic process;GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0032880|regulation of protein localization;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0008660|1-aminocyclopropane-1-carboxylate deaminase activity;GO:0050897|cobalt ion binding;GO:0019148|D-cysteine desulfhydrase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.06G000800.v6.11.3818033 0.03229 up no Glutamate decarboxylasepfam00282 Pyridoxal_deC Pyridoxal-dependent decarboxylase conserved domain.GO:0006536|glutamate metabolic process;. GO:0004351|glutamate decarboxylase activity;GO:0030170|pyridoxal phosphate binding;K01580

Manes.06G001100.v6.10.6791525 0.52186 down no Ankyrin repeat and protein kinase domain-containing protein 1pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K16289

Manes.06G001300.v6.10.8138648 0.04399 down no Probable serine/threonine-protein kinase dyrk2pfam00069 Pkinase Protein kinase domain.. GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K18669

Manes.06G001400.v6.10.8906256 0.41525 down no Protein SHOOT GRAVITROPISM 5pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.06G001500.v6.12.8681504 5.19E-05 up yes Zinc-finger homeodomain protein 11pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.06G001800.v6.10.8121486 0.21817 down no Transcription repressor KAN1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010158|abaxial cell fate specification;GO:0009943|adaxial/abaxial axis specification;GO:0048440|carpel development;GO:0009887|organ morphogenesis;GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G001900.v6.11.1443714 0.18076 up no Annexin D5 pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009639|response to red or far red light;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;. GO:0051015|actin filament binding;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;GO:0005543|phospholipid binding;.

Manes.06G002000.v6.11.6899616 2.12E-07 up no Monoglyceride lipasepfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0036155|acylglycerol acyl-chain remodeling;GO:0046464|acylglycerol catabolic process;GO:0019369|arachidonic acid metabolic process;GO:0007596|blood coagulation;GO:0006633|fatty acid biosynthetic process;GO:0046474|glycerophospholipid biosynthetic process;GO:0006954|inflammatory response;GO:0006629|lipid metabolic process;GO:0006644|phospholipid metabolic process;GO:0030168|platelet activation;GO:2000124|regulation of endocannabinoid signaling pathway;GO:0050727|regulation of inflammatory response;GO:0051930|regulation of sensory perception of pain;GO:0009966|regulation of signal transduction;GO:0044281|small molecule metabolic process;GO:0019433|triglyceride catabolic process;GO:0005829|cytosol;GO:0005789|endoplasmic reticulum membrane;GO:0019898|extrinsic component of membrane;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0047372|acylglycerol lipase activity;GO:0004622|lysophospholipase activity;GO:0042803|protein homodimerization activity;K01054

Manes.06G002300.v6.10.9588072 0.75301 down no RNA polymerase II subunit A C-terminal domain phosphatase SSU72pfam04722 Ssu72 Ssu72-like protein. The highly conserved and essential protein Ssu72 has intrinsic phosphatase activity and plays an essential role in the transcription cycle. Ssu72 was originally identified in a yeast genetic screen as enhancer of a defect caused by a mutation in the transcription initiation factor TFIIB. It binds to TFIIB and is also involved in mRNA elongation. Ssu72 is further involved in both poly(A) dependent and independent termination. It is a subunit of the yeast cleavage and polyadenylation factor (CPF), which is part of the machinery for mRNA 3'-end formation. Ssu72 is also essential for transcription termination of snRNAs.GO:0006397|mRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004721|phosphoprotein phosphatase activity;K15544

Manes.06G002400.v6.1Inf 0.01325 up yes U-box domain-containing protein 21pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.06G002500.v6.11.2442024 0.01695 up no . pfam00769 ERM Ezrin/radixin/moesin family. This family of proteins contain a band 4.1 domain (pfam00373), at their amino terminus. This family represents the rest of these proteins.. . . .

Manes.06G002700.v6.112.835806 3.73E-50 up yes Mitogen-activated protein kinase kinase 9pfam00069 Pkinase Protein kinase domain.GO:0000187|activation of MAPK activity;GO:0000186|activation of MAPKK activity;GO:0010120|camalexin biosynthetic process;GO:0009693|ethylene biosynthetic process;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0000165|MAPK cascade;GO:0045893|positive regulation of transcription, DNA-templated;GO:0046777|protein autophosphorylation;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0009620|response to fungus;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0031098|stress-activated protein kinase signaling cascade;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004708|MAP kinase kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0030295|protein kinase activator activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G002800.v6.10.3082665 0.07156 down no . pfam05216 UNC-50 UNC-50 family. Gmh1p from S. cerevisiae is located in the Golgi membrane and interacts with ARF exchange factors.. . . .

Manes.06G002900.v6.10.7547113 0.00931 down no NAD-dependent dihydropyrimidine dehydrogenase subunit PreApfam01180 DHO_dh Dihydroorotate dehydrogenase.GO:0006208|pyrimidine nucleobase catabolic process;GO:0005737|cytoplasm;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0004159|dihydrouracil dehydrogenase (NAD+) activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0003954|NADH dehydrogenase activity;K17723

Manes.06G003200.v6.13.5466573 2.45E-44 up yes NF-X1-type zinc finger protein NFXL1pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.GO:0042742|defense response to bacterium;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0009642|response to light intensity;GO:0010188|response to microbial phytotoxin;GO:0009651|response to salt stress;GO:0009697|salicylic acid biosynthetic process;GO:0006366|transcription from RNA polymerase II promoter;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0001078|transcriptional repressor activity, RNA polymerase II core promoter proximal region sequence-specific binding;GO:0000977|RNA polymerase II regulatory region sequence-specific DNA binding;GO:0008270|zinc ion binding;K12236

Manes.06G003500.v6.12.7497041 7.12E-08 up yes . pfam14480 DNA_pol3_a_NI DNA polymerase III polC-type N-terminus I. This is the first N-terminal domain, NI domain, of the DNA polymerase III polC subunit A that is found only in Firmicutes. DNA polymerase polC-type III enzyme functions as the 'replicase' in low G + C Gram-positive bacteria. Purine asymmetry is a characteristic of organisms with a heterodimeric DNA polymerase III alpha-subunit constituted by polC which probably plays a direct role in the maintenance of strand-biased gene distribution; since, among prokaryotic genomes, the distribution of genes on the leading and lagging strands of the replication fork is known to be biased. It has been predicted that the N-terminus of polC folds into two globular domains, NI and NII. A predicted patch of elecrostatic potential at the surface of this domain suggests a possible involvement in nucleic acid binding. This domain is associated with DNA_pol3_alpha pfam07733 and DNA_pol3_a_NI pfam11490.. . . .

Manes.06G003600.v6.13.2685895 4.54E-42 up yes Nudix hydrolase 4pfam00293 NUDIX NUDIX domain.. . GO:0047631|ADP-ribose diphosphatase activity;GO:0046872|metal ion binding;GO:0000210|NAD+ diphosphatase activity;.

Manes.06G003900.v6.1Inf 0.35135 up no CBL-interacting serine/threonine-protein kinase 25pfam00069 Pkinase Protein kinase domain.GO:0050832|defense response to fungus;GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G004000.v6.11.4126058 0.00014 up no Protein TIFY 6Bpfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.06G004300.v6.10.3631759 0.00011 down yes ABC transporter G family member 16pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010208|pollen wall assembly;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.06G004900.v6.10.0978 0.00063 down yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G005200.v6.11.2884075 0.09469 up no Fructose-bisphosphate aldolasepfam01116 F_bP_aldolase Fructose-bisphosphate aldolase class-II.GO:0030388|fructose 1,6-bisphosphate metabolic process;GO:0006096|glycolytic process;. GO:0004332|fructose-bisphosphate aldolase activity;GO:0008270|zinc ion binding;.

Manes.06G005300.v6.166.650766 ####### up yes 60S ribosomal protein L19-2pfam01280 Ribosomal_L19e Ribosomal protein L19e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0005886|plasma membrane;GO:0003735|structural constituent of ribosome;K02885

Manes.06G005400.v6.10.7322128 0.01435 down no Down syndrome critical region protein 3 homologpfam03643 Vps26 Vacuolar protein sorting-associated protein 26. Vacuolar protein sorting-associated protein (Vps) 26 is one of around 50 proteins involved in protein trafficking. In particular, Vps26 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps29 and Vps35. This family also contains Down syndrome critical region 3/A.. GO:0005634|nucleus;. .

Manes.06G005700.v6.10.2911532 2.80E-05 down yes Boron transporter 1pfam03798 TRAM_LAG1_CLN8TLC domain.GO:0010036|response to boron-containing substance;GO:0005768|endosome;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0005452|inorganic anion exchanger activity;.

Manes.06G005800.v6.11.3634314 0.00083 up no ERAD-associated E3 ubiquitin-protein ligase component HRD3Apfam13414 TPR_11 TPR repeat. GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0042538|hyperosmotic salinity response;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;. K14026

Manes.06G006100.v6.10.6944018 0.00017 down no Outer envelope protein 64, chloroplasticpfam01425 Amidase Amidase. GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031359|integral component of chloroplast outer membrane;GO:0009536|plastid;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;.

Manes.06G006200.v6.10.1912086 8.91E-46 down yes Cytochrome P450 86B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.06G006500.v6.15.0417229 3.13E-77 up yes Cytochrome P450 86B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.06G006600.v6.15.2197524 5.29E-37 up yes Cytochrome P450 86B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.06G006700.v6.10.6115458 0.0026 down no Probable ADP-ribosylation factor GTPase-activating protein AGD13pfam00168 C2 C2 domain. GO:0009555|pollen development;. GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.06G006800.v6.10.6527413 0.00029 down no Auxin efflux carrier component 1pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0048830|adventitious root development;GO:0009734|auxin-activated signaling pathway;GO:0055085|transmembrane transport;GO:0006810|transport;GO:0009921|auxin efflux carrier complex;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005215|transporter activity;K13947

Manes.06G007300.v6.10.4108998 0.00012 down yes WUSCHEL-related homeobox 1pfam00046 Homeobox Homeobox domain.GO:0048513|organ development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G007500.v6.10.4140914 5.90E-08 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G007600.v6.10.9953338 1 down no Probable calcium-binding protein CML27pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;K13448

Manes.06G007700.v6.11.2365913 0.30151 up no Ras-related protein RABA6apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07976

Manes.06G007800.v6.10.8230017 0.08928 down no . pfam06966 DUF1295 Protein of unknown function (DUF1295). This family contains a number of bacterial and eukaryotic proteins of unknown function that are approximately 300 residues long.. . . .

Manes.06G007900.v6.11.4698438 1.72E-05 up no Serine/threonine-protein kinase EDR1pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.06G008000.v6.10.6221902 0.00033 down no Mitogen-activated protein kinase 9pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0000165|MAPK cascade;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.06G008500.v6.11.8252481 1.39E-10 up no Peroxisome biogenesis protein 3-2pfam04882 Peroxin-3 Peroxin-3. Peroxin-3 is a peroxisomal protein. It is thought to be involve in membrane vesicle assembly prior to the translocation of matrix proteins.GO:0007031|peroxisome organization;GO:0015031|protein transport;GO:0005779|integral component of peroxisomal membrane;. .

Manes.06G008600.v6.11.4483988 4.52E-05 up no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.06G008700.v6.10.441447 7.60E-08 down yes Ubiquinol oxidase 2, mitochondrialpfam01786 AOX Alternative oxidase. The alternative oxidase is used as a second terminal oxidase in the mitochondria, electrons are transfered directly from reduced ubiquinol to oxygen forming water. This is not coupled to ATP synthesis and is not inhibited by cyanide, this pathway is a single step process. In rice the transcript levels of the alternative oxidase are increased by low temperature.GO:0010230|alternative respiration;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0070469|respiratory chain;GO:0009916|alternative oxidase activity;GO:0046872|metal ion binding;K17893

Manes.06G009300.v6.13.9480157 0.01634 up yes . pfam00146 NADHdh NADH dehydrogenase.. . . .

Manes.06G009500.v6.10.542945 1.42E-05 down no . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.06G009700.v6.11.1297952 0.31081 up no Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.06G010600.v6.11.3006117 0.00383 up no . pfam02990 EMP70 Endomembrane protein 70.. . . .



Manes.06G010800.v6.10.4611049 7.50E-06 down yes G-type lectin S-receptor-like serine/threonine-protein kinase RKS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G012600.v6.10.7748467 0.00826 down no Copper-transporting ATPase PAA1, chloroplasticpfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0035434|copper ion transmembrane transport;GO:0009767|photosynthetic electron transport chain;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0009570|chloroplast stroma;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005375|copper ion transmembrane transporter activity;GO:0046872|metal ion binding;.

Manes.06G012800.v6.11.9194376 3.26E-12 up no Calmodulin-binding transcription activator 2pfam03859 CG-1 CG-1 domain. CG-1 domains are highly conserved domains of about 130 amino-acid residues containing a predicted bipartite NLS and named after a partial cDNA clone isolated from parsley encoding a sequence-specific DNA-binding protein. CG-1 domains are associated with CAMTA proteins (for CAlModulin -binding Transcription Activator) that are transcription factors containing a calmodulin -binding domain and ankyrins (ANK) motifs.GO:0071275|cellular response to aluminum ion;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G013200.v6.10.4057494 1.48E-07 down yes Subtilisin-like protease SBT1.7pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.06G013500.v6.10.0691052 0.00036 down yes . pfam09811 Yae1_N Essential protein Yae1, N terminal. Members of this family are found in the N terminal region of the essential protein Yae1. Their exact function has not, as yet, been determined. The family DUF1715, pfam08215 has now been merged into this family.. . . .

Manes.06G013700.v6.11.507697 3.42E-05 up no NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 3-Bpfam08122 NDUF_B12 NADH-ubiquinone oxidoreductase B12 subunit family. This family consists of the NADH-ubiquinone oxidoreductase B12 subunit proteins. NADH is the central source of electrons in the mitochondrial and bacterial respiration. NADH-ubiquinone oxidoreductase is involved in the transfer of electrons from NADH to the electron transport chain. This oxidation of NADH is coupled to proton transfer across the membrane, generating a proton motive force that is utilized for the synthesis of ATP. The function of this subunit is unclear.GO:0022900|electron transport chain;GO:0009853|photorespiration;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0045271|respiratory chain complex I;. .

Manes.06G013900.v6.10.4960893 2.37E-08 down yes Putative disease resistance RPP13-like protein 1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.06G014000.v6.10.2250473 0.00551 down yes . pfam10269 Tmemb_185A Transmembrane Fragile-X-F protein. This is a family of conserved transmembrane proteins that appear in humans to be expressed from a region upstream of the FragileXF site and to be intimately linked with the Fragile-X syndrome. Absence of TMEM185A does not necessarily lead to developmental delay, but might in combination with other, yet unknown, factors. Otherwise, the lack of the TMEM185A protein is either disposable (redundant) or its function can be complemented by the highly similar chromosome 2 retro-pseudogene product, TMEM185B.. . . .

Manes.06G014100.v6.10.4797458 1.21E-07 down yes RNA pseudouridine synthase 2, chloroplasticpfam00849 PseudoU_synth_2 RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0001522|pseudouridine synthesis;GO:0009507|chloroplast;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K15452

Manes.06G014900.v6.10.5992992 0.00013 down no GTPase Der pfam14714 KH_dom-like KH-domain-like of EngA bacterial GTPase enzymes, C-terminal. The KH-like domain at the C-terminus of the EngA subfamily of essential bacterial GTPases has a unique domain structure position. The two adjacent GTPase domains (GD1 and GD2), two domains of family MMR_HSR1, pfam01926, pack at either side of the C-terminal domain. This C-terminal domain resembles a KH domain but is missing the distinctive RNA recognition elements. Conserved motifs of the nucleotide binding site of GD1 are integral parts of the GD1-KH domain interface, suggesting the interactions between these two domains are directly influenced by the GTP/GDP cycling of the protein. In contrast, the GD2-KH domain interface is distal to the GDP binding site of GD2.GO:0042254|ribosome biogenesis;. GO:0005525|GTP binding;K03977

Manes.06G015300.v6.11.9322081 1.43E-07 up no PCTP-like proteinpfam01852 START START domain.GO:0032782|bile acid secretion;GO:0035360|positive regulation of peroxisome proliferator activated receptor signaling pathway;GO:0005829|cytosol;GO:0046581|intercellular canaliculus;GO:0016020|membrane;GO:0005902|microvillus;GO:0031514|motile cilium;GO:0008289|lipid binding;.

Manes.06G015400.v6.13.7645306 4.76E-19 up yes . pfam05231 MASE1 MASE1. Predicted integral membrane sensory domain found in histidine kinases, diguanylate cyclases and other bacterial signaling proteins. This entry also includes members of the 8 transmembrane UhpB type (8TMR-UT) domain family.. . . .

Manes.06G015500.v6.10.460279 0.00012 down yes . pfam04615 Utp14 Utp14 protein. This protein is found to be part of a large ribonucleoprotein complex containing the U3 snoRNA. Depletion of the Utp proteins impedes production of the 18S rRNA, indicating that they are part of the active pre-rRNA processing complex. This large RNP complex has been termed the small subunit (SSU) processome.. . . .

Manes.06G016000.v6.10.7052183 0.01535 down no Pentatricopeptide repeat-containing protein At4g26680, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.06G016200.v6.11.8744698 3.51E-07 up no Protein transport protein SEC13 homolog Bpfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;GO:0005730|nucleolus;. K14004

Manes.06G016600.v6.10.8584518 0.12623 down no Glutathione S-transferase zeta classpfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009072|aromatic amino acid family metabolic process;GO:0005737|cytoplasm;GO:0004364|glutathione transferase activity;.

Manes.06G016900.v6.11.6041403 5.30E-07 up no Endoglucanase 25pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0030245|cellulose catabolic process;GO:0043622|cortical microtubule organization;GO:0042538|hyperosmotic salinity response;GO:0009735|response to cytokinin;GO:0048367|shoot system development;GO:0009826|unidimensional cell growth;GO:0009504|cell plate;GO:0005769|early endosome;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0008810|cellulase activity;.

Manes.06G017100.v6.10.7018375 0.00388 down no . pfam09335 SNARE_assoc SNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. . . .

Manes.06G017300.v6.10.3192493 1.54E-07 down yes Putative clathrin assembly protein At1g33340pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.06G017400.v6.10.5907648 0.00325 down no Putative oligosaccharyltransferase complex subunit CG9662pfam04756 OST3_OST6 OST3 / OST6 family. The proteins in this family are part of a complex of eight ER proteins that transfers core oligosaccharide from dolichol carrier to Asn-X-Ser/Thr motifs. This family includes both OST3 and OST6, each of which contains four predicted transmembrane helices. Disruption of OST3 and OST6 leads to a defect in the assembly of the complex. Hence, the function of these genes seems to be essential for recruiting a fully active complex necessary for efficient N-glycosylation.. GO:0016021|integral component of membrane;. .

Manes.06G017700.v6.11.0947122 0.32497 up no Calcium-transporting ATPase 10, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.06G018200.v6.10.9795146 0.82644 down no Protein CLEC16A homologpfam09758 FPL Uncharacterized conserved protein. This entry represents an N-terminal region of approximately 150 residues of a family of proteins of unknown function. It contains a highly conserved FPL motif.GO:0006914|autophagy;. . .

Manes.06G018400.v6.11.194787 0.1292 up no Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS1pfam01532 Glyco_hydro_47 Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K01230

Manes.06G018500.v6.11.1660039 0.13224 up no Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS2pfam01532 Glyco_hydro_47 Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K01230

Manes.06G018600.v6.11.6360093 2.89E-06 up no . pfam04617 Hox9_act Hox9 activation region. This family constitutes the N termini of the paralogous homeobox proteins HoxA9, HoxB9, HoxC9 and HoxD9. The N terminal region is found to act as a transcription activation region. Btg1 and Btg2 - the B-cell translocation gene products - may function as cofactors for Hoxb9-mediated transcription. The Btg proteins modulate Hoxb9 transcriptional activity by recruiting a multiprotein Ccr4-like complex.. . . .

Manes.06G019000.v6.10.8976268 0.33201 down no RNA polymerase II C-terminal domain phosphatase-like 4pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0008022|protein C-terminus binding;GO:0003723|RNA binding;K18999

Manes.06G019300.v6.12.3990017 8.86E-22 up yes Protein CHLOROPLAST IMPORT APPARATUS 2pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0045036|protein targeting to chloroplast;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.06G020000.v6.11.6944825 2.99E-09 up no . pfam10206 WRW Mitochondrial F1F0-ATP synthase, subunit f. This is a family of small proteins of approximately 110 amino acids, which are highly conserved from nematodes to humans. Some members of the family have been annotated in Swiss-Prot as being the f subunit of mitochondrial F1F0-ATP synthase but this could not be confirmed. The sequence has a well-conserved WRW motif. The exact function of the protein is not known.. . . .

Manes.06G020200.v6.12.209807 1.66E-14 up yes . pfam02694 UPF0060 Uncharacterized BCR, YnfA/UPF0060 family.. . . .

Manes.06G020300.v6.11.8999657 4.35E-13 up no TBC1 domain family member 5 homolog Apfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. . GO:0005096|GTPase activator activity;.

Manes.06G020500.v6.10.3884854 0.00065 down yes Oxysterol-binding protein-related protein 4Cpfam01237 Oxysterol_BP Oxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.06G020700.v6.11.3216033 0.0045 up no . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.06G021100.v6.11.6640946 8.50E-08 up no 54S ribosomal protein L51, mitochondrialpfam05047 L51_S25_CI-B8 Mitochondrial ribosomal protein L51 / S25 / CI-B8 domain. The proteins in this family are located in the mitochondrion. The family includes ribosomal protein L51, and S25. This family also includes mitochondrial NADH-ubiquinone oxidoreductase B8 subunit (CI-B8) EC:1.6.5.3. It is not known whether all members of this family form part of the NADH-ubiquinone oxidoreductase and whether they are also all ribosomal proteins.GO:0032543|mitochondrial translation;GO:0005762|mitochondrial large ribosomal subunit;GO:0005739|mitochondrion;GO:0044822|poly(A) RNA binding;GO:0003735|structural constituent of ribosome;K17424

Manes.06G021400.v6.11.7218818 9.26E-10 up no Villin-4 pfam02209 VHP Villin headpiece domain.GO:0051017|actin filament bundle assembly;GO:0051693|actin filament capping;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.06G021800.v6.1Inf 0.9009 up no 30S ribosomal protein S12, chloroplasticpfam00164 Ribosom_S12_S23Ribosomal protein S12/S23. This protein is known as S12 in bacteria and archaea and S23 in eukaryotes.GO:0006412|translation;GO:0009507|chloroplast;GO:0015935|small ribosomal subunit;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.06G022000.v6.11.1655227 0.33635 up no . pfam14529 Exo_endo_phos_2 Endonuclease-reverse transcriptase. This domain represents the endonuclease region of retrotransposons from a range of bacteria, archaea and eukaryotes.   These are enzymes largely from class EC:2.7.7.49.. . . .

Manes.06G022200.v6.17.1373536 2.31E-52 up yes . pfam14915 CCDC144C CCDC144C protein coiled-coil region. This family includes the human protein CCDC144C and the ankyrin repeat domain-containing protein 26-like 1 found in eukaryotes. Its function remains unknown, however, it is known to contain a coiled-coil domain which corresponds to this region. The ankyrin repeat which features in this protein is a common amino acid motif.. . . .

Manes.06G022400.v6.10.5433765 1.23E-08 down no Homogentisate phytyltransferase 1, chloroplasticpfam01040 UbiA UbiA prenyltransferase family.GO:0071555|cell wall organization;GO:0009915|phloem sucrose loading;GO:0031347|regulation of defense response;GO:0009266|response to temperature stimulus;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0010189|vitamin E biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0010176|homogentisate phytyltransferase activity;K09833

Manes.06G023100.v6.11.1439152 0.13416 up no WD repeat-containing protein 75pfam00400 WD40 WD domain, G-beta repeat.. GO:0005730|nucleolus;. K14552

Manes.06G023200.v6.10.7170942 0.14036 down no Probable receptor-like serine/threonine-protein kinase At5g57670pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G023300.v6.10.7455166 0.00302 down no VIN3-like protein 2pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0032922|circadian regulation of gene expression;GO:0009908|flower development;GO:1900111|positive regulation of histone H3-K9 dimethylation;GO:0048587|regulation of short-day photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0031519|PcG protein complex;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0035064|methylated histone binding;.

Manes.06G023700.v6.11.7845697 2.13E-10 up no . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.06G023800.v6.10.731104 0.00143 down no Bifunctional dethiobiotin synthetase/7,8-diamino-pelargonic acid aminotransferase, mitochondrialpfam00202 Aminotran_3 Aminotransferase class-III.GO:0009102|biotin biosynthetic process;GO:0005739|mitochondrion;GO:0004015|adenosylmethionine-8-amino-7-oxononanoate transaminase activity;GO:0005524|ATP binding;GO:0004141|dethiobiotin synthase activity;GO:0000287|magnesium ion binding;GO:0030170|pyridoxal phosphate binding;K00833

Manes.06G024200.v6.16.4399251 5.21E-92 up yes Tetraspanin-8pfam00335 Tetraspannin Tetraspanin family.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.06G024300.v6.11.0511102 0.57631 up no Pheophytinase, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.06G026000.v6.10.7454328 0.02076 down no . pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.. . . .

Manes.06G026300.v6.10.5901166 9.03E-06 down no . pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.. . . .

Manes.06G026400.v6.11.7098716 6.74E-09 up no Chaperone protein ClpBpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0019538|protein metabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;K03695

Manes.06G026900.v6.10.1625583 6.88E-20 down yes Pathogenesis-related protein PR-1pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in tiGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048765|root hair cell differentiation;GO:0005576|extracellular region;. .

Manes.06G027000.v6.10.3810987 1.17E-07 down yes Pathogenesis-related protein PR-1pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in tiGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048765|root hair cell differentiation;GO:0005576|extracellular region;. .

Manes.06G027200.v6.10.8456379 0.11548 down no Putative lipase ROG1pfam05057 DUF676 Putative serine esterase (DUF676). This family of proteins are probably serine esterase type enzymes with an alpha/beta hydrolase fold.GO:0044255|cellular lipid metabolic process;GO:0016042|lipid catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0047372|acylglycerol lipase activity;.

Manes.06G027900.v6.10.9412119 0.53234 down no ABC transporter D family member 1pfam06472 ABC_membrane_2ABC transporter transmembrane region 2. This domain covers the transmembrane of a small family of ABC transporters and shares sequence similarity with pfam00664. Mutations in this domain in human ABCD3 (PMP70) are believed responsible for Zellweger Syndrome-2; mutations in human ABCD1 (ALD) are responsible for recessive X-linked adrenoleukodystrophy. A Saccharomyces cerevisiae homolog is involved in the import of long-chain fatty acids.GO:0016042|lipid catabolic process;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005325|peroxisomal fatty-acyl-CoA transporter activity;.

Manes.06G028700.v6.11.3725023 0.00045 up no Diacylglycerol kinase 3pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004143|diacylglycerol kinase activity;K00901

Manes.06G028800.v6.10.610116 0.00022 down no . pfam13088 BNR_2 BNR repeat-like domain. This family of proteins contains BNR-like repeats suggesting these proteins may act as sialidases.. . . .

Manes.06G029000.v6.1Inf 0.01359 up yes Putative receptor protein kinase ZmPK1pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G030200.v6.10.5543109 0.02024 down no . pfam14264 Glucos_trans_II Glucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.06G030300.v6.15.0662983 2.64E-15 up yes 18.5 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.06G030400.v6.10.6403424 0.00312 down no Ribonuclease H2 subunit Cpfam08615 RNase_H2_suC Ribonuclease H2 non-catalytic subunit (Ylr154p-like). This entry represents the non-catalytic subunit of RNase H2, which in S. cerevisiae is Ylr154p/Rnh203p. Whereas bacterial and archaeal RNases H2 are active as single polypeptides, the Saccharomyces cerevisiae homologue, Rnh2Ap, when expressed in Escherichia coli, fails to produce an active RNase H2. For RNase H2 activity three proteins are required [Rnh2Ap (Rnh201p), Ydr279p (Rnh202p) and Ylr154p (Rnh203p)]. Deletion of any one of the proteins or mutations in the catalytic site in Rnh2A leads to loss of RNase H2 activity. RNase H2 ia an endonuclease that specifically degrades the RNA of RNA:DNA hybrids. It participates in DNA replication, possibly by mediating the removal of lagging-strand Okazaki fragment RNA primers during DNA replication.GO:0006401|RNA catabolic process;GO:0005634|nucleus;GO:0032299|ribonuclease H2 complex;. K10745

Manes.06G030600.v6.11.6521878 2.43E-08 up no Outer envelope protein 61pfam13414 TPR_11 TPR repeat. GO:0061077|chaperone-mediated protein folding;GO:0046967|cytosol to ER transport;GO:0000413|protein peptidyl-prolyl isomerization;GO:0015031|protein transport;GO:0009707|chloroplast outer membrane;GO:0005829|cytosol;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005528|FK506 binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.06G031200.v6.10.8950184 0.30773 down no Ubiquitin carboxyl-terminal hydrolase 5pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11835

Manes.06G031400.v6.10.8520314 0.27535 down no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.06G031600.v6.10.664184 0.00218 down no mRNA cap guanine-N7 methyltransferase 1pfam03291 Pox_MCEL mRNA capping enzyme. This family of enzymes are related to pfam03919.. GO:0005634|nucleus;GO:0004482|mRNA (guanine-N7-)-methyltransferase activity;GO:0003723|RNA binding;K00565

Manes.06G031800.v6.10.8367172 0.06949 down no . pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.06G032200.v6.10.9277313 0.55787 down no Clustered mitochondria proteinpfam12807 eIF3_p135 Translation initiation factor eIF3 subunit 135. Translation initiation factor eIF3 is a multi-subunit protein complex required for initiation of protein biosynthesis in eukaryotic cells. The complex promotes ribosome dissociation, the binding of the initiator methionyl-tRNA to the 40 S ribosomal subunit, and mRNA recruitment to the ribosome. The protein product from TIF31 genes in yeast is p135 which associates with the eIF3 but does not seem to be necessary for protein translation initiation.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.06G032600.v6.13.5380296 1.16E-08 up yes Putative glutamine amidotransferase YLR126Cpfam00117 GATase Glutamine amidotransferase class-I.GO:0006878|cellular copper ion homeostasis;GO:0006879|cellular iron ion homeostasis;GO:0006541|glutamine metabolic process;GO:0005737|cytoplasm;GO:0034399|nuclear periphery;GO:0016740|transferase activity;.

Manes.06G033000.v6.11.6548615 4.45E-06 up no Transmembrane protein 208 homologpfam05620 DUF788 Protein of unknown function (DUF788). This family consists of several eukaryotic proteins of unknown function.GO:0006624|vacuolar protein processing;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005773|vacuole;. .

Manes.06G033300.v6.10.6675271 0.00817 down no . pfam01935 DUF87 Domain of unknown function DUF87. The function of this prokaryotic domain is unknown. It contains several conserved aspartates and histidines that could be metal ligands.. . . .

Manes.06G034000.v6.10.6662799 0.00932 down no 26S proteasome non-ATPase regulatory subunit 9pfam13180 PDZ_2 PDZ domain.GO:0046676|negative regulation of insulin secretion;GO:0032024|positive regulation of insulin secretion;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0070682|proteasome regulatory particle assembly;GO:0097050|type B pancreatic cell apoptotic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008540|proteasome regulatory particle, base subcomplex;GO:0043425|bHLH transcription factor binding;GO:0008022|protein C-terminus binding;GO:0003713|transcription coactivator activity;K06693

Manes.06G034100.v6.11.5346964 1.72E-06 up no Leucine aminopeptidase 3, chloroplasticpfam00883 Peptidase_M17 Cytosol aminopeptidase family, catalytic domain. The two associated zinc ions and the active site are entirely enclosed within the C-terminal catalytic domain in leucine aminopeptidase.GO:0010150|leaf senescence;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005773|vacuole;GO:0004177|aminopeptidase activity;GO:0030145|manganese ion binding;GO:0008235|metalloexopeptidase activity;K01255

Manes.06G034300.v6.10.8838639 0.1934 down no Probable cyclic nucleotide-gated ion channel 5pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0070588|calcium ion transmembrane transport;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005223|intracellular cGMP activated cation channel activity;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.06G034800.v6.10.2284272 7.23E-26 down yes Shikimate O-hydroxycinnamoyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0047172|shikimate O-hydroxycinnamoyltransferase activity;.

Manes.06G034900.v6.10.3991779 3.72E-10 down yes Shikimate O-hydroxycinnamoyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0047172|shikimate O-hydroxycinnamoyltransferase activity;.

Manes.06G035300.v6.10.4764678 0.00536 down yes V-type proton ATPase subunit B 1pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;.

Manes.06G035400.v6.10.6434235 0.00159 down no . pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.06G035500.v6.12.8285488 1.76E-32 up yes . pfam15390 DUF4613 Domain of unknown function (DUF4613). This family of proteins is found in eukaryotes. Proteins in this family are typically between 625 and 725 amino acids in length.. . . .

Manes.06G035600.v6.10.6154967 3.37E-06 down no Protein PHR1-LIKE 1pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G036300.v6.10.8767586 0.2107 down no Ubiquitin carboxyl-terminal hydrolase 23pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11855

Manes.06G036400.v6.14.0702603 2.04E-41 up yes BTB/POZ domain-containing protein At2g24240pfam02214 BTB_2 BTB/POZ domain. In voltage-gated K+ channels this domain is responsible for subfamily-specific assembly of alpha-subunits into functional tetrameric channels. In KCTD1 this domain functions as a transcriptional repressor. It also mediates homomultimerization of KCTD1 and interaction of KCTD1 with the transcription factor AP-2-alpha.GO:0051260|protein homooligomerization;GO:0016567|protein ubiquitination;. . .

Manes.06G036600.v6.10.497737 1.40E-06 down yes Reticulon-like protein B21pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.06G036700.v6.13.4285818 4.46E-36 up yes CBL-interacting serine/threonine-protein kinase 6pfam00069 Pkinase Protein kinase domain.GO:0010540|basipetal auxin transport;GO:0042538|hyperosmotic salinity response;GO:0007275|multicellular organismal development;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0007165|signal transduction;GO:0005783|endoplasmic reticulum;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G037000.v6.10.6277264 0.01078 down no . pfam02297 COX6B Cytochrome oxidase c subunit VIb. Cytochrome c oxidase, a 13 sub-unit complex, EC:1.9.3.1 is the terminal oxidase in the mitochondrial electron transport chain. This family is composed of the potentially heme-binding subunit IVb of the oxidase.. . . .

Manes.06G037500.v6.12.2952085 5.93E-06 up yes Small nuclear ribonucleoprotein Epfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0000387|spliceosomal snRNP assembly;GO:0005829|cytosol;GO:0034709|methylosome;GO:0034715|pICln-Sm protein complex;GO:0071011|precatalytic spliceosome;GO:0034719|SMN-Sm protein complex;GO:0005685|U1 snRNP;GO:0005686|U2 snRNP;GO:0005687|U4 snRNP;GO:0046540|U4/U6 x U5 tri-snRNP complex;GO:0005682|U5 snRNP;GO:0003723|RNA binding;K11097

Manes.06G037900.v6.11.0576676 0.53389 up no FIP1[V]-like proteinpfam05182 Fip1 Fip1 motif. This short motif is about 40 amino acids in length. In the Fip1 protein that is a component of a yeast pre-mRNA polyadenylation factor that directly interacts with poly(A) polymerase. This region of Fip1 is needed for the interaction with the Th1 subunit of the complex and for specific polyadenylation of the cleaved mRNA precursor.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0003723|RNA binding;.

Manes.06G038100.v6.10.7217719 0.01939 down no . pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . . .

Manes.06G038200.v6.11.1804606 0.19783 up no . pfam06364 DUF1068 Protein of unknown function (DUF1068). This family consists of several hypothetical plant proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.06G038400.v6.15.147676 5.71E-45 up yes . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.06G038500.v6.10.9064918 0.471 down no Two-component response regulator ARR12pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0080022|primary root development;GO:0031537|regulation of anthocyanin metabolic process;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0080036|regulation of cytokinin-activated signaling pathway;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.06G039000.v6.1NA NA -- no . pfam00728 Glyco_hydro_20 Glycosyl hydrolase family 20, catalytic domain. This domain has a TIM barrel fold.. . . .



Manes.06G039200.v6.10.8151482 0.08542 down no . pfam06023 DUF911 Archaeal protein of unknown function (DUF911). This family consists of several archaeal proteins of unknown function.. . . .

Manes.06G039400.v6.10.994679 0.98356 down no VAMP-like protein YKT61pfam00957 Synaptobrevin Synaptobrevin.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.06G039700.v6.10.4578521 7.52E-06 down yes . pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.06G039800.v6.10.8723047 0.3321 down no . pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.. . . .

Manes.06G040800.v6.14.5839729 3.75E-62 up yes Sugar carrier protein Apfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G041000.v6.11.5373452 1.61E-06 up no Transmembrane 9 superfamily member 11pfam02990 EMP70 Endomembrane protein 70.. GO:0010008|endosome membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.06G041200.v6.11.5342777 2.78E-06 up no Homeobox protein knotted-1-like LET12pfam05920 Homeobox_KN Homeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G041300.v6.10.5471446 1.47E-07 down no E3 ubiquitin-protein ligase ZNRF3pfam13639 zf-RING_2 Ring finger domain.GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:2000051|negative regulation of non-canonical Wnt signaling pathway;GO:0016567|protein ubiquitination;GO:0072089|stem cell proliferation;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0038018|Wnt receptor catabolic process;GO:0016055|Wnt signaling pathway;GO:0005887|integral component of plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16273

Manes.06G041700.v6.10.3308464 0.06718 down no . pfam13678 Peptidase_M85 NFkB-p65-degrading zinc protease. This family of bacterial metallo-peptidases is thought to compromise the inflammatory response by degrading p65 thereby down-regulating the NF-kappaB signalling pathway. NF-kappa-B is a pleiotropic transcription factor which is present in almost all cell types and is involved in many biological processes such as inflammation, immunity, differentiation, cell growth, tumorigenesis and apoptosis. NF-kappa-B is a homo- or heterodimeric complex formed by the Rel-like domain-containing proteins RELA/p65, RELB, NFKB1/p105, NFKB1/p50, REL and NFKB2/p52; and the heterodimeric p65-p50 complex appears to be most abundant one.. . . .

Manes.06G042200.v6.110.204266 0.00013 up yes Probable LRR receptor-like serine/threonine-protein kinase At4g08850pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G042600.v6.16.150623 0.00023 up yes LRR receptor-like serine/threonine-protein kinase RCH1pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G043000.v6.12.5646451 3.03E-07 up yes . pfam00055 Laminin_N Laminin N-terminal (Domain VI).. . . .

Manes.06G043100.v6.11.0038096 1 up no . pfam05478 Prominin Prominin. The prominins are an emerging family of proteins that among the multispan membrane proteins display a novel topology. Mouse prominin and human prominin (mouse)-like 1 (PROML1) are predicted to contain five membrane spanning domains, with an N-terminal domain exposed to the extracellular space followed by four, alternating small cytoplasmic and large extracellular, loops and a cytoplasmic C-terminal domain. The exact function of prominin is unknown although in humans defects in PROM1, the gene coding for prominin, cause retinal degeneration.. . . .

Manes.06G043200.v6.13.578409 1.09E-08 up yes . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.06G043300.v6.10.5303145 0.00023 down no Probable flavin-containing monooxygenase 1pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0071456|cellular response to hypoxia;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0055114|oxidation-reduction process;GO:0009626|plant-type hypersensitive response;GO:0051707|response to other organism;GO:0009627|systemic acquired resistance;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K00485

Manes.06G043600.v6.10.6457954 0.00033 down no . pfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.06G043800.v6.11.6219492 4.91E-05 up no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.06G043900.v6.10.5005888 7.68E-06 down no . pfam07647 SAM_2 SAM domain (Sterile alpha motif).. . . .

Manes.06G044200.v6.11.0931105 0.32823 up no Protein S-acyltransferase 24pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.GO:0009932|cell tip growth;GO:0030659|cytoplasmic vesicle membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0000035|acyl binding;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K18932

Manes.06G044600.v6.11.9844311 1.57E-12 up no Heparanase-like protein 3pfam03662 Glyco_hydro_79n Glycosyl hydrolase family 79, N-terminal domain. Family of endo-beta-N-glucuronidase, or heparanase. Heparan sulfate proteoglycans (HSPGs) play a key role in the self- assembly, insolubility and barrier properties of basement membranes and extracellular matrices. Hence, cleavage of heparan sulfate (HS) affects the integrity and functional state of tissues and thereby fundamental normal and pathological phenomena involving cell migration and response to changes in the extracellular micro-environment. Heparanase degrades HS at specific intra-chain sites. The enzyme is synthesized as a latent approximately 65 kDa protein that is processed at the N-terminus into a highly active approximately 50 kDa form. Experimental evidence suggests that heparanase may facilitate both tumor cell invasion and neovascularization, both critical steps in cancer progression. The enzyme is also involved in cell migration associated with inflammation and autoimmunity.. GO:0005576|extracellular region;GO:0005765|lysosomal membrane;GO:0009505|plant-type cell wall;GO:0004566|beta-glucuronidase activity;.

Manes.06G045000.v6.10.7105081 0.071 down no Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.06G045100.v6.11.323903 0.01568 up no Pyrophosphate-energized vacuolar membrane proton pumppfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;.

Manes.06G045200.v6.11.8534982 1.84E-07 up no . pfam12678 zf-rbx1 RING-H2 zinc finger. There are 8 cysteine/ histidine residues which are proposed to be the conserved residues involved in zinc binding. The protein, of which this domain is the conserved region, participates in diverse functions relevant to chromosome metabolizm and cell cycle control.. . . .

Manes.06G045300.v6.10.6833384 0.00055 down no . pfam03108 DBD_Tnp_Mut MuDR family transposase. This region is found in plant proteins that are presumed to be the transposases for Mutator transposable elements. These transposons contain two ORFs. The molecular function of this region is unknown.. . . .

Manes.06G045400.v6.10.8627953 0.36751 down no Translocase of chloroplast 90, chloroplasticpfam11886 DUF3406 Domain of unknown function (DUF3406). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is about 270 amino acids in length. This domain is found associated with pfam04548.GO:0045036|protein targeting to chloroplast;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.06G045500.v6.17.0084243 1.44E-20 up yes . pfam09989 DUF2229 CoA enzyme activase uncharacterized domain (DUF2229). Members of this family include various bacterial hypothetical proteins, as well as CoA enzyme activases. The exact function of this domain has not, as yet, been defined.. . . .

Manes.06G045700.v6.10.6620507 0.00082 down no Putative chloride channel-like protein CLC-gpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.06G045900.v6.1Inf 0.9009 up no Heptahelical transmembrane protein 1pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009725|response to hormone;GO:0009651|response to salt stress;GO:0009744|response to sucrose;GO:0016021|integral component of membrane;GO:0004872|receptor activity;K07297

Manes.06G046400.v6.10.9946227 0.97207 down no Putative clathrin assembly protein At5g35200pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.06G046500.v6.10.5378739 2.59E-08 down no . pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.06G046900.v6.10.4612193 1.29E-06 down yes . pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.06G047000.v6.11.6457745 2.71E-08 up no CCR4-NOT transcription complex subunit 10pfam13424 TPR_12 Tetratricopeptide repeat.GO:0031047|gene silencing by RNA;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005634|nucleus;. K12607

Manes.06G047200.v6.10.5655143 0.03374 down no Probable galactinol--sucrose galactosyltransferase 6pfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;. GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.06G047600.v6.10.0566019 3.38E-05 down yes . pfam01034 Syndecan Syndecan domain. Syndecans are transmembrane heparin sulfate proteoglycans which are implicated in the binding of extracellular matrix components and growth factors.. . . .

Manes.06G047800.v6.11.8835536 7.85E-09 up no Calmodulin-like protein 3pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005777|peroxisome;GO:0005509|calcium ion binding;K13448

Manes.06G047900.v6.11.0423578 0.65958 up no . pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.06G048000.v6.10.3779464 3.46E-09 down yes Probable receptor-like protein kinase At5g15080pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G048300.v6.10.4891311 0.0084 down yes UDP-N-acetylglucosamine/UDP-glucose/GDP-mannose transporter (Fragment)pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. K15281

Manes.06G048900.v6.11.6819546 0.00015 up no NHP2-like protein 1pfam01248 Ribosomal_L7Ae Ribosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006397|mRNA processing;GO:0042254|ribosome biogenesis;GO:0008380|RNA splicing;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12845

Manes.06G049500.v6.10.5218839 1.50E-06 down no . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.06G049700.v6.11.6641171 7.99E-08 up no Mediator of RNA polymerase II transcription subunit 17pfam10156 Med17 Subunit 17 of Mediator complex. This Mediator complex subunit was formerly known as Srb4 in yeasts or Trap80 in Drosophila and human. The Med17 subunit is located within the head domain and is essential for cell viability to the extent that a mutant strain of cerevisiae lacking it shows all RNA polymerase II-dependent transcription ceasing at non-permissive temperatures.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K15133

Manes.06G050300.v6.14.5521611 2.92E-23 up yes . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.06G050600.v6.11.0323981 0.74215 up no . pfam12906 RINGv RING-variant domain.. . . .

Manes.06G050700.v6.11.9582775 1.41E-06 up no EG45-like domain containing proteinpfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.06G051100.v6.16.9515663 ####### up yes 3-ketoacyl-CoA synthase 11pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.06G051400.v6.10.2666844 4.03E-05 down yes . pfam09825 BPL_N Biotin-protein ligase, N terminal. The function of this structural domain is unknown. It is found to the N terminus of the biotin protein ligase catalytic domain.. . . .

Manes.06G051600.v6.1Inf 0.9009 up no Non-specific lipid-transfer protein C, cotyledon-specific isoformpfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.06G051800.v6.11.8111797 0.00094 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G052500.v6.10.6971702 0.06068 down no . pfam08006 DUF1700 Protein of unknown function (DUF1700). This family contains many hypothetical bacterial proteins and two putative membrane proteins.. . . .

Manes.06G052600.v6.14.0413605 1.25E-54 up yes GTP-binding nuclear protein Ran-3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006606|protein import into nucleus;GO:0000054|ribosomal subunit export from nucleus;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07936

Manes.06G052700.v6.10.4417546 0.00045 down yes Cytochrome P450 734A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0009741|response to brassinosteroid;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0008395|steroid hydroxylase activity;K15639

Manes.06G053100.v6.10.7469019 0.004 down no Acyl-protein thioesterase 2pfam02230 Abhydrolase_2 Phospholipase/Carboxylesterase. This family consists of both phospholipases and carboxylesterases with broad substrate specificity, and is structurally related to alpha/beta hydrolases pfam00561.GO:0006631|fatty acid metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0016787|hydrolase activity;K06130

Manes.06G053300.v6.10.9884827 0.93168 down no . pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.06G053800.v6.10.3365782 4.03E-07 down yes Pentatricopeptide repeat-containing protein At1g08070, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0031425|chloroplast RNA processing;GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.06G053900.v6.10.8838371 0.32054 down no Coatomer subunit epsilon-1pfam04733 Coatomer_E Coatomer epsilon subunit. This family represents the epsilon subunit of the coatomer complex, which is involved in the regulation of intracellular protein trafficking between the endoplasmic reticulum and the Golgi complex.GO:0015031|protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0030663|COPI-coated vesicle membrane;GO:0005774|vacuolar membrane;GO:0005198|structural molecule activity;K17268

Manes.06G054000.v6.10.8795616 0.18597 down no Isoamylase 1, chloroplasticpfam00128 Alpha-amylase Alpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0010021|amylopectin biosynthetic process;GO:0005977|glycogen metabolic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0010368|chloroplast isoamylase complex;GO:0043169|cation binding;GO:0019156|isoamylase activity;K01214

Manes.06G054100.v6.11.5457687 0.0002 up no UDP-arabinose 4-epimerase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0019567|arabinose biosynthetic process;GO:0045227|capsule polysaccharide biosynthetic process;GO:0006012|galactose metabolic process;GO:0009832|plant-type cell wall biogenesis;GO:0033358|UDP-L-arabinose biosynthetic process;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050373|UDP-arabinose 4-epimerase activity;GO:0003978|UDP-glucose 4-epimerase activity;K12448

Manes.06G054300.v6.10.2506373 2.82E-13 down yes Protein LIGHT-DEPENDENT SHORT HYPOCOTYLS 4pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0009299|mRNA transcription;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G055000.v6.11.8398807 7.42E-11 up no Homeobox-leucine zipper protein ATHB-14pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0009955|adaxial/abaxial pattern specification;GO:0030154|cell differentiation;GO:0009855|determination of bilateral symmetry;GO:0080060|integument development;GO:0010014|meristem initiation;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0010072|primary shoot apical meristem specification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.06G055300.v6.11.295127 0.00406 up no Phenylalanine--tRNA ligase beta subunit, cytoplasmicpfam03483 B3_4 B3/4 domain. This domain is found in tRNA synthetase beta subunits as well as in some non tRNA synthetase proteins.GO:0006432|phenylalanyl-tRNA aminoacylation;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004826|phenylalanine-tRNA ligase activity;GO:0003723|RNA binding;K01890

Manes.06G055700.v6.11.0208579 0.79527 up no 187-kDa microtubule-associated protein AIR9pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0055028|cortical microtubule;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0005819|spindle;. .

Manes.06G055800.v6.10.2049829 1.09E-06 down yes Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.06G055900.v6.10.589781 1.79E-06 down no . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.06G056300.v6.10.5205525 4.33E-07 down no . pfam15331 TP53IP5 Cellular tumor antigen p53-inducible 5. TP53IP5 suppresses cell growth, and its intracellular location and expression change in a cell-cycle-dependent manner.. . . .

Manes.06G056400.v6.11.772005 1.46E-10 up no Cucumber peeling cupredoxinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.06G056500.v6.188.179709 2.84E-05 up yes Cucumber peeling cupredoxinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.06G057000.v6.11.2323906 0.06257 up no Thylakoid lumenal 16.5 kDa protein, chloroplasticpfam00387 PI-PLC-Y Phosphatidylinositol-specific phospholipase C, Y domain. This associates with pfam00388 to form a single structural unit.GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.06G057200.v6.10.8627583 0.12324 down no Axial regulator YABBY 5pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0009944|polarity specification of adaxial/abaxial axis;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G057300.v6.10.3560158 6.59E-05 down yes . pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independ. . . .

Manes.06G057600.v6.11.0099072 0.91894 up no CBL-interacting serine/threonine-protein kinase 24pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009705|plant-type vacuole membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G057700.v6.113.032559 2.22E-29 up yes . pfam13090 PP_kinase_C Polyphosphate kinase C-terminal domain. Polyphosphate kinase (Ppk) catalyses the formation of polyphosphate from ATP, with chain lengths of up to a thousand or more orthophosphate molecules. This C-terminal domain has a structure similar to phospholipase D.. . . .

Manes.06G058000.v6.11.1975294 0.38563 up no . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.06G058300.v6.11.0412837 0.63654 up no Histidinol dehydrogenase, chloroplasticpfam00815 Histidinol_dh Histidinol dehydrogenase.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0004399|histidinol dehydrogenase activity;GO:0051287|NAD binding;GO:0008270|zinc ion binding;.

Manes.06G058800.v6.11.3826952 0.00153 up no Fatty acid 2-hydroxylase 1pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0000038|very long-chain fatty acid metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;.

Manes.06G059000.v6.13.9334416 1.90E-30 up yes Tetrahydrocannabinolic acid synthasepfam08031 BBE Berberine and berberine like. This domain is found in the berberine bridge and berberine bridge- like enzymes which are involved in the biosynthesis of numerous isoquinoline alkaloids. They catalyse the transformation of the N-methyl group of (S)-reticuline into the C-8 berberine bridge carbon of (S)-scoulerine.. GO:0048046|apoplast;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.06G059100.v6.17.0449657 ####### up yes Tetrahydrocannabinolic acid synthasepfam01565 FAD_binding_4 FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.. GO:0048046|apoplast;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.06G059400.v6.10.8788286 0.56628 down no Reticuline oxidase-like proteinpfam01565 FAD_binding_4 FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.GO:0006979|response to oxidative stress;GO:0031225|anchored component of membrane;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.06G060200.v6.10.0369214 0.00012 down yes Probable 3-hydroxyisobutyryl-CoA hydrolase 3pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0006574|valine catabolic process;GO:0005777|peroxisome;GO:0003860|3-hydroxyisobutyryl-CoA hydrolase activity;K05605

Manes.06G060300.v6.13.0258401 0.0261 up yes Cationic amino acid transporter 1pfam13520 AA_permease_2 Amino acid permease.. GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;.

Manes.06G060500.v6.11.574631 3.65E-07 up no Cation-chloride cotransporter 1pfam00324 AA_permease Amino acid permease.GO:1902476|chloride transmembrane transport;GO:0006821|chloride transport;GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0008511|sodium:potassium:chloride symporter activity;.

Manes.06G060600.v6.11.4941688 1.93E-05 up no BTB/POZ domain-containing protein At1g30440pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.06G060700.v6.10.5715047 3.95E-08 down no . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.06G061600.v6.10.6115409 0.05359 down no . pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.. . . .

Manes.06G061700.v6.12.5331165 4.11E-24 up yes Probable ribose-5-phosphate isomerase 2pfam06026 Rib_5-P_isom_A Ribose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0008219|cell death;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.06G061800.v6.10.5571751 3.26E-06 down no . pfam00335 Tetraspannin Tetraspanin family.. . . .

Manes.06G062200.v6.10.7246109 0.00338 down no Repressor of RNA polymerase III transcription MAF1 homologpfam09174 Maf1 Maf1 regulator. Maf1 is a negative regulator of RNA polymerase III. It targets the initiation factor TFIIIB.GO:0016480|negative regulation of transcription from RNA polymerase III promoter;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.06G062400.v6.16.4448232 1.10E-10 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G062600.v6.11.5177287 3.79E-06 up no ALG-2 interacting protein Xpfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.GO:0009653|anatomical structure morphogenesis;GO:0007275|multicellular organismal development;GO:0031286|negative regulation of sorocarp stalk cell differentiation;GO:0045881|positive regulation of sporulation resulting in formation of a cellular spore;GO:0005737|cytoplasm;GO:0030659|cytoplasmic vesicle membrane;GO:0005768|endosome;. K12200



Manes.06G062800.v6.112.072905 2.31E-05 up yes . pfam09088 MIF4G_like MIF4G like. Members of this family are involved in mediating U snRNA export from the nucleus. They adopt a highly helical structure, wherein the polypeptide chain forms a right-handed solenoid. At the tertiary level, the domain is composed of a superhelical arrangement of successive antiparallel pairs of helices.. . . .

Manes.06G063100.v6.10.6536636 0.00511 down no Sec-independent protein translocase protein TATC, chloroplasticpfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;. .

Manes.06G063400.v6.12.0866112 5.25E-17 up yes CDP-diacylglycerol--serine O-phosphatidyltransferase 1pfam03034 PSS Phosphatidyl serine synthase. Phosphatidyl serine synthase is also known as serine exchange enzyme. This family represents eukaryotic PSS I and II which are membrane bound proteins which catalyses the replacement of the head group of a phospholipid (phosphotidylcholine or phosphotidylethanolamine) by L-serine.GO:0009556|microsporogenesis;GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0006659|phosphatidylserine biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0003882|CDP-diacylglycerol-serine O-phosphatidyltransferase activity;.

Manes.06G063900.v6.10.1618223 1.34E-15 down yes . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.06G064000.v6.11.6321105 0.01568 up no Putative zinc finger protein At1g68190pfam00643 zf-B_box B-box zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.06G064200.v6.1Inf 0.35135 up no Two-component response regulator ARR2pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0010119|regulation of stomatal movement;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.06G064500.v6.12.256979 5.03E-18 up yes . pfam00564 PB1 PB1 domain.. . . .

Manes.06G064600.v6.11.2640557 0.01483 up no Probable inactive leucine-rich repeat receptor-like protein kinase At1g66830pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.06G064900.v6.11.0155819 0.90217 up no . pfam01467 CTP_transf_2 Cytidylyltransferase. This family includes: Cholinephosphate cytidylyltransferase and Glycerol-3-phosphate cytidylyltransferase.. . . .

Manes.06G065400.v6.15.3405503 3.68E-78 up yes Probable serine/threonine-protein kinase At1g18390pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G065500.v6.12.6216634 6.15E-15 up yes Probable serine/threonine-protein kinase At1g18390pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G065600.v6.10.6178304 0.04967 down no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G065700.v6.10.6404798 2.83E-05 down no Probable protein phosphatase 2C 15pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.06G066000.v6.10.389267 0.03371 down no Zinc finger protein 6pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G066300.v6.10.8068995 0.19604 down no . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.06G066500.v6.11.0727246 0.4373 up no Glutamine--tRNA ligasepfam00749 tRNA-synt_1c tRNA synthetases class I (E and Q), catalytic domain. Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only glutamyl and glutaminyl tRNA synthetases. In some organisms, a single glutamyl-tRNA synthetase aminoacylates both tRNA(Glu) and tRNA(Gln).GO:0006425|glutaminyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004819|glutamine-tRNA ligase activity;.

Manes.06G066900.v6.132.489235 4.64E-32 up yes . pfam01673 Herpes_env Herpesvirus putative major envelope glycoprotein. This family consists of probable major envelope glycoproteins from members of the herpesviridae including herpes simplex virus, human cytomegalovirus and varicella-zoster virus. Members of the herpesviridae have a dsDNA genome and do not have a RNA stage during there replication.. . . .

Manes.06G067300.v6.10.9280064 0.62408 down no . pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.06G067600.v6.13.5748168 1.41E-45 up yes . pfam06487 SAP18 Sin3 associated polypeptide p18 (SAP18). This family consists of several eukaryotic Sin3 associated polypeptide p18 (SAP18) sequences. SAP18 is known to be a component of the Sin3-containing complex which is responsible for the repression of transcription via the modification of histone polypeptides. SAP18 is also present in the ASAP complex which is thought to be involved in the regulation of splicing during the execution of programmed cell death.. . . .

Manes.06G067700.v6.114.348167 2.50E-08 up yes . pfam00073 Rhv picornavirus capsid protein. CAUTION: This alignment is very weak. It can not be generated by clustalw. If a representative set is used for a seed, many so-called members are not recognized. The family should probably be split up into sub-families. Capsid proteins of picornaviruses. Picornaviruses are non-enveloped plus-strand ssRNA animal viruses with icosahedral capsids. They include rhinovirus (common cold) and poliovirus. Common structure is an 8-stranded beta sandwich. Variations (one or two extra strands) occur.. . . .

Manes.06G068000.v6.10.9077373 0.3228 down no Small RNA 2'-O-methyltransferasepfam13847 Methyltransf_31 Methyltransferase domain. This family appears to be have methyltransferase activity.GO:0010589|leaf proximal/distal pattern formation;GO:0010305|leaf vascular tissue pattern formation;GO:0035279|mRNA cleavage involved in gene silencing by miRNA;GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0030422|production of siRNA involved in RNA interference;GO:0009909|regulation of flower development;GO:0010093|specification of floral organ identity;GO:0009616|virus induced gene silencing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0008171|O-methyltransferase activity;GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;.

Manes.06G068600.v6.13.1575756 9.96E-14 up yes Zinc finger protein CONSTANS-LIKE 16pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.06G068700.v6.10.4157168 1.43E-06 down yes Homocysteine S-methyltransferase 1pfam02574 S-methyl_trans Homocysteine S-methyltransferase. This is a family of related homocysteine S-methyltransferases enzymes: 5-methyltetrahydrofolate--homocysteine S-methyltransferases also known EC:2.1.1.13; Betaine--homocysteine S-methyltransferase (vitamin B12 dependent), EC:2.1.1.5,; and Homocysteine S-methyltransferase, EC:2.1.1.10,.GO:0009086|methionine biosynthetic process;GO:0032259|methylation;GO:0005737|cytoplasm;GO:0047150|betaine-homocysteine S-methyltransferase activity;GO:0008898|S-adenosylmethionine-homocysteine S-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.06G068800.v6.10.5416462 0.00251 down no Tetraketide alpha-pyrone reductase 2pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0010584|pollen exine formation;GO:0080110|sporopollenin biosynthetic process;GO:0005829|cytosol;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.06G068900.v6.11.9423194 2.27E-13 up no Ethylene-responsive transcription factor ERF119pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G069000.v6.11.8518625 1.41E-06 up no . pfam13261 DUF4052 Protein of unknown function (DUF4052). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 220 amino acids in length.. . . .

Manes.06G069100.v6.13.1233248 1.15E-37 up yes Alpha-xylosidase 1pfam01055 Glyco_hydro_31 Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.GO:0071555|cell wall organization;GO:0046686|response to cadmium ion;GO:0045493|xylan catabolic process;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0061634|alpha-D-xyloside xylohydrolase;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0030246|carbohydrate binding;GO:0009044|xylan 1,4-beta-xylosidase activity;GO:0080176|xyloglucan 1,6-alpha-xylosidase activity;K15925

Manes.06G069200.v6.12.7287027 2.32E-24 up yes Alpha-xylosidase 1pfam01055 Glyco_hydro_31 Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.GO:0071555|cell wall organization;GO:0046686|response to cadmium ion;GO:0045493|xylan catabolic process;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0061634|alpha-D-xyloside xylohydrolase;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0030246|carbohydrate binding;GO:0009044|xylan 1,4-beta-xylosidase activity;GO:0080176|xyloglucan 1,6-alpha-xylosidase activity;K15925

Manes.06G069300.v6.11.5843433 3.29E-07 up no . pfam01265 Cyto_heme_lyase Cytochrome c/c1 heme lyase.. . . .

Manes.06G069400.v6.13.2795685 5.92E-42 up yes Ubiquitin receptor RAD23dpfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0009409|response to cold;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043130|ubiquitin binding;.

Manes.06G069500.v6.110.474118 1.06E-07 up yes Protein NRT1/ PTR FAMILY 3.1pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.06G069600.v6.10.3896775 3.10E-09 down yes Protein NRT1/ PTR FAMILY 3.1pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.06G070000.v6.11.3931311 0.1532 up no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.06G070200.v6.11.3288001 0.03439 up no Serine/threonine-protein kinase PRP4 homologpfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0005694|chromosome;GO:0005654|nucleoplasm;GO:0005524|ATP binding;GO:0044822|poly(A) RNA binding;GO:0004674|protein serine/threonine kinase activity;K08827

Manes.06G070400.v6.10.6272918 0.0002 down no 30S ribosomal protein 3, chloroplasticpfam04839 PSRP-3_Ycf65 Plastid and cyanobacterial ribosomal protein (PSRP-3 / Ycf65). This small acidic protein is found in 30S ribosomal subunit of cyanobacteria and plant plastids.   In plants it has been named plastid-specific ribosomal protein 3 (PSRP-3), and in cyanobacteria it is named Ycf65. Plastid-specific ribosomal proteins may mediate the effects of nuclear factors on plastid translation. The acidic PSRPs are thought to contribute to protein-protein interactions in the 30S subunit, and are not thought to bind RNA.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.06G070900.v6.10.5108295 0.00398 down no Transcription factor PERIANTHIApfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0009909|regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14431

Manes.06G071400.v6.10.7653738 0.01837 down no BRO1 domain-containing protein BROXpfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.. GO:0070062|extracellular exosome;GO:0016020|membrane;. .

Manes.06G071500.v6.16.3265023 4.03E-88 up yes Transcription factor BOApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G071700.v6.126.253164 ####### up yes AP2/ERF and B3 domain-containing transcription repressor TEM1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009873|ethylene-activated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09287

Manes.06G071900.v6.11.4675652 0.0005 up no Probable galacturonosyltransferase-like 3pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.06G072100.v6.10.4157819 0.00076 down yes . pfam09468 RNase_H2-Ydr279Ydr279p protein family (RNase H2 complex component). RNases H are enzymes that specifically hydrolyse RNA when annealed to a complementary DNA and are present in all living organisms. In yeast RNase H2 is composed of a complex of three proteins (Rnh2Ap, Ydr279p and Ylr154p), this family represents the homologues of Ydr279p. It is not known whether non yeast proteins in this family fulfil the same function.. . . .

Manes.06G072200.v6.17.7059096 4.54E-24 up yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.06G072300.v6.10.7965836 0.08215 down no NAC domain-containing protein 8pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G072700.v6.12.2734447 1.71E-11 up yes Aspartic proteinase nepenthesin-1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.06G072800.v6.10.4596832 0.00214 down yes Transcription factor TCP12pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0007275|multicellular organismal development;GO:2000032|regulation of secondary shoot formation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G072900.v6.10.5153675 0.0018 down no Coiled-coil domain-containing protein 130 homologpfam04502 DUF572 Family of unknown function (DUF572). Family of eukaryotic proteins with undetermined function.. . . K13115

Manes.06G073100.v6.10.6317817 0.00456 down no Uncharacterized protein At1g26090, chloroplasticpfam02374 ArsA_ATPase Anion-transporting ATPase. This Pfam family represents a conserved domain, which is sometimes repeated, in an anion-transporting ATPase. The ATPase is involved in the removal of arsenate, antimonite, and arsenate from the cell.. GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.06G073200.v6.10.2241516 6.71E-28 down yes Protein CHUP1, chloroplasticpfam12325 TMF_TATA_bd TATA element modulatory factor 1 TATA binding. This is the C-terminal conserved coiled coil region of a family of TATA element modulatory factor 1 proteins conserved in eukaryotes. The proteins bind to the TATA element of some RNA polymerase II promoters and repress their activity. by competing with the binding of TATA binding protein. TMF1_TATA_bd is the most conserved part of the TMFs. TMFs are evolutionarily conserved golgins that bind Rab6, a ubiquitous ras-like GTP-binding Golgi protein, and contribute to Golgi organisation in animal and plant cells. The Rab6-binding domain appears to be the same region as this C-terminal family.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.06G073300.v6.10.8396406 0.16131 down no . pfam15558 DUF4659 Domain of unknown function (DUF4659). This family of proteins is found in eukaryotes. Proteins in this family are typically between 427 and 674 amino acids in length. There are two completely conserved residues (D and I) that may be functionally important.. . . .

Manes.06G073500.v6.10.5584247 7.23E-05 down no Probable transmembrane ascorbate ferrireductase 4pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0016491|oxidoreductase activity;K08360

Manes.06G073900.v6.10.8934399 0.25292 down no Protein decapping 5pfam12701 LSM14 Scd6-like Sm domain. The Scd6-like Sm domain is found in Scd6p from S. cerevisiae, Rap55 from the newt Pleurodeles walt, and its orthologs from fungi, animals, plants and apicomplexans. The domain is also found in Dcp3p and the human EDC3/FLJ21128 protein where it is fused to the the Rossmanoid YjeF-N domain. In addition both EDC3 and Scd6p are found fused to the FDF domain.GO:0033962|cytoplasmic mRNA processing body assembly;GO:0031087|deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0006397|mRNA processing;GO:0017148|negative regulation of translation;GO:0010606|positive regulation of cytoplasmic mRNA processing body assembly;GO:0000932|cytoplasmic mRNA processing body;GO:0005829|cytosol;GO:0042803|protein homodimerization activity;K18749

Manes.06G074000.v6.10.8136273 0.04112 down no Protein CROWDED NUCLEI 4pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0006997|nucleus organization;GO:0097298|regulation of nucleus size;GO:0009507|chloroplast;GO:0010369|chromocenter;GO:0005737|cytoplasm;GO:0005652|nuclear lamina;GO:0031965|nuclear membrane;GO:0034399|nuclear periphery;GO:0005654|nucleoplasm;. K00826

Manes.06G075300.v6.10.6357677 9.27E-05 down no Probable isoprenylcysteine alpha-carbonyl methylesterase ICMEL1pfam00135 COesterase Carboxylesterase family.. GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0052689|carboxylic ester hydrolase activity;.

Manes.06G075500.v6.10.3748019 0.00791 down yes . pfam05180 zf-DNL DNL zinc finger. The domain is named after a short C-terminal motif of D(N/H)L. This domain is a novel zinc-finger protein essential for protein import into mitochondria.. . . .

Manes.06G075600.v6.13.8792341 0.0071 up yes Lysine-rich arabinogalactan protein 19pfam09641 DUF2026 Protein of unknown function (DUF2026). This protein of approx. 100 residues is found in bacteria. It contains up to five alpha helices and up to seven beta strands and is probably monomeric. Its function is unknown. It is cited as a major prophage head protein, so might generally be of viral origin.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.06G075700.v6.10.414968 8.04E-17 down yes tRNA(adenine(34)) deaminase, chloroplasticpfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0002100|tRNA wobble adenosine to inosine editing;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0008251|tRNA-specific adenosine deaminase activity;GO:0008270|zinc ion binding;K11991

Manes.06G075800.v6.15.6786431 2.57E-10 up yes Probable calcium-binding protein CML16pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.06G075900.v6.16.0423284 7.44E-05 up yes . pfam07314 DUF1461 Protein of unknown function (DUF1461). This family contains a number of hypothetical bacterial proteins of unknown function approximately 200 residues long. These are possibly integral membrane proteins.. . . .

Manes.06G076100.v6.11.5178646 6.83E-05 up no HD domain-containing protein C4G3.17pfam13023 HD_3 HD domain. HD domains are metal dependent phosphohydrolases.. GO:0005829|cytosol;GO:0005634|nucleus;. K07023

Manes.06G076600.v6.12.4021506 6.73E-06 up yes . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.06G076800.v6.10.556797 2.12E-05 down no Strictosidine synthase (Fragment)pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009820|alkaloid metabolic process;GO:0009058|biosynthetic process;GO:0005773|vacuole;GO:0016844|strictosidine synthase activity;.

Manes.06G077200.v6.10.4210445 4.82E-07 down yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.06G077500.v6.10.964009 0.80199 down no Uridine-cytidine kinase Cpfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;. GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.06G077600.v6.1Inf 8.73E-08 up yes Peroxidase 11pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0048511|rhythmic process;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.06G077800.v6.10.9718031 0.83342 down no ASC1-like proteinpfam03798 TRAM_LAG1_CLN8TLC domain.GO:0006629|lipid metabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.06G078000.v6.10.42022 0.00023 down yes Basic leucine zipper 43pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G078200.v6.10.8072585 0.09617 down no WPP domain-interacting tail-anchored protein 2pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.. GO:0016021|integral component of membrane;. .

Manes.06G079000.v6.10.5460004 9.28E-08 down no Transcription factor BIM2pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G079100.v6.17.5066224 0.07878 up no . pfam03856 SUN Beta-glucosidase (SUN family). Members of this family include Nca3, Sun4 and Sim1. This is a family of yeast proteins, involved in a diverse set of functions (DNA replication, aging, mitochondrial biogenesis and cell septation). BGLA from Candida wickerhamii has been characterized as a Beta-glucosidase EC:3.2.1.21.. . . .

Manes.06G079300.v6.11.4692251 0.00029 up no . pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.06G079400.v6.110.108836 3.01E-31 up yes . pfam03770 IPK Inositol polyphosphate kinase. ArgRIII has has been demonstrated to be an inositol polyphosphate kinase.. . . .

Manes.06G079700.v6.134.715158 3.04E-18 up yes Basic leucine zipper 43pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G079900.v6.11.9799069 2.42E-14 up no E3 ubiquitin-protein ligase RING1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.06G080400.v6.10.7595394 0.00612 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.06G080500.v6.16.4538636 6.97E-82 up yes . pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.06G080600.v6.13.0378598 1.27E-29 up yes Dof zinc finger protein DOF5.4pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G080800.v6.10.7519659 0.01548 down no . pfam12128 DUF3584 Protein of unknown function (DUF3584). This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 943 to 1234 amino acids in length. This family contains a P-loop motif suggesting it is a nucleotide binding protein. It may be involved in replication.. . . .

Manes.06G081200.v6.10.4787751 4.22E-06 down yes Putative ATP-dependent helicase HRQ1pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0032508|DNA duplex unwinding;GO:0000733|DNA strand renaturation;GO:0006289|nucleotide-excision repair;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0043140|ATP-dependent 3'-5' DNA helicase activity;GO:0003676|nucleic acid binding;K06877

Manes.06G081600.v6.11.2886903 0.00734 up no ADP,ATP carrier protein ER-ANT1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0051503|adenine nucleotide transport;GO:0015866|ADP transport;GO:0015867|ATP transport;GO:0048364|root development;GO:0048316|seed development;GO:0048367|shoot system development;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005471|ATP:ADP antiporter activity;K05863

Manes.06G082100.v6.13.3323686 1.54E-31 up yes UDP-arabinopyranose mutase 3pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0033356|UDP-L-arabinose metabolic process;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;GO:0052691|UDP-arabinopyranose mutase activity;K13379

Manes.06G082500.v6.11.2379622 0.02194 up no Protein COBRApfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0010215|cellulose microfibril organization;GO:0009825|multidimensional cell growth;GO:0009651|response to salt stress;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009897|external side of plasma membrane;GO:0016328|lateral plasma membrane;GO:0009930|longitudinal side of cell surface;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;. .

Manes.06G082800.v6.11.6026919 1.62E-07 up no RING finger protein Bpfam13418 Kelch_4 Galactose oxidase, central domain.. GO:0005737|cytoplasm;GO:0008270|zinc ion binding;.

Manes.06G083300.v6.11.2562458 0.01764 up no Protein LONGIFOLIA 2pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0008017|microtubule binding;.

Manes.06G083700.v6.10.6511264 9.84E-06 down no . pfam06549 DUF1118 Protein of unknown function (DUF1118). This family consists of several hypothetical plant proteins of unknown function.. . . .

Manes.06G083800.v6.13.8503746 0.39483 up no Putative ribonuclease H protein At1g65750pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.06G084100.v6.11.7987912 3.31E-08 up no Glycerophosphodiester phosphodiesterase GDPD5pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0008889|glycerophosphodiester phosphodiesterase activity;K01126

Manes.06G084400.v6.12.2832925 1.61E-18 up yes Exocyst complex component EXO70B1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;GO:0070062|extracellular exosome;GO:0045335|phagocytic vesicle;GO:0005886|plasma membrane;. .

Manes.06G085600.v6.10.85572 0.11036 down no Chaperone protein ClpB1pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0045727|positive regulation of translation;GO:0043335|protein unfolding;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;K03695



Manes.06G085900.v6.10.5981036 3.14E-07 down no . pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.. . . .

Manes.06G086000.v6.11.9216969 5.44E-07 up no . pfam13042 DUF3902 Protein of unknown function (DUF3902). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 170 amino acids in length. There is a conserved LGI sequence motif.. . . .

Manes.06G086200.v6.116.576049 0.04597 up no UDP-glycosyltransferase 83A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.06G086400.v6.18.6666864 1.41E-07 up yes UDP-glycosyltransferase 83A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.06G086700.v6.11.451023 0.09082 up no Diacylglycerol kinase 1pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0016301|kinase activity;K00901

Manes.06G086900.v6.19.3096268 2.37E-12 up yes UDP-glucose 6-dehydrogenase 1pfam03721 UDPG_MGDP_dh_NUDP-glucose/GDP-mannose dehydrogenase family, NAD binding domain. The UDP-glucose/GDP-mannose dehydrogenaseses are a small group of enzymes which possesses the ability to catalyse the NAD-dependent 2-fold oxidation of an alcohol to an acid without the release of an aldehyde intermediate.GO:0006065|UDP-glucuronate biosynthetic process;. GO:0051287|NAD binding;GO:0003979|UDP-glucose 6-dehydrogenase activity;K00012

Manes.06G087000.v6.11.190148 0.12098 up no Plant intracellular Ras-group-related LRR protein 7pfam13855 LRR_8 Leucine rich repeat.. GO:0005886|plasma membrane;. .

Manes.06G087300.v6.13.5760872 9.84E-21 up yes SNAP25 homologous protein SNAP33pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0000911|cytokinesis by cell plate formation;GO:0061025|membrane fusion;GO:0015031|protein transport;GO:0009737|response to abscisic acid;GO:0009612|response to mechanical stimulus;GO:0051707|response to other organism;GO:0016192|vesicle-mediated transport;GO:0009504|cell plate;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005484|SNAP receptor activity;.

Manes.06G087500.v6.10.8262383 0.0771 down no Heparanase-like protein 1pfam03662 Glyco_hydro_79n Glycosyl hydrolase family 79, N-terminal domain. Family of endo-beta-N-glucuronidase, or heparanase. Heparan sulfate proteoglycans (HSPGs) play a key role in the self- assembly, insolubility and barrier properties of basement membranes and extracellular matrices. Hence, cleavage of heparan sulfate (HS) affects the integrity and functional state of tissues and thereby fundamental normal and pathological phenomena involving cell migration and response to changes in the extracellular micro-environment. Heparanase degrades HS at specific intra-chain sites. The enzyme is synthesized as a latent approximately 65 kDa protein that is processed at the N-terminus into a highly active approximately 50 kDa form. Experimental evidence suggests that heparanase may facilitate both tumor cell invasion and neovascularization, both critical steps in cancer progression. The enzyme is also involved in cell migration associated with inflammation and autoimmunity.GO:0009826|unidimensional cell growth;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005765|lysosomal membrane;GO:0009505|plant-type cell wall;GO:0004566|beta-glucuronidase activity;.

Manes.06G087600.v6.10.9173983 0.3781 down no S phase cyclin A-associated protein in the endoplasmic reticulumpfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.06G087800.v6.10.7559441 0.00697 down no DNA annealing helicase and endonuclease ZRANB3pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006974|cellular response to DNA damage stimulus;GO:0000737|DNA catabolic process, endonucleolytic;GO:0006281|DNA repair;GO:0036292|DNA rewinding;GO:0000733|DNA strand renaturation;GO:0045910|negative regulation of DNA recombination;GO:0031297|replication fork processing;GO:0048478|replication fork protection;GO:0009411|response to UV;GO:0043596|nuclear replication fork;GO:0036310|annealing helicase activity;GO:0005524|ATP binding;GO:0004520|endodeoxyribonuclease activity;GO:0004386|helicase activity;GO:0070530|K63-linked polyubiquitin binding;GO:0008270|zinc ion binding;.

Manes.06G087900.v6.1Inf 0.08663 up no . pfam02250 Orthopox_35kD 35kD major secreted virus protein. This family of orthopoxvirus secreted proteins (also known as T1 and A41) interact with members of both the CC and CXC superfamilies of chemokines. It has been suggested that these secreted proteins modulate leukocyte influx into virus-infected tissues.. . . .

Manes.06G088300.v6.14.9206788 2.59E-64 up yes Flavin-containing monooxygenase FMO GS-OX-like 9pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . GO:0050660|flavin adenine dinucleotide binding;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;.

Manes.06G088400.v6.10.5426935 0.00055 down no dCTP pyrophosphatase 1pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0000166|nucleotide binding;K16904

Manes.06G088700.v6.13.0789238 2.03E-14 up yes . pfam01844 HNH HNH endonuclease.. . . .

Manes.06G089000.v6.10.3360931 0.00056 down yes . pfam12805 FUSC-like FUSC-like inner membrane protein yccS. This family has similarities to the fusaric acid resistance protein family. The proteins are lodged in the inner membrane.. . . .

Manes.06G089300.v6.10.8895315 0.22289 down no LON peptidase N-terminal domain and RING finger protein 3pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.. . GO:0004176|ATP-dependent peptidase activity;GO:0008270|zinc ion binding;.

Manes.06G089400.v6.13.2903516 1.59E-13 up yes Probable receptor-like protein kinase At5g61350pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0097275|cellular ammonia homeostasis;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0051924|regulation of calcium ion transport;GO:0080147|root hair cell development;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G089500.v6.1Inf 0.02355 up yes . pfam08001 CMV_US CMV US. This is a family of unique short (US) cytoplasmic glycoproteins which are expressed in cytomegalovirus.. . . .

Manes.06G089600.v6.11.7334536 8.22E-09 up no Putative glycosyltransferase 3pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0010411|xyloglucan metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;K08238

Manes.06G089900.v6.143.682664 1.00E-05 up yes Protein NRT1/ PTR FAMILY 2.8pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0009860|pollen tube growth;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.06G090500.v6.16.1175165 1.96E-08 up yes NAC domain-containing protein 100pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G090600.v6.10.1246167 5.49E-05 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G090800.v6.1Inf 0.02254 up yes . pfam11222 DUF3017 Protein of unknown function (DUF3017). This bacterial family of proteins with unknown function appear to be restricted to Actinobacteria.. . . .

Manes.06G091100.v6.13.9046511 5.90E-14 up yes Thioredoxin-like 1-2, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.06G091200.v6.12.092935 0.11367 up no . pfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.. . . .

Manes.06G091400.v6.10.3026912 1.98E-14 down yes Chlorophyll a-b binding protein P4, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.06G091500.v6.10.5972034 4.48E-05 down no Floral homeotic protein FBP1pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G091600.v6.11.95418 1.75E-13 up no Cyclic dof factor 3pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G092200.v6.12.1232289 8.31E-17 up yes Probable E3 ubiquitin ligase SUD1pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.06G092500.v6.10.329706 0.02573 down yes Mini zinc finger protein 1pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0007275|multicellular organismal development;GO:0043392|negative regulation of DNA binding;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0048509|regulation of meristem development;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.06G092600.v6.11.6154069 0.00054 up no Myb-related protein 306pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G092900.v6.10.6767448 0.00176 down no . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.06G093100.v6.11.9024393 9.48E-06 up no 60S ribosomal protein L34pfam01199 Ribosomal_L34e Ribosomal protein L34e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.06G094000.v6.10.6653793 0.00038 down no . pfam12077 DUF3556 Transmembrane protein of unknown function (DUF3556). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 576 to 592 amino acids in length.. . . .

Manes.06G094600.v6.10.8501886 0.17415 down no RINT1-like protein MAG2pfam04437 RINT1_TIP1 RINT-1 / TIP-1 family. This family includes RINT-1, a Rad50 interacting protein which participates in radiation induced checkpoint control, as well as the TIP-1 protein from yeast that seems to be involved in a complex with Sec20p that is required for golgi transport.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006623|protein targeting to vacuole;GO:0005829|cytosol;GO:0042406|extrinsic component of endoplasmic reticulum membrane;. .

Manes.06G095000.v6.10.7946013 0.412 down no Aldose 1-epimerasepfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;GO:0006012|galactose metabolic process;GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0004034|aldose 1-epimerase activity;GO:0030246|carbohydrate binding;K01785

Manes.06G095100.v6.11.0352242 0.75981 up no ABC transporter A family member 7pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006869|lipid transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;.

Manes.06G095300.v6.10.6619606 2.59E-05 down no Protein IQ-DOMAIN 31pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005829|cytosol;GO:0005875|microtubule associated complex;GO:0005886|plasma membrane;. .

Manes.06G095700.v6.10.3034694 3.73E-08 down yes Synaptotagmin-3pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.06G095800.v6.10.8767777 0.18201 down no Hypersensitive-induced response protein 1pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.. GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0043424|protein histidine kinase binding;.

Manes.06G096200.v6.1NA NA -- no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.06G096400.v6.10.7529267 0.06476 down no . pfam06549 DUF1118 Protein of unknown function (DUF1118). This family consists of several hypothetical plant proteins of unknown function.. . . .

Manes.06G096600.v6.11.3778749 0.00038 up no Homeobox-leucine zipper protein HAT5pfam00046 Homeobox Homeobox domain.GO:0009965|leaf morphogenesis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.06G097200.v6.11.9771928 1.08E-10 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G097300.v6.10.8338131 0.07281 down no Inactive ubiquitin carboxyl-terminal hydrolase 54pfam04780 DUF629 Protein of unknown function (DUF629). This family represents a region of several plant proteins of unknown function. A C2H2 zinc finger is predicted in this region in some family members, but the spacing between the cysteine residues is not conserved throughout the family.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0036459|ubiquitinyl hydrolase activity;.

Manes.06G097400.v6.10.2793825 4.33E-24 down yes Uncharacterized RING finger protein C2F3.16pfam14599 zinc_ribbon_6 Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0016567|protein ubiquitination;. GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.06G097600.v6.10.6622614 0.00025 down no Probable transporter MCH1pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.06G097800.v6.18.7662254 3.71E-06 up yes HIPL1 proteinpfam07995 GSDH Glucose / Sorbosone dehydrogenase. Members of this family are glucose/sorbosone dehydrogenases that possess a beta-propeller fold.GO:0005975|carbohydrate metabolic process;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0016901|oxidoreductase activity, acting on the CH-OH group of donors, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.06G098000.v6.10.544969 0.00118 down no Probable mitochondrial chaperone BCS1-Bpfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.06G098500.v6.10.7970679 0.05025 down no Transcription factor bHLH79pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G099000.v6.10.4103423 1.94E-05 down yes . pfam02108 FliH Flagellar assembly protein FliH.. . . .

Manes.06G099100.v6.10.5984568 3.09E-06 down no Transcription factor MYB1R1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G099300.v6.11.0443388 0.68053 up no . pfam12072 DUF3552 Domain of unknown function (DUF3552). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is about 200 amino acids in length. This domain is found associated with pfam00013, pfam01966. This domain has a single completely conserved residue A that may be functionally important.. . . .

Manes.06G099500.v6.10.9898417 0.9361 down no Putative general negative regulator of transcription C16C9.04cpfam14570 zf-RING_4 RING/Ubox like zinc-binding domain.GO:0006402|mRNA catabolic process;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0030014|CCR4-NOT complex;GO:0030015|CCR4-NOT core complex;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;K10643

Manes.06G099700.v6.10.1207095 7.78E-19 down yes Two-component response regulator ARR5pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.06G099800.v6.10.9132864 0.40542 down no . pfam12455 Dynactin Dynein associated protein. This domain family is found in eukaryotes, and is approximately 280 amino acids in length. The family is found in association with pfam01302. There is a single completely conserved residue E that may be functionally important. Dynactin has been associated with Dynein, a kinesin protein which is involved in organelle transport, mitotic spindle assembly and chromosome segregation. Dynactin anchors Dynein to specific subcellular structures.. . . .

Manes.06G100100.v6.11.1523665 0.17587 up no Mannose-1-phosphate guanyltransferase alphapfam00483 NTP_transferase Nucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0009298|GDP-mannose biosynthetic process;. GO:0004475|mannose-1-phosphate guanylyltransferase activity;K00966

Manes.06G100300.v6.12.7060192 1.74E-07 up yes . pfam15558 DUF4659 Domain of unknown function (DUF4659). This family of proteins is found in eukaryotes. Proteins in this family are typically between 427 and 674 amino acids in length. There are two completely conserved residues (D and I) that may be functionally important.. . . .

Manes.06G100700.v6.10.6020771 0.00422 down no Ribosomal RNA small subunit methyltransferase Gpfam02527 GidB rRNA small subunit methyltransferase G. This is a family of bacterial glucose inhibited division proteins these are probably involved in the regulation of cell devision. GidB has been shown to be a methyltransferase G specific to the rRNA small subunit. Previously identified as a glucose-inhibited division protein B that appears to be present and in a single copy in all complete eubacterial genomes so far sequenced. GidB specifically methylates the N7 position of a guanosine in 16S rRNA.. GO:0005737|cytoplasm;GO:0070043|rRNA (guanine-N7-)-methyltransferase activity;K03501

Manes.06G100900.v6.12.4783724 1.34E-22 up yes U-box domain-containing protein 38pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.06G101000.v6.11.7963986 0.00557 up no G-type lectin S-receptor-like serine/threonine-protein kinase CES101pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G101100.v6.10.5106598 0.00561 down no Protein ROS1pfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;GO:0006342|chromatin silencing;GO:0080111|DNA demethylation;GO:0006306|DNA methylation;GO:0006281|DNA repair;GO:0031936|negative regulation of chromatin silencing;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0019104|DNA N-glycosylase activity;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.06G101300.v6.10.6481665 0.00062 down no Probable alpha-mannosidase I MNS5pfam01532 Glyco_hydro_47 Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0030968|endoplasmic reticulum unfolded protein response;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0097466|glycoprotein ERAD pathway;GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K10084

Manes.06G101500.v6.10.5085617 0.00013 down no UDP-glycosyltransferase 74B1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0019761|glucosinolate biosynthetic process;GO:0043231|intracellular membrane-bounded organelle;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0047251|thiohydroximate beta-D-glucosyltransferase activity;K11820

Manes.06G101800.v6.11.6347871 4.84E-05 up no . pfam08307 Glyco_hydro_98C Glycosyl hydrolase family 98 C-terminal domain. This putative domain is found at the C-terminus of glycosyl hydrolase family 98 proteins. This domain is not expected to form part of the catalytic activity.. . . .

Manes.06G101900.v6.11.1256675 0.51672 up no LIM domain-containing protein WLIM1pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.06G102000.v6.11.1792614 0.07253 up no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G102100.v6.10.9185282 0.37751 down no Nucleobase-ascorbate transporter 6pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005215|transporter activity;.

Manes.06G102200.v6.10.509248 7.87E-07 down no Rac-like GTP-binding protein 3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005525|GTP binding;K04392

Manes.06G102300.v6.10.1975322 5.73E-08 down yes Protease Do-like 9pfam01843 DIL DIL domain. The DIL domain has no known function.. GO:0009507|chloroplast;GO:0005730|nucleolus;GO:0004252|serine-type endopeptidase activity;.

Manes.06G102400.v6.10.1800155 3.23E-25 down yes RING-H2 finger protein ATL46pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.06G103000.v6.11.1978084 0.1889 up no Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 9pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.06G103300.v6.12.812369 9.63E-10 up yes U-box domain-containing protein 19pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010029|regulation of seed germination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.06G103400.v6.10.7673641 0.01454 down no . pfam05160 DSS1_SEM1 DSS1/SEM1 family. This family contains the breast cancer tumor suppressor BRCA2-interacting protein DSS1 and its homologue SEM1, both of which are short acidic proteins. DSS1 has been shown to be a conserved component of the Rae1 mediated mRNA export pathway in Schizosaccharomyces pombe.. . . .

Manes.06G103600.v6.1Inf 0.00126 up yes Bidirectional sugar transporter SWEET5pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.06G103800.v6.10.2052651 8.10E-07 down yes . pfam00010 HLH Helix-loop-helix DNA-binding domain.. . . .

Manes.06G104000.v6.11.2514698 0.07953 up no . pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.06G104100.v6.10.7102822 0.0245 down no E3 ubiquitin-protein ligase SIS3pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0010182|sugar mediated signaling pathway;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16284

Manes.06G104300.v6.12.175683 1.34E-10 up yes CASP-like protein 4A3pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;GO:0003954|NADH dehydrogenase activity;.

Manes.06G104400.v6.10.4043169 0.00143 down yes Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G104500.v6.10.8004992 0.02521 down no Nephrocystin-3pfam13424 TPR_12 Tetratricopeptide repeat.GO:0003283|atrial septum development;GO:0060271|cilium morphogenesis;GO:0060027|convergent extension involved in gastrulation;GO:0071908|determination of intestine left/right asymmetry;GO:0007368|determination of left/right symmetry;GO:0071910|determination of liver left/right asymmetry;GO:0035469|determination of pancreatic left/right asymmetry;GO:0071909|determination of stomach left/right asymmetry;GO:0060287|epithelial cilium movement involved in determination of left/right asymmetry;GO:0001947|heart looping;GO:0001822|kidney development;GO:0060993|kidney morphogenesis;GO:0030324|lung development;GO:0048496|maintenance of organ identity;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:0006996|organelle organization;GO:0045494|photoreceptor cell maintenance;GO:2000167|regulation of planar cell polarity pathway involved in neural tube closure;GO:2000095|regulation of Wnt signaling pathway, planar cell polarity pathway;GO:0072189|ureter development;GO:0016055|Wnt signaling pathway;GO:0005929|cilium;GO:0005829|cytosol;GO:0072372|primary cilium;. K19360

Manes.06G104900.v6.110.906687 0.09606 up no . pfam12174 RST RCD1-SRO-TAF4 (RST) plant domain. This domain is found in plant RCD1, SRO and TAF4 proteins, hence its name of RST. It is required for interaction with multiple plant transcription factors. Radical-Induced Cell Death1 (RCD1) is an important regulator of stress and hormonal and developmental responses in Arabidopsis thaliana, as is its closest homologue, SRO1 - Similar To RCD-One1. TBP-Associated Factor 4 (TAF4) and TAF4-b are components of the transcription initiation factor complex TFIID.. . . .

Manes.06G105000.v6.10.7882928 0.0456 down no Serine/threonine-protein kinase ATMpfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0006974|cellular response to DNA damage stimulus;GO:0051321|meiotic cell cycle;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004674|protein serine/threonine kinase activity;K04728

Manes.06G105200.v6.11.1260964 0.25586 up no 50S ribosomal protein L7/L12pfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.06G106300.v6.10.594773 2.10E-06 down no Anthranilate phosphoribosyltransferase, chloroplasticpfam00591 Glycos_transf_3 Glycosyl transferase family, a/b domain. This family includes anthranilate phosphoribosyltransferase (TrpD), thymidine phosphorylase. All these proteins can transfer a phosphorylated ribose substrate.GO:0000162|tryptophan biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004048|anthranilate phosphoribosyltransferase activity;K00766

Manes.06G106500.v6.10.6079646 1.61E-06 down no . pfam13205 Big_5 Bacterial Ig-like domain.. . . .

Manes.06G106900.v6.13.5372252 1.72E-05 up yes LRR receptor-like serine/threonine-protein kinase GSO1pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.



Manes.06G107000.v6.11.3858162 0.0109 up no . pfam03699 UPF0182 Uncharacterized protein family (UPF0182). This family contains uncharacterized integral membrane proteins.. . . .

Manes.06G107200.v6.11.1105642 0.24752 up no Protein MODIFIER OF SNC1 1pfam07001 BAT2_N BAT2 N-terminus. This family represents the N-terminus (approximately 200 residues) of the proline-rich protein BAT2. BAT2 is similar to other proteins with large proline-rich domains, such as some nuclear proteins, collagens, elastin, and synapsin.GO:0016568|chromatin modification;. . .

Manes.06G107600.v6.10.2638885 4.30E-13 down yes FAS-associated factor 2-Bpfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. GO:0005783|endoplasmic reticulum;GO:0005811|lipid particle;. K18726

Manes.06G107700.v6.10.6720331 4.95E-05 down no . pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.06G107800.v6.10.5862917 0.03196 down no Cell division cycle protein 48 homologpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.06G107900.v6.10.2605653 1.08E-26 down yes Probable LRR receptor-like serine/threonine-protein kinase At4g26540pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G108200.v6.10.3499986 2.79E-10 down yes FKBP12-interacting protein of 37 kDapfam15397 DUF4618 Domain of unknown function (DUF4618). This family of proteins is found in eukaryotes. Proteins in this family are typically between 238 and 363 amino acids in length. There are two conserved sequence motifs: EYP and KCTPD.GO:0080009|mRNA methylation;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0009506|plasmodesma;. .

Manes.06G108900.v6.10.2436223 0.00015 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G109500.v6.10.8802865 0.33218 down no DEAD-box ATP-dependent RNA helicase 30pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0006364|rRNA processing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12823

Manes.06G109600.v6.10.5686897 2.93E-06 down no Ferric reduction oxidase 8, mitochondrialpfam08022 FAD_binding_8 FAD-binding domain.GO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0000293|ferric-chelate reductase activity;GO:0046872|metal ion binding;.

Manes.06G109700.v6.18.8305707 1.65E-29 up yes . pfam00564 PB1 PB1 domain.. . . .

Manes.06G109800.v6.10.9999647 1 down no C2 and GRAM domain-containing protein At5g50170pfam00168 C2 C2 domain. . GO:0016021|integral component of membrane;. .

Manes.06G110100.v6.11.5832108 6.54E-07 up no . pfam00569 ZZ Zinc finger, ZZ type. Zinc finger present in dystrophin, CBP/p300. ZZ in dystrophin binds calmodulin. Putative zinc finger; binding not yet shown. Four to six cysteine residues in its sequence are responsible for coordinating zinc ions, to reinforce the structure.. . . .

Manes.06G110400.v6.10.2477136 2.24E-18 down yes . pfam05462 Dicty_CAR Slime mold cyclic AMP receptor. This family consists of cyclic AMP receptor (CAR) proteins from slime molds. CAR proteins are responsible for controlling development in Dictyostelium discoideum.. . . .

Manes.06G110600.v6.16.9032192 1.03E-44 up yes Pentatricopeptide repeat-containing protein At3g48250, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0008380|RNA splicing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.06G111100.v6.10.8930063 0.33599 down no Probable serine/threonine-protein kinase WNK3pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.06G111200.v6.10.2189017 1.96E-08 down yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.06G111300.v6.111.103918 3.63E-10 up yes . pfam01645 Glu_synthase Conserved region in glutamate synthase. This family represents a region of the glutamate synthase protein. This region is expressed as a separate subunit in the glutamate synthase alpha subunit from archaebacteria, or part of a large multidomain enzyme in other organisms. The aligned region of these proteins contains a putative FMN binding site and Fe-S cluster.. . . .

Manes.06G111500.v6.12.0170049 3.27E-10 up yes Manganese-dependent ADP-ribose/CDP-alcohol diphosphatasepfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0047631|ADP-ribose diphosphatase activity;GO:0047734|CDP-glycerol diphosphatase activity;GO:0046872|metal ion binding;K01517

Manes.06G111700.v6.1Inf 0.00027 up yes Cytochrome P450 71A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.06G111800.v6.10.8956721 0.25251 down no Serine/threonine-protein kinase AFC2pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.06G112000.v6.11.1410156 0.15357 up no 31 kDa ribonucleoprotein, chloroplasticpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0016553|base conversion or substitution editing;GO:0009631|cold acclimation;GO:0045087|innate immune response;GO:0006397|mRNA processing;GO:0009451|RNA modification;GO:0006396|RNA processing;GO:0043489|RNA stabilization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0030529|ribonucleoprotein complex;GO:0009579|thylakoid;GO:0000166|nucleotide binding;GO:0008266|poly(U) RNA binding;GO:0003723|RNA binding;.

Manes.06G112300.v6.10.6279085 0.01433 down no . pfam09415 CENP-X CENP-S associating Centromere protein X. The centromere, essential for faithful chromosome segregation during mitosis, has a network of constitutive centromere-associated (CCAN) proteins associating with it during mitosis. So far in vertebrates at least 15 centromere proteins have been identified, which are divided into several subclasses based on functional and biochemical analyses. These provide a platform for the formation of a functional kinetochore during mitosis. CENP-S is one that does not associate with the CENP-H-containing complex but rather interacts with CENP-X to form a stable assembly of outer kinetochore proteins that functions downstream of other components of the CCAN. This complex may directly allow efficient and stable formation of the outer kinetochore on the CCAN platform.. . . .

Manes.06G112600.v6.10.7223583 0.00329 down no Alpha/beta hydrolase domain-containing protein 17Bpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.06G112800.v6.10.7311334 0.0314 down no Protein tipD pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.GO:0000045|autophagosome assembly;GO:0031154|culmination involved in sorocarp development;GO:0016236|macroautophagy;GO:0030587|sorocarp development;GO:0034274|Atg12-Atg5-Atg16 complex;GO:0000421|autophagosome membrane;GO:0019776|Atg8 ligase activity;K17890

Manes.06G113100.v6.120.090258 ####### up yes BTB/POZ and TAZ domain-containing protein 1pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0016567|protein ubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0042542|response to hydrogen peroxide;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.

Manes.06G113200.v6.10.1973694 1.52E-40 down yes Probable pectate lyase 5pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.06G113400.v6.10.8782204 0.20771 down no Probable Ufm1-specific proteasepfam07910 Peptidase_C78 Peptidase family C78. This family formerly known as DUF1671 has been shown to be a cysteine peptidase called (Ufm1)-specific protease.. . GO:0008234|cysteine-type peptidase activity;.

Manes.06G113500.v6.10.7459889 0.00335 down no Pentatricopeptide repeat-containing protein At5g50280, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.06G113600.v6.11.6286248 6.33E-08 up no Programmed cell death protein 4pfam02847 MA3 MA3 domain. Domain in DAP-5, eIF4G, MA-3 and other proteins. Highly alpha-helical. May contain repeats and/or regions similar to MIF4G domains.GO:0006915|apoptotic process;GO:0007569|cell aging;GO:0043066|negative regulation of apoptotic process;GO:0043508|negative regulation of JUN kinase activity;GO:0045892|negative regulation of transcription, DNA-templated;GO:0034393|positive regulation of smooth muscle cell apoptotic process;GO:0051246|regulation of protein metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003723|RNA binding;K16865

Manes.06G113700.v6.10.8253018 0.05746 down no Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SECpfam13414 TPR_11 TPR repeat. GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.06G113800.v6.10.4469384 4.08E-09 down yes . pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.06G114000.v6.10.5116746 5.40E-06 down no DNA-(apurinic or apyrimidinic site) lyasepfam06638 Strabismus Strabismus protein. This family consists of several strabismus (STB) or Van Gogh-like (VANGL) proteins 1 and 2. The exact function of this family is unknown. It is thought, however that STB1 gene and STB2 may be potent tumor suppressor gene candidates.GO:0006281|DNA repair;GO:0009507|chloroplast;GO:0005730|nucleolus;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.06G114200.v6.10.9792854 0.85414 down no Zinc finger CCCH domain-containing protein 43pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.06G114300.v6.10.2521176 0.00075 down yes RPM1-interacting protein 4pfam05627 AvrRpt-cleavage Cleavage site for pathogenic type III effector avirulence factor Avr. This domain is conserved in small families of otherwise unrelated proteins in both mono-cots and di-cots, suggesting that it has a conserved, plant-specific function. It is found both in the plant RIN4 (resistance R membrane-bound host-target protein) where it appears to contribute to the binding of the protein to both RCS (AvrRpt2 auto-cleavage site) and AvrB, the virulence factor from the infecting bacterium. The cleavage site for the AvrRpt2 avirulence protein would appear to be the sequence motifs VPQFGDW and LPKFGEW, both of which are highly conserved within the domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0009816|defense response to bacterium, incompatible interaction;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0009626|plant-type hypersensitive response;GO:0006468|protein phosphorylation;GO:0002237|response to molecule of bacterial origin;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. K13456

Manes.06G114600.v6.10.5524394 1.21E-07 down no GDSL esterase/lipase At3g48460pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.06G115100.v6.10.7862882 0.04998 down no Oxygen-independent coproporphyrinogen-III oxidase-like protein sll1917pfam04055 Radical_SAM Radical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0005737|cytoplasm;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0004109|coproporphyrinogen oxidase activity;GO:0046872|metal ion binding;K02495

Manes.06G115200.v6.11.0608417 0.56354 up no Elongator complex protein 3pfam04055 Radical_SAM Radical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0009734|auxin-activated signaling pathway;GO:0008283|cell proliferation;GO:0009294|DNA mediated transformation;GO:0016573|histone acetylation;GO:0035265|organ growth;GO:0010928|regulation of auxin mediated signaling pathway;GO:2000025|regulation of leaf formation;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0010084|specification of organ axis polarity;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0033588|Elongator holoenzyme complex;GO:0000123|histone acetyltransferase complex;GO:0005719|nuclear euchromatin;GO:0005634|nucleus;GO:0008023|transcription elongation factor complex;GO:0004402|histone acetyltransferase activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;K07739

Manes.06G115300.v6.10.7932167 0.02566 down no Telomere length regulation protein TEL2 homologpfam10193 Telomere_reg-2 Telomere length regulation protein. This family is the central conserved 110 amino acid region of a group of proteins called telomere-length regulation or clock abnormal protein-2 which are conserved from plants to humans. The full-length protein regulates telomere length and contributes to silencing of sub-telomeric regions. In vitro the protein binds to telomeric DNA repeats.GO:0032006|regulation of TOR signaling;GO:0000781|chromosome, telomeric region;GO:0005737|cytoplasm;GO:0005622|intracellular;GO:0016020|membrane;GO:0005634|nucleus;GO:0031931|TORC1 complex;GO:0031932|TORC2 complex;GO:0032403|protein complex binding;GO:0032947|protein complex scaffold;K11137

Manes.06G115500.v6.11.4561754 3.45E-05 up no Nucleoside diphosphate kinase 2, chloroplasticpfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004550|nucleoside diphosphate kinase activity;.

Manes.06G116600.v6.116.069311 4.51E-07 up yes Lysine histidine transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G116800.v6.14.3149014 1.23E-60 up yes Cyclin-dependent kinase G-2pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K08818

Manes.06G117100.v6.1NA NA -- no . pfam06783 UPF0239 Uncharacterized protein family (UPF0239).. . . .

Manes.06G117400.v6.11.4481928 0.00057 up no 4-coumarate--CoA ligase-like 9pfam00501 AMP-binding AMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004321|fatty-acyl-CoA synthase activity;GO:0016874|ligase activity;.

Manes.06G118000.v6.10.7602634 0.00693 down no Probable inactive leucine-rich repeat receptor-like protein kinase At3g03770pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.06G118200.v6.121.846809 0.00033 up yes Calcium-binding protein CML37pfam13833 EF-hand_8 EF-hand domain pair.GO:0010193|response to ozone;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005509|calcium ion binding;K13448

Manes.06G118800.v6.10.7867463 0.05189 down no . pfam10172 DDA1 Det1 complexing ubiquitin ligase. DDA1 (De-etiolated 1, Damaged DNA binding protein 1 associated 1) protein binds strongly with DDB1 and Det1 forming a DDD complex which is part of the ubiquitin conjugation system.. . . .

Manes.06G118900.v6.11.7404321 4.26E-09 up no SNF1-related protein kinase regulatory subunit gamma-1pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;GO:0045859|regulation of protein kinase activity;GO:0009505|plant-type cell wall;GO:0005524|ATP binding;GO:0003824|catalytic activity;GO:0019887|protein kinase regulator activity;.

Manes.06G119200.v6.10.6548477 0.00024 down no Pentatricopeptide repeat-containing protein At5g50390, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0009507|chloroplast;. .

Manes.06G119300.v6.10.8085718 0.05902 down no Probable inactive purple acid phosphatase 27pfam14008 Metallophos_C Iron/zinc purple acid phosphatase-like protein C. This domain is found at the C-terminus of Purple acid phosphatase proteins.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.06G119400.v6.10.8305454 0.06726 down no Serine/threonine-protein kinase rio1pfam01163 RIO1 RIO1 family. This is a family of atypical serine kinases which are found in archaea, bacteria and eukaryotes.   Activity of Rio1 is vital in Saccharomyces cerevisiae for the processing of ribosomal RNA, as well as for proper cell cycle progression and chromosome maintenance. The structure of RIO1 has been determined.GO:0006468|protein phosphorylation;GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K07178

Manes.06G119500.v6.10.4260694 1.58E-11 down yes F-box protein At1g67340pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.06G119700.v6.11.1057872 0.41502 up no Deoxycytidylate deaminasepfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0009165|nucleotide biosynthetic process;GO:0006220|pyrimidine nucleotide metabolic process;GO:0070062|extracellular exosome;GO:0004132|dCMP deaminase activity;GO:0008270|zinc ion binding;.

Manes.06G119800.v6.10.359709 2.70E-05 down yes . pfam14346 DUF4398 Domain of unknown function (DUF4398). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 127 and 269 amino acids in length.. . . .

Manes.06G120100.v6.11.033264 0.74098 up no Acetolactate synthase 1, chloroplasticpfam02776 TPP_enzyme_N Thiamine pyrophosphate enzyme, N-terminal TPP binding domain.GO:0009097|isoleucine biosynthetic process;GO:0009635|response to herbicide;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0003984|acetolactate synthase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0000287|magnesium ion binding;GO:0030976|thiamine pyrophosphate binding;.

Manes.06G120500.v6.11.184044 0.2655 up no Non-specific phospholipase C6pfam04185 Phosphoesterase Phosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.. GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K01114

Manes.06G120900.v6.10.53004 0.0003 down no . pfam10442 FIST_C FIST C domain. The FIST C domain is a novel sensory domain, which is present in signal transduction proteins from Bacteria, Archaea and Eukarya. Chromosomal proximity of FIST-encoding genes to those coding for proteins involved in amino acid metabolizm and transport suggest that FIST domains bind small ligands, such as amino acids.. . . .

Manes.06G121000.v6.10.7284401 0.00432 down no SUMO-activating enzyme subunit 1Apfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0016925|protein sumoylation;GO:0007346|regulation of mitotic cell cycle;GO:0005829|cytosol;GO:0005634|nucleus;GO:0019948|SUMO activating enzyme activity;K10684

Manes.06G121200.v6.12.1941003 0.00026 up yes Probable WRKY transcription factor 75pfam03106 WRKY WRKY DNA -binding domain.GO:0010055|atrichoblast differentiation;GO:0048527|lateral root development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0043620|regulation of DNA-templated transcription in response to stress;GO:0032107|regulation of response to nutrient levels;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G121300.v6.10.5331609 0.00075 down no . pfam12463 DUF3689 Protein of unknown function (DUF3689). This family of proteins is found in eukaryotes. Proteins in this family are typically between 399 and 797 amino acids in length.. . . .

Manes.06G121400.v6.11.6145468 0.00028 up no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.06G121500.v6.11.420764 0.01077 up no HVA22-like protein epfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;. K17279

Manes.06G121600.v6.10.662312 1 down no 11-beta-hydroxysteroid dehydrogenase 1Bpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0070524|11-beta-hydroxysteroid dehydrogenase (NADP+) activity;.

Manes.06G121700.v6.10.447956 9.71E-13 down yes 11-beta-hydroxysteroid dehydrogenase 1Bpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0070524|11-beta-hydroxysteroid dehydrogenase (NADP+) activity;.

Manes.06G121800.v6.10.2248659 3.48E-10 down yes 11-beta-hydroxysteroid dehydrogenase-like 6pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0016491|oxidoreductase activity;.

Manes.06G122300.v6.11.2754025 0.01217 up no SWI/SNF complex subunit SWI3Apfam04433 SWIRM SWIRM domain. This SWIRM domain is a small alpha-helical domain of about 85 amino acid residues found in chromosomal proteins. It contains a helix-turn helix motif and binds to DNA.GO:0006338|chromatin remodeling;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016514|SWI/SNF complex;GO:0003677|DNA binding;K11649

Manes.06G122600.v6.1Inf 0.02607 up yes Indole-3-acetic acid-induced protein ARG7pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.06G122800.v6.10.5947809 4.55E-07 down no Glutamate-1-semialdehyde 2,1-aminomutase 2, chloroplasticpfam00202 Aminotran_3 Aminotransferase class-III.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0042286|glutamate-1-semialdehyde 2,1-aminomutase activity;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K01845

Manes.06G122900.v6.11.0536812 0.6861 up no Membrane-anchored ubiquitin-fold protein 3pfam13881 Rad60-SLD_2 Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.06G123000.v6.10.6347679 0.002 down no RNA pseudouridine synthase 7pfam00849 PseudoU_synth_2 RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0001522|pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;.

Manes.06G123100.v6.10.6940975 0.02698 down no RNA pseudouridine synthase 7pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0001522|pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;.

Manes.06G123700.v6.11.2474094 0.02049 up no Probable protein S-acyltransferase 7pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.06G123800.v6.11.095816 0.50183 up no Mitochondrial import inner membrane translocase subunit TIM8pfam02953 zf-Tim10_DDP Tim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0015031|protein transport;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0046872|metal ion binding;K17780

Manes.06G124000.v6.10.3943206 4.81E-17 down yes Probable serine/threonine-protein kinase At1g54610pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G124200.v6.10.4131675 1.46E-08 down yes . pfam12551 PHBC_N Poly-beta-hydroxybutyrate polymerase N terminal. This domain family is found in bacteria and eukaryotes, and is approximately 50 amino acids in length. The family is found in association with pfam07167, pfam00561. There is a single completely conserved residue W that may be functionally important. PHBC is the third enzyme of the poly-beta-hydroxybutyrate biosynthetic pathway.. . . .

Manes.06G124300.v6.10.6901271 0.00201 down no Ubiquitin-conjugating enzyme E2 27pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;.

Manes.06G124400.v6.10.5093259 3.45E-08 down no Protein FAM214Bpfam13889 Chromosome_seg Chromosome segregation during meiosis. The proteins come from eukaryotes, plants and animals, and are necessary for chromosome segregation during meiosis.. GO:0005634|nucleus;. .

Manes.06G124800.v6.10.6793093 0.00103 down no . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.06G124900.v6.10.8315982 0.06154 down no Long chain base biosynthesis protein 2apfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009640|photomorphogenesis;GO:0009555|pollen development;GO:0043067|regulation of programmed cell death;GO:0046512|sphingosine biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005773|vacuole;GO:0030170|pyridoxal phosphate binding;GO:0004758|serine C-palmitoyltransferase activity;K00654

Manes.06G125000.v6.10.2696089 2.59E-13 down yes Protein bicaudal C homolog 1pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.GO:0007275|multicellular organismal development;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:0005737|cytoplasm;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K18756

Manes.06G125500.v6.10.8694735 0.18606 down no . pfam13514 AAA_27 AAA domain. This domain is found in a number of double-strand DNA break proteins. This domain contains a P-loop motif.. . . .

Manes.06G125600.v6.10.7094086 0.00254 down no Serine carboxypeptidase-like 45pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.06G125700.v6.10.4818626 5.24E-10 down yes Dual specificity protein phosphatase PHS1pfam09192 Act-Frag_cataly Actin-fragmin kinase, catalytic. Members of this family assume a secondary structure consisting of eight beta strands and 11 alpha-helices, organized in two lobes. They are predominantly found in actin-fragmin kinase, where they act as a catalytic domain that mediates the phosphorylation of actin.GO:0009738|abscisic acid-activated signaling pathway;GO:0043622|cortical microtubule organization;GO:0006470|protein dephosphorylation;GO:0010468|regulation of gene expression;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0004721|phosphoprotein phosphatase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.06G125800.v6.10.8023749 0.0567 down no Chaperone protein ClpC, chloroplasticpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0019538|protein metabolic process;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.06G126000.v6.11.6024092 5.61E-06 up no Auxin response factor 2pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0010227|floral organ abscission;GO:0010047|fruit dehiscence;GO:0010150|leaf senescence;GO:0008285|negative regulation of cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0009911|positive regulation of flower development;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G126100.v6.13.2214997 1.14E-14 up yes ADP-ribosylation factor GTPase-activating protein AGD1pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0006810|transport;GO:0005768|endosome;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12489

Manes.06G126300.v6.10.7068502 0.00068 down no Alpha-mannosidasepfam01074 Glyco_hydro_38 Glycosyl hydrolases family 38 N-terminal domain. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm.GO:0006013|mannose metabolic process;GO:0000326|protein storage vacuole;GO:0004559|alpha-mannosidase activity;GO:0030246|carbohydrate binding;GO:0008270|zinc ion binding;.

Manes.06G126400.v6.10.7452566 0.0035 down no Magnesium protoporphyrin IX methyltransferase, chloroplasticpfam07109 Mg-por_mtran_C Magnesium-protoporphyrin IX methyltransferase C-terminus. This family represents the C-terminus (approximately 100 residues) of bacterial and eukaryotic Magnesium-protoporphyrin IX methyltransferase (EC:2.1.1.11). This converts magnesium-protoporphyrin IX to magnesium-protoporphyrin IX methylester using S-adenosyl-L-methionine as a cofactor.GO:0015995|chlorophyll biosynthetic process;GO:0032259|methylation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0046406|magnesium protoporphyrin IX methyltransferase activity;K03428



Manes.06G126600.v6.13.648047 2.00E-05 up yes . pfam01062 Bestrophin Bestrophin, RFP-TM, chloride channel. Bestrophin is a 68-kDa basolateral plasma membrane protein expressed in retinal pigment epithelial cells (RPE). It is encoded by the VMD2 gene, which is mutated in Best macular dystrophy, a disease characterized by a depressed light peak in the electrooculogram. VMD2 encodes a 585-amino acid protein with an approximate mass of 68 kDa which has been designated bestrophin. Bestrophin shares homology with the Caenorhabditis elegans RFP gene family, named for the presence of a conserved arginine (R), phenylalanine (F), proline (P), amino acid sequence motif. Bestrophin is a plasma membrane protein, localized to the basolateral surface of RPE cells consistent with a role for bestrophin in the generation or regulation of the EOG light peak. Bestrophin and other RFP family members represent a new class of chloride channels, indicating a direct role for bestrophin in generating the light peak. The VMD2 gene underlying Best disease was shown to represent the first human member of . . . .

Manes.06G126900.v6.11.652362 5.12E-07 up no Protein BONZAI 2pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0006952|defense response;GO:0060548|negative regulation of cell death;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005544|calcium-dependent phospholipid binding;.

Manes.06G127200.v6.10.88622 0.29187 down no Probable beta-1,4-xylosyltransferase IRX10Lpfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047517|1,4-beta-D-xylan synthase activity;GO:0080116|glucuronoxylan glucuronosyltransferase activity;.

Manes.06G127500.v6.10.6709612 0.00024 down no Uncharacterized protein At4g14100pfam06484 Ten_N Teneurin Intracellular Region. This family is found in the intracellular N-terminal region of the Teneurin family of proteins. These proteins are 'pair-rule' genes and are involved in tissue patterning, specifically probably neural patterning. The intracellular domain is cleaved in response to homophilic interaction of the extracellular domain, and translocates to the nucleus. Here it probably carries out to some transcriptional regulatory activity. The length of this region and the conservation suggests that there may be two structural domains here (personal obs:C Yeats).. GO:0005773|vacuole;. .

Manes.06G127700.v6.10.7779258 0.04013 down no . pfam07712 SURNod19 Stress up-regulated Nod 19.. . . .

Manes.06G128000.v6.10.2613214 8.04E-05 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G128300.v6.11.5349037 1.62E-06 up no Staphylococcal nuclease domain-containing protein 1pfam00567 TUDOR Tudor domain.GO:0001649|osteoblast differentiation;GO:0035194|posttranscriptional gene silencing by RNA;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0097433|dense body;GO:0070062|extracellular exosome;GO:0042470|melanosome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0004518|nuclease activity;GO:0044822|poly(A) RNA binding;GO:0003712|transcription cofactor activity;K15979

Manes.06G128400.v6.10.7339046 0.05266 down no Inositol polyphosphate multikinase betapfam03770 IPK Inositol polyphosphate kinase. ArgRIII has has been demonstrated to be an inositol polyphosphate kinase.GO:0009793|embryo development ending in seed dormancy;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0009555|pollen development;GO:0010183|pollen tube guidance;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0090406|pollen tube;GO:0005524|ATP binding;GO:0000824|inositol tetrakisphosphate 3-kinase activity;GO:0047326|inositol tetrakisphosphate 5-kinase activity;GO:0051765|inositol tetrakisphosphate kinase activity;GO:0051766|inositol trisphosphate kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0008440|inositol-1,4,5-trisphosphate 3-kinase activity;GO:0000823|inositol-1,4,5-trisphosphate 6-kinase activity;K00915

Manes.06G129000.v6.1Inf 0.1623 up no Peroxidase 60pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.06G129600.v6.10.7026517 0.00354 down no Mediator of RNA polymerase II transcription subunit 31pfam05669 Med31 SOH1. The family consists of Saccharomyces cerevisiae SOH1 homologues. SOH1 is responsible for the repression of temperature sensitive growth of the HPR1 mutant and has been found to be a component of the RNA polymerase II transcription complex. SOH1 not only interacts with factors involved in DNA repair, but transcription as well. Thus, the SOH1 protein may serve to couple these two processes.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K15153

Manes.06G130000.v6.10.8342243 0.18642 down no U6 snRNA phosphodiesterasepfam09749 HVSL Uncharacterized conserved protein. This entry is of proteins of approximately 300 residues conserved from plants to humans. It contains two conserved motifs, HxSL and FHVSL. The function is unknown.GO:0006397|mRNA processing;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0008380|RNA splicing;GO:0034477|U6 snRNA 3'-end processing;GO:0005634|nucleus;GO:0000175|3'-5'-exoribonuclease activity;.

Manes.06G130100.v6.10.9495709 0.58632 down no . pfam14951 DUF4503 Domain of unknown function (DUF4503). This family of proteins is found in eukaryotes. Proteins in this family are typically between 313 and 876 amino acids in length.. . . .

Manes.06G130400.v6.11.9798171 1.04E-14 up no Peptide methionine sulfoxide reductasepfam01625 PMSR Peptide methionine sulfoxide reductase. This enzyme repairs damaged proteins. Methionine sulfoxide in proteins is reduced to methionine.GO:0030091|protein repair;GO:0006979|response to oxidative stress;. GO:0008113|peptide-methionine (S)-S-oxide reductase activity;.

Manes.06G130700.v6.11.2063816 0.03993 up no GTP-binding protein YPTM2pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.06G130800.v6.10.6650227 0.00013 down no Polycomb group protein EMBRYONIC FLOWER 2pfam09733 VEFS-Box VEFS-Box of polycomb protein. The VEFS-Box (VRN2-EMF2-FIS2-Su(z)12) box is the C-terminal region of these proteins, characterized by an acidic cluster and a tryptophan/methionine-rich sequence, the acidic-W/M domain. Some of these sequences are associated with a zinc-finger domain about 100 residues towards the N-terminus. This protein is one of the polycomb cluster of proteins which control HOX gene transcription as it functions in heterochromatin-mediated repression.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009910|negative regulation of flower development;GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G131000.v6.1NA NA -- no Oleosin 1 pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.06G131100.v6.14.8634444 6.71E-05 up yes Ethylene-responsive transcription factor 2pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G131200.v6.17.1402859 8.28E-26 up yes Ethylene-responsive transcription factor ERF105pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G131300.v6.131.908479 4.90E-07 up yes Ethylene-responsive transcription factor ERF106pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G131900.v6.10.3403021 4.91E-13 down yes Putative kinase-like protein TMKL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G132000.v6.11.5706224 5.56E-06 up no Acid phosphatase 1pfam03767 Acid_phosphat_B HAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.. . GO:0003993|acid phosphatase activity;.

Manes.06G132500.v6.10.7854664 0.01762 down no Uncharacterized Rho GTPase-activating protein At5g61530pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.06G132600.v6.117.269397 2.40E-23 up yes Hexose carrier protein HEX6pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G132700.v6.17.7501018 1.63E-17 up yes Hexose carrier protein HEX6pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G132800.v6.11.184804 0.07223 up no Autophagy-related protein 3pfam03986 Autophagy_N Autophagocytosis associated protein (Atg3), N-terminal domain. Autophagocytosis is a starvation-induced process responsible for transport of cytoplasmic proteins to the lysosome/vacuole. Atg3 is a ubiquitin like modifier that is topologically similar to the canonical E2 enzyme. It catalyses the conjugation of Atg8 and phosphatidylethanolamine.GO:0000045|autophagosome assembly;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0000153|cytoplasmic ubiquitin ligase complex;GO:0005829|cytosol;GO:0019776|Atg8 ligase activity;K08343

Manes.06G133000.v6.12.3668454 3.72E-22 up yes . pfam11188 DUF2975 Protein of unknown function (DUF2975). This family of bacterial proteins have no known function. These proteins are likely to be integral membrane proteins. The proteins contain a highly conserved glutamic acid close to their C-terminus.. . . .

Manes.06G133200.v6.10.5100334 2.08E-06 down no Protein RFT1 homologpfam04506 Rft-1 Rft protein. GO:0034203|glycolipid translocation;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005319|lipid transporter activity;K06316

Manes.06G133700.v6.12.2534223 1.46E-19 up yes F-box protein At5g07670pfam07078 FYTT Forty-two-three protein. This family consists of several mammalian proteins of around 320 residues in length called 40-2-3 proteins. The function of this family is unknown.. . . K10268

Manes.06G133800.v6.11.1348542 0.23382 up no 2-phosphoglycerate kinasepfam13207 AAA_17 AAA domain.. . GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0016774|phosphotransferase activity, carboxyl group as acceptor;K05715

Manes.06G134600.v6.10.9458021 0.56874 down no Conserved oligomeric Golgi complex subunit 7pfam10191 COG7 Golgi complex component 7 (COG7). COG7 is a component of the conserved oligomeric Golgi complex which is required for normal Golgi morphology and localisation. Mutation in COG7 causes a congenital disorder of glycosylation.GO:0000916|actomyosin contractile ring contraction;GO:0007030|Golgi organization;GO:0006886|intracellular protein transport;GO:0007112|male meiosis cytokinesis;GO:0036063|acroblast;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0017119|Golgi transport complex;. .

Manes.06G134900.v6.12.3710483 1.78E-07 up yes Putative glycerol-3-phosphate transporter 1pfam07690 MFS_1 Major Facilitator Superfamily.GO:0006820|anion transport;GO:0008643|carbohydrate transport;GO:0055062|phosphate ion homeostasis;GO:0035435|phosphate ion transmembrane transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0015315|organophosphate:inorganic phosphate antiporter activity;K13783

Manes.06G135100.v6.11.2376749 0.02176 up no E3 ubiquitin protein ligase RIN2pfam13639 zf-RING_2 Ring finger domain.GO:0009626|plant-type hypersensitive response;GO:0034052|positive regulation of plant-type hypersensitive response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10636

Manes.06G135600.v6.11.6811325 7.18E-06 up no Monocopper oxidase-like protein SKS2pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.06G135900.v6.10.5495134 0.73792 down no Endoglucanase 4pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.06G136100.v6.10.0704022 8.58E-33 down yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.06G136700.v6.11.4608497 4.29E-05 up no Protein EXORDIUM-like 3pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0080167|response to karrikin;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.06G137000.v6.11.1921137 0.05858 up no Chloride conductance regulatory protein IClnpfam03517 Voldacs Regulator of volume decrease after cellular swelling. ICln is a ubiquitously expressed multi-functional protein that plays a critical role in regulating volume decrease in cells after cellular swelling. In plants, ICln induces Cl- currents, thus regulating Cl- homoeostasis in eukaryotes. Structurally, the fold resembles a pleckstrin homology fold, on of whose roles is to recruit and tether their host protein to the cell membrane; and although the surface charges of the ICln fold are not equivalent to those of the PH domain, ICln can be phosphorylated in vitro and the PH-nature of the domain may be the part involving it in the transposition from cytosol to cell membrane during cytotonic swelling.GO:0006884|cell volume homeostasis;GO:0006821|chloride transport;GO:0000387|spliceosomal snRNP assembly;GO:0005829|cytosol;GO:0034709|methylosome;GO:0005634|nucleus;GO:0034715|pICln-Sm protein complex;GO:0005886|plasma membrane;. K05019

Manes.06G137300.v6.14.4366969 0.00028 up yes . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.06G137400.v6.11.1911311 0.10947 up no Hypersensitive-induced response protein 4pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.. GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.06G137600.v6.10.3488153 0.00171 down yes . pfam03362 Herpes_UL47 Herpesvirus UL47 protein.. . . .

Manes.06G138100.v6.11.8666713 3.98E-11 up no Protein trichome birefringence-like 18pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.06G138200.v6.11.602219 2.53E-07 up no Clp protease-related protein At4g12060, chloroplasticpfam02861 Clp_N Clp amino terminal domain. This short domain is found in one or two copies at the amino terminus of ClpA and ClpB proteins from bacteria and eukaryotes. The function of these domains is uncertain but they may form a protein binding site.GO:0019538|protein metabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009532|plastid stroma;GO:0043424|protein histidine kinase binding;.

Manes.06G138700.v6.10.8002203 0.10951 down no Probable aminotransferase ACS12pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;. GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K14270

Manes.06G138800.v6.11.8489839 0.06441 up no Protein TPX2pfam12214 TPX2_importin Cell cycle regulated microtubule associated protein. This domain is found in eukaryotes. This domain is typically between 127 to 182 amino acids in length. This domain is found associated with pfam06886. This domain is found in the protein TPX2 (a.k.a p100) which is involved in cell cycling. It is only expressed between the start of the S phase and completion of cytokinesis. The microtubule-associated protein TPX2 has been reported to be crucial for mitotic spindle formation. This domain is close to the C terminal of TPX2. The protein importin alpha regulates the activity of TPX2 by binding to the nuclear localisation signal in this domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005874|microtubule;GO:0005654|nucleoplasm;GO:0009524|phragmoplast;GO:0005819|spindle;. K16812

Manes.06G139900.v6.11.5300866 0.32947 up no Probable protein phosphatase 2C 75pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0009737|response to abscisic acid;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.06G140000.v6.10.3387413 0.68464 down no . pfam14798 Ca_hom_mod Calcium homeostasis modulator. This family of proteins control cytosolic calcium concentration. They are transmembrane proteins which may be pore-forming ion channels.. . . .

Manes.06G140200.v6.10.7124678 0.0763 down no . pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.. . . .

Manes.06G140300.v6.10.6120412 0.00481 down no Glycosyltransferase family 64 protein C4pfam09258 Glyco_transf_64 Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0009738|abscisic acid-activated signaling pathway;GO:0006024|glycosaminoglycan biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0007275|multicellular organismal development;GO:0010401|pectic galactan metabolic process;GO:0010087|phloem or xylem histogenesis;GO:0006486|protein glycosylation;GO:0009737|response to abscisic acid;GO:0016337|single organismal cell-cell adhesion;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;GO:0035251|UDP-glucosyltransferase activity;.

Manes.06G141400.v6.11.7467464 1.39E-06 up no Probable fructokinase-7pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0046686|response to cadmium ion;GO:0019252|starch biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.06G141500.v6.10.7815043 0.01803 down no . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.06G141600.v6.10.2360334 2.76E-05 down yes MADS-box protein SOC1pfam01486 K-box K-box region. The K-box region is commonly found associated with SRF-type transcription factors see pfam00319. The K-box is a possible coiled-coil structure. Possible role in multimer formation.GO:0009908|flower development;GO:0010077|maintenance of inflorescence meristem identity;GO:0009911|positive regulation of flower development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0000060|protein import into nucleus, translocation;GO:0009409|response to cold;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;.

Manes.06G141800.v6.10.500221 0.00055 down no Transcription factor TCP19pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G142100.v6.12.6066574 0.02153 up yes . pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.. . . .

Manes.06G142500.v6.10.6592619 3.78E-05 down no Zinc finger CCCH domain-containing protein 48pfam00400 WD40 WD domain, G-beta repeat.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.06G142900.v6.10.8183634 0.14028 down no ABC transporter B family member 28pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;.

Manes.06G143000.v6.10.5414595 3.58E-09 down no Post-GPI attachment to proteins factor 3pfam04080 Per1 Per1-like. PER1 is required for GPI-phospholipase A2 activity and is involved in lipid remodelling of GPI-anchored proteins.GO:0006506|GPI anchor biosynthetic process;GO:0006505|GPI anchor metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.06G143100.v6.1Inf 1.35E-07 up yes Dehydration-responsive element-binding protein 1Apfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009631|cold acclimation;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.06G143300.v6.10.6384984 0.00072 down no . pfam01963 TraB TraB family. pAD1 is a hemolysin/bacteriocin plasmid originally identified in Enterococcus faecalis DS16. It encodes a mating response to a peptide sex pheromone, cAD1, secreted by recipient bacteria. Once the plasmid pAD1 is acquired, production of the pheromone ceases--a trait related in part to a determinant designated traB. However a related protein is found in C. elegans, suggesting that members of the TraB family have some more general function. This family also includes the bacterial GumN protein. The family has a conserved GXXH motif close to the N-terminus, a conserved glutamate and a conserved arginine that may be catalytic. The family also includes a second conserved GXXH motif near the C-terminus.. . . .

Manes.06G143500.v6.11.6754469 2.43E-08 up no Serine/arginine-rich splicing factor RS40pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12893

Manes.06G143600.v6.14.9218891 1.01E-05 up yes MATE efflux family protein 9pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.06G143800.v6.10.5295914 1.58E-07 down no BAG family molecular chaperone regulator 1pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. GO:0005739|mitochondrion;. .

Manes.06G144000.v6.10.6864061 0.00909 down no . pfam11152 DUF2930 Protein of unknown function (DUF2930). This family of proteins has no known function.. . . .

Manes.06G144100.v6.11.4513708 5.11E-05 up no Probable transcriptional regulator SLK2pfam01803 LIM_bind LIM-domain binding protein. The LIM-domain binding protein, binds to the LIM domain pfam00412 of LIM homeodomain proteins which are transcriptional regulators of development. Nuclear LIM interactor (NLI) / LIM domain-binding protein 1 (LDB1) is located in the nuclei of neuronal cells during development, it is co-expressed with Isl1 in early motor neuron differentiation and has a suggested role in the Isl1 dependent development of motor neurons. It is suggested that these proteins act synergistically to enhance transcriptional efficiency by acting as co-factors for LIM homeodomain and Otx class transcription factors both of which have essential roles in development. The Drosophila protein Chip is required for segmentation and activity of a remote wing margin enhancer. Chip is a ubiquitous chromosomal factor required for normal expression of diverse genes at many stages of development. It is suggested that Chip cooperates with different LIM domain proteins and other factors to structurally support remote enhancGO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048467|gynoecium development;GO:1901001|negative regulation of response to salt stress;GO:0048481|ovule development;GO:0047484|regulation of response to osmotic stress;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.06G144200.v6.10.6927448 0.00056 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.06G144600.v6.11.2330786 0.29386 up no Probable (S)-N-methylcoclaurine 3'-hydroxylase isozyme 2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0050593|N-methylcoclaurine 3'-monooxygenase activity;.

Manes.06G144900.v6.10.9154362 0.39107 down no Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.06G145000.v6.10.522609 1.16E-10 down no . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.06G145200.v6.11.1932871 0.1129 up no Inactive rhomboid protein 1pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.GO:0016477|cell migration;GO:0008283|cell proliferation;GO:0050709|negative regulation of protein secretion;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0042058|regulation of epidermal growth factor receptor signaling pathway;GO:0061136|regulation of proteasomal protein catabolic process;GO:0050708|regulation of protein secretion;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.06G145500.v6.10.6457226 0.00012 down no Homeobox-leucine zipper protein ANTHOCYANINLESS 2pfam01852 START START domain.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0042335|cuticle development;GO:0048364|root development;GO:0048765|root hair cell differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G145600.v6.10.9528171 0.65256 down no E3 ubiquitin-protein ligase XBAT33pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19044

Manes.06G145900.v6.10.460277 4.60E-08 down yes ADP-ribosylation factor-related protein 1pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0007369|gastrulation;GO:0043001|Golgi to plasma membrane protein transport;GO:0034067|protein localization to Golgi apparatus;GO:0042147|retrograde transport, endosome to Golgi;GO:0007264|small GTPase mediated signal transduction;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005525|GTP binding;K07952

Manes.06G146100.v6.13.7541995 0.02429 up yes . pfam04842 DUF639 Plant protein of unknown function (DUF639). Plant protein of unknown function.. . . .

Manes.06G146200.v6.10.2807835 0.0035 down yes . pfam08320 PIG-X PIG-X / PBN1. Mammalian PIG-X and yeast PBN1 are essential components of glycosylphosphatidylinositol-mannosyltransferase I. These enzymes are involved in the transfer of sugar molecules.. . . .

Manes.06G146300.v6.11.7641374 4.70E-10 up no Membrane steroid-binding protein 2pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0009535|chloroplast thylakoid membrane;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005496|steroid binding;K17278

Manes.06G146600.v6.1Inf 0.35135 up no Transcription factor LAF1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010018|far-red light signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009585|red, far-red light phototransduction;GO:0009639|response to red or far red light;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.06G146800.v6.11.4329995 0.00037 up no Remorin pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.06G146900.v6.11.5951991 4.36E-07 up no Transmembrane ascorbate ferrireductase 1pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0046872|metal ion binding;GO:0016491|oxidoreductase activity;K08360

Manes.06G147200.v6.13.1515423 6.29E-16 up yes Low-temperature-induced 65 kDa proteinpfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;. . .

Manes.06G147500.v6.10.862715 0.26924 down no . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.06G147600.v6.10.4171991 6.33E-06 down yes O-glucosyltransferase rumi homologpfam05686 Glyco_transf_90 Glycosyl transferase family 90. This family of glycosyl transferases are specifically (mannosyl) glucuronoxylomannan/galactoxylomannan -beta 1,2-xylosyltransferases, EC:2.4.2.-.GO:0006486|protein glycosylation;GO:0005576|extracellular region;GO:0016757|transferase activity, transferring glycosyl groups;K13667

Manes.06G148400.v6.10.2797321 0.00183 down yes . pfam00131 Metallothio Metallothionein.. . . .

Manes.06G148500.v6.10.7094792 0.0009 down no Tripeptidyl-peptidase 2pfam12580 TPPII Tripeptidyl peptidase II. This domain family is found in bacteria and eukaryotes, and is approximately 190 amino acids in length. The family is found in association with pfam00082. Tripeptidyl peptidase II (TPPII) is a crucial component of the proteolytic cascade acting downstream of the 26S proteasome in the ubiquitin-proteasome pathway. It is an amino peptidase belonging to the subtilase family removing tripeptides from the free N terminus of oligopeptides.GO:0006508|proteolysis;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004177|aminopeptidase activity;GO:0004252|serine-type endopeptidase activity;GO:0008240|tripeptidyl-peptidase activity;K01280

Manes.06G148600.v6.10.6711413 5.62E-05 down no Tripeptidyl-peptidase 2pfam14403 CP_ATPgrasp_2 Circularly permuted ATP-grasp type 2. Circularly permuted ATP-grasp prototyped by Roseiflexus RoseRS_2616 that is associated in gene neighborhoods with a GCS2-like COOH-NH2 ligase, alpha/beta hydrolase fold peptidase, GAT-II -like amidohydrolase, and M20 peptidase. Members of this family are predicted to be involved in the biosynthesis of small peptides.GO:0006508|proteolysis;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004177|aminopeptidase activity;GO:0004252|serine-type endopeptidase activity;GO:0008240|tripeptidyl-peptidase activity;K01280

Manes.06G148700.v6.10.3949217 9.81E-09 down yes . pfam03283 PAE Pectinacetylesterase.. . . .

Manes.06G149000.v6.11.0072054 0.9216 up no Cysteine and histidine-rich domain-containing protein RAR1pfam04968 CHORD CHORD. CHORD represents a Zn binding domain. Silencing of the C. elegans CHORD-containing gene results in semisterility and embryo lethality, suggesting an essential function of the wild-type gene in nematode development.GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0009626|plant-type hypersensitive response;GO:0050821|protein stabilization;GO:0002679|respiratory burst involved in defense response;. GO:0051879|Hsp90 protein binding;GO:0008270|zinc ion binding;K13458

Manes.06G149200.v6.10.9302549 0.45275 down no . pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.06G149800.v6.10.8272014 0.12557 down no . pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.. . . .

Manes.06G150100.v6.11.3167907 0.00341 up no Short-chain dehydrogenase TIC 32, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.



Manes.06G150500.v6.1177.72769 2.57E-39 up yes Putative transporter arsBpfam03600 CitMHS Citrate transporter.GO:0098656|anion transmembrane transport;GO:0015700|arsenite transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0005887|integral component of plasma membrane;GO:0015446|arsenite-transmembrane transporting ATPase activity;.

Manes.06G150800.v6.12.2850843 2.16E-20 up yes Uncharacterized protein At1g76660pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. GO:0005886|plasma membrane;. .

Manes.06G150900.v6.12.6680547 1.65E-13 up yes Sec-independent protein translocase protein TATB, chloroplasticpfam02416 MttA_Hcf106 mttA/Hcf106 family. Members of this protein family are involved in a sec independent translocation mechanism. This pathway has been called the DeltapH pathway in chloroplasts. Members of this family in E.coli are involved in export of redox proteins with a "twin arginine" leader motif.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009306|protein secretion;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;GO:0009977|proton motive force dependent protein transmembrane transporter activity;.

Manes.06G151000.v6.10.9597228 0.67117 down no BAHD acyltransferase DCRpfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0010143|cutin biosynthetic process;GO:0051179|localization;GO:0090626|plant epidermis morphogenesis;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.06G151200.v6.10.7259238 0.00624 down no Mediator of RNA polymerase II transcription subunit 36apfam01269 Fibrillarin Fibrillarin. GO:0000494|box C/D snoRNA 3'-end processing;GO:1990258|histone glutamine methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0031167|rRNA methylation;GO:0006351|transcription, DNA-templated;GO:0008033|tRNA processing;GO:0031428|box C/D snoRNP complex;GO:0015030|Cajal body;GO:0016592|mediator complex;GO:0005730|nucleolus;GO:0032040|small-subunit processome;GO:1990259|histone-glutamine methyltransferase activity;GO:0003723|RNA binding;GO:0008649|rRNA methyltransferase activity;GO:0030515|snoRNA binding;K14563

Manes.06G151800.v6.10.5620425 0.0003 down no Probable RNA-binding protein 18pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.06G151900.v6.10.6510399 1.40E-05 down no Probable receptor-like protein kinase At5g24010pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G152000.v6.11.8084244 2.21E-07 up no DeSI-like protein At4g17486pfam05903 Peptidase_C97 PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.06G152100.v6.10.5281872 2.01E-06 down no . pfam01198 Ribosomal_L31e Ribosomal protein L31e.. . . .

Manes.06G152200.v6.11.9929487 4.28E-11 up no Beta-carotene hydroxylase 2, chloroplastic (Fragment)pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0016117|carotenoid biosynthetic process;GO:0006633|fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;.

Manes.06G152300.v6.1NA NA -- no Protein SPIRAL1-like 5pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. GO:0005874|microtubule;. K18635

Manes.06G152500.v6.10.6930163 0.009 down no Glutaminyl-peptide cyclotransferasepfam05096 Glu_cyclase_2 Glutamine cyclotransferase. This family of enzymes EC:2.3.2.5 catalyse the cyclization of free L-glutamine and N-terminal glutaminyl residues in proteins to pyroglutamate (5-oxoproline) and pyroglutamyl residues respectively. This family includes plant and bacterial enzymes and seems unrelated to the mammalian enzymes.GO:0017186|peptidyl-pyroglutamic acid biosynthetic process, using glutaminyl-peptide cyclotransferase;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016603|glutaminyl-peptide cyclotransferase activity;.

Manes.06G152600.v6.10.8217304 0.10644 down no Glutaminyl-peptide cyclotransferasepfam05096 Glu_cyclase_2 Glutamine cyclotransferase. This family of enzymes EC:2.3.2.5 catalyse the cyclization of free L-glutamine and N-terminal glutaminyl residues in proteins to pyroglutamate (5-oxoproline) and pyroglutamyl residues respectively. This family includes plant and bacterial enzymes and seems unrelated to the mammalian enzymes.GO:0017186|peptidyl-pyroglutamic acid biosynthetic process, using glutaminyl-peptide cyclotransferase;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016603|glutaminyl-peptide cyclotransferase activity;.

Manes.06G152900.v6.10.8409354 0.07542 down no 40S ribosomal protein S10-3pfam03501 S10_plectin Plectin/S10 domain. This presumed domain is found at the N-terminus of some isoforms of the cytoskeletal muscle protein plectin as well as the ribosomal S10 protein. This domain may be involved in RNA binding.. GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;. K02947

Manes.06G153100.v6.121.458442 5.11E-39 up yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.06G153600.v6.15.3308736 5.05E-06 up yes Probable WRKY transcription factor 27pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0045892|negative regulation of transcription, DNA-templated;GO:0007263|nitric oxide mediated signal transduction;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G153800.v6.10.3985611 0.00551 down yes Pentatricopeptide repeat-containing protein At5g52850, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.06G154400.v6.11.3857301 0.00793 up no Uncharacterized AAA domain-containing protein C24B10.10cpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0045041|protein import into mitochondrial intermembrane space;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.06G154800.v6.10.2162352 7.67E-06 down yes G-type lectin S-receptor-like serine/threonine-protein kinase At5g24080pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G155600.v6.12.8094809 0.00146 up yes Acidic endochitinasepfam00704 Glyco_hydro_18 Glycosyl hydrolases family 18.GO:0042631|cellular response to water deprivation;GO:0006032|chitin catabolic process;GO:0000272|polysaccharide catabolic process;GO:0009409|response to cold;GO:0009642|response to light intensity;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0008843|endochitinase activity;K01183

Manes.06G156000.v6.10.9591373 0.72601 down no . pfam00627 UBA UBA/TS-N domain. This small domain is composed of three alpha helices. This family includes the previously defined UBA and TS-N domains. The UBA-domain (ubiquitin associated domain) is a novel sequence motif found in several proteins having connections to ubiquitin and the ubiquitination pathway. The structure of the UBA domain consists of a compact three helix bundle. This domain is found at the N terminus of EF-TS hence the name TS-N. The structure of EF-TS is known and this domain is implicated in its interaction with EF-TU. The domain has been found in non EF-TS proteins such as alpha-NAC and MJ0280.. . . .

Manes.06G156400.v6.15.7819049 1.08E-22 up yes Ethylene-responsive transcription factor CRF4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G156500.v6.10.8346909 0.16618 down no Plastid division protein PDV1pfam14643 DUF4455 Domain of unknown function (DUF4455). This domain family is found in bacteria and eukaryotes, and is approximately 480 amino acids in length. There are two completely conserved residues (W and P) that may be functionally important.GO:0010020|chloroplast fission;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;. .

Manes.06G156700.v6.1Inf 0.38426 up no Inorganic phosphate transporter 1-11pfam00083 Sugar_tr Sugar (and other) transporter.GO:0006817|phosphate ion transport;GO:0016021|integral component of membrane;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.06G156800.v6.10.8306164 0.10615 down no Mitochondrial carrier protein MTM1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006828|manganese ion transport;GO:1901562|response to paraquat;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0016530|metallochaperone activity;GO:0005215|transporter activity;K15119

Manes.06G157000.v6.10.5903201 0.0005 down no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.06G157100.v6.10.5768553 4.68E-05 down no Folylpolyglutamate synthasepfam08245 Mur_ligase_M Mur ligase middle domain.GO:0006730|one-carbon metabolic process;. GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K11754

Manes.06G157600.v6.10.6631083 1 down no . pfam01534 Frizzled Frizzled/Smoothened family membrane region. This family contains the membrane spanning region of frizzled and smoothened receptors. This membrane region is predicted to contain seven transmembrane alpha helices. Proteins related to Drosophila frizzled are receptors for Wnt (mediating the beta-catenin signalling pathway), but also the planar cell polarity (PCP) pathway and the Wnt/calcium pathway. The predominantly alpha-helical Cys-rich ligand-binding region (CRD) of Frizzled is both necessary and sufficient for Wnt binding. The smoothened receptor mediates hedgehog signalling.. . . .

Manes.06G158100.v6.10.7953504 0.03687 down no Abscisic acid receptor PYL8pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.06G158600.v6.11.8927616 5.35E-13 up no Cyclic nucleotide-gated ion channel 1pfam00027 cNMP_binding Cyclic nucleotide-binding domain.GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005216|ion channel activity;K05391

Manes.06G158700.v6.11.1142709 0.46649 up no Spermine synthasepfam01564 Spermine_synth Spermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.GO:0006597|spermine biosynthetic process;. GO:0016768|spermine synthase activity;K00797

Manes.06G158800.v6.10.9481341 1 down no Probable protein phosphatase 2C 8pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.06G158900.v6.10.4263012 0.00078 down yes Glycerophosphodiester phosphodiesterase protein kinase domain-containing GDPDL2pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G159100.v6.15.870301 1.59E-10 up yes RING-H2 finger protein ATL22pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.06G159200.v6.10.6080532 0.00687 down no Succinate dehydrogenase assembly factor 4, mitochondrialpfam07896 DUF1674 Protein of unknown function (DUF1674). The members of this family are sequences derived from hypothetical eukaryotic and bacterial proteins. The region in question is approximately 60 residues long.. GO:0005759|mitochondrial matrix;. .

Manes.06G159500.v6.10.3071767 4.87E-06 down yes Vesicle transport protein SFT2Bpfam04178 Got1 Got1/Sft2-like family. Traffic through the yeast Golgi complex depends on a member of the syntaxin family of SNARE proteins, Sed5, present in early Golgi cisternae. Got1 is thought to facilitate Sed5-dependent fusion events. This is a family of sequences derived from eukaryotic proteins. They are similar to a region of a SNARE-like protein required for traffic through the Golgi complex, SFT2 protein. This is a conserved protein with four putative transmembrane helices, thought to be involved in vesicular transport in later Golgi compartments.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;. .

Manes.06G159600.v6.11.5395697 1.40E-06 up no Splicing factor 3A subunit 3pfam11931 DUF3449 Domain of unknown function (DUF3449). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 181 to 207 amino acids in length. This domain has two conserved sequence motifs: PIP and CEICG. The domain carries a zinc-finger domain of the C2H2-type.GO:0010467|gene expression;GO:0000389|mRNA 3'-splice site recognition;GO:0006397|mRNA processing;GO:0000398|mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0000375|RNA splicing, via transesterification reactions;GO:0071013|catalytic step 2 spliceosome;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0044822|poly(A) RNA binding;GO:0008270|zinc ion binding;K12827

Manes.06G159700.v6.10.6927982 0.00713 down no Probable plastid-lipid-associated protein 14, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.06G159900.v6.10.6343837 0.04288 down no Zinc finger protein CONSTANS-LIKE 5pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.06G160000.v6.10.8934989 0.38604 down no Protein BOBBER 1pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.GO:0032502|developmental process;GO:0009880|embryonic pattern specification;GO:0010286|heat acclimation;GO:0010450|inflorescence meristem growth;GO:0009965|leaf morphogenesis;GO:0009555|pollen development;GO:0006457|protein folding;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0048833|specification of floral organ number;GO:0048448|stamen morphogenesis;GO:0005737|cytoplasm;GO:0005829|cytosol;. .

Manes.06G160300.v6.10.2862684 2.49E-09 down yes . pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. . . .

Manes.06G160400.v6.10.3442411 0.00076 down yes Protein BOBBER 1pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.GO:0032502|developmental process;GO:0009880|embryonic pattern specification;GO:0010286|heat acclimation;GO:0010450|inflorescence meristem growth;GO:0009965|leaf morphogenesis;GO:0009555|pollen development;GO:0006457|protein folding;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0048833|specification of floral organ number;GO:0048448|stamen morphogenesis;GO:0005737|cytoplasm;GO:0005829|cytosol;. .

Manes.06G161100.v6.11.1377735 0.15354 up no Nucleosome-remodeling factor subunit NURF301pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006325|chromatin organization;GO:0006338|chromatin remodeling;GO:0048813|dendrite morphogenesis;GO:0035076|ecdysone receptor-mediated signaling pathway;GO:0030097|hemopoiesis;GO:0046331|lateral inhibition;GO:0007095|mitotic G2 DNA damage checkpoint;GO:0045824|negative regulation of innate immune response;GO:0046426|negative regulation of JAK-STAT cascade;GO:0042766|nucleosome mobilization;GO:0045747|positive regulation of Notch signaling pathway;GO:0035073|pupariation;GO:0010468|regulation of gene expression;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0048515|spermatid differentiation;GO:0006351|transcription, DNA-templated;GO:0016589|NURF complex;GO:0003677|DNA binding;GO:0016922|ligand-dependent nuclear receptor binding;GO:0070577|lysine-acetylated histone binding;GO:0035064|methylated histone binding;GO:0008270|zinc ion binding;K11728

Manes.06G161200.v6.10.8355055 0.09714 down no . pfam07200 Mod_r Modifier of rudimentary (Mod(r)) protein. This family represents a conserved region approximately 150 residues long within a number of eukaryotic proteins that show homology with Drosophila melanogaster Modifier of rudimentary (Mod(r)) proteins. The N-terminal half of Mod(r) proteins is acidic, whereas the C-terminal half is basic, and both of these regions are represented in this family. Members of this family include the Vps37 subunit of the endosomal sorting complex ESCRT-I, a complex involved in recruiting transport machinery for protein sorting at the multivesicular body (MVB). The yeast ESCRT-I complex consists of three proteins (Vps23, Vps28 and Vps37). The mammalian homologue of Vps37 interacts with Tsg101 (Pfam: PF05743) through its mod(r) domain and its function is essential for lysosomal sorting of EGF receptors.. . . .

Manes.06G161300.v6.10.3828559 0.00028 down yes Ubiquitin-conjugating enzyme E2 20pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0031145|anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0008283|cell proliferation;GO:0000209|protein polyubiquitination;GO:0030071|regulation of mitotic metaphase/anaphase transition;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K06688

Manes.06G161400.v6.12.6276965 4.86E-14 up yes Hexokinase-3pfam00349 Hexokinase_1 Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam03727. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0006096|glycolytic process;GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0080147|root hair cell development;GO:0005829|cytosol;GO:0031307|integral component of mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0005536|glucose binding;GO:0019158|mannokinase activity;K00844

Manes.06G161600.v6.111.231235 7.71E-07 up yes . pfam08243 SPT2 SPT2 chromatin protein. This family includes the Saccharomyces cerevisiae protein SPT2 which is a chromatin protein involved in transcriptional regulation.. . . .

Manes.06G161700.v6.10.8722521 0.16688 down no DnaJ homolog subfamily C member 7pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005634|nucleus;. K09527

Manes.06G161900.v6.10.6222975 1.19E-05 down no Zinc finger CCCH domain-containing protein 55pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.06G162000.v6.10.6778083 0.00017 down no Zinc finger CCCH domain-containing protein 22pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.06G162300.v6.10.4214388 0.00095 down yes . pfam13360 PQQ_2 PQQ-like domain. This domain contains several repeats of the PQQ repeat.. . . .

Manes.06G162500.v6.10.8339956 0.08696 down no NAD(H) kinase 1pfam01513 NAD_kinase ATP-NAD kinase. Members of this family include ATP-NAD kinases EC:2.7.1.23, which catalyses the phosphorylation of NAD to NADP utilizing ATP and other nucleoside triphosphates as well as inorganic polyphosphate as a source of phosphorus. Also includes NADH kinases EC:2.7.1.86.GO:0019674|NAD metabolic process;GO:0006741|NADP biosynthetic process;. GO:0005524|ATP binding;GO:0003951|NAD+ kinase activity;GO:0042736|NADH kinase activity;.

Manes.06G162600.v6.1Inf 0.00209 up yes . pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.06G162800.v6.10.4905046 0.13777 down no Phospholipase A1-Igamma3, chloroplasticpfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047714|galactolipase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0004806|triglyceride lipase activity;.

Manes.06G163500.v6.10.6005845 0.00017 down no Photosystem II 5 kDa protein, chloroplasticpfam00119 ATP-synt_A ATP synthase A chain.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009523|photosystem II;. .

Manes.06G163600.v6.13.5673322 1.28E-11 up yes Sulfite reductase 1 [ferredoxin], chloroplasticpfam01077 NIR_SIR Nitrite and sulphite reductase 4Fe-4S domain. Sulphite and nitrite reductases are vital in the biosynthetic assimilation of sulphur and nitrogen, respectfully. They are also both important for the dissimilation of oxidized anions for energy transduction.GO:0006323|DNA packaging;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006275|regulation of DNA replication;GO:0019424|sulfide oxidation, using siroheme sulfite reductase;GO:0042644|chloroplast nucleoid;GO:0009570|chloroplast stroma;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0050311|sulfite reductase (ferredoxin) activity;.

Manes.06G163800.v6.11.7143824 5.27E-09 up no Translocation protein sec62pfam03839 Sec62 Translocation protein Sec62.GO:0006620|posttranslational protein targeting to membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0031207|Sec62/Sec63 complex;GO:0008565|protein transporter activity;K12275

Manes.06G163900.v6.10.8279696 0.16658 down no Nuclear transcription factor Y subunit A-1pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.06G164100.v6.10.5874461 0.00175 down no Heterogeneous nuclear ribonucleoprotein Fpfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003727|single-stranded RNA binding;K12898

Manes.06G164200.v6.10.9328431 0.52914 down no . pfam02341 RcbX RbcX protein. The RBCX protein has been identified as having a possible chaperone-like function. The rbcX gene is juxtaposed to and cotranscribed with rbcL and rbcS encoding RuBisCO in Anabaena sp. CA. RbcX has been shown to possess a chaperone-like function assisting correct folding of RuBisCO in Escherichia coli expression studies and is needed for RuBisCO to reach its maximal activity.. . . .

Manes.06G164400.v6.10.6073753 2.23E-06 down no . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.06G164500.v6.10.7698722 0.06539 down no MATE efflux family protein 1pfam01554 MatE MatE. The MatE domainGO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.06G164600.v6.11.8809017 1.39E-08 up no Dicarboxylate transporter 1, chloroplasticpfam00939 Na_sulph_symp Sodium:sulfate symporter transmembrane region. There are also some members in this family that do not match the Prosite motif, and belong to the subfamily SODIT1.GO:0015742|alpha-ketoglutarate transport;GO:0019676|ammonia assimilation cycle;GO:0071423|malate transmembrane transport;GO:0015729|oxaloacetate transport;GO:1902356|oxaloacetate(2-) transmembrane transport;GO:0009624|response to nematode;GO:0006814|sodium ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0015139|alpha-ketoglutarate transmembrane transporter activity;GO:0015140|malate transmembrane transporter activity;GO:0015131|oxaloacetate transmembrane transporter activity;.

Manes.06G164800.v6.12.6072225 0.00049 up yes Transcription factor MYB46pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0050832|defense response to fungus;GO:0009834|plant-type secondary cell wall biogenesis;GO:1901348|positive regulation of secondary cell wall biogenesis;GO:0045893|positive regulation of transcription, DNA-templated;GO:2000652|regulation of secondary cell wall biogenesis;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.06G164900.v6.11.9205791 2.53E-07 up no Nucleolar GTP-binding protein 1pfam06858 NOG1 Nucleolar GTP-binding protein 1 (NOG1). This family represents a conserved region of approximately 60 residues in length within nucleolar GTP-binding protein 1 (NOG1). In S. cerevisiae, the NOG1 gene has been shown to be essential for cell viability, suggesting that NOG1 may play an important role in nucleolar functions. Family members include eukaryotic, bacterial and archaeal proteins.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005525|GTP binding;K06943

Manes.06G165000.v6.10.829244 0.10217 down no tRNA-specific 2-thiouridylase MnmApfam03054 tRNA_Me_trans tRNA methyl transferase. This family represents tRNA(5-methylaminomethyl-2-thiouridine)-methyltransferase which is involved in the biosynthesis of the modified nucleoside 5-methylaminomethyl-2-thiouridine present in the wobble position of some tRNAs.GO:0006400|tRNA modification;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016783|sulfurtransferase activity;GO:0000049|tRNA binding;K00566

Manes.06G165500.v6.10.8972051 0.25282 down no Xanthine dehydrogenase 1pfam02738 Ald_Xan_dh_C2 Molybdopterin-binding domain of aldehyde dehydrogenase.GO:0006145|purine nucleobase catabolic process;GO:0000302|response to reactive oxygen species;GO:0009414|response to water deprivation;GO:0042554|superoxide anion generation;GO:0009115|xanthine catabolic process;GO:0046110|xanthine metabolic process;GO:0005829|cytosol;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0050660|flavin adenine dinucleotide binding;GO:0005506|iron ion binding;GO:0043546|molybdopterin cofactor binding;GO:0016903|oxidoreductase activity, acting on the aldehyde or oxo group of donors;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;GO:0004854|xanthine dehydrogenase activity;GO:0004855|xanthine oxidase activity;K00106

Manes.06G166700.v6.10.4226616 0.00108 down yes Serine/threonine-protein kinase Nek6pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G166900.v6.10.8029891 0.1129 down no . pfam04707 PRELI PRELI-like family. This family includes a conserved region found in the PRELI protein and yeast YLR168C gene MSF1 product. The function of this protein is unknown, though it is thought to be involved in intra-mitochondrial protein sorting. This region is also found in a number of other eukaryotic proteins.. . . .

Manes.06G167100.v6.10.3898938 6.47E-10 down yes Serine/threonine-protein kinase UCNLpfam00069 Pkinase Protein kinase domain.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G167300.v6.10.5048823 0.00041 down no . pfam07944 DUF1680 Putative glycosyl hydrolase of unknown function (DUF1680). The members of this family are sequences derived from hypothetical bacterial and eukaryotic proteins of unknown function. One members of this family is annotated as a possible arabinosidase, but no references were found to back this. These proteins are related to a large family of glycosyl hydrolases.. . . .

Manes.06G167500.v6.12.5868793 1.14E-11 up yes DNA-damage-repair/toleration protein DRT100pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.06G167700.v6.11.0112546 0.87477 up no Transcription factor bHLH122pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0010119|regulation of stomatal movement;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G168100.v6.11.3990971 0.01655 up no . pfam08626 TRAPPC9-Trs120 Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit. This region is found at the N terminal of Saccharomyces cerevisiae Trs120 protein. Trs120 is a subunit of the multiprotein complex TRAPP (transport particle protein) which functions in ER to Golgi traffic. Trs120 is specific to the larger TRAPP complex, TRAPP II, along with Trs65p and Trs130p(TRAPPC10). It is suggested that Trs120p is required for the stability of the Trs130p subunit, suggesting that these two proteins might interact in some way. It is likely that there is a complex function for TRAPP II in multiple pathways.. . . .

Manes.06G168600.v6.111.021567 7.79E-60 up yes Putative lysine-specific demethylase JMJD5pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.GO:0007623|circadian rhythm;GO:0070544|histone H3-K36 demethylation;GO:0010452|histone H3-K36 methylation;GO:0042752|regulation of circadian rhythm;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G168800.v6.10.8779396 0.24395 down no ETHYLENE INSENSITIVE 3-like 3 proteinpfam04873 EIN3 Ethylene insensitive 3. Ethylene insensitive 3 (EIN3) proteins are a family of plant DNA-binding proteins that regulate transcription in response to the gaseous plant hormone ethylene, and are essential for ethylene-mediated responses including the triple response, cell growth inhibition, and accelerated senescence.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0042762|regulation of sulfur metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14514

Manes.06G168900.v6.10.4607837 0.0004 down yes Extended synaptotagmin-2pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0006897|endocytosis;GO:0006869|lipid transport;GO:0005783|endoplasmic reticulum;GO:0031234|extrinsic component of cytoplasmic side of plasma membrane;GO:0005887|integral component of plasma membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0044232|organelle membrane contact site;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;GO:0042802|identical protein binding;GO:0031210|phosphatidylcholine binding;GO:0008429|phosphatidylethanolamine binding;GO:0035091|phosphatidylinositol binding;GO:0005543|phospholipid binding;.

Manes.06G169000.v6.13.9948614 0.01705 up yes Beta-glucosidase 24pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.06G169100.v6.12.8695389 7.24E-33 up yes . pfam05296 TAS2R Mammalian taste receptor protein (TAS2R). This family consists of several forms of mammalian taste receptor proteins (TAS2Rs). TAS2Rs are G protein-coupled receptors expressed in subsets of taste receptor cells of the tongue and palate epithelia and are organized in the genome in clusters. The proteins are genetically linked to loci that influence bitter perception in mice and humans.. . . .

Manes.06G169300.v6.10.5766293 0.00342 down no . pfam06687 SUR7 SUR7/PalI family. This family consists of several fungal-specific SUR7 proteins. Its activity regulates expression of RVS161, a homologue of human endophilin, suggesting a function for both in endocytosis. The protein carries four transmembrane domains and is thus likely to act as an anchoring protein for the eisosome to the plasma membrane. Eisosomes are the immobile protein complexes, that include the proteins Pil1 and Lsp1, which co-localize with sites of protein and lipid endocytosis at the plasma membrane. SUR7 protein may play a role in sporulation. This family also includes PalI which is part of a pH signal transduction cascade. Based on the similarity of PalI to the yeast Rim9 meiotic signal transduction component it has been suggested that PalI might be a membrane sensor for ambient pH.. . . .

Manes.06G169600.v6.10.196527 3.32E-11 down yes . pfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . . .

Manes.06G169700.v6.10.2999279 1.16E-08 down yes . pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.. . . .

Manes.06G169800.v6.13.6808315 8.22E-17 up yes . pfam10269 Tmemb_185A Transmembrane Fragile-X-F protein. This is a family of conserved transmembrane proteins that appear in humans to be expressed from a region upstream of the FragileXF site and to be intimately linked with the Fragile-X syndrome. Absence of TMEM185A does not necessarily lead to developmental delay, but might in combination with other, yet unknown, factors. Otherwise, the lack of the TMEM185A protein is either disposable (redundant) or its function can be complemented by the highly similar chromosome 2 retro-pseudogene product, TMEM185B.. . . .

Manes.06G169900.v6.10.4498579 0.03669 down no . pfam14712 Snapin_Pallidin Snapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G170100.v6.10.1338107 1.93E-09 down yes . pfam14712 Snapin_Pallidin Snapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G170400.v6.10.3094908 0.00035 down yes . pfam14712 Snapin_Pallidin Snapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G170700.v6.10.2487113 0.00857 down yes . pfam14712 Snapin_Pallidin Snapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G170900.v6.1NA NA -- no . pfam09595 Metaviral_G Metaviral_G glycoprotein. This is a viral attachment glycoprotein from region G of metaviruses. It is high in serine and threonine suggesting it is highly glycosylated.. . . .



Manes.06G171100.v6.10.3098343 3.83E-08 down yes . pfam14712 Snapin_Pallidin Snapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G171200.v6.10.4804781 1.61E-07 down yes . pfam14712 Snapin_Pallidin Snapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G171300.v6.10.9711755 0.79061 down no Protein PAT1 homolog 1pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.GO:0033962|cytoplasmic mRNA processing body assembly;GO:0000290|deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0016607|nuclear speck;GO:0016605|PML body;GO:0044822|poly(A) RNA binding;GO:0034046|poly(G) binding;GO:0008266|poly(U) RNA binding;GO:0003723|RNA binding;K12617

Manes.06G171400.v6.12.0531108 8.88E-14 up yes Ribosome-binding ATPase YchFpfam06071 YchF-GTPase_C Protein of unknown function (DUF933). This domain is found at the C terminus of the YchF GTP-binding protein and is possibly related to the ubiquitin-like and MoaD/ThiS superfamilies.. . GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005525|GTP binding;GO:0046872|metal ion binding;GO:0043023|ribosomal large subunit binding;GO:0043022|ribosome binding;K06942

Manes.06G171600.v6.12.3517313 1.45E-09 up yes ATPase family AAA domain-containing protein 3pfam12037 DUF3523 Domain of unknown function (DUF3523). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 257 to 277 amino acids in length. This domain is found associated with pfam00004. This domain has a conserved LER sequence motif.GO:0007005|mitochondrion organization;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0042645|mitochondrial nucleoid;GO:0005739|mitochondrion;GO:0005524|ATP binding;K17681

Manes.06G171800.v6.10.8721159 0.16073 down no Serine/arginine-rich splicing factor SR45pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14325

Manes.06G172000.v6.10.1097951 6.23E-11 down yes Protein Iojap, chloroplasticpfam02410 Oligomerization Oligomerization domain. In yeasts, this domain is required for the oligomerization of ATP synthase subunit 9 into a ring structure.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;. .

Manes.06G172100.v6.11.6684769 1.83E-07 up no 60S ribosomal protein L27pfam01777 Ribosomal_L27e Ribosomal L27e protein family. The N-terminal region of the eukaryotic ribosomal L27 has the KOW motif. C-terminal region is represented by this family.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.06G172500.v6.10.7820067 0.02122 down no KRR1 small subunit processome component homologpfam02739 5_3_exonuc_N 5'-3' exonuclease, N-terminal resolvase-like domain.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0003723|RNA binding;K06961

Manes.06G172900.v6.1106.85656 2.80E-57 up yes Transcription factor JUNGBRUNNEN 1pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0010120|camalexin biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0010150|leaf senescence;GO:1900056|negative regulation of leaf senescence;GO:0006561|proline biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0005992|trehalose biosynthetic process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G173000.v6.10.6828507 0.02729 down no Molybdenum cofactor sulfurasepfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0009688|abscisic acid biosynthetic process;GO:0009734|auxin-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0018315|molybdenum incorporation into molybdenum-molybdopterin complex;GO:0045037|protein import into chloroplast stroma;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0010118|stomatal movement;GO:0010182|sugar mediated signaling pathway;GO:0005622|intracellular;GO:0008265|Mo-molybdopterin cofactor sulfurase activity;GO:0030151|molybdenum ion binding;GO:0030170|pyridoxal phosphate binding;GO:0009000|selenocysteine lyase activity;GO:0016740|transferase activity;K15631

Manes.06G173800.v6.10.631105 0.00035 down no Peptidyl-prolyl cis-trans isomerase CYP59pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:1901407|regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12735

Manes.06G174000.v6.10.7781574 0.00991 down no Cyclin-T1-3 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K15188

Manes.06G174100.v6.10.9261618 0.81918 down no . pfam15095 IL33 Interleukin 33.. . . .

Manes.06G174200.v6.11.1400672 0.35222 up no Protein unc-45 homolog Apfam13414 TPR_11 TPR repeat. GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0007517|muscle organ development;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;. .

Manes.06G174600.v6.10.5743196 0.00088 down no Probable LRR receptor-like serine/threonine-protein kinase At1g56130pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G174700.v6.12.4408969 1.15E-07 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g56130pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G174800.v6.10.8468661 0.73617 down no Auxin-induced protein X15pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.06G175000.v6.113.985412 ####### up yes . pfam13840 ACT_7 ACT domain. The ACT domain is a structural motif of 70-90 amino acids that functions in the control of metabolizm, solute transport and signal transduction. They are thus found in a variety of different proteins in a variety of different arrangements. In mammalian phenylalanine hydroxylase the domain forms no contacts but promotes an allosteric effect despite the apparent lack of ligand binding.. . . .

Manes.06G175400.v6.1NA NA -- no . pfam13009 Phage_Integr_2 Putative phage integrase. This family is found in association with IS elements.. . . .

Manes.06G176000.v6.10.6263724 0.00027 down no Probable serine/threonine-protein kinase DDB_G0272254pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G176100.v6.10.6705294 0.00018 down no Nuclear transcription factor Y subunit C-2pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G176200.v6.10.3386287 0.02105 down yes . pfam02322 Cyto_ox_2 Cytochrome oxidase subunit II. This Family consists of cytochrome bd type terminal oxidases that catalyses Quinol dependent, Na+ independent oxygen uptake. Members of this family are integral membrane proteins andi contain a protohaem IX centre B558. One member of the family is implicated in having an important role in micro-aerobic nitrogen fixation in the enteric bacterium Klebsiella pneumoniae.. . . .

Manes.06G176300.v6.11.0660454 0.47626 up no ATP-dependent zinc metalloprotease FTSH 12, chloroplasticpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K03798

Manes.06G176600.v6.19.7833208 0.03145 up no . pfam11917 DUF3435 Protein of unknown function (DUF3435). This family of proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 435 to 791 amino acids in length. This family is related to pfam00589 suggesting it may be an integrase enzyme.. . . .

Manes.06G176700.v6.12.3257966 3.38E-20 up yes Glyceraldehyde-3-phosphate dehydrogenase GAPCP2, chloroplasticpfam02800 Gp_dh_C Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. C-terminal domain is a mixed alpha/antiparallel beta fold.GO:0080144|amino acid homeostasis;GO:0005975|carbohydrate metabolic process;GO:0006006|glucose metabolic process;GO:0006096|glycolytic process;GO:0080022|primary root development;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004365|glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;K00134

Manes.06G176800.v6.10.4589217 2.94E-12 down yes Uncharacterized membrane protein At1g16860pfam02652 Lactate_perm L-lactate permease. L-lactate permease is an integral membrane protein probably involved in L-lactate transport.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.06G176900.v6.10.602825 1.20E-05 down no Uncharacterized membrane protein At1g16860pfam13863 DUF4200 Domain of unknown function (DUF4200). This family is found in eukaryotes. It is a coiled-coil domain of unknwon function.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.06G177100.v6.10.5884865 4.84E-05 down no E3 ubiquitin-protein ligase MARCH8pfam12906 RINGv RING-variant domain.GO:0002495|antigen processing and presentation of peptide antigen via MHC class II;GO:0045347|negative regulation of MHC class II biosynthetic process;GO:0000209|protein polyubiquitination;GO:0016567|protein ubiquitination;GO:0030659|cytoplasmic vesicle membrane;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005764|lysosome;GO:0016874|ligase activity;GO:0042289|MHC class II protein binding;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10656

Manes.06G177300.v6.10.7925049 0.02462 down no Mediator of RNA polymerase II transcription subunit 8pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.GO:0050832|defense response to fungus;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.06G177400.v6.1NA NA -- no Protein FAM32A-likepfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.GO:0006915|apoptotic process;GO:0007049|cell cycle;GO:0005634|nucleus;. K13120

Manes.06G177500.v6.11.2289816 0.02326 up no V-type proton ATPase catalytic subunit Apfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.06G178000.v6.10.9391077 0.49824 down no Protein PHR1-LIKE 1pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G178100.v6.11.7883509 5.29E-11 up no Beta-amyrin synthasepfam13249 Prenyltrans_2 Prenyltransferase-like.GO:0016104|triterpenoid biosynthetic process;. GO:0042300|beta-amyrin synthase activity;.

Manes.06G178200.v6.10.8185275 0.17087 down no Protein STRUBBELIG-RECEPTOR FAMILY 5pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G178700.v6.13.6085476 1.52E-07 up yes U-box domain-containing protein 34pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.06G178800.v6.11.4896632 0.33398 up no . pfam15489 CTC1 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. Mutations in human CTC1 have been recognized as contributing to cerebroretinal microangiopathy.. . . .

Manes.06G179400.v6.10.8619575 0.12254 down no Helicase sen1 pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.GO:0032508|DNA duplex unwinding;GO:0031124|mRNA 3'-end processing;GO:1903623|negative regulation of RNA polymerase III activity;GO:0006364|rRNA processing;GO:0043144|snoRNA processing;GO:0016180|snRNA processing;GO:0006369|termination of RNA polymerase II transcription;GO:0008033|tRNA processing;GO:0035649|Nrd1 complex;GO:0000790|nuclear chromatin;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0033682|ATP-dependent 5'-3' DNA/RNA helicase activity;GO:0032575|ATP-dependent 5'-3' RNA helicase activity;GO:0017116|single-stranded DNA-dependent ATP-dependent DNA helicase activity;K10706

Manes.07G000500.v6.11.4792639 0.00089 up no Citrate synthase, mitochondrialpfam00285 Citrate_synt Citrate synthase.GO:0044262|cellular carbohydrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005759|mitochondrial matrix;GO:0004108|citrate (Si)-synthase activity;.

Manes.07G000600.v6.11.9781664 2.05E-10 up no Homeobox-leucine zipper protein HAT14pfam02183 HALZ Homeobox associated leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.07G001200.v6.11.6149625 1.60E-07 up no Probable serine/threonine-protein kinase DDB_G0276461pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08853

Manes.07G003200.v6.11.4438321 0.00016 up no Clustered mitochondria proteinpfam13236 CLU Clustered mitochondria. The CLU domain (CLUstered mitochondria) is a eukaryotic domain found in proteins from fungi, protozoa, plants to humans. It is required for correct functioning of the mitochondria and mitochondrial transport although the exact function of the domain is unknown. In Dictyostelium the full-length protein is required for a very late step in fission of the outer mitochondrial membrane suggesting that mitochondria are transported along microtubules, as in mammalian cells, rather than along actin filaments, as in budding yeast. Disruption of the protein-impaired cytokinesis and caused mitochondria to cluster at the cell centre. It is likely that CLU functions in a novel pathway that positions mitochondria within the cell based on their physiological state. Disruption of the CLU pathway may enhance oxidative damage, alter gene expression, cause mitochondria to cluster at microtubule plus ends, and lead eventually to mitochondrial failure.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.07G003500.v6.1Inf 0.9009 up no Cytochrome P450 93A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.07G003700.v6.11.1911687 0.19635 up no Ras-related protein RGP1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.07G003800.v6.10.5584747 4.01E-06 down no Transcription factor bHLH130pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G003900.v6.11.1548428 0.11274 up no SURP and G-patch domain-containing protein 1-like proteinpfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0003723|RNA binding;.

Manes.07G004500.v6.10.9125272 0.355 down no Zinc finger A20 and AN1 domain-containing stress-associated protein 8pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.07G005000.v6.10.8421152 0.07896 down no Zinc finger CCCH domain-containing protein 69pfam13639 zf-RING_2 Ring finger domain.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.07G005200.v6.115.217348 9.44E-88 up yes . pfam10320 7TM_GPCR_Srsx Serpentine type 7TM GPCR chemoreceptor Srsx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srsx is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.07G005600.v6.10.681859 0.03737 down no . pfam03723 Hemocyanin_C Hemocyanin, ig-like domain. This family includes arthropod hemocyanins and insect larval storage proteins.. . . .

Manes.07G005700.v6.10.2117247 2.84E-11 down yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.07G006300.v6.13.8424334 0.00116 up yes . pfam06177 QueT QueT transporter. This family includes the queT gene encoding a hypothetical integral membrane protein with 5 predicted transmembrane regions. The queT genes in Firmicutes are often preceded by the PreQ1 (7-aminomethyl-7-deazaguanine) riboswitches of two distinct classes, suggesting involvement of the QueT transporters in uptake of a queuosine biosynthetic intermediate.. . . .

Manes.07G006600.v6.11.0233632 0.91276 up no Nuclear transcription factor Y subunit A-1pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.07G007600.v6.11.8534541 1.13E-05 up no . pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.07G007700.v6.11.1898299 0.09553 up no Cytochrome b5 domain-containing protein RLFpfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0010311|lateral root formation;GO:0040008|regulation of growth;GO:0005829|cytosol;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.07G007800.v6.11.3473249 0.00154 up no Cycloartenol-C-24-methyltransferasepfam08498 Sterol_MT_C Sterol methyltransferase C-terminal. This domain is found to the C-terminus of a methyltransferase domain (pfam08241) in fungal and plant sterol methyltransferases.GO:0009793|embryo development ending in seed dormancy;GO:0006696|ergosterol biosynthetic process;GO:0032259|methylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0003838|sterol 24-C-methyltransferase activity;K00559

Manes.07G008500.v6.11.6884547 0.00186 up no Notchless protein homologpfam08154 NLE NLE (NUC135) domain. This domain is located N terminal to WD40 repeats. It is found in the microtubule-associated yeast protein YTM1.GO:0009553|embryo sac development;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005730|nucleolus;. K14855

Manes.07G008600.v6.10.5068174 3.00E-05 down no Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.07G009000.v6.10.8676043 0.67651 down no . pfam07976 Phe_hydrox_dim Phenol hydroxylase, C-terminal dimerization domain. Phenol hydroxylase acts a homodimer, to hydroxylates phenol to catechol or similar product. The enzyme is comprised of three domains. The first two domains from the active site. The third domain, this domain, is involved in forming the dimerization interface. The domain adopts a thioredoxin-like fold.. . . .

Manes.07G009200.v6.10.325726 7.02E-11 down yes Cinnamoyl-CoA reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.07G009300.v6.10.6351285 0.086 down no Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.07G009500.v6.10.6325828 2.23E-05 down no Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G010400.v6.11.1452085 0.15004 up no . pfam11891 DUF3411 Domain of unknown function (DUF3411). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 168 to 186 amino acids in length. This domain has a conserved RYQ sequence motif.. . . .

Manes.07G010800.v6.10.9336264 0.5799 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.07G011200.v6.18.7577261 0.04719 up no . pfam02010 REJ REJ domain. The REJ (Receptor for Egg Jelly) domain is found in PKD1, and the sperm receptor for egg jelly. The function of this domain is unknown. The domain is 600 amino acids long so is probably composed of multiple structural domains. There are six completely conserved cysteine residues that may form disulphide bridges. This region contains tandem PKD-like domains.. . . .

Manes.07G011500.v6.130.186736 ####### up yes . pfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.. . . .

Manes.07G012000.v6.10.2288833 1.40E-32 down yes Serine/threonine-protein kinase-like protein At3g51990pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005576|extracellular region;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G012200.v6.10.6904295 0.04545 down no Structure-specific endonuclease subunit slx1pfam01541 GIY-YIG GIY-YIG catalytic domain. This domain called GIY-YIG is found in the amino terminal region of excinuclease abc subunit c (uvrC), bacteriophage T4 endonucleases segA, segB, segC, segD and segE; it is also found in putative endonucleases encoded by group I introns of fungi and phage. The structure of I-TevI a GIY-YIG endonuclease, reveals a novel alpha/beta-fold with a central three-stranded antiparallel beta-sheet flanked by three helices. The most conserved and putative catalytic residues are located on a shallow, concave surface and include a metal coordination site.GO:0000737|DNA catabolic process, endonucleolytic;GO:0006261|DNA-dependent DNA replication;GO:0000724|double-strand break repair via homologous recombination;GO:0045458|recombination within rDNA repeats;GO:0030874|nucleolar chromatin;GO:0033557|Slx1-Slx4 complex;GO:0017108|5'-flap endonuclease activity;GO:0046872|metal ion binding;.

Manes.07G012600.v6.12.0568786 3.22E-11 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.07G012700.v6.1NA NA -- no Probable WRKY transcription factor 9pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.07G012800.v6.11.9813195 3.94E-10 up no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.07G013100.v6.12.0302414 5.26E-14 up yes . pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.07G013300.v6.10.8115372 0.07638 down no mRNA turnover protein 4 homologpfam00466 Ribosomal_L10 Ribosomal protein L10.GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0031965|nuclear membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0044822|poly(A) RNA binding;K14815

Manes.07G013800.v6.10.6204991 0.00288 down no Partner of Y14 and magopfam09282 Mago-bind Mago binding. Members of this family adopt a structure consisting of a small globular all-beta-domain, with a three-stranded beta-sheet and a contiguous beta-hairpin. They bind to Mago alpha-helices via extensive electrostatic interactions and at a beta2-beta3 loop via hydrophobic interactions.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0005737|cytoplasm;GO:0035145|exon-exon junction complex;. K14294

Manes.07G014200.v6.10.4680033 0.00787 down yes Plasma membrane ATPasepfam02322 Cyto_ox_2 Cytochrome oxidase subunit II. This Family consists of cytochrome bd type terminal oxidases that catalyses Quinol dependent, Na+ independent oxygen uptake. Members of this family are integral membrane proteins andi contain a protohaem IX centre B558. One member of the family is implicated in having an important role in micro-aerobic nitrogen fixation in the enteric bacterium Klebsiella pneumoniae.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;.

Manes.07G014700.v6.10.7986974 0.02744 down no . pfam04842 DUF639 Plant protein of unknown function (DUF639). Plant protein of unknown function.. . . .

Manes.07G014800.v6.10.540984 0.00403 down no Pathogenesis-related protein 5pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.07G014900.v6.10.7413971 0.41421 down no Dynamin-like protein ARC5pfam14840 DNA_pol3_delt_CProcessivity clamp loader gamma complex DNA pol III C-term. This domain lies at the C-terminus of the delta subunit of the DNA polymerase III clamp loader gamma complex. Within the complex the several C-terminal domains, of gamma, delta and delta' form a helical scaffold, on which the rest of he subunits are hung. The gamma complex, an AAA+ ATPase, is the bacterial homologue of the eukaryotic replication factor C that loads the sliding clamp (beta, homologous to PCNA) onto DNA.GO:0010020|chloroplast fission;GO:0007623|circadian rhythm;GO:0016559|peroxisome fission;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;GO:0005777|peroxisome;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0042802|identical protein binding;.

Manes.07G015000.v6.13.4476724 3.58E-10 up yes Elongation of fatty acids protein 1pfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.GO:0019368|fatty acid elongation, unsaturated fatty acid;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009922|fatty acid elongase activity;K10245

Manes.07G015300.v6.12.702282 0.009 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G015400.v6.10.4102215 1.11E-05 down yes F-box protein At1g10780pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. GO:0009506|plasmodesma;. .

Manes.07G015600.v6.12.4973833 3.91E-18 up yes . pfam01793 Glyco_transf_15 Glycolipid 2-alpha-mannosyltransferase. This is a family of alpha-1,2 mannosyl-transferases involved in N-linked and O-linked glycosylation of proteins. Some of the enzymes in this family have been shown to be involved in O- and N-linked glycan modifications in the Golgi.. . . .

Manes.07G015700.v6.10.7063254 0.00487 down no Uncharacterized protein At1g10890pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . K13173

Manes.07G015800.v6.10.1813185 2.05E-10 down yes . pfam07079 DUF1347 Protein of unknown function (DUF1347). This family consists of several hypothetical bacterial proteins of around 610 residues in length. Members of this family are highly conserved and seem to be specific to Chlamydia species. The function of this family is unknown.. . . .

Manes.07G016200.v6.10.7115349 0.0181 down no . pfam05084 GRA6 Granule antigen protein (GRA6). This family contains the granule antigen protein GRA6 which is found in the parasitic protozoa Toxoplasma gondii and Neospora caninum. GRA6 protein plays an important role in the antigenicity and pathogenicity in these organisms.. . . .

Manes.07G016300.v6.11.1176221 0.2341 up no PsbP-like protein 1, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;K02717

Manes.07G016500.v6.11.1779768 0.09568 up no Pentatricopeptide repeat-containing protein At1g10910, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.07G017600.v6.11.5396935 1.16E-06 up no Mediator-associated protein 1pfam04504 DUF573 Protein of unknown function, DUF573.GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0016592|mediator complex;GO:0005730|nucleolus;. .



Manes.07G017800.v6.10.3923329 0.00462 down yes Probable receptor-like protein kinase At1g11050pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G018100.v6.11.5897448 0.0291 up no Cytochrome P450 86B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.07G018200.v6.15.8087056 0.00055 up yes Anthocyanidin 3-O-glucosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018400.v6.115.715449 ####### up yes Anthocyanidin 3-O-glucosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018600.v6.10.8594128 0.25803 down no Anthocyanidin 3-O-glucosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018700.v6.121.754154 4.32E-67 up yes Anthocyanidin 3-O-glucosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018900.v6.10.4006795 9.85E-08 down yes Potassium channel AKT2/3pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0009737|response to abscisic acid;GO:0005789|endoplasmic reticulum membrane;GO:0005887|integral component of plasma membrane;GO:0009506|plasmodesma;GO:0042802|identical protein binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.07G019000.v6.10.5809825 1.54E-07 down no Serine hydroxymethyltransferase 7pfam00464 SHMT Serine hydroxymethyltransferase.GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0046686|response to cadmium ion;GO:0035999|tetrahydrofolate interconversion;GO:0005737|cytoplasm;GO:0004372|glycine hydroxymethyltransferase activity;GO:0030170|pyridoxal phosphate binding;K00600

Manes.07G019200.v6.11.2464261 0.01582 up no T-complex protein 11-like protein 1pfam05794 Tcp11 T-complex protein 11. This family consists of several eukaryotic T-complex protein 11 (Tcp11) related sequences. Tcp11 is only expressed in fertile adult mammalian testes and is thought to be important in sperm function and fertility. The family also contains the yeast Sok1 protein which is known to suppress cyclic AMP-dependent protein kinase mutants.. GO:0005874|microtubule;. .

Manes.07G019500.v6.10.9263107 0.45436 down no Serine/threonine-protein kinase SRK2Apfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G020300.v6.11.0319222 0.72485 up no Magnesium transporter MRS2-4pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.07G021800.v6.1Inf 0.17669 up no . pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.07G022300.v6.12.8415822 3.48E-14 up yes Serine/threonine-protein kinase-like protein At5g23170pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G022600.v6.10.7139081 0.26096 down no . pfam07429 Glyco_transf_56 4-alpha-L-fucosyltransferase glycosyl transferase group 56. This family contains the bacterial enzyme 4-alpha-L-fucosyltransferase (Fuc4NAc transferase) (EC 2.4.1.-) (approximately 360 residues long). This catalyses the synthesis of Fuc4NAc-ManNAcA-GlcNAc-PP-Und (lipid III) as part of the biosynthetic pathway of enterobacterial common antigen (ECA), a polysaccharide comprised of the trisaccharide repeat unit Fuc4NAc-ManNAcA-GlcNAc.. . . .

Manes.07G022900.v6.11.2327295 0.02053 up no ATP phosphoribosyltransferase 1, chloroplasticpfam01634 HisG ATP phosphoribosyltransferase.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003879|ATP phosphoribosyltransferase activity;GO:0000287|magnesium ion binding;K00765

Manes.07G023100.v6.124.128578 2.18E-91 up yes Protein argonaute 2pfam02171 Piwi Piwi domain. This domain is found in the protein Piwi and its relatives. The function of this domain is the dsRNA guided hydrolysis of ssRNA. Determination of the crystal structure of Argonaute reveals that PIWI is an RNase H domain, and identifies Argonaute as Slicer, the enzyme that cleaves mRNA in the RNAi RISC complex. In addition, Mg+2 dependence and production of 3'-OH and 5' phosphate products are shared characteristics of RNaseH and RISC. The PIWI domain core has a tertiary structure belonging to the RNase H family of enzymes. RNase H fold proteins all have a five-stranded mixed beta-sheet surrounded by helices. By analogy to RNase H enzymes which cleave single-stranded RNA guided by the DNA strand in an RNA/DNA hybrid, the PIWI domain can be inferred to cleave single-stranded RNA, for example mRNA, guided by double stranded siRNA.GO:0042742|defense response to bacterium;GO:0051607|defense response to virus;GO:0031047|gene silencing by RNA;GO:0019048|modulation by virus of host morphology or physiology;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0030529|ribonucleoprotein complex;GO:0035197|siRNA binding;K11593

Manes.07G023800.v6.10.8051101 0.02708 down no Bromodomain-containing protein 4pfam03004 Transposase_24 Plant transposase (Ptta/En/Spm family). Transposase proteins are necessary for efficient DNA transposition. This family includes various plant transposases from the Ptta and En/Spm families.GO:0006974|cellular response to DNA damage stimulus;GO:0006338|chromatin remodeling;GO:0007059|chromosome segregation;GO:0044154|histone H3-K14 acetylation;GO:0043983|histone H4-K12 acetylation;GO:0001833|inner cell mass cell proliferation;GO:2000002|negative regulation of DNA damage checkpoint;GO:0043388|positive regulation of DNA binding;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006468|protein phosphorylation;GO:0050727|regulation of inflammatory response;GO:1901407|regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0000083|regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0006351|transcription, DNA-templated;GO:0016032|viral process;GO:0005694|chromosome;GO:0000794|condensed nuclear chromosome;GO:0005737|cytoplasm;GO:0000790|nuclear chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0008024|positive transcription elongation factor complex b;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0070577|lysine-acetylated histone binding;GO:0002039|p53 binding;K11722

Manes.07G023900.v6.10.6781174 0.00058 down no DEAD-box ATP-dependent RNA helicase 42pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0000398|mRNA splicing, via spliceosome;GO:0010468|regulation of gene expression;GO:0010501|RNA secondary structure unwinding;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K12811

Manes.07G024100.v6.11.0213452 0.82237 up no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.07G024300.v6.10.1542696 3.04E-14 down yes 60S ribosomal protein L3-2pfam00297 Ribosomal_L3 Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.07G024400.v6.10.3522471 0.00014 down yes 60S ribosomal protein L3-2pfam00297 Ribosomal_L3 Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.07G024500.v6.10.3282061 1.35E-07 down yes . pfam03619 Solute_trans_a Organic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. . . .

Manes.07G024600.v6.10.5297547 1.12E-07 down no MACPF domain-containing protein At4g24290pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;GO:0005886|plasma membrane;. .

Manes.07G024800.v6.10.787137 0.01324 down no Phosphatidylserine decarboxylase proenzyme 2pfam02666 PS_Dcarbxylase Phosphatidylserine decarboxylase. This is a family of phosphatidylserine decarboxylases, EC:4.1.1.65.  These enzymes catalyse the reaction: Phosphatidyl-L-serine <=> phosphatidylethanolamine + CO2. Phosphatidylserine decarboxylase plays a central role in the biosynthesis of aminophospholipids by converting phosphatidylserine to phosphatidylethanolamine.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0009705|plant-type vacuole membrane;GO:0005509|calcium ion binding;GO:0004609|phosphatidylserine decarboxylase activity;K01613

Manes.07G024900.v6.10.511741 8.12E-05 down no . pfam00564 PB1 PB1 domain.. . . .

Manes.07G025000.v6.10.4419501 1.66E-08 down yes . pfam07543 PGA2 Protein trafficking PGA2. A Saccharomyces cerevisiae member of this family (PGA2) is an ER protein which has been implicated in protein trafficking.. . . .

Manes.07G025400.v6.1Inf 0.00411 up yes . pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.07G025500.v6.10.5676987 2.70E-08 down no Shaggy-related protein kinase kappapfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G025700.v6.11.1849792 0.07025 up no Regulator of nonsense transcripts UPF3pfam03467 Smg4_UPF3 Smg-4/UPF3 family. This family contains proteins that are involved in nonsense mediated mRNA decay. A process that is triggered by premature stop codons in mRNA. The family includes Smg-4 and UPF3.GO:0042742|defense response to bacterium;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048571|long-day photoperiodism;GO:0051028|mRNA transport;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0009611|response to wounding;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14328

Manes.07G026100.v6.11.646199 8.87E-07 up no Ras-related protein RABA2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0000911|cytokinesis by cell plate formation;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009504|cell plate;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.07G026500.v6.18.1211492 0.00136 up yes Probable serine/threonine-protein kinase At1g09600pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G026600.v6.11.3395404 0.00126 up no . pfam03606 DcuC C4-dicarboxylate anaerobic carrier.. . . .

Manes.07G026800.v6.113.004209 0.10442 up no Mitogen-activated protein kinase kinase kinase 2pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.07G026900.v6.1#NAME? 0.43239 down no . pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.07G028200.v6.11.9484404 3.46E-08 up no Pentatricopeptide repeat-containing protein At1g10270pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0005634|nucleus;. .

Manes.07G028500.v6.10.8595464 0.12565 down no . pfam04339 DUF482 Protein of unknown function, DUF482. This family contains several proteins of uncharacterized function.. . . .

Manes.07G028700.v6.10.8264964 0.0761 down no NADPH-dependent pterin aldehyde reductasepfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006760|folic acid-containing compound metabolic process;GO:0005829|cytosol;GO:0016616|oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;.

Manes.07G029200.v6.12.6779944 0.00393 up yes Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.. . GO:0004364|glutathione transferase activity;K00799

Manes.07G029300.v6.10.7919297 0.27626 down no . pfam06298 PsbY Photosystem II protein Y (PsbY). This family consists of several bacterial and plant photosystem II protein Y (PsbY) sequences. PsbY is a manganese-binding protein that has an L-arginine metabolizing enzyme activity.. . . .

Manes.07G029500.v6.1Inf 0.9009 up no U-box domain-containing protein 39pfam00825 Ribonuclease_P Ribonuclease P.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.07G030300.v6.13.3300784 2.16E-11 up yes . pfam06317 Arena_RNA_pol Arenavirus RNA polymerase. This family consists of several Arenavirus RNA polymerase proteins (EC:2.7.7.48).. . . .

Manes.07G030600.v6.11.0011463 0.97639 up no Survival of motor neuron-related-splicing factor 30pfam06003 SMN Survival motor neuron protein (SMN). This family consists of several eukaryotic survival motor neuron (SMN) proteins. The Survival of Motor Neurons (SMN) protein, the product of the spinal muscular atrophy-determining gene, is part of a large macromolecular complex (SMN complex) that functions in the assembly of spliceosomal small nuclear ribonucleoproteins (snRNPs). The SMN complex functions as a specificity factor essential for the efficient assembly of Sm proteins on U snRNAs and likely protects cells from illicit, and potentially deleterious, non-specific binding of Sm proteins to RNAs.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12839

Manes.07G030700.v6.10.4868174 1.36E-06 down yes . pfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.. . . .

Manes.07G030800.v6.11.360778 0.00099 up no Cullin-associated NEDD8-dissociated protein 1pfam08623 TIP120 TATA-binding protein interacting (TIP20). TIP120 (also known as cullin-associated and neddylation-dissociated protein 1) is a TATA binding protein interacting protein that enhances transcription.GO:0016567|protein ubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0010265|SCF complex assembly;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0010051|xylem and phloem pattern formation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;. K17263

Manes.07G030900.v6.14.5802301 1.10E-54 up yes . pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. . . .

Manes.07G031200.v6.10.9327633 0.48416 down no Squamous cell carcinoma antigen recognized by T-cells 3pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000902|cell morphogenesis;GO:0071425|hematopoietic stem cell proliferation;GO:0048872|homeostasis of number of cells;GO:0000398|mRNA splicing, via spliceosome;GO:0006334|nucleosome assembly;GO:1903586|positive regulation of histone deubiquitination;GO:0010468|regulation of gene expression;GO:0000387|spliceosomal snRNP assembly;GO:0000244|spliceosomal tri-snRNP complex assembly;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0071001|U4/U6 snRNP;GO:0046540|U4/U6 x U5 tri-snRNP complex;GO:0071002|U4atac/U6atac snRNP;GO:0005691|U6atac snRNP;GO:0042393|histone binding;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;GO:0030621|U4 snRNA binding;GO:0017070|U6 snRNA binding;GO:0030624|U6atac snRNA binding;GO:1990381|ubiquitin-specific protease binding;.

Manes.07G031600.v6.10.6724248 0.01705 down no Tobamovirus multiplication protein 1pfam06454 DUF1084 Protein of unknown function (DUF1084). This family consists of several hypothetical plant specific proteins of unknown function.GO:0046786|viral replication complex formation and maintenance;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;. .

Manes.07G031700.v6.12.3526636 1.91E-15 up yes Outer envelope protein 64, mitochondrialpfam01425 Amidase Amidase. GO:0006626|protein targeting to mitochondrion;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;.

Manes.07G032100.v6.10.3551128 4.18E-05 down yes Metacaspase-1pfam00656 Peptidase_C14 Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.07G032200.v6.10.3208683 1.67E-09 down yes Metacaspase-1pfam00656 Peptidase_C14 Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.07G032400.v6.10.4250593 0.9154 down no Metacaspase-1pfam00656 Peptidase_C14 Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.07G032600.v6.10.8775291 0.21774 down no Methyl-CpG-binding domain-containing protein 8pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008327|methyl-CpG binding;.

Manes.07G033700.v6.10.5704161 0.00016 down no 7-deoxyloganetin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.07G033900.v6.13.2124434 1.76E-05 up yes Protein EXORDIUM-like 2pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.07G034500.v6.10.4273882 0.00011 down yes ABC transporter G family member 11pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.07G034600.v6.10.3931235 1.14E-08 down yes ABC transporter G family member 11pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.07G034700.v6.10.3202039 1.28E-20 down yes 1,4-dihydroxy-2-naphthoate polyprenyltransferase, chloroplasticpfam01040 UbiA UbiA prenyltransferase family.GO:0009772|photosynthetic electron transport in photosystem II;GO:0042372|phylloquinone biosynthetic process;GO:0010236|plastoquinone biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0046428|1,4-dihydroxy-2-naphthoate octaprenyltransferase activity;K02548

Manes.07G035300.v6.10.5904432 7.83E-07 down no Dicarboxylate transporter 2.1, chloroplasticpfam00939 Na_sulph_symp Sodium:sulfate symporter transmembrane region. There are also some members in this family that do not match the Prosite motif, and belong to the subfamily SODIT1.GO:0019676|ammonia assimilation cycle;GO:0089711|L-glutamate transmembrane transport;GO:0015813|L-glutamate transport;GO:0071423|malate transmembrane transport;GO:0015729|oxaloacetate transport;GO:1902356|oxaloacetate(2-) transmembrane transport;GO:0009624|response to nematode;GO:0006814|sodium ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0005313|L-glutamate transmembrane transporter activity;GO:0015140|malate transmembrane transporter activity;GO:0015131|oxaloacetate transmembrane transporter activity;.

Manes.07G035400.v6.13.85772 1.28E-47 up yes Bifunctional riboflavin biosynthesis protein RIBA 1, chloroplasticpfam00926 DHBP_synthase 3,4-dihydroxy-2-butanone 4-phosphate synthase. 3,4-Dihydroxy-2-butanone 4-phosphate is biosynthesized from ribulose 5-phosphate and serves as the biosynthetic precursor for the xylene ring of riboflavin. Sometimes found as a bifunctional enzyme with pfam00925.GO:0009231|riboflavin biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0008686|3,4-dihydroxy-2-butanone-4-phosphate synthase activity;GO:0005525|GTP binding;GO:0003935|GTP cyclohydrolase II activity;GO:0046872|metal ion binding;K14652

Manes.07G035500.v6.14.9013554 1.26E-38 up yes . pfam14264 Glucos_trans_II Glucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.07G035600.v6.12.4358831 0.09294 up no . pfam15598 Imm37 Immunity protein 37. A predicted immunity protein with an alpha+beta fold and a conserved arginine. Proteins containing this domain are present in bacterial polymorphic toxin systems as an immediate gene neighbor of the toxin gene, which usually contains toxin domains of the Ntox40 family.. . . .

Manes.07G036600.v6.10.8300556 0.05807 down no Transcription initiation factor TFIID subunit 1pfam12157 DUF3591 Protein of unknown function (DUF3591). This domain is found in eukaryotes and is typically between 445 to 462 amino acids in length. Most members are annotated as being transcription initiation factor TFIID subunit 1, and this region is the conserved central portion of these proteins.GO:0016568|chromatin modification;GO:0009294|DNA mediated transformation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K03125

Manes.07G036700.v6.11.0575406 0.59259 up no . pfam06020 Roughex Drosophila roughex protein. This family consists of several roughex (RUX) proteins specific to Drosophila species. Roughex can influence the intracellular distribution of cyclin A and is therefore defined as a distinct and specialized cell cycle inhibitor for cyclin A-dependent kinase activity. Rux is though to regulate the metaphase to anaphase transition during development.. . . .

Manes.07G037100.v6.10.5488488 3.98E-09 down no Root phototropism protein 3pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009638|phototropism;GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;GO:0004871|signal transducer activity;.

Manes.07G037300.v6.1Inf 0.9009 up no Cell division cycle protein 123 homologpfam07065 D123 D123. This family contains a number of eukaryotic D123 proteins approximately 330 residues long. It has been shown that mutated variants of D123 exhibit temperature-dependent differences in their degradation rate. D123 proteins are regulators of eIF2, the central regulator of translational initiation.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005737|cytoplasm;. .

Manes.07G037600.v6.10.5203614 4.91E-07 down no Probable 2-oxoglutarate/Fe(II)-dependent dioxygenasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0016740|transferase activity;.

Manes.07G038300.v6.10.491233 4.92E-05 down yes Probable ubiquitin-like-specific protease 2Bpfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0016926|protein desumoylation;. GO:0016929|SUMO-specific protease activity;K08596

Manes.07G038400.v6.14.3092862 5.48E-11 up yes Guanosine nucleotide diphosphate dissociation inhibitor At5g09550pfam00996 GDI GDP dissociation inhibitor.GO:0015031|protein transport;GO:0048046|apoplast;GO:0005096|GTPase activator activity;GO:0005093|Rab GDP-dissociation inhibitor activity;K17255

Manes.07G038800.v6.10.9029312 0.32306 down no Beta carbonic anhydrase 5, chloroplasticpfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009507|chloroplast;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;K01673

Manes.07G039700.v6.1Inf 0.35135 up no . pfam14895 PPPI_inhib Protein phosphatase 1 inhibitor. This family of proteins interacts with and inhibits the phosphatase activity of protein phosphatase 1 (PP1) complexes.. . . .

Manes.07G040400.v6.1Inf 0.9009 up no . pfam02956 TT_ORF1 TT viral orf 1. TT virus (TTV), isolated initially from a Japanese patient with hepatitis of unknown aetiology, has since been found to infect both healthy and diseased individuals and numerous prevalence studies have raised questions about its role in unexplained hepatitis. ORF1 is a large 750 residue protein. The N-terminal half of this protein corresponds to the capsid protein.. . . .

Manes.07G040700.v6.1NA NA -- no . pfam05695 DUF825 Plant protein of unknown function (DUF825). This family consists of several plant proteins greater than 1000 residues in length. The function of this family is unknown.. . . .

Manes.07G040900.v6.12.0420574 0.00051 up yes Putative glutamine amidotransferase YLR126Cpfam00117 GATase Glutamine amidotransferase class-I.GO:0006878|cellular copper ion homeostasis;GO:0006879|cellular iron ion homeostasis;GO:0006541|glutamine metabolic process;GO:0005737|cytoplasm;GO:0034399|nuclear periphery;GO:0016740|transferase activity;.

Manes.07G041000.v6.11.9232188 1.68E-13 up no . pfam06747 CHCH CHCH domain. we have identified a conserved motif in the LOC118487 protein that we have called the CHCH motif. Alignment of this protein with related members showed the presence of three subgroups of proteins, which are called the S (Small), N (N-terminal extended) and C (C-terminal extended) subgroups. All three sub-groups of proteins have in common that they contain a predicted conserved [coiled coil 1]-[helix 1]-[coiled coil 2]-[helix 2] domain (CHCH domain). Within each helix of the CHCH domain, there are two cysteines present in a C-X9-C motif. The N-group contains an additional double helix domain, and each helix contains the C-X9-C motif. This family contains a number of characterized proteins: Cox19 protein - a nuclear gene of Saccharomyces cerevisiae, codes for an 11-kDa protein (Cox19p) required for expression of cytochrome oxidase. Because cox19 mutants are able to synthesize the mitochondrial and nuclear gene products of cytochrome oxidase, Cox19p probably functions post-translationally during ass. . . .

Manes.07G041600.v6.13.7978614 6.67E-05 up yes Putative UDP-rhamnose:rhamnosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.07G041800.v6.10.4690462 2.34E-11 down yes Beta-ureidopropionasepfam00795 CN_hydrolase Carbon-nitrogen hydrolase. This family contains hydrolases that break carbon-nitrogen bonds. The family includes: Nitrilase EC:3.5.5.1, Aliphatic amidase EC:3.5.1.4, Biotidinase EC:3.5.1.12, Beta-ureidopropionase EC:3.5.1.6. Nitrilase-related proteins generally have a conserved E-K-C catalytic triad, and are multimeric alpha-beta-beta-alpha sandwich proteins.GO:0019483|beta-alanine biosynthetic process;GO:0045335|phagocytic vesicle;GO:0003837|beta-ureidopropionase activity;K01431

Manes.07G041900.v6.10.8505954 0.48896 down no . pfam08507 COPI_assoc COPI associated protein. Proteins in this family colocalize with COPI vesicle coat proteins.. . . .

Manes.07G042400.v6.10.721526 0.06656 down no NAC transcription factor 29pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009908|flower development;GO:0009835|fruit ripening;GO:0010150|leaf senescence;GO:0009825|multidimensional cell growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G042600.v6.10.8251781 0.77253 down no . pfam13413 HTH_25 Helix-turn-helix domain. This domain is a helix-turn-helix domain that probably binds to DNA.. . . .

Manes.07G043100.v6.10.7867868 0.10897 down no HVA22-like protein apfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;. .

Manes.07G043200.v6.10.8075925 0.11084 down no Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrialpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006979|response to oxidative stress;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005507|copper ion binding;GO:0018478|malonate-semialdehyde dehydrogenase (acetylating) activity;GO:0004491|methylmalonate-semialdehyde dehydrogenase (acylating) activity;.

Manes.07G043300.v6.10.4935169 0.00098 down yes . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.07G043400.v6.10.2962923 1.19E-06 down yes . pfam15390 DUF4613 Domain of unknown function (DUF4613). This family of proteins is found in eukaryotes. Proteins in this family are typically between 625 and 725 amino acids in length.. . . .

Manes.07G043500.v6.10.9642849 0.75755 down no . pfam07264 EI24 Etoposide-induced protein 2.4 (EI24). This family contains a number of eukaryotic etoposide-induced 2.4 (EI24) proteins approximately 350 residues long as well as bacterial CysZ proteins (formerly known as DUF540). In cells treated with the cytotoxic drug etoposide, EI24 is induced by p53. It has been suggested to play an important role in negative cell growth control.. . . .

Manes.07G043800.v6.12.0386179 2.17E-09 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G043900.v6.1Inf 0.0238 up yes . pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.07G044000.v6.12.7611553 2.12E-06 up yes . pfam05936 DUF876 Bacterial protein of unknown function (DUF876). This family consists of a series of hypothetical bacterial sequences of unknown function.. . . .

Manes.07G044100.v6.12.2723041 8.13E-15 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.



Manes.07G044200.v6.13.24041 4.74E-13 up yes . pfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.07G044300.v6.14.9131335 1.36E-22 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G044400.v6.1Inf 0.1623 up no . pfam04276 DUF443 Protein of unknown function (DUF443). Family of uncharacterized proteins.. . . .

Manes.07G044500.v6.15.7261477 1.26E-16 up yes . pfam07226 DUF1422 Protein of unknown function (DUF1422). This family consists of several hypothetical bacterial proteins of around 120 residues in length. The function of this family is unknown.. . . .

Manes.07G044600.v6.13.847665 6.28E-06 up yes . pfam05927 Penaeidin Penaeidin. This family consists of several isoforms of the penaeidin protein which is specific to shrimps. Penaeidins, a unique family of antimicrobial peptides (AMPs) with both proline and cysteine-rich domains, were initially identified in the hemolymph of the Pacific white shrimp, Litopenaeus vannamei.. . . .

Manes.07G044700.v6.17.8369038 1.72E-25 up yes Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G044900.v6.10.9220735 0.53828 down no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.07G045100.v6.10.3987434 0.0017 down yes Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.07G045300.v6.12.8849512 2.52E-05 up yes . pfam05927 Penaeidin Penaeidin. This family consists of several isoforms of the penaeidin protein which is specific to shrimps. Penaeidins, a unique family of antimicrobial peptides (AMPs) with both proline and cysteine-rich domains, were initially identified in the hemolymph of the Pacific white shrimp, Litopenaeus vannamei.. . . .

Manes.07G045400.v6.13.3758825 6.03E-18 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G046200.v6.14.156065 1.28E-05 up yes Uncharacterized protein ycf68pfam10839 DUF2647 Protein of unknown function (DUF2647). This eukaryotic family of proteins are annotated as ycf68 but have no known function.. GO:0009507|chloroplast;. .

Manes.07G047200.v6.14.0378077 0.00999 up yes . pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.07G047900.v6.1NA NA -- no L-type lectin-domain containing receptor kinase IX.1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G048300.v6.11.2267152 0.0269 up no Soluble inorganic pyrophosphatase 6, chloroplasticpfam00719 Pyrophosphatase Inorganic pyrophosphatase.GO:0042742|defense response to bacterium;GO:0006796|phosphate-containing compound metabolic process;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0009579|thylakoid;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;K01507

Manes.07G048600.v6.10.1551792 6.47E-11 down yes Transcription factor bHLH25pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G049000.v6.10.4828391 1.74E-07 down yes . pfam06552 TOM20_plant Plant specific mitochondrial import receptor subunit TOM20. This family consists of several plant specific mitochondrial import receptor subunit TOM20 (translocase of outer membrane 20 kDa subunit) proteins. Most mitochondrial proteins are encoded by the nuclear genome, and are synthesized in the cytosol. TOM20 is a general import receptor that binds to mitochondrial pre-sequences in the early step of protein import into the mitochondria.. . . .

Manes.07G049200.v6.14.0168959 1.22E-08 up yes Receptor-like protein kinase HAIKU2pfam00069 Pkinase Protein kinase domain.GO:0009960|endosperm development;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G049700.v6.10.3700677 2.58E-16 down yes . pfam03108 DBD_Tnp_Mut MuDR family transposase. This region is found in plant proteins that are presumed to be the transposases for Mutator transposable elements. These transposons contain two ORFs. The molecular function of this region is unknown.. . . .

Manes.07G049900.v6.11.7754851 7.61E-09 up no . pfam08622 Svf1 Svf1-like. Family of proteins that are involved in survival during oxidative stress.. . . .

Manes.07G050000.v6.12.9412351 2.21E-33 up yes DUF21 domain-containing protein At2g14520pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;. K16302

Manes.07G050100.v6.10.9443667 0.71879 down no Uncharacterized protein At3g49720pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. GO:0009535|chloroplast thylakoid membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. .

Manes.07G050500.v6.1Inf 0.38692 up no DNA-directed RNA polymerase 3, chloroplasticpfam14700 RPOL_N DNA-directed RNA polymerase N-terminal. This is the N-terminal domain of DNA-directed RNA polymerase. This domain has a role in interaction with regions of upstream promoter DNA and the nascent RNA chain, leading to the processivity of the enzyme. In order to make mRNA transcripts the RNA polymerase undergoes a transition from the initiation phase (which only makes short fragments of RNA) to an elongation phase. This domain undergoes a structural change in the transition from initiation to elongation phase. The structural change results in abolition of the promoter binding site, creation of a channel accommodating the heteroduplex in the active site and formation of an exit tunnel which the RNA transcript passes through after peeling off the heteroduplex.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K10908

Manes.07G051500.v6.121.690992 2.17E-75 up yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.07G051600.v6.110.626299 4.65E-08 up yes . pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.. . . .

Manes.07G051700.v6.1NA NA -- no Agamous-like MADS-box protein AGL62pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009960|endosperm development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G051800.v6.10.1269163 5.23E-12 down yes Secoisolariciresinol dehydrogenase (Fragment)pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.07G052100.v6.10.7456312 0.02275 down no Secoisolariciresinol dehydrogenase (Fragment)pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.07G052300.v6.11.22908 0.03085 up no Aspartate--tRNA(Asp/Asn) ligasepfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006418|tRNA aminoacylation for protein translation;GO:0005737|cytoplasm;GO:0050560|aspartate-tRNA(Asn) ligase activity;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;K01876

Manes.07G053500.v6.10.3522025 7.68E-05 down yes Cytosolic sulfotransferase 17pfam00685 Sulfotransfer_1 Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.07G054200.v6.14.249056 1.17E-26 up yes . pfam03613 EIID-AGA PTS system mannose/fructose/sorbose family IID component.. . . .

Manes.07G055800.v6.11.0043213 0.9333 up no Serine/threonine-protein kinase TORpfam11865 DUF3385 Domain of unknown function (DUF3385). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 160 to 172 amino acids in length. This domain is found associated with pfam00454, pfam02260, pfam02985, pfam02259 and pfam08771.GO:0000724|double-strand break repair via homologous recombination;GO:0009793|embryo development ending in seed dormancy;GO:0010507|negative regulation of autophagy;GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0030307|positive regulation of cell growth;GO:0040019|positive regulation of embryonic development;GO:2000234|positive regulation of rRNA processing;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009791|post-embryonic development;GO:0009303|rRNA transcription;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016303|1-phosphatidylinositol-3-kinase activity;GO:0005524|ATP binding;GO:0008144|drug binding;GO:0042802|identical protein binding;GO:0016301|kinase activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0000975|regulatory region DNA binding;.

Manes.07G056400.v6.10.8546426 0.14104 down no . pfam09852 DUF2079 Predicted membrane protein (DUF2079). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.07G056500.v6.10.1612066 0.00083 down yes . . . . . . . .

Manes.07G056700.v6.11.7595433 3.45E-09 up no F-box protein SKIP22pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K10293

Manes.07G056800.v6.10.0190072 7.53E-07 down yes . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.07G057100.v6.10.8396802 0.13396 down no Sec1 family domain-containing protein MIP3pfam00995 Sec1 Sec1 family. GO:0051604|protein maturation;GO:0015031|protein transport;GO:0006624|vacuolar protein processing;GO:0006904|vesicle docking involved in exocytosis;GO:0005789|endoplasmic reticulum membrane;GO:0005773|vacuole;. .

Manes.07G058800.v6.1110.75756 0 up yes . pfam06634 DUF1156 Protein of unknown function (DUF1156). This family represents a conserved region within hypothetical prokaryotic and archaeal proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.07G059000.v6.13.4201603 0.00027 up yes . pfam07086 DUF1352 Protein of unknown function (DUF1352). This family consists of several hypothetical eukaryotic proteins of around 190 residues in length. The function of this family is unknown.. . . .

Manes.07G059300.v6.10.5471698 5.31E-06 down no Endo-1,4-beta-xylanase Cpfam00331 Glyco_hydro_10 Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0031176|endo-1,4-beta-xylanase activity;K01181

Manes.07G059700.v6.10.869711 0.26485 down no ADP-ribosylation factor-like protein 8Apfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0051301|cell division;GO:0007059|chromosome segregation;GO:0007067|mitotic nuclear division;GO:0007264|small GTPase mediated signal transduction;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0005525|GTP binding;K07955

Manes.07G060600.v6.10.7392856 0.00754 down no . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.07G060700.v6.10.3724439 3.63E-17 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G061100.v6.10.4039281 3.34E-05 down yes Protein SNOWY COTYLEDON 3pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.GO:0009658|chloroplast organization;GO:0005777|peroxisome;. .

Manes.07G061300.v6.10.492984 2.18E-08 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G061400.v6.10.5470765 6.00E-05 down no . pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.07G061500.v6.10.5981482 6.37E-05 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G061600.v6.11.2872616 0.05603 up no BTB/POZ domain-containing protein NPY2pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009958|positive gravitropism;GO:0016567|protein ubiquitination;GO:0071944|cell periphery;. .

Manes.07G061700.v6.1115.47535 0 up yes Zinc finger protein AZF2pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009738|abscisic acid-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0042538|hyperosmotic salinity response;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.07G061800.v6.11.1245214 0.19453 up no ATP-dependent Clp protease proteolytic subunit-related protein 1, chloroplasticpfam00574 CLP_protease Clp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009840|chloroplastic endopeptidase Clp complex;GO:0009532|plastid stroma;GO:0004252|serine-type endopeptidase activity;K01358

Manes.07G061900.v6.10.3298576 1.41E-06 down yes Receptor-like protein 12pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.07G062100.v6.10.6253949 0.00045 down no Vacuolar-sorting receptor 3pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006623|protein targeting to vacuole;GO:0030665|clathrin-coated vesicle membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005509|calcium ion binding;.

Manes.07G062300.v6.10.4731735 9.22E-08 down yes . pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.07G062700.v6.10.4897434 0.00026 down yes . pfam08045 CDC14 Cell division control protein 14, SIN component. Cdc14 is a component of the septation initiation network (SIN) and is required for the localisation and activity of Sid1. Sid1 is a protein kinase that localizes asymmetrically to one spindle pole body (SPB) in anaphase disappears prior to cell separation.. . . .

Manes.07G062800.v6.10.2839213 4.67E-05 down yes . pfam07666 MpPF26 M penetrans paralogue family 26. These proteins include those ascribed to M penetrans paralogue family 26 in.. . . .

Manes.07G062900.v6.10.5353953 0.02465 down no . pfam15560 Imm8 Immunity protein 8. A predicted immunity protein with an alpha+beta fold and several conserved charged and hydrophobic residues. Proteins containing this domain are present in bacterial polymorphic toxin systems as an immediate gene neighbor of the toxin gene, usually containing a domain of the Tox-URI2 family. The protein is also found in heterogeneous polyimmunity loci.. . . .

Manes.07G063100.v6.10.513476 2.58E-07 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G063200.v6.12.861392 4.56E-27 up yes E3 ubiquitin-protein ligase RLIMpfam13639 zf-RING_2 Ring finger domain.GO:0043433|negative regulation of sequence-specific DNA binding transcription factor activity;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0016567|protein ubiquitination;GO:0060816|random inactivation of X chromosome;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0017053|transcriptional repressor complex;GO:0016874|ligase activity;GO:0003714|transcription corepressor activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16271

Manes.07G063300.v6.12.8381719 1.17E-23 up yes Probable protein phosphatase 2C 63pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.07G063700.v6.13.6573267 3.76E-07 up yes . pfam13891 zf-C3Hc3H Potential DNA-binding domain. This domain is likely to be the DNA-binding domain of chromatin re-modelling proteins and helicases.. . . .

Manes.07G064000.v6.10.860612 0.11728 down no . pfam12907 zf-met2 Zinc-binding. This is small family of metazoan zinc-binding proteins.. . . .

Manes.07G064500.v6.1Inf 0.9009 up no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G064600.v6.10.651413 0.14084 down no . pfam00023 Ank Ankyrin repeat. Ankyrins are multifunctional adaptors that link specific proteins to the membrane-associated, spectrin- actin cytoskeleton. This repeat-domain is a 'membrane-binding' domain of up to 24 repeated units, and it mediates most of the protein's binding activities. Repeats 13-24 are especially active, with known sites of interaction for the Na/K ATPase, Cl/HCO(3) anion exchanger, voltage-gated sodium channel, clathrin heavy chain and L1 family cell adhesion molecules. The ANK repeats are found to form a contiguous spiral stack such that ion transporters like the anion exchanger associate in a large central cavity formed by the ANK repeat spiral, while clathrin and cell adhesion molecules associate with specific regions outside this cavity.. . . .

Manes.07G064800.v6.10.0696536 1.49E-06 down yes Protein MID1-COMPLEMENTING ACTIVITY 1pfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.GO:0006816|calcium ion transport;GO:0033500|carbohydrate homeostasis;GO:0007638|mechanosensory behavior;GO:0007231|osmosensory signaling pathway;GO:0005887|integral component of plasma membrane;. .

Manes.07G065400.v6.10.5679813 0.0361 down no Snakin-1 pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.07G065700.v6.10.6505669 0.1789 down no . pfam08334 T2SG Type II secretion system (T2SS), protein G. The Type II secretion system, also called Secretion-dependent pathway (SDP), is responsible for the transport of proteins across the outer membrane first exported to the periplasm by the Sec or Tat translocon in Gram-negative (diderm) bacteria. The T2SG family includes proteins such as EpsG (P45773) in Vibrio cholera, XcpT also called PddA (Q00514) in Pseudomonas aeruginosa or PulG (P15746)in Klebsiella pneumoniae. The PulG is thought to be anchored in the inner membrane with its C-terminus directed towards the periplasme. Together with other members of the Type II secretion machinery, it is thought to assemble into a pilus-like structure that may function as a dynamic mechanism to push secreted proteins out of the cell. The polypeptide is organized into a long N-terminal alpha-helix followed by a loop region that separates it from a C-terminal anti-parallel beta-sheet.. . . .

Manes.07G066500.v6.10.9183507 0.39995 down no TIP41-like proteinpfam04176 TIP41 TIP41-like family. The TOR signalling pathway activates a cell-growth program in response to nutrients. TIP41 interacts with TAP42 and negatively regulates the TOR signaling pathway.. . . K17607

Manes.07G066600.v6.10.6270514 0.00012 down no Zinc finger protein 7pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0046982|protein heterodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.07G066700.v6.11.6513657 0.00048 up no . pfam08696 Dna2 DNA replication factor Dna2. Dna2 is a DNA replication factor with single-stranded DNA-dependent ATPase, ATP-dependent nuclease, ( 5'-flap endonuclease) and helicase activities. It is required for Okazaki fragment processing and is involved in DNA repair pathways.. . . .

Manes.07G066800.v6.13.7608404 7.11E-50 up yes . pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.07G067000.v6.10.3349708 0.00792 down yes Uncharacterized protein At4g06744pfam13855 LRR_8 Leucine rich repeat.. GO:0005576|extracellular region;. .

Manes.07G067100.v6.10.4233828 0.00136 down yes Pentatricopeptide repeat-containing protein At1g12300, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.07G067200.v6.10.5120667 0.0008 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.07G067400.v6.10.68172 0.02015 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.07G067900.v6.13.9266131 9.30E-15 up yes Kynurenine formamidasepfam04199 Cyclase Putative cyclase. Proteins in this family are thought to be cyclase enzymes. They are found in proteins involved in antibiotic synthesis. However they are also found in organisms that do not make antibiotics pointing to a wider role for these proteins. The proteins contain a conserved motif HXGTHXDXPXH that is likely to form part of the active site.GO:0043420|anthranilate metabolic process;GO:0019441|tryptophan catabolic process to kynurenine;. GO:0004061|arylformamidase activity;GO:0004328|formamidase activity;K07130

Manes.07G068500.v6.10.747165 0.12102 down no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.07G068600.v6.10.9010154 0.28741 down no DNA-directed RNA polymerase III subunit rpc5pfam04801 Sin_N Sin-like protein conserved region. Family of higher eukaryotic proteins. SIN was identified as a protein that interacts specifically with SXL (sex lethal) in a yeast two-hybrid assay. The interaction is mediated by one of the SXL RNA binding domains.GO:0006383|transcription from RNA polymerase III promoter;GO:0005829|cytosol;GO:0005666|DNA-directed RNA polymerase III complex;GO:0005634|nucleus;GO:0003899|DNA-directed RNA polymerase activity;K14721

Manes.07G069600.v6.10.8528264 0.40512 down no D-3-phosphoglycerate dehydrogenase 1, chloroplasticpfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0009793|embryo development ending in seed dormancy;GO:0006564|L-serine biosynthetic process;GO:0009561|megagametogenesis;GO:0009555|pollen development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0016597|amino acid binding;GO:0005524|ATP binding;GO:0051287|NAD binding;GO:0004617|phosphoglycerate dehydrogenase activity;K00058

Manes.07G069700.v6.10.8253194 0.04611 down no Na(+)/H(+) antiporter NhaDpfam03600 CitMHS Citrate transporter.GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;.

Manes.07G071000.v6.10.6175282 0.09166 down no Methylthioribose kinasepfam01636 APH Phosphotransferase enzyme family. This family consists of bacterial antibiotic resistance proteins, which confer resistance to various aminoglycosides they include: aminoglycoside 3'-phosphotransferase or kanamycin kinase / neomycin-kanamycin phosphotransferase and streptomycin 3''-kinase or streptomycin 3''-phosphotransferase. The aminoglycoside phosphotransferases inactivate aminoglycoside antibiotics via phosphorylation. This family also includes homoserine kinase. This family is related to fructosamine kinase pfam03881.GO:0071369|cellular response to ethylene stimulus;GO:0071281|cellular response to iron ion;GO:0071732|cellular response to nitric oxide;GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0046522|S-methyl-5-thioribose kinase activity;K00899

Manes.07G071400.v6.12.0710112 9.14E-06 up yes LRR receptor-like serine/threonine-protein kinase GSO1pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G071900.v6.10.2359696 3.03E-07 down yes Probable LRR receptor-like serine/threonine-protein kinase At4g37250pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G072000.v6.10.8599876 0.66936 down no . pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.07G072100.v6.10.4066995 5.39E-14 down yes Receptor protein kinase-like protein At4g34220pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G072500.v6.14.5076421 6.87E-66 up yes U-box domain-containing protein 26pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.07G072800.v6.10.9595151 0.66792 down no Probable E3 ubiquitin ligase SUD1pfam12906 RINGv RING-variant domain.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.07G073400.v6.1#NAME? 0.01254 down yes Protein PMR5pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0006952|defense response;GO:0009620|response to fungus;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;. .

Manes.07G073600.v6.10.2415215 2.01E-21 down yes . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.07G074500.v6.10.263213 1.44E-07 down yes . pfam09451 ATG27 Autophagy-related protein 27.. . . .



Manes.07G074600.v6.10.4979181 7.41E-12 down yes DEAD-box ATP-dependent RNA helicase 18pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14809

Manes.07G075000.v6.1Inf 0.9009 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G075100.v6.10.9031346 0.60263 down no O-acyltransferase WSD1pfam06974 DUF1298 Protein of unknown function (DUF1298). This family represents the C-terminus (approximately 170 residues) of a number of hypothetical plant proteins of unknown function.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.07G076000.v6.12.0240403 3.89E-11 up yes . pfam03699 UPF0182 Uncharacterized protein family (UPF0182). This family contains uncharacterized integral membrane proteins.. . . .

Manes.07G076100.v6.10.5705267 5.24E-06 down no Protein PLANT CADMIUM RESISTANCE 10pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.07G076200.v6.10.6156219 0.07279 down no Uncharacterized protein At4g06744pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. GO:0005576|extracellular region;. .

Manes.07G076300.v6.14.5497048 9.85E-15 up yes Scopoletin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.07G076700.v6.11.3784384 0.00714 up no DNA-directed RNA polymerases II, IV and V subunit 3pfam01193 RNA_pol_L RNA polymerase Rpb3/Rpb11 dimerization domain. The two eukaryotic subunits Rpb3 and Rpb11 dimerise to from a platform onto which the other subunits of the RNA polymerase assemble (D/L in archaea). The prokaryotic equivalent of the Rpb3/Rpb11 platform is the alpha-alpha dimer. The dimerization domain of the alpha subunit/Rpb3 is interrupted by an insert domain (pfam01000). Some of the alpha subunits also contain iron-sulphur binding domains (pfam00037). Rpb11 is found as a continuous domain. Members of this family include: alpha subunit from eubacteria, alpha subunits from chloroplasts, Rpb3 subunits from eukaryotes, Rpb11 subunits from eukaryotes, RpoD subunits from archaeal spp, and RpoL subunits from archaeal spp.GO:0006366|transcription from RNA polymerase II promoter;GO:0005737|cytoplasm;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03011

Manes.07G076800.v6.10.3071064 2.19E-08 down yes Cyclin-D3-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0000082|G1/S transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051726|regulation of cell cycle;GO:0009735|response to cytokinin;GO:0009744|response to sucrose;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.07G077200.v6.10.3131342 0.00858 down yes O-acyltransferase WSD1pfam03007 WES_acyltransf Wax ester synthase-like Acyl-CoA acyltransferase domain. This domain is found in wax ester synthase genes. In these proteins this domain catalyses the CoA dependent acyltransferase reaction with fatty alcohols to form wax esters.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.07G077900.v6.10.8387185 0.36626 down no Abscisic acid 8'-hydroxylase 4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.07G078000.v6.11.4372067 0.0018 up no Glycoprotein 3-alpha-L-fucosyltransferase Apfam00852 Glyco_transf_10 Glycosyltransferase family 10 (fucosyltransferase). This family of Fucosyltransferases are the enzymes transferring fucose from GDP-Fucose to GlcNAc in an alpha1,3 linkage. This family is know as glycosyltransferase family 10.GO:0071555|cell wall organization;GO:0036065|fucosylation;GO:0042355|L-fucose catabolic process;GO:0006486|protein glycosylation;GO:0006487|protein N-linked glycosylation;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0046920|alpha-(1->3)-fucosyltransferase activity;GO:0008417|fucosyltransferase activity;GO:0018392|glycoprotein 3-alpha-L-fucosyltransferase activity;K00753

Manes.07G078300.v6.10.3749312 4.05E-07 down yes Inactive leucine-rich repeat receptor-like serine/threonine-protein kinase At1g60630pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G078400.v6.10.3831329 0.00048 down yes Inactive leucine-rich repeat receptor-like serine/threonine-protein kinase At1g60630pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G078500.v6.10.5297289 6.23E-10 down no Inactive poly [ADP-ribose] polymerase RCD1pfam12174 RST RCD1-SRO-TAF4 (RST) plant domain. This domain is found in plant RCD1, SRO and TAF4 proteins, hence its name of RST. It is required for interaction with multiple plant transcription factors. Radical-Induced Cell Death1 (RCD1) is an important regulator of stress and hormonal and developmental responses in Arabidopsis thaliana, as is its closest homologue, SRO1 - Similar To RCD-One1. TBP-Associated Factor 4 (TAF4) and TAF4-b are components of the transcription initiation factor complex TFIID.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0010102|lateral root morphogenesis;GO:0006809|nitric oxide biosynthetic process;GO:0012501|programmed cell death;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0000303|response to superoxide;GO:0009414|response to water deprivation;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0016363|nuclear matrix;GO:0005634|nucleus;GO:0003950|NAD+ ADP-ribosyltransferase activity;.

Manes.07G078900.v6.1NA NA -- no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G079900.v6.11.4069245 1 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G080400.v6.11.5706956 1.68E-05 up no Aldo-keto reductase family 4 member C9pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0055114|oxidation-reduction process;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0004033|aldo-keto reductase (NADP) activity;GO:0070401|NADP+ binding;GO:0016229|steroid dehydrogenase activity;.

Manes.07G081100.v6.188.919248 6.14E-33 up yes Abscisic acid 8'-hydroxylase 1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.07G081200.v6.11.1549807 0.13065 up no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;.

Manes.07G081300.v6.10.623233 9.26E-06 down no Expansin-A13pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.07G082600.v6.12.6302961 8.77E-25 up yes Calmodulin-like protein 1pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005739|mitochondrion;GO:0005509|calcium ion binding;K13448

Manes.07G082700.v6.11.5376375 0.00085 up no Protein disulfide-isomerase SCO2pfam06074 DUF935 Protein of unknown function (DUF935). This family consists of several bacterial proteins of unknown function as well as the Bacteriophage Mu gp29 protein.GO:0009658|chloroplast organization;GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0046872|metal ion binding;GO:0003756|protein disulfide isomerase activity;GO:0043621|protein self-association;.

Manes.07G084100.v6.11.0011326 0.97996 up no Vacuolar protein sorting-associated protein 36pfam04157 EAP30 EAP30/Vps36 family. This family includes EAP30 as well as the Vps36 protein. Vps36 is involved in Golgi to endosome trafficking. EAP30 is a subunit of the ELL complex. The ELL is an 80-kDa RNA polymerase II transcription factor. ELL interacts with three other proteins to form the complex known as ELL complex. The ELL complex is capable of increasing that catalytic rate of transcription elongation, but is unable to repress initiation of transcription by RNA polymerase II as is the case of ELL. EAP30 is thought to lead to the derepression of ELL's transcriptional inhibitory activity.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000814|ESCRT II complex;GO:0031902|late endosome membrane;GO:0032266|phosphatidylinositol-3-phosphate binding;GO:0043130|ubiquitin binding;K12190

Manes.07G084300.v6.1Inf 0.9009 up no Probable pectinesterase/pectinesterase inhibitor 46pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.07G084400.v6.15.9570814 0.00579 up yes . pfam06636 DUF1157 Protein of unknown function (DUF1157). This family consists of several uncharacterized proteins from Melanoplus sanguinipes entomopoxvirus (MsEPV). The function of this family is unknown.. . . .

Manes.07G084600.v6.10.4952002 4.73E-10 down yes Protein FAR1-RELATED SEQUENCE 3pfam10551 MULE MULE transposase domain. This domain was identified by Babu and colleagues.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0008270|zinc ion binding;.

Manes.07G084700.v6.1Inf 0.00038 up yes . pfam03179 V-ATPase_G Vacuolar (H+)-ATPase G subunit. This family represents the eukaryotic vacuolar (H+)-ATPase (V-ATPase) G subunit. V-ATPases generate an acidic environment in several intracellular compartments. Correspondingly, they are found as membrane-attached proteins in several organelles. They are also found in the plasma membranes of some specialized cells. V-ATPases consist of peripheral (V1) and membrane integral (V0) heteromultimeric complexes. The G subunit is part of the V1 subunit, but is also thought to be strongly attached to the V0 complex. It may be involved in the coupling of ATP degradation to H+ translocation.. . . .

Manes.07G085900.v6.10.5567945 8.86E-06 down no Chaperone protein ClpB1pfam02861 Clp_N Clp amino terminal domain. This short domain is found in one or two copies at the amino terminus of ClpA and ClpB proteins from bacteria and eukaryotes. The function of these domains is uncertain but they may form a protein binding site.GO:0045727|positive regulation of translation;GO:0043335|protein unfolding;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;K03695

Manes.07G086200.v6.10.844175 0.11183 down no Exocyst complex component EXO70A1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.07G086300.v6.10.7750138 0.03205 down no Cationic amino acid transporter 7, chloroplasticpfam13520 AA_permease_2 Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0031969|chloroplast membrane;GO:0005887|integral component of plasma membrane;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.07G086800.v6.11.312965 0.0171 up no . pfam14536 DUF4441 Domain of unknown function (DUF4441). This family is largely made up of uncharacterized proteins from the Ciliophora. The function is not known.. . . .

Manes.07G086900.v6.11.1600773 0.13754 up no . pfam01814 Hemerythrin Hemerythrin HHE cation binding domain. Iteration of the HHE family found it to be related to Hemerythrin. It also demonstrated that what has been described as a single domain in fact consists of two cation binding domains. Members of this family occur all across nature and are involved in a variety of processes. For instance, in Nereis diversicolor MP II binds Cadmium so as to protect the organism from toxicity. However Hemerythrin is classically described as Oxygen-binding through two attached Fe2+ ions. And the bacterial norA is a regulator of response to NO, which suggests yet another set-up for its metal ligands. In Staphylococcus aureus P72360 has been noted to be important when the organism switches to living in environments with low oxygen concentrations; perhaps this protein acts as an oxygen store or scavenger.. . . .

Manes.07G087600.v6.14.304758 0.00041 up yes . pfam04505 Dispanin Interferon-induced transmembrane protein. This family includes the human leukocyte antigen CD225, which is an interferon inducible transmembrane protein, and is associated with interferon induced cell growth suppression.. . . .

Manes.07G087800.v6.10.8300765 0.07243 down no R3H domain-containing protein 2pfam12752 SUZ SUZ domain. The SUZ domain is a conserved RNA-binding domain found in eukaryotes and enriched in positively charged amino acids. It was first characterized in the C.elegans protein Szy-20 where it has been shown to bind RNA and allow their localization to the centrosome. Warning- the domain has a compositionally biased character.. GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;.

Manes.07G088100.v6.10.8687608 0.20039 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.07G088600.v6.10.977298 0.87237 down no . pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.07G088900.v6.11.044643 0.62161 up no Transcription initiation factor IIF subunit alphapfam05793 TFIIF_alpha Transcription initiation factor IIF, alpha subunit (TFIIF-alpha). Transcription initiation factor IIF, alpha subunit (TFIIF-alpha) or RNA polymerase II-associating protein 74 (RAP74) is the large subunit of transcription factor IIF (TFIIF), which is essential for accurate initiation and stimulates elongation by RNA polymerase II.GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0005634|nucleus;GO:0003824|catalytic activity;GO:0003677|DNA binding;GO:0008022|protein C-terminus binding;K03138

Manes.07G089400.v6.11.7628032 5.80E-07 up no Tether containing UBX domain for GLUT4pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.GO:0042593|glucose homeostasis;GO:0006886|intracellular protein transport;GO:0061024|membrane organization;GO:0046324|regulation of glucose import;GO:0009898|cytoplasmic side of plasma membrane;GO:0005829|cytosol;GO:0012505|endomembrane system;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0019898|extrinsic component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0012506|vesicle membrane;. K15627

Manes.07G089700.v6.13.8503746 0.39483 up no . . . . . . . .

Manes.07G090000.v6.12.4016588 0.76613 up no Beta-D-glucosyl crocetin beta-1,6-glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.07G090100.v6.11.3112409 0.00411 up no . pfam00261 Tropomyosin Tropomyosin.. . . .

Manes.07G092000.v6.11.6884903 4.75E-09 up no . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.07G093000.v6.10.6268762 0.0002 down no 3-phosphoinositide-dependent protein kinase 2pfam00069 Pkinase Protein kinase domain.. GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;K06276

Manes.07G093100.v6.10.5995403 6.64E-05 down no Probable phytol kinase 1, chloroplasticpfam01148 CTP_transf_1 Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.GO:0010189|vitamin E biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0016301|kinase activity;K18678

Manes.07G093200.v6.11.8733423 4.41E-12 up no . pfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.. . . .

Manes.07G093400.v6.14.7824164 0.00354 up yes . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.07G093500.v6.15.458358 9.75E-60 up yes . pfam15504 DUF4647 Domain of unknown function (DUF4647). This family of proteins is found in eukaryotes. Proteins in this family are typically between 282 and 480 amino acids in length.. . . .

Manes.07G093800.v6.10.8388302 0.08444 down no Protein neuralizedpfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0007498|mesoderm development;GO:0007399|nervous system development;GO:0007422|peripheral nervous system development;GO:0016567|protein ubiquitination;GO:0007423|sensory organ development;GO:0016360|sensory organ precursor cell fate determination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.07G093900.v6.11.5689656 5.29E-06 up no Ribosome production factor 1pfam04427 Brix Brix domain.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0003723|RNA binding;GO:0019843|rRNA binding;K14846

Manes.07G094300.v6.11.2085255 0.16892 up no Uncharacterized protein ycf45pfam03266 NTPase_1 NTPase. This domain is found across all species from bacteria to human, and the function was determined first in a hyperthermophilic bacterium to be an NTPase. The structure of one member-sequence represents a variation of the RecA fold, and implies that the function might be that of a DNA/RNA modifying enzyme. The sequence carries both a Walker A and Walker B motif which together are characteristic of ATPases or GTPases. The protein exhibits an increased expression profile in human liver cholangiocarcinoma when compared to normal tissue.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;.

Manes.07G094400.v6.1NA NA -- no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.07G094700.v6.12.1286582 5.16E-16 up yes Probable pectate lyase 13pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0042547|cell wall modification involved in multidimensional cell growth;GO:0009814|defense response, incompatible interaction;GO:0045490|pectin catabolic process;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.07G095100.v6.13.6961308 2.81E-06 up yes Zinc finger protein ZAT5pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G095200.v6.10.4482942 0.00348 down yes Monocopper oxidase-like protein SKU5pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.07G095400.v6.12.3692529 1.00E-07 up yes Vacuolar amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.07G095500.v6.11.7496466 6.29E-09 up no Pumilio homolog 4pfam07990 NABP Nucleic acid binding protein NABP. Many members of this family are putative nucleic acid binding proteins. One member of this family has been partially characterized and contains two putative phosphorylation sites and a possible dimerization / leucine zipper domain.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003729|mRNA binding;.

Manes.07G095600.v6.10.2804191 3.44E-09 down yes . pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.07G095700.v6.10.9894351 0.96132 down no . pfam14911 MMS22L_C S-phase genomic integrity recombination mediator, C-terminal. MMS22L (Methyl methanesulfonate-sensitivity protein 22-like) is found in yeast, plants and vertebrates, and is integrally concerned with DNA forking and repair mechanisms during replication. MMS22L complexes with TONSL and this complex accumulates at regions of ssDNA associated with distressed replication forks or at processed DNA breaks. Its depletion results in high levels of endogenous DNA double-strand breaks caused by an inability to complete DNA synthesis after replication fork collapse. Thus the complex mediates recovery from replication stress and homologous recombination in vertebrates, yeasts and plants. This family is the more C-terminal region of the proteins.. . . .

Manes.07G095900.v6.10.2970462 4.32E-11 down yes . pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.07G097100.v6.1NA NA -- no . pfam07415 Herpes_LMP2 Gammaherpesvirus latent membrane protein (LMP2) protein. This family consists of several Gammaherpesvirus latent membrane protein (LMP2) proteins. Epstein-Barr virus is a human Gammaherpesvirus that infects and establishes latency in B lymphocytes in vivo. The latent membrane protein 2 (LMP2) gene is expressed in latently infected B cells and encodes two protein isoforms, LMP2A and LMP2B, that are identical except for an additional N-terminal 119 aa cytoplasmic domain which is present in the LMP2A isoform. LMP2A is thought to play a key role in either the establishment or the maintenance of latency and/or the reactivation of productive infection from the latent state. The significance of LMP2B and its role in pathogenesis remain unclear.. . . .

Manes.07G097200.v6.10.5904256 0.02169 down no LysM domain receptor-like kinase 3pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G097700.v6.10.2518434 0.00019 down yes . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.07G097800.v6.10.8576262 0.26443 down no . pfam11221 Med21 Subunit 21 of Mediator complex. Med21 has been known as Srb7 in yeasts, hSrb7 in humans and Trap 19 in Drosophila. The heterodimer of the two subunits Med7 and Med21 appears to act as a hinge between the middle and the tail regions of Mediator.. . . .

Manes.07G098800.v6.11.0903922 0.44873 up no Synaptotagmin-3pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.07G099200.v6.10.3247639 1.89E-12 down yes Protein ENHANCED DISEASE RESISTANCE 2pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.

Manes.07G099500.v6.10.3733038 2.79E-11 down yes Auxin response factor 18pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.07G099600.v6.11.6879886 1.05E-08 up no GATA transcription factor 8pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009845|seed germination;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.07G099700.v6.11.3091089 0.00262 up no Eukaryotic translation initiation factor 3 subunit Lpfam10255 Paf67 RNA polymerase I-associated factor PAF67. RNA polymerase I is a multisubunit enzyme and its transcription competence is dependent on the presence of PAF67. This family of proteins is conserved from worms to humans.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K15029

Manes.07G099800.v6.10.5119087 0.00174 down no Myb-related protein 3R-1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.07G099900.v6.10.1973838 1.01E-06 down yes La protein 1 pfam08777 RRM_3 RNA binding motif. This domain is found in protein La which functions as an RNA chaperone during RNA polymerase III transcription, and can also stimulate translation initiation. It contains a five stranded beta sheet which forms an atypical RNA recognition motif.GO:0034470|ncRNA processing;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11090

Manes.07G100100.v6.11.2233696 0.41414 up no Ent-kaur-16-ene synthase, chloroplasticpfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.07G100200.v6.10.718086 0.00477 down no . pfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.07G101000.v6.1Inf 0.9009 up no . pfam02665 Nitrate_red_gam Nitrate reductase gamma subunit. This family is the gamma subunit of the nitrate reductase enzyme, the gamma subunit is a b-type cytochrome that receives electrons from the quinone pool.  It then transfers these via the iron-sulfur clusters of the beta subunit to the molybdenum cofactor found in the alpha subunit. The nitrate reductase enzyme, EC:1.7.99.4 catalyses the conversion of nitrite to nitrate via the reduction of an acceptor. The nitrate reductase enzyme is composed of three subunits. Nitrate is the most widely used alternative electron acceptor after oxygen.. . . .

Manes.07G101500.v6.10.3955347 1.95E-17 down yes Ethylene receptorpfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009873|ethylene-activated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0000155|phosphorelay sensor kinase activity;.

Manes.07G101600.v6.11.174204 0.07888 up no Regulator of nonsense transcripts UPF2pfam02854 MIF4G MIF4G domain. MIF4G is named after Middle domain of eukaryotic initiation factor 4G (eIF4G). Also occurs in NMD2p and CBP80. The domain is rich in alpha-helices and may contain multiple alpha-helical repeats. In eIF4G, this domain binds eIF4A, eIF3, RNA and DNA.GO:0042742|defense response to bacterium;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048571|long-day photoperiodism;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0009611|response to wounding;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0048471|perinuclear region of cytoplasm;GO:0003723|RNA binding;K14327

Manes.07G101800.v6.10.8653231 0.1379 down no 40S ribosomal protein S23pfam00164 Ribosom_S12_S23Ribosomal protein S12/S23. This protein is known as S12 in bacteria and archaea and S23 in eukaryotes.GO:0006412|translation;GO:0015935|small ribosomal subunit;GO:0003735|structural constituent of ribosome;.

Manes.07G102000.v6.11.493405 0.65209 up no Low temperature-induced protein lt101.2pfam01679 Pmp3 Proteolipid membrane potential modulator. Pmp3 is an evolutionarily conserved proteolipid in the plasma membrane which, in S. pombe, is transcriptionally regulated by the Spc1 stress MAPK (mitogen-activated protein kinases) pathway. It functions to modulate the membrane potential, particularly to resist high cellular cation concentration. In eukaryotic organisms, stress-activated mitogen-activated protein kinases play crucial roles in transmitting environmental signals that will regulate gene expression for allowing the cell to adapt to cellular stress. Pmp3-like proteins are highly conserved in bacteria, yeast, nematode and plants.. GO:0016021|integral component of membrane;. .

Manes.07G102600.v6.120.258319 7.14E-11 up yes . pfam05424 Duffy_binding Duffy binding domain. This domain is found in Plasmodium Duffy binding proteins. Plasmodium vivax and Plasmodium knowlesi merozoites invade human erythrocytes that express Duffy blood group surface determinants. The Duffy receptor family is localized in micronemes, an organelle found in all organisms of the phylum Apicomplexa. This family is closely associated on PfEMP1 proteins with PFEMP, pfam03011.. . . .

Manes.07G102700.v6.10.6369221 8.12E-05 down no S-adenosylmethionine mitochondrial carrier proteinpfam00153 Mito_carr Mitochondrial carrier protein.GO:1901962|S-adenosyl-L-methionine transmembrane transport;GO:0015805|S-adenosyl-L-methionine transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0000095|S-adenosyl-L-methionine transmembrane transporter activity;K15111

Manes.07G103300.v6.1Inf 0.0131 up yes . pfam14666 RICTOR_M Rapamycin-insensitive companion of mTOR, middle domain. Rictor appears to serve as a scaffolding protein that is important for maintaining mTORC2 integrity. The mammalian target of rapamycin (mTOR) is a conserved Ser/Thr kinase that forms two functionally distinct complexes, mTROC1 and mTORC2, important for nutrient and growth-factor signalling. This region is the more conserved central section that may include several individual domains. Rictor can be inhibited in the short-term by rapamycin.. . . .

Manes.07G103400.v6.12.3599287 1.36E-05 up yes . pfam07111 HCR Alpha helical coiled-coil rod protein (HCR). This family consists of several mammalian alpha helical coiled-coil rod HCR proteins. The function of HCR is unknown but it has been implicated in psoriasis in humans and is thought to affect keratinocyte proliferation.. . . .

Manes.07G103500.v6.10.7870821 0.05381 down no RNA pseudouridine synthase 5pfam00849 PseudoU_synth_2 RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0001522|pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;.

Manes.07G104000.v6.10.5877742 0.00602 down no Tetraspanin-6pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;. .

Manes.07G104100.v6.18.5036369 3.02E-26 up yes MLO-like protein 12pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009817|defense response to fungus, incompatible interaction;GO:0010150|leaf senescence;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.07G104400.v6.10.8971663 0.27584 down no Uncharacterized protein sll0005pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G104500.v6.10.4809957 0.09192 down no . pfam03190 Thioredox_DsbH Protein of unknown function, DUF255.. . . .

Manes.07G104700.v6.11.6015144 5.24E-07 up no Protein TONNEAU 1bpfam09398 FOP_dimer FOP N terminal dimerization domain. Fibroblast growth factor receptor 1 (FGFR1) oncogene partner (FOP) is a centrosomal protein that is involved in anchoring microtubules to subcellular structures. This domain includes a Lis-homology motif. It forms an alpha helical bundle and is involved in dimerization.GO:0030865|cortical cytoskeleton organization;GO:0000226|microtubule cytoskeleton organization;GO:0000913|preprophase band assembly;GO:0030981|cortical microtubule cytoskeleton;GO:0005737|cytoplasm;GO:0005886|plasma membrane;. .



Manes.07G104900.v6.10.5675139 1.26E-06 down no Two-component response regulator-like APRR3pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K12131

Manes.07G105100.v6.10.6795847 9.56E-05 down no Two-component response regulator-like PRR37pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.07G105400.v6.11.9423777 2.33E-10 up no Serine/threonine-protein kinase CDL1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G105600.v6.10.952201 0.68771 down no CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase 1, chloroplasticpfam01066 CDP-OH_P_transfCDP-alcohol phosphatidyltransferase. All of these members have the ability to catalyse the displacement of CMP from a CDP-alcohol by a second alcohol with formation of a phosphodiester bond and concomitant breaking of a phosphoride anhydride bond.GO:0006655|phosphatidylglycerol biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0008444|CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltransferase activity;GO:0030145|manganese ion binding;K00995

Manes.07G105700.v6.10.9221733 0.41468 down no Protein IN2-1 homolog Bpfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.. . . K00799

Manes.07G105800.v6.10.7446415 0.03413 down no Probable protein phosphatase 2C 38pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.07G106200.v6.10.9094153 0.41668 down no Macrophage erythroblast attacherpfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.GO:0007049|cell cycle;GO:0051301|cell division;GO:0043249|erythrocyte maturation;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0016363|nuclear matrix;GO:0005886|plasma membrane;. K18624

Manes.07G107000.v6.12.5842531 2.27E-27 up yes Probable receptor-like protein kinase At2g39360pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G107100.v6.123.878051 0.01328 up yes Probable LRR receptor-like serine/threonine-protein kinase MEE39pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009793|embryo development ending in seed dormancy;GO:0009960|endosperm development;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G107200.v6.10.6404201 4.42E-05 down no Chalcone--flavonone isomerasepfam02431 Chalcone Chalcone-flavanone isomerase. Chalcone-flavanone isomerase is a plant enzyme responsible for the isomerization of chalcone to naringenin, a key step in the biosynthesis of flavonoids.GO:0009813|flavonoid biosynthetic process;. GO:0045430|chalcone isomerase activity;.

Manes.07G107400.v6.11.1533167 0.6151 up no Probable membrane-associated kinase regulator 4pfam09468 RNase_H2-Ydr279Ydr279p protein family (RNase H2 complex component). RNases H are enzymes that specifically hydrolyse RNA when annealed to a complementary DNA and are present in all living organisms. In yeast RNase H2 is composed of a complex of three proteins (Rnh2Ap, Ydr279p and Ylr154p), this family represents the homologues of Ydr279p. It is not known whether non yeast proteins in this family fulfil the same function.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.07G107500.v6.10.3179518 1.59E-05 down yes . pfam01010 Oxidored_q1_C NADH-Ubiquinone oxidoreductase (complex I) subunit C-terminus. This sub-family represents a carboxyl terminal extension of pfam00361. It includes subunit 5 from chloroplasts, and bacterial subunit L. This sub-family is part of complex I which catalyses the transfer of two electrons from NADH to ubiquinone in a reaction that is associated with proton translocation across the membrane.. . . .

Manes.07G107800.v6.10.5249959 2.35E-06 down no Putative disease resistance RPP13-like protein 1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G107900.v6.10.7727394 0.4012 down no Protein kinase APK1B, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G108400.v6.1111.45908 1.94E-17 up yes Protein kinase APK1B, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G108500.v6.13.1793055 5.99E-24 up yes Protein kinase APK1B, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G108600.v6.127.797213 1.84E-05 up yes . pfam03408 Foamy_virus_ENVFoamy virus envelope protein. Expression of the envelope (Env) glycoprotein is essential for viral particle egress. This feature is unique to the Spumavirinae, a subclass of the Retroviridae.. . . .

Manes.07G108800.v6.10.7493894 0.04694 down no Protein kinase APK1B, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G109100.v6.10.9690414 0.79272 down no Splicing factor 3B subunit 3pfam03178 CPSF_A CPSF A subunit region. This family includes a region that lies towards the C-terminus of the cleavage and polyadenylation specificity factor (CPSF) A (160 kDa) subunit. CPSF is involved in mRNA polyadenylation and binds the AAUAAA conserved sequence in pre-mRNA. CPSF has also been found to be necessary for splicing of single-intron pre-mRNAs. The function of the aligned region is unknown but may be involved in RNA/DNA binding.GO:0000398|mRNA splicing, via spliceosome;GO:0042177|negative regulation of protein catabolic process;GO:0071013|catalytic step 2 spliceosome;GO:0005689|U12-type spliceosomal complex;GO:0003723|RNA binding;K12830

Manes.07G110100.v6.10.4824511 0.74402 down no . pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.07G110200.v6.11.2035246 0.04208 up no Sulfate transporter 4.1, chloroplasticpfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K18059

Manes.07G110400.v6.11.8540086 2.59E-12 up no Protein-tyrosine-phosphatase MKP1pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0006952|defense response;GO:0000188|inactivation of MAPK activity;GO:0006470|protein dephosphorylation;GO:0009651|response to salt stress;GO:0010224|response to UV-B;GO:0010225|response to UV-C;GO:0005829|cytosol;GO:0017017|MAP kinase tyrosine/serine/threonine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;.

Manes.07G110500.v6.13.6788201 5.97E-17 up yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.07G110700.v6.13.6747497 0.00556 up yes . pfam05056 DUF674 Protein of unknown function (DUF674). This family is found in Arabidopsis thaliana and contains several uncharacterized proteins.. . . .

Manes.07G111100.v6.11.1797183 0.07774 up no PsbP-like protein 1, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;K02717

Manes.07G111200.v6.10.6565856 2.70E-05 down no 3-hexulose-6-phosphate isomerasepfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0005975|carbohydrate metabolic process;GO:0019647|formaldehyde assimilation via ribulose monophosphate cycle;GO:0009636|response to toxic substance;. GO:0030246|carbohydrate binding;GO:0016853|isomerase activity;K08094

Manes.07G111900.v6.113.8175 5.82E-15 up yes Zinc finger protein ZAT11pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0071289|cellular response to nickel ion;GO:2000280|regulation of root development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G112000.v6.10.6553957 0.00034 down no . pfam03871 RNA_pol_Rpb5_NRNA polymerase Rpb5, N-terminal domain. Rpb5 has a bipartite structure which includes a eukaryote-specific N-terminal domain and a C-terminal domain resembling the archaeal RNAP subunit H. The N-terminal domain is involved in DNA binding and is part of the jaw module in the RNA pol II structure. This module is important for positioning the downstream DNA.. . . .

Manes.07G112500.v6.11.2329944 0.10786 up no Actin-depolymerizing factor 1pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.07G112600.v6.12.7154801 6.28E-13 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.07G113100.v6.10.7315402 0.05948 down no B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.07G113400.v6.10.4321653 0.0089 down yes THO complex subunit 4Bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0051028|mRNA transport;GO:0005654|nucleoplasm;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12881

Manes.07G113600.v6.10.4245324 8.17E-05 down yes 3-hydroxypropionyl-coenzyme A dehydratasepfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0006631|fatty acid metabolic process;. GO:0043956|3-hydroxypropionyl-CoA dehydratase activity;K15019

Manes.07G113800.v6.10.7531379 0.026 down no . pfam08238 Sel1 Sel1 repeat. This short repeat is found in the Sel1 protein. It is related to TPR repeats.. . . .

Manes.07G114100.v6.12.4401673 5.99E-15 up yes Heat shock cognate 70 kDa proteinpfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.07G114200.v6.10.8211625 0.18185 down no Heat shock cognate 70 kDa proteinpfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.07G114300.v6.10.8906671 0.24861 down no . pfam13019 Telomere_Sde2 Telomere stability and silencing. Sde2 has been identified in fission yeast as an important factor in telomere formation and maintenance. This is a more N-terminal domain on these nuclear proteins, and is essential for telomeric silencing and genomic stability.. . . .

Manes.07G115400.v6.13.2058078 3.00E-23 up yes Dof zinc finger protein DOF3.6pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.07G115600.v6.14.8400499 0.00395 up yes . pfam07649 C1_3 C1-like domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130.. . . .

Manes.07G115800.v6.10.8511163 0.14209 down no Very-long-chain enoyl-CoA reductasepfam02544 Steroid_dh 3-oxo-5-alpha-steroid 4-dehydrogenase. This family consists of 3-oxo-5-alpha-steroid 4-dehydrogenases, EC:1.3.99.5 Also known as Steroid 5-alpha-reductase, the reaction catalysed by this enzyme is: 3-oxo-5-alpha-steroid + acceptor <=> 3-oxo-delta(4)-steroid + reduced acceptor. The Steroid 5-alpha-reductase enzyme is responsible for the formation of dihydrotestosterone, this hormone promotes the differentiation of male external genitalia and the prostate during fetal development. In humans mutations in this enzyme can cause a form of male pseudohermaphorditism in which the external genitalia and prostate fail to develop normally. A related enzyme is also found in plants is DET2, a steroid reductase from Arabidopsis. Mutations in this enzyme cause defects in light-regulated development.GO:0006633|fatty acid biosynthetic process;GO:0006665|sphingolipid metabolic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0009923|fatty acid elongase complex;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009922|fatty acid elongase activity;GO:0016627|oxidoreductase activity, acting on the CH-CH group of donors;K10258

Manes.07G116100.v6.11.0311617 0.74344 up no Dolichyl-phosphate beta-glucosyltransferasepfam00535 Glycos_transf_2 Glycosyl transferase family 2. Diverse family, transferring sugar from UDP-glucose, UDP-N-acetyl- galactosamine, GDP-mannose or CDP-abequose, to a range of substrates including cellulose, dolichol phosphate and teichoic acids.GO:0044267|cellular protein metabolic process;GO:0007368|determination of left/right symmetry;GO:0006488|dolichol-linked oligosaccharide biosynthetic process;GO:0043687|post-translational protein modification;GO:0006486|protein glycosylation;GO:0018279|protein N-linked glycosylation via asparagine;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0004581|dolichyl-phosphate beta-glucosyltransferase activity;GO:0004576|oligosaccharyl transferase activity;K00729

Manes.07G116500.v6.16.3990841 0.00063 up yes Glucan endo-1,3-beta-glucosidasepfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.07G116700.v6.11.3064287 0.00362 up no Triosephosphate isomerase, cytosolicpfam00121 TIM Triosephosphate isomerase.GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0004807|triose-phosphate isomerase activity;.

Manes.07G116800.v6.14.327045 7.68E-61 up yes Protein kinase APK1A, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G116900.v6.14.0519647 1.22E-06 up yes Elicitor-responsive protein 1pfam00168 C2 C2 domain. . GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005544|calcium-dependent phospholipid binding;.

Manes.07G117200.v6.10.402434 1.18E-06 down yes Expansin-A4 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.07G117300.v6.11.927513 7.54E-13 up no Telomere repeat-binding protein 3pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0008301|DNA binding, bending;GO:0003691|double-stranded telomeric DNA binding;GO:0042162|telomeric DNA binding;.

Manes.07G117400.v6.10.7317223 0.00193 down no Scarecrow-like protein 9pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G117700.v6.10.6335372 1 down no . pfam05290 Baculo_IE-1 Baculovirus immediate-early protein (IE-0). The Autographa californica multinucleocapsid nuclear polyhedrosis virus (AcMNPV) ie-1 gene product (IE-1) is thought to play a central role in stimulating early viral transcription. IE-1 has been demonstrated to activate several early viral gene promoters and to negatively regulate the promoters of two other AcMNPV regulatory genes, ie-0 and ie-2. It is thought that that IE-1 negatively regulates the expression of certain genes by binding directly, or as part of a complex, to promoter regions containing a specific IE-1-binding motif (5'-ACBYGTAA-3') near their mRNA start sites.. . . .

Manes.07G117900.v6.10.5149776 3.44E-10 down no Peptidyl-prolyl cis-trans isomerase FKBP20-1pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;. GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.07G118000.v6.11.0189867 0.82812 up no E3 ubiquitin-protein ligase SDIR1pfam13639 zf-RING_2 Ring finger domain.GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16283

Manes.07G118300.v6.16.868391 2.92E-13 up yes E3 ubiquitin-protein ligase RING1pfam06547 DUF1117 Protein of unknown function (DUF1117). This family represents the C-terminus of a number of hypothetical plant proteins.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.07G118500.v6.10.3489069 6.30E-05 down yes . pfam00314 Thaumatin Thaumatin family.. . . .

Manes.07G118700.v6.13.600702 0.0122 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.07G118800.v6.10.8034658 0.08636 down no Thylakoid lumenal 15 kDa protein 1, chloroplasticpfam00805 Pentapeptide Pentapeptide repeats (8 copies). These repeats are found in many cyanobacterial proteins. The repeats were first identified in hglK. The function of these repeats is unknown. The structure of this repeat has been predicted to be a beta-helix. The repeat can be approximately described as A(D/N)LXX, where X can be any amino acid.. GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.07G118900.v6.10.0724536 6.44E-28 down yes . pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.07G119200.v6.11.0876021 0.37338 up no . pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.07G119300.v6.13.4665923 0.07617 up no . pfam10265 DUF2217 Uncharacterized conserved protein (DUF2217). This is a family of conserved proteins of from 500 - 600 residues found from worms to humans. Its function is not known.. . . .

Manes.07G119400.v6.17.5653907 2.20E-75 up yes Protein phosphatase 2C 3pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:1902039|negative regulation of seed dormancy process;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0010030|positive regulation of seed germination;GO:0006470|protein dephosphorylation;GO:0048838|release of seed from dormancy;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005267|potassium channel activity;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.07G119500.v6.11.1552493 0.12719 up no Probable methyltransferase PMT11pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.07G119800.v6.11.3696015 0.07688 up no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.07G120400.v6.10.564844 0.00146 down no CASP-like protein 5B2pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.07G120600.v6.11.875177 7.25E-11 up no Uncharacterized protein At2g39795, mitochondrialpfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.07G120700.v6.10.9718293 0.78788 down no Delta-1-pyrroline-5-carboxylate synthasepfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0055129|L-proline biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004349|glutamate 5-kinase activity;GO:0004350|glutamate-5-semialdehyde dehydrogenase activity;.

Manes.07G121000.v6.10.8862172 0.31267 down no PRA1 family protein A3pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;. .

Manes.07G121100.v6.10.4149425 0.00473 down yes Putative disease resistance protein At1g50180pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0009506|plasmodesma;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G121800.v6.10.3853063 0.00026 down yes Protein ABCI12, chloroplasticpfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;. .

Manes.07G121900.v6.10.4816424 7.26E-05 down yes Protein DA1-related 2pfam12315 DUF3633 Protein of unknown function (DUF3633). This domain family is found in bacteria and eukaryotes, and is approximately 210 amino acids in length. The family is found in association with pfam00412.GO:0010088|phloem development;GO:0048364|root development;. GO:0043130|ubiquitin binding;GO:0008270|zinc ion binding;.

Manes.07G122000.v6.10.9419862 0.63309 down no Mitochondrial substrate carrier family protein Bpfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005509|calcium ion binding;K14684

Manes.07G122100.v6.10.2124273 0.00042 down yes BEL1-like homeodomain protein 9pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0048457|floral whorl morphogenesis;GO:0010154|fruit development;GO:0080006|internode patterning;GO:0010076|maintenance of floral meristem identity;GO:0010077|maintenance of inflorescence meristem identity;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048645|organ formation;GO:0007389|pattern specification process;GO:0010223|secondary shoot formation;GO:0048367|shoot system development;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0010051|xylem and phloem pattern formation;GO:0010089|xylem development;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G122400.v6.1Inf 0.9009 up no . pfam09984 DUF2222 Uncharacterized signal transduction histidine kinase domain (DUF2222). Members of this family of domains are found in various BarA-like signal transduction histidine kinases, which are involved in the regulation of carbon metabolizm via the csrA/csrB regulatory system. The role of this domain has not, as yet, been established.. . . .

Manes.07G122800.v6.10.2788626 2.77E-06 down yes Rop guanine nucleotide exchange factor 5pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0043547|positive regulation of GTPase activity;. GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.07G122900.v6.10.7658618 0.05552 down no . pfam09778 Guanylate_cyc_2 Guanylylate cyclase. Members of this family of proteins catalyse the conversion of guanosine triphosphate (GTP) to 3',5'-cyclic guanosine monophosphate (cGMP) and pyrophosphate.. . . .

Manes.07G123100.v6.11.6558592 0.01271 up no . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.07G123600.v6.10.6677399 0.00043 down no . pfam12906 RINGv RING-variant domain.. . . .

Manes.07G123700.v6.10.2069549 1.58E-09 down yes . pfam02271 UCR_14kD Ubiquinol-cytochrome C reductase complex 14kD subunit. The ubiquinol-cytochrome C reductase complex (cytochrome bc1 complex) is a respiratory multienzyme complex. This Pfam family represents the 14kD (or VI) subunit of the complex which is not directly involved in electron transfer, but has a role in assembly of the complex.. . . .

Manes.07G124300.v6.10.8475825 0.26646 down no Immediate early response 3-interacting protein 1pfam08571 Yos1 Yos1-like. In yeast, Yos1 is a subunit of the Yip1p-Yif1p complex and is required for transport between the endoplasmic reticulum and the Golgi complex. Yos1 appears to be conserved in eukaryotes.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.07G124900.v6.12.9387067 1.19E-08 up yes . pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.. . . .

Manes.07G125400.v6.12.8387119 1.18E-31 up yes . pfam05999 Herpes_U5 Herpesvirus U5-like family. This family of Herpesvirus includes U4, U5 and UL27.. . . .

Manes.07G125700.v6.11.0484453 0.64613 up no Peroxisomal nicotinamide adenine dinucleotide carrierpfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0044375|regulation of peroxisome size;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0015297|antiporter activity;K13354

Manes.07G126600.v6.10.9167537 0.43142 down no Probable aquaporin PIP-type 7apfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.07G126700.v6.10.4154784 5.03E-11 down yes Glycosyltransferase family 64 protein C4pfam09258 Glyco_transf_64 Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0009738|abscisic acid-activated signaling pathway;GO:0006024|glycosaminoglycan biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0007275|multicellular organismal development;GO:0010401|pectic galactan metabolic process;GO:0010087|phloem or xylem histogenesis;GO:0006486|protein glycosylation;GO:0009737|response to abscisic acid;GO:0016337|single organismal cell-cell adhesion;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;GO:0035251|UDP-glucosyltransferase activity;.

Manes.07G126900.v6.114.171127 1.27E-80 up yes Nematode resistance protein-like HSPRO2pfam07014 Hs1pro-1_C Hs1pro-1 protein C-terminus. This family represents the C-terminus (approximately 270 residues) of a number of plant Hs1pro-1 proteins, which are believed to confer nematode resistance.GO:0009816|defense response to bacterium, incompatible interaction;GO:0006979|response to oxidative stress;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;. .

Manes.07G127100.v6.133.137187 0.00548 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G127600.v6.10.4223325 4.65E-07 down yes . pfam10440 WIYLD Ubiquitin-binding WIYLD domain. This presumed domain has been predicted to contain three alpha helices. The domain was named the WIYLD domain based on the pattern of most conserved residues. It binds ubiquitin. In the Arabidopsis thaliana histone-lysine N-methyltransferase SUVR4, binding of ubiquitin to this domain stimulates enzymatic activity and converts its activity from a strict dimethylase to a di/trimethylase.. . . .

Manes.07G127900.v6.10.7937765 0.06017 down no Anthranilate synthase alpha subunit 1, chloroplasticpfam00425 Chorismate_bind chorismate binding enzyme. This family includes the catalytic regions of the chorismate binding enzymes anthranilate synthase, isochorismate synthase, aminodeoxychorismate synthase and para-aminobenzoate synthase.GO:0010600|regulation of auxin biosynthetic process;GO:0000162|tryptophan biosynthetic process;GO:0009507|chloroplast;GO:0004049|anthranilate synthase activity;.

Manes.07G128300.v6.10.5474327 8.90E-08 down no . pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.07G128400.v6.10.6853412 0.01747 down no . pfam03226 Yippee-Mis18 Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .



Manes.07G128700.v6.12.3039097 1.97E-15 up yes Cytochrome P450 90A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048657|anther wall tapetum cell differentiation;GO:0016132|brassinosteroid biosynthetic process;GO:0010268|brassinosteroid homeostasis;GO:0010584|pollen exine formation;GO:0009911|positive regulation of flower development;GO:0010224|response to UV-B;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.07G128900.v6.11.1837606 0.14554 up no Putative ABC1 protein At2g40090pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0006810|transport;. GO:0005215|transporter activity;K08869

Manes.07G129400.v6.10.269185 0.12566 down no . pfam08393 DHC_N2 Dynein heavy chain, N-terminal region 2. Dyneins are described as motor proteins of eukaryotic cells, as they can convert energy derived from the hydrolysis of ATP to force and movement along cytoskeletal polymers, such as microtubules. This region is found C-terminal to the dynein heavy chain N-terminal region 1 (pfam08385) in many members of this family. No functions seem to have been attributed specifically to this region.. . . .

Manes.07G129600.v6.113.979153 4.66E-08 up yes Protein EARLY FLOWERING 4pfam07011 DUF1313 Protein of unknown function (DUF1313). This family consists of several hypothetical plant proteins of around 100 residues in length. The function of this family is unknown.GO:0009649|entrainment of circadian clock;GO:0009908|flower development;GO:0009648|photoperiodism;GO:0048573|photoperiodism, flowering;GO:0042753|positive regulation of circadian rhythm;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0080167|response to karrikin;GO:0010114|response to red light;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;.

Manes.07G129700.v6.1Inf 0.08088 up no . pfam09364 XFP_N XFP N-terminal domain. Bacterial enzyme splits fructose-6-P and/or xylulose-5-P with the aid of inorganic phosphate into either acetyl-P and erythrose-4-P and/or acetyl-P and glyeraldehyde-3-P EC:4.1.2.9, EC:4.1.2.22. This family is distantly related to transketolases e.g. pfam02779.. . . .

Manes.07G130100.v6.11.5971403 2.25E-07 up no Chaperone protein ClpBpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0016485|protein processing;GO:0006355|regulation of transcription, DNA-templated;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;K03695

Manes.07G130200.v6.10.9487924 0.65465 down no PHD finger protein ALFIN-LIKE 1pfam12165 DUF3594 Domain of unknown function (DUF3594). This presumed domain is functionally uncharacterized.This domain family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam00628.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0035064|methylated histone binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.07G130300.v6.12.9721012 6.93E-06 up yes Leucoanthocyanidin dioxygenasepfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0031418|L-ascorbic acid binding;GO:0050589|leucocyanidin oxygenase activity;GO:0046872|metal ion binding;.

Manes.07G130500.v6.10.3064833 1.19E-06 down yes Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.07G130600.v6.115.470138 ####### up yes Zinc finger CCCH domain-containing protein 29pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0050832|defense response to fungus;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G130700.v6.11.8783055 3.12E-08 up no Omega-3 fatty acid desaturase, chloroplasticpfam11960 DUF3474 Domain of unknown function (DUF3474). This presumed domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This domain is typically between 126 to 140 amino acids in length. This domain is found associated with pfam00487.GO:0006636|unsaturated fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016717|oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water;K10257

Manes.07G130800.v6.10.7169092 0.0401 down no Methyltransferase-like protein 13pfam01564 Spermine_synth Spermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.. . GO:0008168|methyltransferase activity;.

Manes.07G131500.v6.12.2743369 4.85E-15 up yes GDP-Man:Man(3)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferasepfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0097502|mannosylation;GO:0006490|oligosaccharide-lipid intermediate biosynthetic process;GO:0009832|plant-type cell wall biogenesis;GO:0006487|protein N-linked glycosylation;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004377|GDP-Man:Man3GlcNAc2-PP-Dol alpha-1,2-mannosyltransferase activity;K03844

Manes.07G131800.v6.10.2024281 0.04911 down no Transcription factor MYB44pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.07G132100.v6.10.8784743 0.17903 down no Trihelix transcription factor ASIL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G132200.v6.10.2515642 2.69E-20 down yes . pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.07G132500.v6.11.3021919 0.16515 up no Putative Myb family transcription factor At1g14600pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G133000.v6.1NA NA -- no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G133700.v6.1NA NA -- no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G134100.v6.10.4296501 3.90E-11 down yes Ankyrin repeat and SOCS box protein 3pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0035556|intracellular signal transduction;GO:0016567|protein ubiquitination;GO:0005622|intracellular;. K10325

Manes.07G134400.v6.10.3540776 0.00034 down yes Protein MID1-COMPLEMENTING ACTIVITY 1pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006816|calcium ion transport;GO:0033500|carbohydrate homeostasis;GO:0007638|mechanosensory behavior;GO:0007231|osmosensory signaling pathway;GO:0005887|integral component of plasma membrane;. .

Manes.07G134500.v6.10.9370607 0.5891 down no Multiple inositol polyphosphate phosphatase 1pfam00328 His_Phos_2 Histidine phosphatase superfamily (branch 2). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches.The smaller branch 2 contains predominantly eukaryotic proteins. The catalytic functions in members include phytase, glucose-1-phosphatase and multiple inositol polyphosphate phosphatase. The in vivo roles of the mammalian acid phosphatases in branch 2 are not fully understood, although activity against lysophosphatidic acid and tyGO:0016311|dephosphorylation;GO:0006007|glucose catabolic process;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0003993|acid phosphatase activity;GO:0034417|bisphosphoglycerate 3-phosphatase activity;GO:0034416|bisphosphoglycerate phosphatase activity;GO:0052826|inositol hexakisphosphate 2-phosphatase activity;K03103

Manes.07G134800.v6.10.5910692 3.63E-07 down no DEAD-box ATP-dependent RNA helicase 18pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14809

Manes.07G135200.v6.17.4513455 9.39E-20 up yes Abscisic acid receptor PYL4pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.07G135300.v6.129.175856 2.06E-52 up yes Dehydration-responsive element-binding protein 2Cpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009738|abscisic acid-activated signaling pathway;GO:0010286|heat acclimation;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G135400.v6.10.2366659 0.49873 down no Laccase-5 pfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0046274|lignin catabolic process;GO:0046688|response to copper ion;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;K05909

Manes.07G136400.v6.11.1461077 0.30051 up no . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.07G136500.v6.11.5013806 1.12E-05 up no Staphylococcal-like nuclease CAN2pfam00565 SNase Staphylococcal nuclease homologue. Present in all three domains of cellular life. Four copies in the transcriptional coactivator p100: these, however, appear to lack the active site residues of Staphylococcal nuclease. Positions 14 (Asp-21), 34 (Arg-35), 39 (Asp-40), 42 (Glu-43) and 110 (Arg-87) [SNase numbering in parentheses] are thought to be involved in substrate-binding and catalysis.GO:0006308|DNA catabolic process;GO:0006401|RNA catabolic process;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005886|plasma membrane;GO:0004520|endodeoxyribonuclease activity;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;.

Manes.07G136600.v6.10.1023868 6.47E-06 down yes . pfam06681 DUF1182 Protein of unknown function (DUF1182). This family consists of several hypothetical proteins of around 360 residues in length and seems to be specific to Caenorhabditis elegans. The function of this family is unknown.. . . .

Manes.07G136800.v6.1Inf 5.27E-05 up yes . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.07G136900.v6.118.60569 ####### up yes . pfam07107 WI12 Wound-induced protein WI12. This family consists of several plant wound-induced protein sequences related to WI12 from Mesembryanthemum crystallinum. Wounding, methyl jasmonate, and pathogen infection is known to induce local WI12 expression. WI12 expression is also thought to be developmentally controlled in the placenta and developing seeds. WI12 preferentially accumulates in the cell wall and it has been suggested that it plays a role in the reinforcement of cell wall composition after wounding and during plant development. This family seems partly related to the NTF2-like superfamily.. . . .

Manes.07G137000.v6.11.2288653 0.4292 up no . pfam11204 DUF2985 Protein of unknown function (DUF2985). This eukaryotic family of proteins has no known function.. . . .

Manes.07G137100.v6.11.3497306 0.00286 up no Alpha-soluble NSF attachment protein 2pfam14938 SNAP Soluble NSF attachment protein, SNAP. The soluble NSF attachment protein (SNAP) proteins are involved in vesicular transport between the endoplasmic reticulum and Golgi apparatus. They act as adaptors between SNARE (integral membrane SNAP receptor) proteins and NSF (N-ethylmaleimide-sensitive factor). They are structurally similar to TPR repeats.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0035494|SNARE complex disassembly;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005483|soluble NSF attachment protein activity;GO:0019905|syntaxin binding;.

Manes.07G137800.v6.10.45712 5.02E-14 down yes CBL-interacting protein kinase 2pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G137900.v6.10.4868562 3.70E-05 down yes . pfam03113 RSV_NS2 Respiratory synctial virus non-structural protein NS2. The molecular structure and function of the NS2 protein is not known. However, mutants lacking the NS2 grow at slower rates when compared to the wild-type. Nevertheless, NS2 is not essential for viral replication.. . . .

Manes.07G138000.v6.10.747347 0.27387 down no Uroporphyrinogen decarboxylase, chloroplasticpfam01208 URO-D Uroporphyrinogen decarboxylase (URO-D).GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0004853|uroporphyrinogen decarboxylase activity;.

Manes.07G138200.v6.10.0958103 4.56E-08 down yes High mobility group B protein 7pfam00505 HMG_box HMG (high mobility group) box.GO:0006338|chromatin remodeling;GO:0000741|karyogamy;GO:0010197|polar nucleus fusion;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G138600.v6.10.293708 0.05761 down no Peroxidase 4 pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.07G139400.v6.10.8849491 0.28505 down no . pfam07767 Nop53 Nop53 (60S ribosomal biogenesis). This nucleolar family of proteins are involved in 60S ribosomal biogenesis. They are specifically involved in the processing beyond the 27S stage of 25S rRNA maturation. This family contains sequences that bear similarity to the glioma tumor suppressor candidate region gene 2 protein (p60). This protein has been found to interact with herpes simplex type 1 regulatory proteins.. . . .

Manes.07G139500.v6.11.1570786 0.11531 up no . pfam05349 GATA-N GATA-type transcription activator, N-terminal. GATA transcription factors mediate cell differentiation in a diverse range of tissues. Mutation are often associated with certain congenital human disorders. The six classical vertebrate GATA proteins, GATA-1 to GATA-6, are highly homologous and have two tandem zinc fingers. The classical GATA transcription factors function transcription activators. In lower metazoans GATA proteins carry a single canonical zinc finger. This family represents the N-terminal domain of the family of GATA transcription activators.. . . .

Manes.07G139600.v6.10.33303 2.68E-24 down yes Potassium transporter 2pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.07G139700.v6.10.4443475 5.32E-06 down yes . pfam14204 Ribosomal_L18_c Ribosomal L18 C-terminal region. This domain is the C-terminal end of ribosomal L18/L5 proteins.. . . .

Manes.07G139900.v6.10.3365997 4.26E-10 down yes . pfam04479 RTA1 RTA1 like protein. This family is comprised of fungal proteins with multiple transmembrane regions. RTA1 is involved in resistance to 7-aminocholesterol, while RTM1 confers resistance to an an unknown toxic chemical in molasses. These proteins may bind to the toxic substance, and thus prevent toxicity. They are not thought to be involved in the efflux of xenobiotics.. . . .

Manes.07G140000.v6.143.506905 ####### up yes . pfam05346 DUF747 Eukaryotic membrane protein family. This family is a family of eukaryotic membrane proteins. It was previously annotated as including a putative receptor for human cytomegalovirus gH but this has has since been disputed. Analysis of the mouse Tapt1 protein (transmembrane anterior posterior transformation 1) has shown it to be involved in patterning of the vertebrate axial skeleton.. . . .

Manes.07G140100.v6.11.529979 0.00429 up no Alpha-galactosidasepfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0005975|carbohydrate metabolic process;. GO:0052692|raffinose alpha-galactosidase activity;.

Manes.07G140200.v6.12.5927435 1.81E-21 up yes . pfam04928 PAP_central Poly(A) polymerase central domain. The central domain of Poly(A) polymerase shares structural similarity with the allosteric activity domain of ribonucleotide reductase R1, which comprises a four-helix bundle and a three-stranded mixed beta- sheet. Even though the two enzymes bind ATP, the ATP-recognition motifs are different.. . . .

Manes.07G140300.v6.11.1283766 0.43015 up no tRNA (guanine(26)-N(2))-dimethyltransferasepfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . GO:0004809|tRNA (guanine-N2-)-methyltransferase activity;GO:0000049|tRNA binding;K00555

Manes.07G140600.v6.10.6058257 4.81E-05 down no . pfam01661 Macro Macro domain. This domain is an ADP-ribose binding module. It is found in a number of otherwise unrelated proteins. It is found at the C-terminus of the macro-H2A histone protein. This domain is found in the non-structural proteins of several types of ssRNA viruses such as NSP3 from alphaviruses. This domain is also found on its own in a family of proteins from bacteria, archaebacteria, and eukaryotes.. . . .

Manes.07G140700.v6.10.2744595 8.19E-12 down yes Expansin-A8 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.07G140800.v6.10.3338793 2.38E-22 down yes RING-H2 finger protein ATL72pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.07G141000.v6.10.4601439 1.73E-12 down yes . pfam10433 MMS1_N Mono-functional DNA-alkylating methyl methanesulfonate N-term. MMS1 is a protein that protects against replication-dependent DNA damage in Saccharomyces cerevisiae. MMS1 belongs to the DDB1 family of cullin 4 adaptors and the two proteins are homologous. MMS1 bridges the interaction of MMS22 and Crt10 with Cul8/Rtt101. Cul8/Rtt101 is a cullin protein involved in the regulation of DNA replication subsequent to DNA damage. The N-terminal region of MMS1 and the C-terminal of MMS22 are required for the the MMS1-MMS22 interaction. The human HIV-1 virion-associated protein Vpr assembles with DDB1 through interaction with DCAF1 (chromatin assembly factor) to form an E3 ubiquitin ligase that targets cellular substrates for proteasome-mediated degradation and subsequent G2 arrest.. . . .

Manes.07G141100.v6.10.7181688 0.0219 down no Probable methionine--tRNA ligasepfam01588 tRNA_bind Putative tRNA binding domain. This domain is found in prokaryotic methionyl-tRNA synthetases, prokaryotic phenylalanyl tRNA synthetases the yeast GU4 nucleic-binding protein (G4p1 or p42, ARC1), human tyrosyl-tRNA synthetase, and endothelial-monocyte activating polypeptide II. G4p1 binds specifically to tRNA form a complex with methionyl-tRNA synthetases. In human tyrosyl-tRNA synthetase this domain may direct tRNA to the active site of the enzyme. This domain may perform a common function in tRNA aminoacylation.GO:0006431|methionyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004825|methionine-tRNA ligase activity;GO:0000049|tRNA binding;.

Manes.07G141200.v6.133.587408 2.40E-06 up yes . pfam00625 Guanylate_kin Guanylate kinase.. . . .

Manes.07G142000.v6.10.9768596 0.96147 down no . pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.07G142100.v6.11.2626658 0.01005 up no Uncharacterized aarF domain-containing protein kinase At5g05200, chloroplasticpfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0016301|kinase activity;K08869

Manes.07G142600.v6.10.8613511 0.11781 down no Probable inactive serine/threonine-protein kinase scy1pfam00069 Pkinase Protein kinase domain.. GO:0005813|centrosome;GO:0005524|ATP binding;GO:0004672|protein kinase activity;K08876

Manes.07G142800.v6.12.0523821 0.00137 up yes . pfam05263 DUF722 Protein of unknown function (DUF722). This family contains several bacteriophage proteins of unknown function.. . . .

Manes.07G143000.v6.10.9769919 0.79147 down no Methionine--tRNA ligase, cytoplasmicpfam01588 tRNA_bind Putative tRNA binding domain. This domain is found in prokaryotic methionyl-tRNA synthetases, prokaryotic phenylalanyl tRNA synthetases the yeast GU4 nucleic-binding protein (G4p1 or p42, ARC1), human tyrosyl-tRNA synthetase, and endothelial-monocyte activating polypeptide II. G4p1 binds specifically to tRNA form a complex with methionyl-tRNA synthetases. In human tyrosyl-tRNA synthetase this domain may direct tRNA to the active site of the enzyme. This domain may perform a common function in tRNA aminoacylation.GO:0006431|methionyl-tRNA aminoacylation;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004825|methionine-tRNA ligase activity;GO:0000049|tRNA binding;K01874

Manes.07G143600.v6.10.4177747 2.48E-16 down yes . pfam04735 Baculo_helicase Baculovirus DNA helicase.. . . .

Manes.08G000200.v6.12.4137405 3.55E-22 up yes Serine/arginine-rich splicing factor RS2Z33pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0000245|spliceosomal complex assembly;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0008270|zinc ion binding;K12896

Manes.08G000400.v6.12.5052474 4.01E-09 up yes . pfam11508 DUF3218 Protein of unknown function (DUF3218). This family of proteins with unknown function appears to be restricted to Pseudomonas.. . . .

Manes.08G000600.v6.1Inf 0.04449 up no Pathogenesis-related protein PR-1pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in tiGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048765|root hair cell differentiation;GO:0005576|extracellular region;. .

Manes.08G001200.v6.16.0839356 2.91E-05 up yes . pfam13150 DUF3989 Protein of unknown function (DUF3989). A family of uncharacterized proteins found by clustering human gut metagenomic sequences.. . . .

Manes.08G001400.v6.11.2980182 0.3899 up no TBC1 domain family member 9Bpfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0005096|GTPase activator activity;.

Manes.08G001500.v6.12.112125 1.21E-06 up yes WRKY transcription factor 44pfam03106 WRKY WRKY DNA -binding domain.GO:0009957|epidermal cell fate specification;GO:0010214|seed coat development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G001600.v6.10.5444055 2.27E-09 down no Two-component response regulator-like APRR7pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0045892|negative regulation of transcription, DNA-templated;GO:0000160|phosphorelay signal transduction system;GO:0010017|red or far-red light signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0003677|DNA binding;K12129

Manes.08G001700.v6.10.2695366 1.17E-15 down yes Thioredoxin-like protein AAED1, chloroplasticpfam13911 AhpC-TSA_2 AhpC/TSA antioxidant enzyme. This family contains proteins related to alkyl hydro-peroxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0009507|chloroplast;. .

Manes.08G001800.v6.11.0972556 0.52028 up no Pentatricopeptide repeat-containing protein At5g02830, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.08G001900.v6.10.5481824 1.54E-06 down no Zinc finger CCCH domain-containing protein 11pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.08G002100.v6.10.4117749 7.04E-08 down yes . pfam14239 RRXRR RRXRR protein. This domain is found in bacteria, eukaryotes and viruses, and is approximately 180 amino acids in length. It contains a conserved RRXRR motif. It is often found in association with pfam01844.. . . .

Manes.08G002500.v6.110.188417 0.1034 up no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G003000.v6.11.0293475 0.74902 up no E3 ubiquitin-protein ligase UPL4pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10590

Manes.08G003100.v6.11.0849812 0.34206 up no Pentatricopeptide repeat-containing protein At3g09650, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;.

Manes.08G003400.v6.10.6342888 5.40E-05 down no . pfam10323 7TM_GPCR_Srv Serpentine type 7TM GPCR chemoreceptor Srv. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srv is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.08G003800.v6.11.4466801 0.00011 up no Protein IQ-DOMAIN 1pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005634|nucleus;. .

Manes.08G003900.v6.10.5766237 0.06336 down no Probable beta-1,4-xylosyltransferase IRX9pfam03360 Glyco_transf_43 Glycosyltransferase family 43.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0010413|glucuronoxylan metabolic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015018|galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.

Manes.08G004000.v6.10.7401398 0.0138 down no Importin subunit alpha-2pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.GO:0000278|mitotic cell cycle;GO:0048522|positive regulation of cellular process;GO:0006606|protein import into nucleus;GO:0009410|response to xenobiotic stimulus;GO:0006396|RNA processing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0008565|protein transporter activity;.

Manes.08G004200.v6.10.5796631 0.00108 down no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.08G004300.v6.10.5374923 3.27E-05 down no . pfam12072 DUF3552 Domain of unknown function (DUF3552). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is about 200 amino acids in length. This domain is found associated with pfam00013, pfam01966. This domain has a single completely conserved residue A that may be functionally important.. . . .

Manes.08G004800.v6.10.7963097 0.04113 down no L-type lectin-domain containing receptor kinase VIII.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G005200.v6.10.7747453 0.01347 down no E3 ubiquitin-protein ligase MBR2pfam12692 Methyltransf_17 S-adenosyl-L-methionine methyltransferase. This domain is found in bacterial proteins. The structure of the proteins in this family suggest that they function as a methyltransferase.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.08G005300.v6.10.3747687 8.03E-07 down yes . pfam00843 Arena_nucleocap Arenavirus nucleocapsid protein.. . . .

Manes.08G005800.v6.10.5600623 7.26E-05 down no DnaJ protein P58IPK homologpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0044794|positive regulation by host of viral process;GO:0016032|viral process;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;. K09523

Manes.08G006100.v6.10.6982277 0.00039 down no Probable E3 ubiquitin-protein ligase MARCH10pfam12906 RINGv RING-variant domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10665

Manes.08G006200.v6.10.6639615 0.00231 down no . pfam05140 ResB ResB-like family. This family includes both ResB and cytochrome c biogenesis proteins. Mutations in ResB indicate that they are essential for growth. ResB is predicted to be a transmembrane protein.. . . .

Manes.08G006400.v6.11.8367262 7.89E-12 up no Probable E3 ubiquitin-protein ligase LOG2pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0080144|amino acid homeostasis;GO:0009737|response to abscisic acid;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.08G006500.v6.10.5450744 0.00376 down no Putative serine/threonine-protein kinase (Fragment)pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G006700.v6.10.7488725 0.06116 down no Serine/threonine-protein kinase-like protein CCR1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.



Manes.08G006800.v6.10.3759635 2.59E-13 down yes Aquaporin PIP2-4pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;K09872

Manes.08G007400.v6.15.3003711 1.23E-63 up yes CASP-like protein 5A1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G007700.v6.10.4472703 0.07601 down no BTB/POZ domain-containing protein At5g03250pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.08G007800.v6.10.4273133 3.59E-11 down yes Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG3pfam03641 Lysine_decarbox Possible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.08G007900.v6.1Inf 2.66E-25 up yes Putative cyclic nucleotide-gated ion channel 15pfam00027 cNMP_binding Cyclic nucleotide-binding domain.GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.08G008400.v6.12.6567935 7.50E-23 up yes Phenylalanine ammonia-lyasepfam00221 Lyase_aromatic Aromatic amino acid lyase. This family includes proteins with phenylalanine ammonia-lyase, EC:4.3.1.24, histidine ammonia-lyase, EC:4.3.1.3, and tyrosine aminomutase, EC:5.4.3.6, activities.GO:0009800|cinnamic acid biosynthetic process;GO:0006559|L-phenylalanine catabolic process;GO:0005737|cytoplasm;GO:0045548|phenylalanine ammonia-lyase activity;.

Manes.08G008800.v6.110.31458 0.00197 up yes . pfam14745 WASH-7_N WASH complex subunit 7, N-terminal. This family is the conserved N-terminal region of proteins that form subunit 7 of the WASH complex. In species such as Drosophila this protein is the only component of the 'complex'. This complex is a nucleation promoting factor necessary for the activation of Arp2/3 that nucleates and organizes actin filaments by associating with a pre-existing filament to induce the assembly of a branching filament. WASH thus effectively nucleates actin on endosomes.. . . .

Manes.08G008900.v6.10.7248017 0.00136 down no Telomere repeat-binding protein 5pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0003691|double-stranded telomeric DNA binding;.

Manes.08G009100.v6.10.7036162 0.01771 down no OTU domain-containing protein DDB_G0284757pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.08G009400.v6.10.0206494 7.45E-08 down yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.08G009600.v6.10.5897117 0.00192 down no UDP-glycosyltransferase 86A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.08G009700.v6.10.8296763 0.09647 down no TSL-kinase interacting protein 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G010100.v6.10.021151 1.01E-16 down yes Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.08G010600.v6.10.382612 3.99E-06 down yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.08G010700.v6.10.9426941 0.5576 down no Histidine--tRNA ligasepfam13393 tRNA-synt_His Histidyl-tRNA synthetase. This is a family of class II aminoacyl-tRNA synthetase-like and ATP phosphoribosyltransferase regulatory subunits.GO:0006427|histidyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004821|histidine-tRNA ligase activity;K01892

Manes.08G011000.v6.10.2494627 0.00041 down yes . pfam12698 ABC2_membrane_3ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.08G011100.v6.10.5645269 1.62E-06 down no ABC transporter B family member 1pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0060919|auxin influx;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0009624|response to nematode;GO:0009639|response to red or far red light;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;GO:0010328|auxin influx transmembrane transporter activity;K05658

Manes.08G011300.v6.10.5054422 0.06672 down no Transcription factor RAX3pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.08G011400.v6.10.5291902 1.51E-08 down no . pfam15175 SPATA24 Spermatogenesis-associated protein 24. This family of proteins bind to DNA and to TBP (TATA box binding protein), TATA-binding protein (TBP)-related protein 2 (TRF2) and several polycomb factors. It is likely to function as a transcription regulator.. . . .

Manes.08G011600.v6.10.5915708 0.00024 down no Thioredoxin-like 3-3pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.08G011700.v6.10.5814104 0.00165 down no . pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.08G011800.v6.10.3509257 1.46E-17 down yes Cytochrome P450 94A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G011900.v6.10.3377488 4.50E-15 down yes Probable xyloglucan endotransglucosylase/hydrolase protein 32pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0016998|cell wall macromolecule catabolic process;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.08G012200.v6.10.7376273 0.00381 down no Serine/threonine protein phosphatase 2A 57 kDa regulatory subunit B' beta isoformpfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.GO:0007165|signal transduction;GO:0000159|protein phosphatase type 2A complex;GO:0008601|protein phosphatase type 2A regulator activity;K11584

Manes.08G012500.v6.10.865865 1 down no . pfam01139 RtcB tRNA-splicing ligase RtcB. This family of RNA ligases (EC:6.5.1.3) join 2',3'-cyclic phosphate and 5'-OH ends. They catalyse the splicing of tRNA and may also participate in tRNA repair and recovery from stress-induced RNA damage.. . . .

Manes.08G012700.v6.10.4475526 0.00011 down yes RING finger and CHY zinc finger domain-containing protein 1pfam14599 zinc_ribbon_6 Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0031398|positive regulation of protein ubiquitination;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0002039|p53 binding;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10144

Manes.08G013600.v6.10.6728071 0.00203 down no Protein fluG pfam00120 Gln-synt_C Glutamine synthetase, catalytic domain.GO:0001896|autolysis;GO:0048315|conidium formation;GO:0006807|nitrogen compound metabolic process;GO:0075307|positive regulation of conidium formation;GO:0010914|positive regulation of sterigmatocystin biosynthetic process;GO:1900376|regulation of secondary metabolite biosynthetic process;GO:0010913|regulation of sterigmatocystin biosynthetic process;GO:0000905|sporocarp development involved in asexual reproduction;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0045461|sterigmatocystin biosynthetic process;GO:0005737|cytoplasm;GO:0003824|catalytic activity;.

Manes.08G013700.v6.10.8946076 0.27517 down no Protein fluG pfam00120 Gln-synt_C Glutamine synthetase, catalytic domain.GO:0001896|autolysis;GO:0048315|conidium formation;GO:0006807|nitrogen compound metabolic process;GO:0075307|positive regulation of conidium formation;GO:0010914|positive regulation of sterigmatocystin biosynthetic process;GO:1900376|regulation of secondary metabolite biosynthetic process;GO:0010913|regulation of sterigmatocystin biosynthetic process;GO:0000905|sporocarp development involved in asexual reproduction;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0045461|sterigmatocystin biosynthetic process;GO:0005737|cytoplasm;GO:0003824|catalytic activity;.

Manes.08G014800.v6.10.6806656 8.07E-05 down no . pfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . . .

Manes.08G015000.v6.10.6773626 0.01111 down no snRNA-activating protein complex subunitpfam12251 zf-SNAP50_C snRNA-activating protein of 50kDa MW C terminal. This domain family is found in eukaryotes, and is typically between 196 and 207 amino acids in length. There is a conserved CEH sequence motif. SNAP50 is part of the snRNA-activating protein complex which activates RNA polymerases II and III. There is a cysteine-histidine cluster which contains two possible zinc finger motifs.GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0060184|cell cycle switching;GO:0043697|cell dedifferentiation;GO:0071365|cellular response to auxin stimulus;GO:0071368|cellular response to cytokinin stimulus;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010014|meristem initiation;GO:0009945|radial axis specification;GO:0006355|regulation of transcription, DNA-templated;GO:0009301|snRNA transcription;GO:0005634|nucleus;GO:0003677|DNA binding;K15210

Manes.08G015100.v6.10.3910198 2.87E-14 down yes . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.08G015200.v6.10.3162292 2.11E-08 down yes . pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.08G015300.v6.10.7302547 0.00121 down no Probable galacturonosyltransferase 4pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.08G015700.v6.11.2973472 0.00385 up no DEAD-box ATP-dependent RNA helicase 38pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0016973|poly(A)+ mRNA export from nucleus;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0010501|RNA secondary structure unwinding;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;GO:0003724|RNA helicase activity;GO:0008186|RNA-dependent ATPase activity;K18655

Manes.08G015800.v6.11.084189 0.48242 up no . pfam09350 DUF1992 Domain of unknown function (DUF1992). This family of proteins are functionally uncharacterized.. . . .

Manes.08G015900.v6.10.9061229 0.4927 down no Vacuolar protein-sorting-associated protein 37 homolog 1pfam07200 Mod_r Modifier of rudimentary (Mod(r)) protein. This family represents a conserved region approximately 150 residues long within a number of eukaryotic proteins that show homology with Drosophila melanogaster Modifier of rudimentary (Mod(r)) proteins. The N-terminal half of Mod(r) proteins is acidic, whereas the C-terminal half is basic, and both of these regions are represented in this family. Members of this family include the Vps37 subunit of the endosomal sorting complex ESCRT-I, a complex involved in recruiting transport machinery for protein sorting at the multivesicular body (MVB). The yeast ESCRT-I complex consists of three proteins (Vps23, Vps28 and Vps37). The mammalian homologue of Vps37 interacts with Tsg101 (Pfam: PF05743) through its mod(r) domain and its function is essential for lysosomal sorting of EGF receptors.GO:0015031|protein transport;GO:0000813|ESCRT I complex;. K12185

Manes.08G016100.v6.10.6058323 0.58243 down no RING-H2 finger protein ATL72pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.08G016200.v6.1NA NA -- no Probable 2-oxoglutarate/Fe(II)-dependent dioxygenasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0016740|transferase activity;.

Manes.08G016400.v6.11.684042 1.31E-08 up no Caffeic acid 3-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.GO:0009809|lignin biosynthetic process;. GO:0047763|caffeate O-methyltransferase activity;.

Manes.08G016500.v6.16.1473023 4.14E-10 up yes Probable pectinesterase 15pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.08G016900.v6.10.477124 0.01439 down yes UDP-glycosyltransferase 73C3pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;K13496

Manes.08G017500.v6.10.6254135 0.03237 down no GDSL esterase/lipase At5g03820pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.08G017600.v6.11.0765582 0.41068 up no E3 ubiquitin-protein ligase UPL7pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10588

Manes.08G017700.v6.10.4444016 5.69E-14 down yes Pentatricopeptide repeat-containing protein At5g03800pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009793|embryo development ending in seed dormancy;. . .

Manes.08G017900.v6.12.3605806 0.0045 up yes Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.08G018000.v6.11.2891721 1 up no Embryonic protein DC-8pfam02987 LEA_4 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown.. GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;. .

Manes.08G018100.v6.10.8356145 0.45702 down no . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.08G018200.v6.11.8260498 8.68E-11 up no Protein kinase dsk1pfam00069 Pkinase Protein kinase domain.GO:0051301|cell division;GO:0035556|intracellular signal transduction;GO:0007067|mitotic nuclear division;GO:1900181|negative regulation of protein localization to nucleus;GO:0048026|positive regulation of mRNA splicing, via spliceosome;GO:1900182|positive regulation of protein localization to nucleus;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0046822|regulation of nucleocytoplasmic transport;GO:0032153|cell division site;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0044732|mitotic spindle pole body;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0050265|RNA uridylyltransferase activity;K08832

Manes.08G018700.v6.1Inf 0.9009 up no . pfam11902 DUF3422 Protein of unknown function (DUF3422). This family of proteins are functionally uncharacterized. This protein is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 426 to 444 amino acids in length.. . . .

Manes.08G018900.v6.10.5756125 0.00328 down no Probable 3-deoxy-D-manno-octulosonic acid transferase, mitochondrialpfam04413 Glycos_transf_N 3-Deoxy-D-manno-octulosonic-acid transferase (kdotransferase). Members of this family transfer activated sugars to a variety of substrates, including glycogen, fructose-6-phosphate and lipopolysaccharides. Members of the family transfer UDP, ADP, GDP or CMP linked sugars. The Glycos_transf_N region is flanked at the N-terminus by a signal peptide and at the C-terminus by Glycos_transf_1 (pfam00534). The eukaryotic glycogen synthases may be distant members of this bacterial family.GO:0036104|Kdo2-lipid A biosynthetic process;GO:0009245|lipid A biosynthetic process;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0016740|transferase activity;GO:0016757|transferase activity, transferring glycosyl groups;K02527

Manes.08G019000.v6.10.0965802 0.00024 down yes Cytochrome P450 76A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G019400.v6.10.4994014 0.02475 down yes Cytochrome P450 76A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G019500.v6.12.3921625 1.92E-20 up yes Cytochrome P450 76A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G019600.v6.10.678568 0.01208 down no . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.08G020100.v6.10.9505274 0.61745 down no Glucomannan 4-beta-mannosyltransferase 9pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0009294|DNA mediated transformation;GO:0097502|mannosylation;GO:0009617|response to bacterium;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047259|glucomannan 4-beta-mannosyltransferase activity;GO:0051753|mannan synthase activity;K13680

Manes.08G020200.v6.11.2707647 0.00882 up no Enolase 2 pfam00113 Enolase_C Enolase, C-terminal TIM barrel domain.GO:0006096|glycolytic process;GO:0000015|phosphopyruvate hydratase complex;GO:0000287|magnesium ion binding;GO:0004634|phosphopyruvate hydratase activity;.

Manes.08G020300.v6.10.6985672 0.00069 down no Splicing factor U2af small subunit Apfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006397|mRNA processing;GO:0048573|photoperiodism, flowering;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G020700.v6.113.846391 ####### up yes Heat stress transcription factor A-3pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.08G020800.v6.18.7850393 0.05118 up no . pfam00199 Catalase Catalase. . . . .

Manes.08G020900.v6.11.1973411 0.05087 up no Ribosome production factor 2 homologpfam04427 Brix Brix domain.. GO:0005730|nucleolus;. K14847

Manes.08G022200.v6.11.6414519 3.04E-08 up no . pfam04949 Transcrip_act Transcriptional activator. This family of proteins may act as a transcriptional activator. It plays a role in stress response in plants.. . . .

Manes.08G023000.v6.10.3402897 1.83E-15 down yes Serine/threonine-protein kinase KIPKpfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G023100.v6.10.6819375 0.11112 down no . pfam09508 Lact_bio_phlase Lacto-N-biose phosphorylase. The gene which codes for this protein in gut-bacteria is located in a novel putative operon for galactose metabolizm. The protein appears to be a carbohydrate-processing phosphorolytic enzyme (EC:2.4.1.211), unlike either glycoside hydrolases or glycoside lyase. Intestinal colonisation by bifidobacteria is important for human health, especially in pediatrics, because colonisation seems to prevent infection by some pathogenic bacteria that cause diarrhoea or other illnesses. The operon seems to be involved in intestinal colonisation by bifidobacteria mediated by metabolizm of mucin sugars. In addition, it may also resolve the question of the nature of the bifidus factor in human milk as the lacto-N-biose structure found in milk oligosaccharides.. . . .

Manes.08G023200.v6.11.6931848 4.09E-06 up no Monodehydroascorbate reductasepfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0016656|monodehydroascorbate reductase (NADH) activity;.

Manes.08G023300.v6.10.8528993 0.33738 down no 60S acidic ribosomal protein P2pfam00428 Ribosomal_60s 60s Acidic ribosomal protein. This family includes archaebacterial L12, eukaryotic P0, P1 and P2.GO:0006414|translational elongation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G023400.v6.10.4932653 1.23E-08 down yes . pfam00612 IQ IQ calmodulin-binding motif. Calmodulin-binding motif.. . . .

Manes.08G023800.v6.10.4364952 1.38E-06 down yes Zinc finger A20 and AN1 domain-containing stress-associated protein 4pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.08G024000.v6.13.2847526 2.96E-42 up yes Purple acid phosphatase 22pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.08G024900.v6.10.3878011 1.32E-10 down yes . pfam12280 BSMAP Brain specific membrane anchored protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 285 and 331 amino acids in length. BSMAP has a putative transmembrane domain and is predicted to be a type I membrane glycoprotein.. . . .

Manes.08G025000.v6.10.7004905 0.00348 down no Probable cytosolic iron-sulfur protein assembly protein CIAO1 homologpfam00400 WD40 WD domain, G-beta repeat.GO:0016226|iron-sulfur cluster assembly;GO:0097361|CIA complex;. .

Manes.08G025300.v6.13.4058914 2.45E-06 up yes Glucosamine 6-phosphate N-acetyltransferasepfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.GO:0006044|N-acetylglucosamine metabolic process;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0004343|glucosamine 6-phosphate N-acetyltransferase activity;K00621

Manes.08G026100.v6.10.7477126 0.01432 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.08G026200.v6.11.877205 4.93E-12 up no Heterogeneous nuclear ribonucleoprotein Qpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.08G026500.v6.10.3518229 8.27E-07 down yes Putative pentatricopeptide repeat-containing protein At3g11460pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0016554|cytidine to uridine editing;. . .

Manes.08G027000.v6.10.5944445 2.29E-05 down no . pfam13136 DUF3984 Protein of unknown function (DUF3984). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 393 and 442 amino acids in length.. . . .

Manes.08G027500.v6.12.5185851 1.06E-05 up yes . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.08G027600.v6.11.4147246 0.00177 up no . pfam12494 DUF3695 Protein of unknown function (DUF3695). This family of proteins is found in eukaryotes. Proteins in this family are typically between 157 and 192 amino acids in length. There is a single completely conserved residue D that may be functionally important.. . . .

Manes.08G028000.v6.1NA NA -- no NAC domain-containing protein 90pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G028400.v6.10.9732945 0.80071 down no Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLYpfam13844 Glyco_transf_41 Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006486|protein glycosylation;GO:0005634|nucleus;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.08G028500.v6.1Inf 0.00129 up yes Casparian strip membrane protein 2pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G028600.v6.1Inf 0.9009 up no Casparian strip membrane protein 1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G028900.v6.10.9744108 0.79608 down no . pfam05793 TFIIF_alpha Transcription initiation factor IIF, alpha subunit (TFIIF-alpha). Transcription initiation factor IIF, alpha subunit (TFIIF-alpha) or RNA polymerase II-associating protein 74 (RAP74) is the large subunit of transcription factor IIF (TFIIF), which is essential for accurate initiation and stimulates elongation by RNA polymerase II.. . . .

Manes.08G029000.v6.10.9757612 0.85924 down no Protein trichome birefringence-like 8pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.08G029100.v6.10.9730612 0.824 down no . pfam15433 MRP-S31 Mitochondrial 28S ribosomal protein S31. MRP-S31 is the mitochondrial 28S ribosomal subunit S31. This family of proteins is found in eukaryotes. Proteins in this family are typically between 246 and 395 amino acids in length. There are two conserved sequence motifs: RHFMELV and GLSKN.. . . .

Manes.08G029200.v6.16.3579857 3.22E-57 up yes B3 domain-containing protein At2g36080pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0045892|negative regulation of transcription, DNA-templated;GO:0080167|response to karrikin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G029300.v6.13.8465463 0.00088 up yes Lysosomal Pro-X carboxypeptidasepfam05577 Peptidase_S28 Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.GO:0043535|regulation of blood vessel endothelial cell migration;GO:0005764|lysosome;GO:0004180|carboxypeptidase activity;GO:0008236|serine-type peptidase activity;K01285

Manes.08G029400.v6.10.7090752 0.00483 down no Uncharacterized protein At5g41620pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.08G029500.v6.10.3869556 2.33E-06 down yes IAA-amino acid hydrolase ILR1-like 7pfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.. . GO:0016787|hydrolase activity;K14664



Manes.08G029600.v6.10.2209068 1.52E-08 down yes IAA-amino acid hydrolase ILR1-like 3pfam13289 SIR2_2 SIR2-like domain. This family of proteins are related to the sirtuins.. . GO:0016787|hydrolase activity;.

Manes.08G029700.v6.10.4344433 1.68E-12 down yes Tropinone reductase-like 2pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.08G030000.v6.1Inf 0.9009 up no Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.08G030200.v6.10.5668411 2.34E-07 down no Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.08G030300.v6.10.5300978 0.00764 down no Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.08G030500.v6.10.9952066 0.95806 down no TLD domain-containing protein 1pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.. GO:0005765|lysosomal membrane;. .

Manes.08G030600.v6.10.816461 0.06151 down no . pfam14643 DUF4455 Domain of unknown function (DUF4455). This domain family is found in bacteria and eukaryotes, and is approximately 480 amino acids in length. There are two completely conserved residues (W and P) that may be functionally important.. . . .

Manes.08G031400.v6.11.5051183 0.17536 up no . pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . .

Manes.08G031700.v6.10.5044118 8.40E-05 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.08G032100.v6.10.5573468 2.48E-06 down no Aspartic proteinase nepenthesin-2pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.08G032200.v6.10.7214623 0.00149 down no Protein CLEC16Apfam09758 FPL Uncharacterized conserved protein. This entry represents an N-terminal region of approximately 150 residues of a family of proteins of unknown function. It contains a highly conserved FPL motif.GO:0006914|autophagy;GO:0010008|endosome membrane;GO:0005765|lysosomal membrane;. .

Manes.08G032600.v6.10.5514988 0.00282 down no . pfam14659 Phage_int_SAM_3Phage integrase, N-terminal SAM-like domain. This domain is found in a variety of phage integrase proteins.. . . .

Manes.08G032700.v6.16.3005197 0.00711 up yes Protein YLS9pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.GO:0051607|defense response to virus;GO:0010150|leaf senescence;GO:0051707|response to other organism;GO:0009507|chloroplast;. .

Manes.08G032900.v6.10.2512727 2.41E-13 down yes . pfam05296 TAS2R Mammalian taste receptor protein (TAS2R). This family consists of several forms of mammalian taste receptor proteins (TAS2Rs). TAS2Rs are G protein-coupled receptors expressed in subsets of taste receptor cells of the tongue and palate epithelia and are organized in the genome in clusters. The proteins are genetically linked to loci that influence bitter perception in mice and humans.. . . .

Manes.08G033000.v6.10.4656446 5.61E-05 down yes . pfam07520 SrfB Virulence factor SrfB. This family includes homologues of SsrAB is a two-component regulatory system encoded within the Salmonella pathogenicity island SPI-2. Among the products of genes activated by SsrAB within epithelial and macrophage cells is Salmonella typhimurium srfB. Homologues are found in several other proteobacteria.. . . .

Manes.08G033100.v6.10.3825293 0.00028 down yes Protein CHROMOSOME TRANSMISSION FIDELITY 7pfam13880 Acetyltransf_13 ESCO1/2 acetyl-transferase.GO:0048653|anther development;GO:0051301|cell division;GO:0080186|developmental vegetative growth;GO:0000724|double-strand break repair via homologous recombination;GO:0009793|embryo development ending in seed dormancy;GO:0009553|embryo sac development;GO:0034089|establishment of meiotic sister chromatid cohesion;GO:0060772|leaf phyllotactic patterning;GO:0045132|meiotic chromosome segregation;GO:0000070|mitotic sister chromatid segregation;GO:0048609|multicellular organismal reproductive process;GO:0048364|root development;GO:0007062|sister chromatid cohesion;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016407|acetyltransferase activity;GO:0046872|metal ion binding;K11268

Manes.08G033400.v6.10.2494159 8.51E-28 down yes Receptor protein kinase TMK1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.08G033700.v6.11.0102533 0.88017 up no Digalactosyldiacylglycerol synthase 1, chloroplasticpfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0009707|chloroplast outer membrane;GO:0043661|peribacteroid membrane;GO:0046481|digalactosyldiacylglycerol synthase activity;.

Manes.08G033800.v6.139.137579 4.36E-08 up yes Aluminum-activated malate transporter 8pfam11744 ALMT Aluminium activated malate transporter.GO:0015743|malate transport;GO:0016021|integral component of membrane;. .

Manes.08G034000.v6.19.4157595 2.26E-07 up yes E3 ubiquitin-protein ligase PUB24pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0006952|defense response;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.08G034100.v6.140.319052 6.31E-08 up yes E3 ubiquitin-protein ligase PUB23pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0006952|defense response;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.08G034500.v6.10.5403266 0.00126 down no Putative deoxyribonuclease TATDN1pfam01026 TatD_DNase TatD related DNase. This family of proteins are related to a large superfamily of metalloenzymes. TatD, a member of this family has been shown experimentally to be a DNase enzyme.. GO:0005634|nucleus;GO:0016888|endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0046872|metal ion binding;K03424

Manes.08G034600.v6.12.3939754 1.74E-14 up yes 33 kDa ribonucleoprotein, chloroplasticpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G035100.v6.1Inf 0.35135 up no Agamous-like MADS-box protein AGL80pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043078|polar nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G035200.v6.11.6242043 1.16E-05 up no . pfam10204 DuoxA Dual oxidase maturation factor. DuoxA (Dual oxidase maturation factor) is the essential protein necessary for the final release of DUOX2 (an NADPH:O2 oxidoreductase flavoprotein) from the endoplasmic reticulum. Dual oxidases (DUOX1 and DUOX2) constitute the catalytic core of the hydrogen peroxide generator, which generates H2O2 at the apical membrane of thyroid follicular cells, essential for iodination of thyroglobulin by thyroid peroxidases. DuoxA carries five membrane-integral regions including a reverse signal-anchor with external N-terminus (type III) and two N-glycosylation sites. It is conserved from nematodes to humans.. . . .

Manes.08G035500.v6.13.3441655 2.78E-08 up yes Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G035600.v6.12.5943936 1.37E-24 up yes . pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.08G035700.v6.10.4993752 2.38E-08 down yes Protein YABBY 2pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0007275|multicellular organismal development;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.08G035800.v6.11.7651383 2.36E-08 up no Dihydroneopterin aldolase 1pfam02152 FolB Dihydroneopterin aldolase. This enzyme EC:4.1.2.25 catalyses the conversion of 7,8-dihydroneopterin to 6-hydroxymethyl-7,8-dihydropterin in the biosynthetic pathway of tetrahydrofolate.GO:0046656|folic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0005829|cytosol;GO:0004150|dihydroneopterin aldolase activity;K01633

Manes.08G036000.v6.10.9694712 0.83738 down no . pfam14184 YrvL Regulatory protein YrvL. YrvL prevents expression and activity of the YrvI sigma factor. It may function as an anti-sigma factor. . . .

Manes.08G036100.v6.10.9562445 0.73612 down no Iron-sulfur cluster co-chaperone protein HscB, mitochondrialpfam07743 HSCB_C HSCB C-terminal oligomerization domain. This domain is the HSCB C-terminal oligomerization domain and is found on co-chaperone proteins.GO:0016226|iron-sulfur cluster assembly;GO:0006457|protein folding;GO:0051259|protein oligomerization;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0051087|chaperone binding;GO:0046872|metal ion binding;K04082

Manes.08G036400.v6.11.756997 2.37E-10 up no Protein WAVE-DAMPENED 2pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.GO:0007163|establishment or maintenance of cell polarity;GO:0001578|microtubule bundle formation;GO:0000226|microtubule cytoskeleton organization;GO:0009825|multidimensional cell growth;GO:0010091|trichome branching;GO:0055028|cortical microtubule;. .

Manes.08G036500.v6.11.8953396 5.99E-12 up no Fasciclin-like arabinogalactan protein 17pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.08G036600.v6.10.7713948 0.00729 down no E3 ubiquitin-protein ligase RHF2Apfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.08G036700.v6.10.5640808 3.97E-05 down no . pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.. . . .

Manes.08G037100.v6.10.862119 0.12579 down no Prolycopene isomerase, chloroplasticpfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0016117|carotenoid biosynthetic process;GO:0009662|etioplast organization;GO:0055114|oxidation-reduction process;GO:0031969|chloroplast membrane;GO:0046608|carotenoid isomerase activity;GO:0016491|oxidoreductase activity;K09835

Manes.08G037200.v6.10.7267997 0.01439 down no ABC transporter G family member 22pfam01061 ABC2_membrane ABC-2 type transporter.GO:0009414|response to water deprivation;GO:0010148|transpiration;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.08G037300.v6.10.2500353 3.01E-07 down yes Calcium-dependent protein kinase 20pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.08G037800.v6.10.6388155 9.28E-05 down no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.08G037900.v6.14.9133147 6.72E-32 up yes Probable carboxylesterase 15pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.08G038200.v6.10.7393545 0.06439 down no Proton-coupled amino acid transporter 3pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015808|L-alanine transport;GO:0035524|proline transmembrane transport;GO:0015824|proline transport;GO:0015827|tryptophan transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015180|L-alanine transmembrane transporter activity;GO:0015193|L-proline transmembrane transporter activity;GO:0015196|L-tryptophan transmembrane transporter activity;GO:0015293|symporter activity;K14209

Manes.08G038300.v6.10.7904717 0.02822 down no Probable glutamate carboxypeptidase 2pfam04389 Peptidase_M28 Peptidase family M28.GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0010305|leaf vascular tissue pattern formation;GO:0048507|meristem development;GO:0009640|photomorphogenesis;GO:0006508|proteolysis;GO:0010080|regulation of floral meristem growth;GO:0010081|regulation of inflorescence meristem growth;GO:0010082|regulation of root meristem growth;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0004180|carboxypeptidase activity;GO:0046872|metal ion binding;GO:0004181|metallocarboxypeptidase activity;K01301

Manes.08G038800.v6.11.1542164 0.14121 up no Rhomboid-like protein 15pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. GO:0016021|integral component of membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.08G039400.v6.10.8254836 0.06007 down no Homogentisate solanesyltransferase, chloroplasticpfam01040 UbiA UbiA prenyltransferase family.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0004659|prenyltransferase activity;K12501

Manes.08G039600.v6.10.6911958 0.00019 down no Eukaryotic translation initiation factor 3 subunit Cpfam05470 eIF-3c_N Eukaryotic translation initiation factor 3 subunit 8 N-terminus. The largest of the mammalian translation initiation factors, eIF3, consists of at least eight subunits ranging in mass from 35 to 170 kDa. eIF3 binds to the 40 S ribosome in an early step of translation initiation and promotes the binding of methionyl-tRNAi and mRNA.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;.

Manes.08G039800.v6.11.2898277 0.01265 up no TNF receptor-associated factor family protein DDB_G0290931pfam02176 zf-TRAF TRAF-type zinc finger.. GO:0005737|cytoplasm;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.08G039900.v6.10.7461757 0.01265 down no Mediator of RNA polymerase II transcription subunit 7apfam05983 Med7 MED7 protein. This family consists of several eukaryotic proteins which are homologues of the yeast MED7 protein. Activation of gene transcription in metazoans is a multi-step process that is triggered by factors that recognize transcriptional enhancer sites in DNA. These factors work with co-activators such as MED7 to direct transcriptional initiation by the RNA polymerase II apparatus.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K15148

Manes.08G040000.v6.10.6905596 0.00015 down no Splicing factor 3B subunit 3pfam10433 MMS1_N Mono-functional DNA-alkylating methyl methanesulfonate N-term. MMS1 is a protein that protects against replication-dependent DNA damage in Saccharomyces cerevisiae. MMS1 belongs to the DDB1 family of cullin 4 adaptors and the two proteins are homologous. MMS1 bridges the interaction of MMS22 and Crt10 with Cul8/Rtt101. Cul8/Rtt101 is a cullin protein involved in the regulation of DNA replication subsequent to DNA damage. The N-terminal region of MMS1 and the C-terminal of MMS22 are required for the the MMS1-MMS22 interaction. The human HIV-1 virion-associated protein Vpr assembles with DDB1 through interaction with DCAF1 (chromatin assembly factor) to form an E3 ubiquitin ligase that targets cellular substrates for proteasome-mediated degradation and subsequent G2 arrest.GO:0000398|mRNA splicing, via spliceosome;GO:0042177|negative regulation of protein catabolic process;GO:0071013|catalytic step 2 spliceosome;GO:0005689|U12-type spliceosomal complex;GO:0003723|RNA binding;K12830

Manes.08G040300.v6.10.798279 0.15127 down no Histone-lysine N-methyltransferase ATXR4pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;K11426

Manes.08G040500.v6.12.2726448 1.31E-19 up yes Lipid phosphate phosphatase deltapfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0009737|response to abscisic acid;GO:0006665|sphingolipid metabolic process;GO:0090332|stomatal closure;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.08G040600.v6.10.870826 0.15704 down no Serine/threonine-protein phosphatase PP2A-3 catalytic subunitpfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0000159|protein phosphatase type 2A complex;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K04382

Manes.08G040700.v6.12.2741988 5.83E-20 up yes DEAD-box ATP-dependent RNA helicase 37pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K11594

Manes.08G040900.v6.11.1595382 0.09954 up no Carbon catabolite repressor protein 4 homolog 1pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0019252|starch biosynthetic process;GO:0005986|sucrose biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0000932|cytoplasmic mRNA processing body;GO:0005829|cytosol;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12603

Manes.08G041900.v6.10.4466079 0.00018 down yes Zinc finger protein 8pfam15315 FRG2 Facioscapulohumeral muscular dystrophy candidate 2. This family of proteins is found in eukaryotes. The family is localized close to the D4Z4 repeats on chromosome 4 and 10 that are associated with the autosomal dominant facioscapulohumeral muscular dystrophy (FSHD). FRG2 are transcriptionally upregulated in FSHD myoblast cultures suggesting involvement in the pathogenesis of FSHD.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.08G042100.v6.10.1649349 4.70E-18 down yes Dirigent protein 19pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.08G042300.v6.10.7714397 0.0074 down no Kinesin-related protein 11pfam00225 Kinesin Kinesin motor domain.GO:0034613|cellular protein localization;GO:0007018|microtubule-based movement;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0003777|microtubule motor activity;K11498

Manes.08G042400.v6.10.9163453 0.53395 down no Transmembrane and coiled-coil domains protein 1pfam01956 DUF106 Integral membrane protein DUF106. This archaebacterial protein family has no known function. Members are predicted to be integral membrane proteins.. GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.08G042500.v6.12.1272403 3.42E-08 up yes Metal tolerance protein 4pfam01545 Cation_efflux Cation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;.

Manes.08G042700.v6.10.9492112 0.60938 down no . pfam14688 DUF4461 Domain of unknown function (DUF4461). This domain family is found in eukaryotes, and is approximately 310 amino acids in length.. . . .

Manes.08G042800.v6.10.4798161 6.21E-08 down yes Activator of 90 kDa heat shock protein ATPase homolog 1pfam09229 Aha1_N Activator of Hsp90 ATPase, N-terminal. Members of this family, which are predominantly found in the protein 'Activator of Hsp90 ATPase' adopt a secondary structure consisting of an N-terminal alpha-helix leading into a four-stranded meandering antiparallel beta-sheet, followed by a C-terminal alpha-helix. The two helices are packed together, with the beta-sheet curving around them. They bind to the molecular chaperone HSP82 and stimulate its ATPase activity.GO:0032781|positive regulation of ATPase activity;GO:0006950|response to stress;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0070062|extracellular exosome;GO:0001671|ATPase activator activity;GO:0051087|chaperone binding;.

Manes.08G042900.v6.10.687208 0.00462 down no DNA-3-methyladenine glycosylasepfam02245 Pur_DNA_glyco Methylpurine-DNA glycosylase (MPG). Methylpurine-DNA glycosylase is a base excision-repair protein. It is responsible for the hydrolysis of the deoxyribose N-glycosidic bond, excising 3-methyladenine and 3-methylguanine from damaged DNA.GO:0006284|base-excision repair;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0052822|DNA-3-methylguanine glycosylase activity;GO:0052821|DNA-7-methyladenine glycosylase activity;GO:0043916|DNA-7-methylguanine glycosylase activity;K03652

Manes.08G043200.v6.10.8159258 0.12163 down no Nudix hydrolase 23, chloroplasticpfam00293 NUDIX NUDIX domain.GO:0042726|flavin-containing compound metabolic process;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0047631|ADP-ribose diphosphatase activity;GO:0047884|FAD diphosphatase activity;GO:0046872|metal ion binding;K18453

Manes.08G043800.v6.10.5227454 8.39E-07 down no E3 ubiquitin-protein ligase RMA3pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10666

Manes.08G044900.v6.12.935052 0.21285 up no 11 kDa late embryogenesis abundant proteinpfam03760 LEA_1 Late embryogenesis abundant (LEA) group 1. Family members are conserved along the entire coding region, especially within the hydrophobic internal 20 amino acid motif, which may be repeated.GO:0009790|embryo development;. . .

Manes.08G045100.v6.11.546881 0.00062 up no G patch domain-containing protein 11pfam13821 DUF4187 Domain of unknown function (DUF4187). This family is found at the very C-terminus of proteins that carry a G-patch domain, pfam01585. The domain is short and cysteine-rich.. . GO:0003676|nucleic acid binding;.

Manes.08G045300.v6.10.6199962 0.00042 down no UBP1-associated protein 2Apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009738|abscisic acid-activated signaling pathway;GO:0008219|cell death;GO:0006952|defense response;GO:0009693|ethylene biosynthetic process;GO:0010150|leaf senescence;GO:0048255|mRNA stabilization;GO:0005829|cytosol;GO:0005634|nucleus;GO:0017091|AU-rich element binding;GO:0000166|nucleotide binding;K12741

Manes.08G045500.v6.10.1064469 0.00099 down yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.08G045800.v6.11.3049507 0.00519 up no . pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.08G046400.v6.13.2643849 6.91E-33 up yes Zinc finger CCCH domain-containing protein 14pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003723|RNA binding;.

Manes.08G046600.v6.11.3409226 0.00135 up no TBCC domain-containing protein 1pfam07986 TBCC Tubulin binding cofactor C. Members of this family are involved in the folding pathway of tubulins and form a beta helix structure.GO:0000902|cell morphogenesis;GO:0007010|cytoskeleton organization;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0000922|spindle pole;. K16810

Manes.08G046900.v6.1NA NA -- no Cytochrome P450 93A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G047100.v6.118.440498 0.0009 up yes Ras-related protein RABA4dpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0048868|pollen tube development;GO:0009860|pollen tube growth;GO:0032482|Rab protein signal transduction;GO:0080092|regulation of pollen tube growth;GO:0045177|apical part of cell;GO:0030659|cytoplasmic vesicle membrane;GO:0005768|endosome;GO:0070382|exocytic vesicle;GO:0090404|pollen tube tip;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0019900|kinase binding;K07904

Manes.08G047400.v6.11.250932 0.02706 up no Transcription factor bHLH48pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G047700.v6.13.6031076 1.15E-13 up yes Pentatricopeptide repeat-containing protein At4g31850, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.08G048400.v6.10.4442085 0.0006 down yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.08G048500.v6.10.3675164 0.00919 down yes Dehydration-responsive element-binding protein 2Fpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G049000.v6.12.0393218 3.57E-11 up yes Guanylate kinase 2pfam00625 Guanylate_kin Guanylate kinase.GO:0048229|gametophyte development;GO:0006163|purine nucleotide metabolic process;GO:0048638|regulation of developmental growth;. GO:0005524|ATP binding;GO:0004385|guanylate kinase activity;.

Manes.08G049300.v6.10.5664153 0.05761 down no Remorin pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.08G049500.v6.11.0239439 0.83109 up no Calcium-dependent protein kinase 32pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004698|calcium-dependent protein kinase C activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.08G049600.v6.12.6075043 7.76E-06 up yes Probable galactinol--sucrose galactosyltransferase 2pfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0034484|raffinose catabolic process;GO:0080167|response to karrikin;GO:0006979|response to oxidative stress;GO:0009506|plasmodesma;GO:0052692|raffinose alpha-galactosidase activity;GO:0016757|transferase activity, transferring glycosyl groups;K06617

Manes.08G049900.v6.10.2148011 0.00043 down yes . pfam10322 7TM_GPCR_Sru Serpentine type 7TM GPCR chemoreceptor Sru. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sru is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.08G050500.v6.10.9044083 0.43428 down no Exosome complex component RRP43pfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0010467|gene expression;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000178|exosome (RNase complex);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0017091|AU-rich element binding;K12586

Manes.08G050800.v6.14.1542101 9.86E-10 up yes . pfam09520 RE_TdeIII Type II restriction endonuclease, TdeIII. This family includes many TdeIII restriction endonucleases that recognize and cleave at GGNCC sites. TdeIII cleave unmethylated double-stranded DNA.. . . .

Manes.08G050900.v6.11.1796362 0.07275 up no Zinc-metallopeptidase, peroxisomalpfam00675 Peptidase_M16 Insulinase (Peptidase family M16).GO:0043171|peptide catabolic process;GO:0016485|protein processing;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K01408

Manes.08G051300.v6.10.1024578 3.00E-08 down yes . pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.08G051400.v6.10.9335843 0.50141 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.08G051700.v6.11.7363825 5.93E-10 up no NADPH-dependent thioredoxin reductase 3pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0042744|hydrogen peroxide catabolic process;GO:0043085|positive regulation of catalytic activity;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010581|regulation of starch biosynthetic process;GO:0019430|removal of superoxide radicals;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008047|enzyme activator activity;GO:0050660|flavin adenine dinucleotide binding;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791|thioredoxin-disulfide reductase activity;K00384

Manes.08G052100.v6.10.3666464 1.07E-15 down yes . pfam11996 DUF3491 Protein of unknown function (DUF3491). This family of proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 286 to 3225 amino acids in length. This protein is found associated with pfam04488. This protein is found associated with pfam04488.. . . .



Manes.08G052400.v6.10.2530222 1.94E-28 down yes . pfam07498 Rho_N Rho termination factor, N-terminal domain. The Rho termination factor disengages newly transcribed RNA from its DNA template at certain, specific transcripts. It it thought that two copies of Rho bind to RNA and that Rho functions as a hexamer of protomers. This domain is found to the N-terminus of the RNA binding domain (pfam07497).. . . .

Manes.08G052500.v6.10.8063598 0.11689 down no Probable sugar phosphate/phosphate translocator At5g04160pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;. .

Manes.08G052900.v6.17.8788062 3.46E-90 up yes . pfam04577 DUF563 Protein of unknown function (DUF563). Family of uncharacterized proteins.. . . .

Manes.08G053400.v6.10.7798896 0.01189 down no Folylpolyglutamate synthasepfam08245 Mur_ligase_M Mur ligase middle domain.GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0090351|seedling development;GO:0005743|mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.08G054000.v6.15.2574251 3.22E-32 up yes . pfam13496 DUF4120 Domain of unknown function (DUF4120). Based on Bacteroides thetaiotaomicron gene BT_2585, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.08G055000.v6.16.1685754 2.90E-32 up yes Protein EARLY RESPONSIVE TO DEHYDRATION 15pfam04647 AgrB Accessory gene regulator B. The arg locus consists of two transcripts: RNAII and RNAIII. RNAII encodes four genes (agrA, B, C, and D) whose gene products assemble a quorum sensing system. AgrB and AgrD are essential for the production of the autoinducing peptide which functions as a signal for quorum sensing. AgrB is a transmembrane protein.GO:0009617|response to bacterium;GO:0009644|response to high light intensity;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;. .

Manes.08G055100.v6.11.348731 0.27218 up no . pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.08G055200.v6.1Inf 0.35135 up no . pfam03772 Competence Competence protein. Members of this family are integral membrane proteins with 6 predicted transmembrane helices. Some members of this family have been shown to be essential for bacterial competence in uptake of extracellular DNA. These proteins may transport DNA across the cell membrane. These proteins contain a highly conserved motif in the amino terminal transmembrane region that has two histidines that may form a metal binding site.. . . .

Manes.08G055300.v6.135.038098 1.55E-52 up yes . pfam06472 ABC_membrane_2ABC transporter transmembrane region 2. This domain covers the transmembrane of a small family of ABC transporters and shares sequence similarity with pfam00664. Mutations in this domain in human ABCD3 (PMP70) are believed responsible for Zellweger Syndrome-2; mutations in human ABCD1 (ALD) are responsible for recessive X-linked adrenoleukodystrophy. A Saccharomyces cerevisiae homolog is involved in the import of long-chain fatty acids.. . . .

Manes.08G055700.v6.11.1301239 0.25272 up no Uric acid degradation bifunctional protein TTLpfam09349 OHCU_decarbox OHCU decarboxylase. The proteins in this family are OHCU decarboxylase - enzymes of the purine catabolism that catalyse the conversion of OHCU into S(+)-allantoin. This is the third step of the conversion of uric acid (a purine derivative) to allantoin. Step one is catalysed by urate oxidase (pfam01014) and step two is catalysed by HIUases (pfam00576).GO:0019428|allantoin biosynthetic process;GO:0009742|brassinosteroid mediated signaling pathway;GO:0051289|protein homotetramerization;GO:0006144|purine nucleobase metabolic process;GO:0001560|regulation of cell growth by extracellular stimulus;GO:0019628|urate catabolic process;GO:0005829|cytosol;GO:0031234|extrinsic component of cytoplasmic side of plasma membrane;GO:0005777|peroxisome;GO:0051997|2-oxo-4-hydroxy-4-carboxy-5-ureidoimidazoline decarboxylase activity;GO:0033971|hydroxyisourate hydrolase activity;K13484

Manes.08G056000.v6.11.2454308 0.0224 up no Triacylglycerol lipase SDP1pfam11815 DUF3336 Domain of unknown function (DUF3336). This family of proteins are functionally uncharacterized. This family is found in bacteria and eukaryotes. This presumed domain is typically between 143 to 227 amino acids in length.GO:0006071|glycerol metabolic process;GO:0019433|triglyceride catabolic process;GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;GO:0004806|triglyceride lipase activity;K14674

Manes.08G056200.v6.10.7071409 0.03504 down no . pfam01348 Intron_maturas2 Type II intron maturase. Group II introns use intron-encoded reverse transcriptase, maturase and DNA endonuclease activities for site-specific insertion into DNA. Although this type of intron is self splicing in vitro they require a maturase protein for splicing in vivo. It has been shown that a specific region of the aI2 intron is needed for the maturase function. This region was found to be conserved in group II introns and called domain X.. . . .

Manes.08G056400.v6.10.501302 9.98E-07 down no Probable methyltransferase PMT7pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.08G056500.v6.11.1890156 0.06314 up no Regulatory protein NPR5pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0010434|bract formation;GO:0010582|floral meristem determinacy;GO:0010227|floral organ abscission;GO:0048439|flower morphogenesis;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0010254|nectary development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0016567|protein ubiquitination;GO:0009954|proximal/distal pattern formation;GO:0005737|cytoplasm;GO:0005634|nucleus;. K14508

Manes.08G056800.v6.1Inf 0.18198 up no . pfam13963 Transpos_assoc Transposase-associated domain.. . . .

Manes.08G057100.v6.124.478316 ####### up yes Putative methyltransferase DDB_G0268948pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0045335|phagocytic vesicle;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.08G057400.v6.10.2770132 0.01936 down yes DNA-directed RNA polymerase V subunit 5Apfam03871 RNA_pol_Rpb5_NRNA polymerase Rpb5, N-terminal domain. Rpb5 has a bipartite structure which includes a eukaryote-specific N-terminal domain and a C-terminal domain resembling the archaeal RNAP subunit H. The N-terminal domain is involved in DNA binding and is part of the jaw module in the RNA pol II structure. This module is important for positioning the downstream DNA.GO:0006351|transcription, DNA-templated;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.08G057800.v6.10.9025622 0.38266 down no 50S ribosomal protein L11, chloroplasticpfam00298 Ribosomal_L11 Ribosomal protein L11, RNA binding domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02867

Manes.08G057900.v6.1131.16501 4.32E-17 up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.08G058100.v6.10.7418354 0.00574 down no Chloroplast processing peptidasepfam10502 Peptidase_S26 Signal peptidase, peptidase S26. This is a family of membrane signal serine endopeptidases which function in the processing of newly-synthesized secreted proteins. Peptidase S26 removes the hydrophobic, N-terminal, signal peptides as proteins are translocated across membranes. The active site residues take the form of a catalytic dyad that is Ser, Lys in subfamily S26A; the Ser is the nucleophile in catalysis, and the Lys is the general base.GO:0051604|protein maturation;GO:0010027|thylakoid membrane organization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009526|plastid envelope;GO:0055035|plastid thylakoid membrane;GO:0008233|peptidase activity;GO:0008236|serine-type peptidase activity;K03100

Manes.08G058200.v6.13.4724388 1.14E-33 up yes Two-component response regulator ARR8pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.08G058400.v6.11.4007141 0.00022 up no Haloacid dehalogenase-like hydrolase domain-containing protein 3pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.08G058500.v6.111.259934 0.01725 up yes Zinc finger protein ZAT3pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G058700.v6.10.3767646 2.58E-09 down yes Transcription factor ORG2pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010106|cellular response to iron ion starvation;GO:0055072|iron ion homeostasis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G058800.v6.10.3000306 1.11E-13 down yes L-type lectin-domain containing receptor kinase V.9pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G059100.v6.116.556236 1.25E-41 up yes . pfam12069 DUF3549 Protein of unknown function (DUF3549). This family of proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are about 340 amino acids in length. This protein has a conserved LDE sequence motif.. . . .

Manes.08G059900.v6.11.1955075 0.35321 up no Vacuolar amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.08G060000.v6.10.9695058 0.78092 down no Vacuolar amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.08G060100.v6.11.08069 0.72324 up no . pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.. . . .

Manes.08G060300.v6.11.1358834 0.22712 up no CDPK-related kinase 1pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010286|heat acclimation;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0046872|metal ion binding;.

Manes.08G060400.v6.10.3793507 3.43E-10 down yes . pfam00368 HMG-CoA_red Hydroxymethylglutaryl-coenzyme A reductase. The HMG-CoA reductases catalyse the conversion of HMG-CoA to mevalonate, which is the rate-limiting step in the synthesis of isoprenoids like cholesterol. Probably because of the critical role of this enzyme in cholesterol homeostasis, mammalian HMG-CoA reductase is heavily regulated at the transcriptional, translational, and post-translational levels.. . . .

Manes.08G060500.v6.10.4465665 2.58E-13 down yes Pentatricopeptide repeat-containing protein At1g80270, mitochondrialpfam13812 PPR_3 Pentatricopeptide repeat domain. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. GO:0009941|chloroplast envelope;GO:0005739|mitochondrion;. .

Manes.08G060600.v6.10.7387987 0.32674 down no Alpha-glucosidase YihQpfam01055 Glyco_hydro_31 Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.. . GO:0004558|alpha-1,4-glucosidase activity;GO:0030246|carbohydrate binding;GO:0032450|maltose alpha-glucosidase activity;K15922

Manes.08G060700.v6.11.6594903 2.83E-06 up no Microtubule-associated protein 70-2pfam07058 Myosin_HC-like Myosin II heavy chain-like. This family represents a conserved region within a number of myosin II heavy chain-like proteins that seem to be specific to Arabidopsis thaliana.GO:0007010|cytoskeleton organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0008017|microtubule binding;.

Manes.08G061300.v6.11.9076203 9.38E-06 up no Serine carboxypeptidase-like 45pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.08G061400.v6.12.6503136 2.63E-27 up yes Probable mediator of RNA polymerase II transcription subunit 26bpfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003746|translation elongation factor activity;.

Manes.08G061500.v6.10.7412482 0.03741 down no ABC transporter B family member 11pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.08G061800.v6.11.0760353 0.46615 up no . pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.. . . .

Manes.08G062100.v6.10.9237263 0.42871 down no Calmodulin-interacting protein 111pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005516|calmodulin binding;.

Manes.08G062200.v6.10.928956 0.52281 down no Transcription factor LUXpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0042753|positive regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G062400.v6.10.5751674 0.01975 down no . pfam12752 SUZ SUZ domain. The SUZ domain is a conserved RNA-binding domain found in eukaryotes and enriched in positively charged amino acids. It was first characterized in the C.elegans protein Szy-20 where it has been shown to bind RNA and allow their localization to the centrosome. Warning- the domain has a compositionally biased character.. . . .

Manes.08G062800.v6.11.9337401 6.14E-12 up no TGACG-sequence-specific DNA-binding protein TGA-1B (Fragment)pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.. GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G062900.v6.10.4981731 7.80E-07 down yes Exocyst complex component SEC15Apfam04091 Sec15 Exocyst complex subunit Sec15-like.GO:0006904|vesicle docking involved in exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;. .

Manes.08G063800.v6.122.988843 1.27E-20 up yes Ankyrin repeat-containing protein At5g02620pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G063900.v6.11.1492674 0.26743 up no Alcohol dehydrogenase-like 1pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;K00121

Manes.08G064000.v6.11.074945 0.45236 up no . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.08G064200.v6.10.8740711 0.16365 down no V-type proton ATPase subunit Hpfam03224 V-ATPase_H_N V-ATPase subunit H. The yeast Saccharomyces cerevisiae vacuolar H+-ATPase (V-ATPase) is a multisubunit complex responsible for acidifying organelles. It functions as an ATP dependent proton pump that transports protons across a lipid bilayer. This domain corresponds to the N terminal domain of the H subunit of V-ATPase. The N-terminal domain is required for the activation of the complex whereas the C-terminal domain is required for coupling ATP hydrolysis to proton translocation.GO:0015991|ATP hydrolysis coupled proton transport;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0000221|vacuolar proton-transporting V-type ATPase, V1 domain;GO:0005773|vacuole;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02144

Manes.08G064600.v6.12.3623119 4.31E-07 up yes Inositol-tetrakisphosphate 1-kinase 1pfam05770 Ins134_P3_kin Inositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.GO:0052746|inositol phosphorylation;GO:0032957|inositol trisphosphate metabolic process;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0047325|inositol tetrakisphosphate 1-kinase activity;GO:0052726|inositol-1,3,4-trisphosphate 5-kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0000287|magnesium ion binding;K00913

Manes.08G064700.v6.11.9884284 5.53E-14 up no THO complex subunit 7Apfam05615 THOC7 Tho complex subunit 7. The Tho complex is involved in transcription elongation and mRNA export from the nucleus.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0000347|THO complex;GO:0000445|THO complex part of transcription export complex;GO:0003723|RNA binding;K13176

Manes.08G065000.v6.12.5310938 0.03404 up no NAC domain-containing protein 74pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G065300.v6.10.7541891 0.03127 down no 40S ribosomal protein S7pfam01251 Ribosomal_S7e Ribosomal protein S7e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G065700.v6.12.1503859 3.28E-17 up yes Protein PAT1 homolog 1pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.GO:0033962|cytoplasmic mRNA processing body assembly;GO:0000290|deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0000932|cytoplasmic mRNA processing body;GO:0016607|nuclear speck;GO:0016605|PML body;GO:0003723|RNA binding;K12617

Manes.08G065800.v6.10.8882479 0.38211 down no Protein Mpv17pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K13348

Manes.08G065900.v6.13.4987407 8.70E-38 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.08G066300.v6.11.741253 3.64E-09 up no Cellulose synthase-like protein D3pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0097502|mannosylation;GO:0009409|response to cold;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0051753|mannan synthase activity;.

Manes.08G066400.v6.10.537239 1.52E-05 down no Retrovirus-related Pol polyprotein from transposon TNT 1-94pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.08G067300.v6.10.3660788 2.52E-05 down yes . pfam14383 VARLMGL DUF761-associated sequence motif. This family is found frequently at the N-terminus of family DUF3741, pfam12552.. . . .

Manes.08G067800.v6.11.4691903 0.00433 up no . pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. . . .

Manes.08G068000.v6.10.6015164 0.00175 down no RNA polymerase II C-terminal domain phosphatase-like 4pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0008022|protein C-terminus binding;GO:0003723|RNA binding;K18999

Manes.08G068200.v6.10.1819282 3.26E-09 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.08G068300.v6.10.7356146 0.01165 down no E3 ubiquitin-protein ligase UPL5pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0010150|leaf senescence;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042542|response to hydrogen peroxide;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0030246|carbohydrate binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10591

Manes.08G068500.v6.16.4953968 0.14757 up no . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.08G068600.v6.11.7060238 5.29E-07 up no Acetyl-CoA acetyltransferase, cytosolic 1pfam00108 Thiolase_N Thiolase, N-terminal domain. Thiolase is reported to be structurally related to beta-ketoacyl synthase (pfam00109), and also chalcone synthase.GO:0008299|isoprenoid biosynthetic process;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0016125|sterol metabolic process;GO:0005829|cytosol;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0003985|acetyl-CoA C-acetyltransferase activity;GO:0046872|metal ion binding;K00626

Manes.08G069000.v6.10.6422854 0.00045 down no . pfam15253 STIL_N SCL-interrupting locus protein N-terminus.. . . .

Manes.08G069100.v6.11.1063939 0.26608 up no Gamma aminobutyrate transaminase 3, chloroplasticpfam00202 Aminotran_3 Aminotransferase class-III.. GO:0009507|chloroplast;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K16871

Manes.08G069900.v6.10.540114 3.94E-07 down no SNF1-related protein kinase regulatory subunit beta-2pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;. GO:0005524|ATP binding;.

Manes.08G070600.v6.12.6334811 0.21919 up no . pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.08G070700.v6.10.4534187 0.01135 down yes CASP-like protein 2B1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G070800.v6.11.4233715 0.00023 up no Heterogeneous nuclear ribonucleoprotein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.08G071400.v6.11.7322416 0.0006 up no Chaperone protein dnaJ 72pfam06022 Cir_Bir_Yir Plasmodium variant antigen protein Cir/Yir/Bir. This family consists of several Cir, Yir and Bir proteins from the Plasmodium species P.chabaudi, P.yoelii and P.berghei.. GO:0016021|integral component of membrane;. .

Manes.08G072300.v6.11.527135 0.00227 up no . pfam01039 Carboxyl_trans Carboxyl transferase domain. All of the members in this family are biotin dependent carboxylases. The carboxyl transferase domain carries out the following reaction; transcarboxylation from biotin to an acceptor molecule. There are two recognized types of carboxyl transferase. One of them uses acyl-CoA and the other uses 2-oxoacid as the acceptor molecule of carbon dioxide. All of the members in this family utilize acyl-CoA as the acceptor molecule.. . . .

Manes.08G072700.v6.1NA NA -- no . pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.08G072800.v6.14.3926298 3.40E-08 up yes Probable membrane-associated kinase regulator 4pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.08G073200.v6.10.4697725 0.00427 down yes . pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.08G073400.v6.10.9338962 0.60029 down no Glucan endo-1,3-beta-glucosidase 6pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.08G073500.v6.132.281417 1.53E-07 up yes . pfam15323 Ashwin Developmental protein. This family of proteins are found in eukaryotes. These proteins have an important role to play in developmental biology, particularly embryogenesis. It plays an important role in cell survival and axial pattern. It is also thought to be a crucial subunit in the tRNA splicing ligase complex. Proteins in this family are typically between 141 and 232 amino acids in length. There are two conserved sequence motifs: HPE and PQR.. . . .

Manes.08G073600.v6.10.2123053 0.37476 down no E3 ubiquitin-protein ligase RGLG2pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.08G074300.v6.11.6853837 1.46E-08 up no GPN-loop GTPase 1pfam03029 ATP_bind_1 Conserved hypothetical ATP binding protein. Members of this family are found in a range of archaea and eukaryotes and have hypothesised ATP binding activity.GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;K06883

Manes.08G074400.v6.10.7057639 0.57909 down no . pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.08G074600.v6.10.2550916 2.37E-14 down yes Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.08G075400.v6.10.8542414 0.09568 down no Serine/threonine-protein kinase AFC1pfam00069 Pkinase Protein kinase domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.08G076200.v6.10.8695051 0.21508 down no Retinal-binding proteinpfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0050896|response to stimulus;GO:0006810|transport;GO:0007601|visual perception;GO:0016021|integral component of membrane;. .

Manes.08G076500.v6.11.1681419 0.18855 up no Farnesyl pyrophosphate synthase 1pfam00348 polyprenyl_synt Polyprenyl synthetase.GO:0006695|cholesterol biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0005737|cytoplasm;GO:0004161|dimethylallyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;.

Manes.08G076700.v6.11.4514638 4.28E-05 up no . pfam02500 DNA_pack_N Probable DNA packing protein, N-terminus. This family includes proteins that are probably involved in DNA packing in herpesvirus. This domain is normally found at the N-terminus of the protein.. . . .

Manes.08G077000.v6.10.9036982 0.29931 down no Ras-related protein RABE1cpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009873|ethylene-activated signaling pathway;GO:0006886|intracellular protein transport;GO:0009306|protein secretion;GO:0032482|Rab protein signal transduction;GO:0017157|regulation of exocytosis;GO:0006904|vesicle docking involved in exocytosis;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07901

Manes.08G077200.v6.10.6513106 0.00032 down no WAT1-related protein At2g37460pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.08G077300.v6.10.6751252 0.0001 down no . pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helices. . . .

Manes.08G077900.v6.11.7190965 1.82E-09 up no Myb-related protein 3R-1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. GO:0005634|nucleus;GO:0003677|DNA binding;.



Manes.08G078000.v6.12.0447909 5.56E-14 up yes U-box domain-containing protein 13pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0042742|defense response to bacterium;GO:0043066|negative regulation of apoptotic process;GO:0016567|protein ubiquitination;GO:2000028|regulation of photoperiodism, flowering;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.08G078700.v6.10.5967732 0.00078 down no Protein NRT1/ PTR FAMILY 5.6pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.08G079000.v6.10.6817557 0.00354 down no Metallothionein-like protein type 2pfam01439 Metallothio_2 Metallothionein. Members of this family are metallothioneins. These proteins are cysteine rich proteins that bind to heavy metals. Members of this family appear to be closest to Class II metallothioneins, seed pfam00131.. . GO:0046872|metal ion binding;.

Manes.08G079600.v6.10.6580074 0.01244 down no Aldo-keto reductase family 4 member C9pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0055114|oxidation-reduction process;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0004033|aldo-keto reductase (NADP) activity;GO:0070401|NADP+ binding;GO:0016229|steroid dehydrogenase activity;.

Manes.08G080100.v6.10.5714227 5.75E-05 down no Trafficking protein particle complex subunit 4pfam04099 Sybindin Sybindin-like family. Sybindin is a physiological syndecan-2 ligand on dendritic spines, the small protrusions on the surface of dendrites that receive the vast majority of excitatory synapses.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0043547|positive regulation of GTPase activity;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030008|TRAPP complex;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.08G080200.v6.11.2052102 0.12607 up no ABC transporter I family member 20pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.08G080300.v6.10.2499146 1.02E-15 down yes Expansin-A4 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.08G080400.v6.10.3598197 1.42E-06 down yes Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.08G080600.v6.10.4631457 0.36963 down no . pfam11153 DUF2931 Protein of unknown function (DUF2931). Some members in this family of proteins are annotated as lipoproteins however this cannot be confirmed. Currently, there is no known function.. . . .

Manes.08G081200.v6.10.6905757 0.03556 down no Vacuolar amino acid transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.08G081400.v6.14.4933384 4.17E-26 up yes E3 ubiquitin-protein ligase RING1pfam06547 DUF1117 Protein of unknown function (DUF1117). This family represents the C-terminus of a number of hypothetical plant proteins.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.08G081800.v6.10.6113659 0.01523 down no . pfam11279 DUF3080 Protein of unknown function (DUF3080). Some members in this family of proteins are annotated as lipoproteins however this cannot be confirmed. Currently this family has no known function.. . . .

Manes.08G082000.v6.10.6018511 0.00011 down no Probable DEAD-box ATP-dependent RNA helicase 48pfam06273 eIF-4B Plant specific eukaryotic initiation factor 4B. This family consists of several plant specific eukaryotic initiation factor 4B proteins.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.08G082200.v6.11.5667304 0.00291 up no . pfam04196 Bunya_RdRp Bunyavirus RNA dependent RNA polymerase. The bunyaviruses are enveloped viruses with a genome consisting of 3 ssRNA segments (called L, M and S). The nucleocapsid protein is encode on the small (S) genomic RNA. The L segment codes for an RNA polymerase. This family contains the RNA dependent RNA polymerase on the L segment.. . . .

Manes.08G082900.v6.12.1413302 3.99E-17 up yes Phosphatidylinositol:ceramide inositolphosphotransferase 1pfam14360 PAP2_C PAP2 superfamily C-terminal. This family is closely related to the C-terminal a region of PAP2.GO:0030148|sphingolipid biosynthetic process;GO:0016021|integral component of membrane;GO:0045140|inositol phosphoceramide synthase activity;.

Manes.08G083200.v6.10.570794 0.00067 down no Transcription factor MYB44pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.08G083700.v6.10.7565505 0.00475 down no . pfam02357 NusG Transcription termination factor nusG.. . . .

Manes.08G084100.v6.10.5216894 0.02565 down no Fructokinase-like 1, chloroplasticpfam08153 NGP1NT NGP1NT (NUC091) domain. This N terminal domain is found in a subfamily of hypothetical nucleolar GTP-binding proteins similar to human NGP1.GO:0009658|chloroplast organization;GO:0042793|transcription from plastid promoter;GO:0009507|chloroplast;GO:0042644|chloroplast nucleoid;GO:0005737|cytoplasm;GO:0009295|nucleoid;GO:0005634|nucleus;GO:0016301|kinase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;.

Manes.08G084200.v6.10.6022445 0.00099 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.08G084400.v6.16.2964528 2.71E-36 up yes Uncharacterized protein C24B11.05pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.08G085000.v6.11.0092218 0.92587 up no Transmembrane protein 230pfam05915 DUF872 Eukaryotic protein of unknown function (DUF872). This family consists of several uncharacterized eukaryotic proteins. The function of this family is unknown.. GO:0016021|integral component of membrane;. .

Manes.08G086000.v6.10.7504965 0.03884 down no Mitochondrial substrate carrier family protein Bpfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005509|calcium ion binding;K14684

Manes.08G086500.v6.10.5966707 0.00145 down no Aldo-keto reductase family 4 member C9pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0055114|oxidation-reduction process;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0004033|aldo-keto reductase (NADP) activity;GO:0070401|NADP+ binding;GO:0016229|steroid dehydrogenase activity;.

Manes.08G086600.v6.11.8030892 2.50E-08 up no Uncharacterized protein At2g39795, mitochondrialpfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.08G086900.v6.12.4904088 2.29E-14 up yes E3 ubiquitin-protein ligase Hakaipfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.GO:0007162|negative regulation of cell adhesion;GO:0030335|positive regulation of cell migration;GO:0045807|positive regulation of endocytosis;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K15685

Manes.08G087000.v6.10.3027171 2.23E-20 down yes Reticulon-like protein B12pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.08G087300.v6.10.7004214 0.00067 down no mRNA-capping enzymepfam01331 mRNA_cap_enzymemRNA capping enzyme, catalytic domain. This family represents the ATP binding catalytic domain of the mRNA capping enzyme.GO:0006370|7-methylguanosine mRNA capping;GO:0006396|RNA processing;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0004484|mRNA guanylyltransferase activity;GO:0004651|polynucleotide 5'-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:0008192|RNA guanylyltransferase activity;GO:0050355|triphosphatase activity;K13917

Manes.08G087400.v6.10.8977757 0.35516 down no mRNA-capping enzymepfam01331 mRNA_cap_enzymemRNA capping enzyme, catalytic domain. This family represents the ATP binding catalytic domain of the mRNA capping enzyme.GO:0006370|7-methylguanosine mRNA capping;GO:0010467|gene expression;GO:0098507|polynucleotide 5' dephosphorylation;GO:0006396|RNA processing;GO:0006366|transcription from RNA polymerase II promoter;GO:0016032|viral process;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0004484|mRNA guanylyltransferase activity;GO:0004651|polynucleotide 5'-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:0008192|RNA guanylyltransferase activity;GO:0050355|triphosphatase activity;K13917

Manes.08G087500.v6.10.5265785 9.53E-05 down no . pfam06127 DUF962 Protein of unknown function (DUF962). This family consists of several eukaryotic and prokaryotic proteins of unknown function. The yeast protein YGL010W has been found to be non-essential for cell growth.. . . .

Manes.08G087600.v6.11.4078513 0.00886 up no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G087900.v6.10.797108 0.14778 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.08G088200.v6.10.9105884 0.39126 down no . pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.08G089000.v6.10.7475209 0.03723 down no Scarecrow-like protein 9pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G089100.v6.16.0635329 7.23E-25 up yes BAHD acyltransferase DCRpfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0010143|cutin biosynthetic process;GO:0051179|localization;GO:0090626|plant epidermis morphogenesis;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.08G089200.v6.11.50928 5.74E-06 up no GDP-mannose-dependent alpha-mannosyltransferasepfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0040007|growth;GO:0009405|pathogenesis;GO:0046488|phosphatidylinositol metabolic process;GO:0008654|phospholipid biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K12583

Manes.08G089300.v6.10.2259766 9.84E-07 down yes Nucleobase-ascorbate transporter 11pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.08G089400.v6.11.3469617 0.00482 up no Pentatricopeptide repeat-containing protein At1g02060, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.08G089900.v6.11.0001772 1 up no Glycerol-3-phosphate 2-O-acyltransferase 6pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0010143|cutin biosynthetic process;GO:0016311|dephosphorylation;GO:0009908|flower development;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0090447|glycerol-3-phosphate 2-O-acyltransferase activity;GO:0016791|phosphatase activity;K13508

Manes.08G090300.v6.10.9747327 1 down no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G090400.v6.126.028171 1.76E-08 up yes Lactosylceramide 4-alpha-galactosyltransferasepfam04572 Gb3_synth Alpha 1,4-glycosyltransferase conserved region. The glycosphingolipids (GSL) form part of eukaryotic cell membranes. They consist of a hydrophilic carbohydrate moiety linked to a hydrophobic ceramide tail embedded within the lipid bilayer of the membrane. Lactosylceramide, Gal1,4Glc1Cer (LacCer), is the common synthetic precursor to the majority of GSL found in vertebrates. Alpha 1.4-glycosyltransferases utilize UDP donors and transfer the sugar to a beta-linked acceptor. This region appears to be confined to higher eukaryotes. No function has been yet assigned to this region.GO:0001576|globoside biosynthetic process;GO:0007009|plasma membrane organization;GO:0006486|protein glycosylation;GO:0070062|extracellular exosome;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0008378|galactosyltransferase activity;GO:0050512|lactosylceramide 4-alpha-galactosyltransferase activity;GO:0015643|toxic substance binding;K01988

Manes.08G090500.v6.1Inf 0.00126 up yes . pfam08664 YcbB YcbB domain. YcbB is a DNA-binding domain.. . . .

Manes.08G090800.v6.10.7591848 0.75793 down no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G091100.v6.10.9746591 0.79156 down no Alpha-amylasepfam00686 CBM_20 Starch binding domain.GO:0005975|carbohydrate metabolic process;. GO:0004556|alpha-amylase activity;GO:0046872|metal ion binding;GO:2001070|starch binding;.

Manes.08G091400.v6.10.7066205 0.01429 down no . pfam15402 Spc7_N N-terminus of kinetochore NMS complex subunit Spc7.. . . .

Manes.08G091700.v6.10.700921 0.01601 down no Chlorophyll a-b binding protein CP29.2, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009637|response to blue light;GO:0009735|response to cytokinin;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0009579|thylakoid;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08915

Manes.08G091800.v6.10.8103869 0.15458 down no High mobility group B protein 1pfam00505 HMG_box HMG (high mobility group) box.GO:0006333|chromatin assembly or disassembly;GO:0006338|chromatin remodeling;GO:0006355|regulation of transcription, DNA-templated;GO:0000785|chromatin;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0030527|structural constituent of chromatin;K10802

Manes.08G092000.v6.12.8510545 2.16E-07 up yes RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.08G092200.v6.11.7526468 1.13E-08 up no GDSL esterase/lipase CPRD49pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.08G092300.v6.10.5387735 7.17E-09 down no Rhodanese-like domain-containing protein 10pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;. .

Manes.08G092400.v6.10.5087513 4.88E-10 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G092500.v6.1Inf 0.1623 up no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G092600.v6.10.7999882 0.02573 down no PHD finger protein ALFIN-LIKE 1pfam12165 DUF3594 Domain of unknown function (DUF3594). This presumed domain is functionally uncharacterized.This domain family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam00628.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0035064|methylated histone binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.08G092700.v6.1Inf 0.00217 up yes Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.08G092900.v6.17.8801871 1.63E-13 up yes Trihelix transcription factor GT-3bpfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G093200.v6.10.7650839 0.00647 down no Acyl-coenzyme A oxidase 4, peroxisomalpfam02771 Acyl-CoA_dh_N Acyl-CoA dehydrogenase, N-terminal domain. The N-terminal domain of Acyl-CoA dehydrogenase is an all-alpha domain.GO:0009793|embryo development ending in seed dormancy;GO:0006635|fatty acid beta-oxidation;GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0055088|lipid homeostasis;GO:0046459|short-chain fatty acid metabolic process;GO:0009514|glyoxysome;GO:0005777|peroxisome;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K00232

Manes.08G093500.v6.10.9296041 0.52673 down no Phosphoinositide phosphatase SAC8pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0052866|phosphatidylinositol phosphate phosphatase activity;.

Manes.08G093600.v6.10.6760143 0.00021 down no Bifunctional monothiol glutaredoxin-S16, chloroplasticpfam00462 Glutaredoxin Glutaredoxin.GO:0006812|cation transport;GO:0045454|cell redox homeostasis;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G093800.v6.10.5578505 8.15E-05 down no . pfam02030 Lipoprotein_8 Hypothetical lipoprotein (MG045 family). This family includes hypothetical lipoproteins, the amino terminal part of this protein is related to pfam01547, a family of solute binding proteins. This suggests this family also has a solute binding function.. . . .

Manes.08G093900.v6.10.7105579 0.00055 down no AMP deaminasepfam00962 A_deaminase Adenosine/AMP deaminase.GO:0009793|embryo development ending in seed dormancy;GO:0032264|IMP salvage;GO:0009737|response to abscisic acid;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0031307|integral component of mitochondrial outer membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0003876|AMP deaminase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0043424|protein histidine kinase binding;K01490

Manes.08G094300.v6.10.6797133 0.00177 down no DnaJ protein ERDJ3Apfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0034605|cellular response to heat;GO:0055114|oxidation-reduction process;GO:0009860|pollen tube growth;GO:0009408|response to heat;GO:0005788|endoplasmic reticulum lumen;GO:0009506|plasmodesma;GO:0016491|oxidoreductase activity;.

Manes.08G094600.v6.10.4709419 0.00706 down yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.08G094800.v6.10.2143264 0.00466 down yes Transcription factor LAX PANICLEpfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G094900.v6.11.146452 0.1703 up no Pre-mRNA-splicing factor CWC22 homologpfam02847 MA3 MA3 domain. Domain in DAP-5, eIF4G, MA-3 and other proteins. Highly alpha-helical. May contain repeats and/or regions similar to MIF4G domains.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K13100

Manes.08G095000.v6.111.326648 5.42E-19 up yes Ammonium transporter 2pfam00909 Ammonium_transpAmmonium Transporter Family.GO:0015696|ammonium transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0015398|high-affinity secondary active ammonium transmembrane transporter activity;K03320

Manes.08G095100.v6.10.2596883 1.90E-08 down yes . pfam04936 DUF658 Protein of unknown function (DUF658). Protein of unknown function found in Lactococcus lactis bacteriophages.. . . .

Manes.08G095500.v6.10.8507749 0.86916 down no Nodulation-signaling pathway 2 proteinpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009877|nodulation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0031965|nuclear membrane;. .

Manes.08G095600.v6.13.3987783 0.00145 up yes Gamma-interferon-inducible lysosomal thiol reductasepfam03227 GILT Gamma interferon inducible lysosomal thiol reductase (GILT). This family includes the two characterized human gamma-interferon-inducible lysosomal thiol reductase (GILT) sequences. It also contains several other eukaryotic putative proteins with similarity to GILT. The aligned region contains three conserved cysteine residues. In addition, the two GILT sequences possess a C-X(2)-C motif that is shared by some of the other sequences in the family. This motif is thought to be associated with disulphide bond reduction.GO:0042590|antigen processing and presentation of exogenous peptide antigen via MHC class I;GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0048147|negative regulation of fibroblast proliferation;GO:0050821|protein stabilization;GO:0030054|cell junction;GO:0005576|extracellular region;GO:0005764|lysosome;GO:0005886|plasma membrane;GO:0016667|oxidoreductase activity, acting on a sulfur group of donors;K08059

Manes.08G095800.v6.19.3010054 1.86E-05 up yes Ferritin-3, chloroplasticpfam00210 Ferritin Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.GO:0006879|cellular iron ion homeostasis;GO:0006826|iron ion transport;GO:0009507|chloroplast;GO:0008199|ferric iron binding;GO:0004322|ferroxidase activity;K00522

Manes.08G096600.v6.10.6962053 0.00044 down no MATE efflux family protein 2, chloroplasticpfam00223 PsaA_PsaB Photosystem I psaA/psaB protein.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.08G096700.v6.1Inf 0.9009 up no . pfam00434 VP7 Glycoprotein VP7.. . . .

Manes.08G096900.v6.113.71563 6.13E-97 up yes Dehydration-responsive element-binding protein 2Apfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G097100.v6.14.4412222 0.00576 up yes Macrophage migration inhibitory factor homologpfam01187 MIF Macrophage migration inhibitory factor (MIF).. GO:0005615|extracellular space;GO:0004167|dopachrome isomerase activity;GO:0050178|phenylpyruvate tautomerase activity;.

Manes.08G097200.v6.10.8674483 0.15832 down no Patellin-6 pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0006810|transport;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.08G097300.v6.1Inf 0.9009 up no Aldose reductasepfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0004032|alditol:NADP+ 1-oxidoreductase activity;.

Manes.08G097600.v6.11.5266616 6.68E-06 up no . pfam05038 Cytochrom_B558aCytochrome Cytochrome b558 alpha-subunit. Cytochrome b-245 light chain (p22-phox) is one of the key electron transfer elements of the NADPH oxidase in phagocytes.. . . .

Manes.08G097800.v6.11.1577739 0.1472 up no . pfam07082 DUF1350 Protein of unknown function (DUF1350). This family consists of several hypothetical proteins from both cyanobacteria and plants. Members of this family are typically around 250 residues in length. The function of this family is unknown but the species distribution indicates that the family may be involved in photosynthesis.. . . .

Manes.08G097900.v6.11.6238999 1.18E-07 up no . pfam10649 DUF2478 Protein of unknown function (DUF2478). This is a family of hypothetical bacterial proteins found in the vicinity of Molybdenum ABC transporter ATP-binding gene-products MobA MobB and MobC. However the function could not be confirmed. This family appears to belong to the P-loop superfamily by alignment to pfam03266. However, the characteristic P-loop sequence motif appears to have diverged beyond recognition in this family.. . . .

Manes.08G098000.v6.1Inf 0.17828 up no . pfam10896 DUF2714 Protein of unknown function (DUF2714). This family of proteins with unknown function appears to be restricted to Mycoplasmataceae.. . . .

Manes.08G098100.v6.10.7660709 0.01336 down no Hsp70 nucleotide exchange factor fes1pfam08609 Fes1 Nucleotide exchange factor Fes1. Fes1 is a cytosolic homologue of Sls1, an ER protein which has nucleotide exchange factor activity. Fes1 in yeast has been shown to bind to the molecular chaperone Hsp70 and has adenyl-nucleotide exchange factor activity.GO:0071629|cytoplasm-associated proteasomal ubiquitin-dependent protein catabolic process;GO:0002181|cytoplasmic translation;GO:0006417|regulation of translation;GO:0022626|cytosolic ribosome;GO:0005634|nucleus;GO:0000774|adenyl-nucleotide exchange factor activity;.

Manes.08G098700.v6.10.6036997 1.38E-06 down no Photosystem II repair protein PSB27-H1, chloroplasticpfam13326 PSII_Pbs27 Photosystem II Pbs27. This family of proteins contains Pbs27, a highly conserved component of photosystem II. Pbs27 is comprised of four helices arranged in a right handed up-down-up-down fold, with a less ordered region located at the N-terminus.GO:0010207|photosystem II assembly;GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;. K08902

Manes.08G099100.v6.113.700718 ####### up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.08G099200.v6.10.5999694 0.00918 down no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.08G099400.v6.13.6787376 0.00014 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.08G099600.v6.10.6189544 0.01941 down no Protein vip1 pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G099900.v6.12.9561018 0.00225 up yes Nudix hydrolase 12, mitochondrialpfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.08G100200.v6.10.9340327 0.50088 down no . pfam14351 DUF4401 Domain of unknown function (DUF4401). This family of proteins is found in bacteria. Proteins in this family are typically between 357 and 735 amino acids in length. The family is found in association with pfam09925. There is a single completely conserved residue K that may be functionally important.. . . .

Manes.08G100400.v6.10.8328283 0.1196 down no Sterol 14-demethylasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0070988|demethylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0008398|sterol 14-demethylase activity;K05917

Manes.08G100700.v6.10.8276648 0.40352 down no Probable beta-1,4-xylosyltransferase IRX10pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0080116|glucuronoxylan glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.



Manes.08G100900.v6.12.4528023 8.10E-21 up yes Cytochrome b-c1 complex subunit Rieske-2, mitochondrialpfam00355 Rieske Rieske [2Fe-2S] domain. The rieske domain has a [2Fe-2S] centre. Two conserved cysteines coordinate one Fe ion, while the other Fe ion is coordinated by two conserved histidines. In hyperthermophilic archaea there is a SKTPCX(2-3)C motif at the C-terminus. The cysteines in this motif form a disulphide bridge, which stabilizes the protein.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0070469|respiratory chain;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0046872|metal ion binding;GO:0008121|ubiquinol-cytochrome-c reductase activity;.

Manes.08G101300.v6.13.4589466 2.90E-37 up yes Ethylene-responsive transcription factor ERF113pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071497|cellular response to freezing;GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G101600.v6.10.6325156 3.29E-06 down no Protein MEI2-like 4pfam04059 RRM_2 RNA recognition motif 2.. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G101700.v6.10.9173742 0.6128 down no . pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.08G101800.v6.10.7085487 0.00197 down no . pfam03323 GerA Bacillus/Clostridium GerA spore germination protein.. . . .

Manes.08G101900.v6.10.7213169 0.00077 down no ADP-ribosylation factor GTPase-activating protein AGD3pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0006897|endocytosis;GO:0009965|leaf morphogenesis;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0009733|response to auxin;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0030140|trans-Golgi network transport vesicle;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;GO:0035091|phosphatidylinositol binding;K12489

Manes.08G102000.v6.10.350231 1.60E-14 down yes Inactive leucine-rich repeat receptor-like protein kinase CORYNEpfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009909|regulation of flower development;GO:0010075|regulation of meristem growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0019900|kinase binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G102300.v6.18.9444134 2.13E-17 up yes . pfam00405 Transferrin Transferrin. . . . .

Manes.08G102500.v6.10.8891091 0.24922 down no . pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.08G103300.v6.11.4158359 0.60144 up no . pfam09402 MSC Man1-Src1p-C-terminal domain. MAN1 is an integral protein of the inner nuclear membrane which binds to chromatin associated proteins and plays a role in nuclear organisation. The C terminal nucleoplasmic region forms a DNA binding winged helix and binds to Smad. This C-terminal tail is also found in S. cerevisiae and is thought to consist of three conserved helices followed by two downstream strands.. . . .

Manes.08G103600.v6.10.4969024 3.06E-05 down yes Somatic embryogenesis receptor kinase 1pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.08G103700.v6.10.8623323 0.17489 down no Uncharacterized protein At2g33490pfam03114 BAR BAR domain. BAR domains are dimerization, lipid binding and curvature sensing modules found in many different protein families. A BAR domain with an additional N-terminal amphipathic helix (an N-BAR) can drive membrane curvature. These N-BAR domains are found in amphiphysin, endophilin, BRAP and Nadrin. BAR domains are also frequently found alongside domains that determine lipid specificity, like pfam00169 and pfam00787 domains in beta centaurins and sorting nexins respectively.. GO:0005886|plasma membrane;. .

Manes.08G103900.v6.16.6660947 0.07712 up no . pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.08G104100.v6.10.5785653 4.00E-08 down no Zinc finger CCCH domain-containing protein ZFN-likepfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.08G104400.v6.10.4105207 0.00235 down yes Putative auxin efflux carrier component 8pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0080162|intracellular auxin transport;GO:0009555|pollen development;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010329|auxin efflux transmembrane transporter activity;GO:0080161|auxin transmembrane transporter activity;K13947

Manes.08G104500.v6.11.5103154 4.19E-06 up no CBS domain-containing protein CBSX6pfam05216 UNC-50 UNC-50 family. Gmh1p from S. cerevisiae is located in the Golgi membrane and interacts with ARF exchange factors.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.08G104700.v6.10.9793461 0.85823 down no Protein TRIGALACTOSYLDIACYLGLYCEROL 3, chloroplasticpfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006869|lipid transport;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;.

Manes.08G104900.v6.10.9408415 0.55957 down no Protein PELOTA 1pfam03465 eRF1_3 eRF1 domain 3. The release factor eRF1 terminates protein biosynthesis by recognizing stop codons at the A site of the ribosome and stimulating peptidyl-tRNA bond hydrolysis at the peptidyl transferase centre. The crystal structure of human eRF1 is known. The overall shape and dimensions of eRF1 resemble a tRNA molecule with domains 1, 2, and 3 of eRF1 corresponding to the anticodon loop, aminoacyl acceptor stem, and T stem of a tRNA molecule, respectively. The position of the essential GGQ motif at an exposed tip of domain 2 suggests that the Gln residue coordinates a water molecule to mediate the hydrolytic activity at the peptidyl transferase centre. A conserved groove on domain 1, 80 A from the GGQ motif, is proposed to form the codon recognition site. This family also includes other proteins for which the precise molecular function is unknown. Many of them are from Archaebacteria. These proteins may also be involved in translation termination but this awaits experimental verification.GO:0070966|nuclear-transcribed mRNA catabolic process, no-go decay;GO:0070481|nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0071025|RNA surveillance;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;K06965

Manes.08G105000.v6.11.5116666 0.02525 up no . pfam06011 TRP Transient receptor potential (TRP) ion channel. This family of proteins are transient receptor potential (TRP) ion channels.   They are essential for cellular viability and are involved in cell growth and cell wall synthesis. The genes for these proteins are homologous to polycystic kidney disease related ion channel genes.. . . .

Manes.08G105300.v6.10.4765184 3.26E-12 down yes Protein CHROMATIN REMODELING 4pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;.

Manes.08G105400.v6.13.0242215 5.15E-07 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.08G105800.v6.11.9402746 1.60E-13 up no Transmembrane protein 184Bpfam03619 Solute_trans_a Organic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. GO:0016021|integral component of membrane;. .

Manes.08G105900.v6.12.2637804 2.94E-09 up yes . pfam02355 SecD_SecF Protein export membrane protein. This family consists of various prokaryotic SecD and SecF protein export membrane proteins. This SecD and SecF proteins are part of the multimeric protein export complex comprising SecA, D, E, F, G, Y, and YajC. SecD and SecF are required to maintain a proton motive force.. . . .

Manes.08G106400.v6.10.7594823 0.02709 down no Germin-like protein 5-1pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G106500.v6.10.8136789 0.09618 down no Putative membrane-bound O-acyltransferase C24H6.01cpfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.GO:0015793|glycerol transport;GO:0006506|GPI anchor biosynthetic process;GO:0005829|cytosol;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008374|O-acyltransferase activity;.

Manes.08G106600.v6.11.2098102 0.08053 up no Flap endonuclease 1pfam00867 XPG_I XPG I-region.GO:0006284|base-excision repair;GO:0043137|DNA replication, removal of RNA primer;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0008409|5'-3' exonuclease activity;GO:0017108|5'-flap endonuclease activity;GO:0003677|DNA binding;GO:0000287|magnesium ion binding;K04799

Manes.08G106800.v6.10.5190251 1.44E-05 down no Palmitoleoyl-protein carboxylesterase NOTUMpfam03283 PAE Pectinacetylesterase.GO:0030178|negative regulation of Wnt signaling pathway;GO:1990697|protein depalmitoleylation;GO:0016055|Wnt signaling pathway;GO:0005576|extracellular region;GO:1990699|palmitoleyl hydrolase activity;.

Manes.08G106900.v6.15.5756257 5.81E-83 up yes Transcription factor MYB86pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.08G107000.v6.11.7668627 4.64E-10 up no . pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.. . . .

Manes.08G107500.v6.10.8017119 0.06767 down no G patch domain-containing protein 8pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.. . GO:0046872|metal ion binding;GO:0044822|poly(A) RNA binding;.

Manes.08G107600.v6.10.780952 0.05062 down no Putative L-cysteine desulfhydrase 1pfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.. . GO:0016829|lyase activity;.

Manes.08G107700.v6.11.7008299 3.46E-05 up no . pfam14672 LCE Late cornified envelope. This is a family of late cornified envelope proteins that are expressed in skin.. . . .

Manes.08G107800.v6.12.0989078 1.60E-16 up yes Meiosis arrest female protein 1 homologpfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.GO:0051321|meiotic cell cycle;GO:0048477|oogenesis;GO:0010468|regulation of gene expression;GO:0005777|peroxisome;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G107900.v6.10.4594405 5.86E-13 down yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.08G108100.v6.10.4685085 2.98E-13 down yes Probable receptor-like protein kinase At2g42960pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G108200.v6.13.1344469 5.57E-32 up yes S-adenosylmethionine synthase 1pfam02772 S-AdoMet_synt_MS-adenosylmethionine synthetase, central domain. The three domains of S-adenosylmethionine synthetase have the same alpha+beta fold.GO:0006730|one-carbon metabolic process;GO:0006556|S-adenosylmethionine biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004478|methionine adenosyltransferase activity;.

Manes.08G108500.v6.10.9195216 0.39752 down no Shaggy-related protein kinase alphapfam00069 Pkinase Protein kinase domain.GO:0042538|hyperosmotic salinity response;GO:0009933|meristem structural organization;GO:1901002|positive regulation of response to salt stress;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.08G108800.v6.1Inf 1.50E-11 up yes Polygalacturonase At1g48100pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.08G109200.v6.10.5326271 0.0018 down no WAT1-related protein At1g09380pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.08G109300.v6.131.444078 2.57E-85 up yes Galactinol synthase 2pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.08G109400.v6.11.392657 0.36902 up no Galactinol synthase 2pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.08G109500.v6.11.0490943 0.78965 up no Golgi apparatus membrane protein-like protein ECHIDNApfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.GO:0007030|Golgi organization;GO:0009306|protein secretion;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;. .

Manes.08G109900.v6.11.461652 0.00178 up no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.08G110000.v6.10.971766 0.84514 down no . pfam03959 FSH1 Serine hydrolase (FSH1). This is a family of serine hydrolases.. . . .

Manes.08G110100.v6.11.8733844 1.77E-09 up no Importin subunit alpha-1apfam01749 IBB Importin beta binding domain. This family consists of the importin alpha (karyopherin alpha), importin beta (karyopherin beta) binding domain. The domain mediates formation of the importin alpha beta complex; required for classical NLS import of proteins into the nucleus, through the nuclear pore complex and across the nuclear envelope. Also in the alignment is the NLS of importin alpha which overlaps with the IBB domain.GO:0006606|protein import into nucleus;GO:0016032|viral process;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0008565|protein transporter activity;.

Manes.08G110200.v6.10.7592031 0.01559 down no Zinc phosphodiesterase ELAC protein 2pfam12706 Lactamase_B_2 Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.GO:0072684|mitochondrial tRNA 3'-trailer cleavage, endonucleolytic;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;K00784

Manes.08G110400.v6.10.2764835 0.03924 down no . pfam13896 Glyco_transf_49 Glycosyl-transferase for dystroglycan. This glycosyl-transferase brings about the glycosylation of the alpha-dystroglycan subunit. Dystroglycan is an integral member of the skeletal muscular dystrophin glycoprotein complex, which links dystrophin to proteins in the extracellular matrix.. . . .

Manes.08G110700.v6.10.589764 1.73E-07 down no Solute carrier family 40 member 3, chloroplasticpfam06963 FPN1 Ferroportin1 (FPN1). This family represents a conserved region approximately 100 residues long within eukaryotic Ferroportin1 (FPN1), a protein that may play a role in iron export from the cell. This family may represent a number of transmembrane regions in Ferroportin1.GO:0006879|cellular iron ion homeostasis;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005381|iron ion transmembrane transporter activity;GO:0005215|transporter activity;.

Manes.08G110900.v6.10.6235997 0.00148 down no . pfam04795 PAPA-1 PAPA-1-like conserved region. Family of proteins with a conserved region found in PAPA-1, a PAP-1 binding protein.. . . .

Manes.08G111000.v6.10.2913016 1.89E-06 down yes Homeobox protein knotted-1-like 1pfam03791 KNOX2 KNOX2 domain. The MEINOX region is comprised of two domains, KNOX1 and KNOX2. KNOX1 plays a role in suppressing target gene expression. KNOX2, essential for function, is thought to be necessary for homo-dimerization.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;.

Manes.08G111300.v6.10.3377467 2.08E-06 down yes . pfam13959 DUF4217 Domain of unknown function (DUF4217). This short domain is found at the C-terminus of many helicase proteins.. . . .

Manes.08G111500.v6.11.9194002 4.30E-12 up no Lon protease homolog 1, mitochondrialpfam05362 Lon_C Lon protease (S16) C-terminal proteolytic domain. The Lon serine proteases must hydrolyse ATP to degrade protein substrates. In Escherichia coli, these proteases are involved in turnover of intracellular proteins, including abnormal proteins following heat-shock. The active site for protease activity resides in a C-terminal domain. The Lon proteases are classified as family S16 in Merops.GO:0034599|cellular response to oxidative stress;GO:0051131|chaperone-mediated protein complex assembly;GO:0006515|misfolded or incompletely synthesized protein catabolic process;GO:0070407|oxidation-dependent protein catabolic process;GO:0090296|regulation of mitochondrial DNA replication;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0043565|sequence-specific DNA binding;GO:0004252|serine-type endopeptidase activity;K08675

Manes.08G111600.v6.15.0329084 2.05E-21 up yes . pfam10595 UPF0564 Uncharacterized protein family UPF0564. This family of proteins has no known function. However, one of the members is annotated as an EF-hand family protein.. . . .

Manes.08G112500.v6.10.4889251 2.53E-10 down yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.08G112800.v6.17.4906812 3.33E-32 up yes . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.08G113000.v6.11.1928361 0.33503 up no DnaJ homolog subfamily B member 6pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0030018|Z disc;. .

Manes.08G113100.v6.10.9804842 0.86169 down no Importin subunit alpha-1pfam01749 IBB Importin beta binding domain. This family consists of the importin alpha (karyopherin alpha), importin beta (karyopherin beta) binding domain. The domain mediates formation of the importin alpha beta complex; required for classical NLS import of proteins into the nucleus, through the nuclear pore complex and across the nuclear envelope. Also in the alignment is the NLS of importin alpha which overlaps with the IBB domain.GO:0006606|protein import into nucleus;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005730|nucleolus;GO:0008565|protein transporter activity;.

Manes.08G113200.v6.16.9074675 1.17E-10 up yes . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.08G113300.v6.10.4323717 0.04029 down no GATA transcription factor 15pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.08G113700.v6.12.0148087 4.38E-13 up yes E3 ubiquitin-protein ligase Toporspfam13639 zf-RING_2 Ring finger domain.GO:0051299|centrosome separation;GO:0016568|chromatin modification;GO:0007140|male meiosis;GO:0007060|male meiosis chromosome segregation;GO:0010032|meiotic chromosome condensation;GO:0007095|mitotic G2 DNA damage checkpoint;GO:0071763|nuclear membrane organization;GO:0006997|nucleus organization;GO:0000209|protein polyubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005652|nuclear lamina;GO:0005634|nucleus;GO:0005700|polytene chromosome;GO:0005521|lamin binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;K10631

Manes.08G114000.v6.10.6077872 6.09E-07 down no Probable protein phosphatase 2C 5pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.08G114100.v6.15.0044149 0.22618 up no Wall-associated receptor kinase-like 20pfam13947 GUB_WAK_bind Wall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G114300.v6.1Inf 0.9009 up no Wall-associated receptor kinase-like 20pfam13947 GUB_WAK_bind Wall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G114400.v6.10.7626513 0.00615 down no Eukaryotic translation initiation factor 3 subunit Apfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0006413|translational initiation;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0005886|plasma membrane;GO:0003743|translation initiation factor activity;K03254

Manes.08G114500.v6.11.4321736 7.48E-05 up no Topless-related protein 3pfam00400 WD40 WD domain, G-beta repeat.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.08G114700.v6.12.6677339 5.56E-11 up yes Phospholipase D p1pfam13091 PLDc_2 PLD-like domain.GO:0016042|lipid catabolic process;GO:0048364|root development;. GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.08G114800.v6.11.2092064 0.14872 up no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.08G114900.v6.120.567459 1.05E-79 up yes F-box protein PP2-B15pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.08G115000.v6.135.517596 9.15E-38 up yes F-box protein PP2-B15pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.08G115100.v6.10.5811159 0.00013 down no . pfam07173 DUF1399 Protein of unknown function (DUF1399). This family represents a conserved region approximately 150 residues long within a number of hypothetical plant proteins of unknown function.. . . .

Manes.08G115500.v6.1Inf 0.9009 up no Probable pectinesterase/pectinesterase inhibitor 21pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.08G115600.v6.10.7485436 0.02545 down no . pfam09135 Alb1 Alb1. Alb1 is a nuclear shuttling factor involved in ribosome biogenesis.. . . .

Manes.08G115800.v6.112.717628 0.00034 up yes Putative invertase inhibitorpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. GO:0005576|extracellular region;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.08G116000.v6.1NA NA -- no Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.08G116400.v6.12.2744516 0.00028 up yes Serine/threonine-protein phosphatase PP1 isozyme 9pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K06269

Manes.08G116600.v6.10.5941831 0.00044 down no . pfam05564 Auxin_repressed Dormancy/auxin associated protein. This family contains several plant dormancy-associated and auxin-repressed proteins the function of which are poorly understood.. . . .

Manes.08G116900.v6.11.2954564 0.00398 up no . pfam04588 HIG_1_N Hypoxia induced protein conserved region. This family is found in proteins thought to be involved in the response to hypoxia. Family members mostly come from diverse eukaryotic organisms however eubacterial members have been identified. This region is found at the N-terminus of the member proteins which are predicted to be transmembrane.. . . .

Manes.08G117500.v6.11.1291415 0.43406 up no Tafazzin pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0035965|cardiolipin acyl-chain remodeling;GO:0007507|heart development;GO:0007007|inner mitochondrial membrane organization;GO:0016021|integral component of membrane;GO:0031224|intrinsic component of membrane;GO:0031966|mitochondrial membrane;GO:0008374|O-acyltransferase activity;K13511

Manes.08G117800.v6.11.4525364 7.62E-05 up no REF/SRPP-like protein At3g05500pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.GO:0019915|lipid storage;GO:0005811|lipid particle;GO:0005773|vacuole;. .

Manes.08G118000.v6.16.1557464 6.34E-36 up yes Protein RALF-like 33pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.08G118400.v6.10.8840109 0.26049 down no Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.08G118500.v6.113.664494 0.00645 up yes Respiratory burst oxidase homolog protein Bpfam08030 NAD_binding_6 Ferric reductase NAD binding domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;GO:0016174|NAD(P)H oxidase activity;GO:0004601|peroxidase activity;K13447

Manes.08G119000.v6.12.4774792 4.04E-17 up yes Putative protease Do-like 14pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.. . GO:0004252|serine-type endopeptidase activity;.

Manes.08G119100.v6.11.0710232 0.44859 up no Autophagy-related protein 18apfam00519 PPV_E1_C Papillomavirus helicase. This protein is a DNA helicase that is required for initiation of viral DNA replication. This protein forms a complex with the E2 protein pfam00508.GO:0048102|autophagic cell death;GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0006497|protein lipidation;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0042594|response to starvation;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005634|nucleus;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.08G119200.v6.17.5878954 1.25E-33 up yes . pfam00168 C2 C2 domain. . . . .

Manes.08G119300.v6.10.8253058 0.07892 down no Acyl-CoA-binding domain-containing protein 4pfam00887 ACBP Acyl CoA binding protein.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.08G119400.v6.10.7459711 0.00296 down no Lysine-specific demethylase JMJ25pfam10497 zf-4CXXC_R1 Zinc-finger domain of monoamine-oxidase A repressor R1. R1 is a transcription factor repressor that inhibits monoamine oxidase A gene expression. This domain is a four-CXXC zinc finger putative DNA-binding domain found at the C-terminal end of R1. The domain carries 12 cysteines of which four pairs are of the CXXC type.GO:0033169|histone H3-K9 demethylation;GO:0060969|negative regulation of gene silencing;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0032454|histone demethylase activity (H3-K9 specific);GO:0046872|metal ion binding;.

Manes.08G119500.v6.10.4218651 8.71E-12 down yes PsbP domain-containing protein 7, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.



Manes.08G119800.v6.1NA NA -- no Nuclear transcription factor Y subunit B-4pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G120100.v6.10.4578097 4.00E-08 down yes Sucrose nonfermenting 4-like proteinpfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0032147|activation of protein kinase activity;GO:0005975|carbohydrate metabolic process;GO:0042149|cellular response to glucose starvation;GO:0046777|protein autophosphorylation;GO:0045859|regulation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030295|protein kinase activator activity;GO:0019887|protein kinase regulator activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G120200.v6.10.4934545 4.16E-12 down yes Signal recognition particle 43 kDa protein, chloroplasticpfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009644|response to high light intensity;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080085|signal recognition particle, chloroplast targeting;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0042802|identical protein binding;GO:0046872|metal ion binding;K12271

Manes.08G120300.v6.11.551478 6.18E-05 up no Probable linoleate 9S-lipoxygenase 5pfam00305 Lipoxygenase Lipoxygenase.GO:0031408|oxylipin biosynthetic process;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0016702|oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;K15718

Manes.08G120400.v6.12.2751401 1.33E-20 up yes F-box protein At1g55000pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.GO:0016567|protein ubiquitination;. . .

Manes.08G120500.v6.10.8042751 0.02449 down no Mannosylglycoprotein endo-beta-mannosidasepfam00703 Glyco_hydro_2 Glycosyl hydrolases family 2. This family contains beta-galactosidase, beta-mannosidase and beta-glucuronidase activities.GO:0005975|carbohydrate metabolic process;. GO:0033947|mannosylglycoprotein endo-beta-mannosidase activity;.

Manes.08G121200.v6.10.6862389 0.00015 down no Mitochondrial Rho GTPase 1pfam08356 EF_assoc_2 EF hand associated. This region predominantly appears near EF-hands (pfam00036) in GTP-binding proteins. It is found in all three eukaryotic kingdoms.GO:0007005|mitochondrion organization;GO:0007264|small GTPase mediated signal transduction;GO:0031307|integral component of mitochondrial outer membrane;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07870

Manes.08G121400.v6.11.0594957 0.58764 up no Protein YIPF1 homologpfam04893 Yip1 Yip1 domain. The Yip1 integral membrane domain contains four transmembrane alpha helices. The domain is characterized by the motifs DLYGP and GY. The Yip1 protein is a golgi protein involved in vesicular transport that interacts with GTPases.. GO:0016021|integral component of membrane;. .

Manes.08G121600.v6.14.6199849 3.16E-26 up yes . pfam08601 PAP1 Transcription factor PAP1. The transcription factor Pap1 regulates antioxidant-gene transcription in response to H2O2. This region is cysteine rich. Alkylation of cysteine residues following treatment with a cysteine alkylating agent can mask the accessibility of the nuclear exporter Crm1, triggering nuclear accumulation and Pap1 dependent transcriptional expression.. . . .

Manes.08G122300.v6.10.5033696 1.87E-05 down no Mevalonate kinasepfam08544 GHMP_kinases_C GHMP kinases C terminal. This family includes homoserine kinases, galactokinases and mevalonate kinases.GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0016126|sterol biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004496|mevalonate kinase activity;K00869

Manes.08G122600.v6.10.7588915 0.00547 down no . pfam12776 Myb_DNA-bind_3Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.08G122900.v6.10.3037626 1.36E-12 down yes Serine/threonine-protein kinase CDL1pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G123600.v6.10.495979 1.48E-06 down yes . pfam06364 DUF1068 Protein of unknown function (DUF1068). This family consists of several hypothetical plant proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.08G124100.v6.10.6736508 6.91E-05 down no Sugar transporter ERD6-like 5pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.08G124300.v6.10.0975359 9.15E-15 down yes Putative sugar transporter ERD6-like 13pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.08G124500.v6.11.0061995 0.96389 up no Autophagy-related protein 18hpfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.08G124600.v6.12.2678876 1.78E-15 up yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.08G124900.v6.11.6142243 3.03E-07 up no . pfam02163 Peptidase_M50 Peptidase family M50.. . . .

Manes.08G125500.v6.131.791431 7.09E-70 up yes . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.08G125700.v6.10.629202 2.55E-05 down no Vesicle-associated protein 2-2pfam00635 Motile_Sperm MSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.GO:0046907|intracellular transport;GO:0016032|viral process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G125800.v6.12.3610526 5.43E-13 up yes Sodium/hydrogen exchanger 2pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0055075|potassium ion homeostasis;GO:0010107|potassium ion import;GO:0006885|regulation of pH;GO:0090333|regulation of stomatal closure;GO:0009651|response to salt stress;GO:0035725|sodium ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015386|potassium:proton antiporter activity;GO:0015385|sodium:proton antiporter activity;.

Manes.08G126100.v6.11.890723 2.32E-05 up no Probable nucleolar protein 5-2pfam01798 Nop Putative snoRNA binding domain. This family consists of various Pre RNA processing ribonucleoproteins. The function of the aligned region is unknown however it may be a common RNA or snoRNA or Nop1p binding domain. Nop5p (Nop58p) from yeast is the protein component of a ribonucleoprotein protein required for pre-18s rRNA processing and is suggested to function with Nop1p in a snoRNA complex. Nop56p and Nop5p interact with Nop1p and are required for ribosome biogenesis. Prp31p is required for pre-mRNA splicing in S. cerevisiae.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;. K14565

Manes.08G126200.v6.10.2139885 1.73E-06 down yes Double-stranded RNA-binding protein 3pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.. . GO:0003725|double-stranded RNA binding;.

Manes.08G126700.v6.11.5479254 9.99E-07 up no Serine/threonine-protein kinase EDR1pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.08G127500.v6.10.5815828 8.14E-08 down no Rubredoxin pfam00301 Rubredoxin Rubredoxin. GO:0055114|oxidation-reduction process;. GO:0005506|iron ion binding;.

Manes.08G127600.v6.11.5430611 1.28E-06 up no Protein transport protein Sec24-like At4g32640pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;K14007

Manes.08G127700.v6.10.9073784 0.45194 down no Guanine deaminasepfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0006147|guanine catabolic process;. GO:0008892|guanine deaminase activity;GO:0008270|zinc ion binding;K01487

Manes.08G128000.v6.10.4566724 1.61E-11 down yes Serine/threonine-protein kinase WNK1pfam00069 Pkinase Protein kinase domain.GO:0007623|circadian rhythm;GO:0006468|protein phosphorylation;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G128600.v6.13.6014785 6.92E-44 up yes . pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.08G129700.v6.10.7185702 0.08011 down no Cellulose synthase-like protein E1pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.08G129800.v6.11.765475 0.00034 up no Cellulose synthase-like protein E6pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.08G132300.v6.10.490978 3.31E-08 down yes Multisubstrate pseudouridine synthase 7pfam01142 TruD tRNA pseudouridine synthase D (TruD). TruD is responsible for synthesis of pseudouridine from uracil-13 in transfer RNAs. The structure of TruD reveals an overall V-shaped molecule which contains an RNA-binding cleft.GO:0000455|enzyme-directed rRNA pseudouridine synthesis;GO:0006397|mRNA processing;GO:1990481|mRNA pseudouridine synthesis;GO:0008380|RNA splicing;GO:0031120|snRNA pseudouridine synthesis;GO:0031119|tRNA pseudouridine synthesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06176

Manes.08G132600.v6.10.8495023 0.1426 down no Serine/threonine-protein kinase Nek1pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.08G132900.v6.11.2514408 0.01415 up no Probable ribose-5-phosphate isomerase 3, chloroplasticpfam06026 Rib_5-P_isom_A Ribose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0042742|defense response to bacterium;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0019253|reductive pentose-phosphate cycle;GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.08G133400.v6.13.0450333 9.25E-06 up yes Perakine reductasepfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0009820|alkaloid metabolic process;. GO:0016491|oxidoreductase activity;.

Manes.08G133600.v6.10.2480165 9.14E-13 down yes Perakine reductasepfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0009820|alkaloid metabolic process;. GO:0016491|oxidoreductase activity;.

Manes.08G133900.v6.10.4179909 0.00168 down yes . pfam03162 Y_phosphatase2 Tyrosine phosphatase family. This family is closely related to the pfam00102 and pfam00782 families.. . . .

Manes.08G134000.v6.13.3614523 1.59E-08 up yes Calcium-transporting ATPase 12, plasma membrane-typepfam00689 Cation_ATPase_C Cation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.08G134300.v6.10.3401052 0.00243 down yes . pfam05192 MutS_III MutS domain III. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam00488, pfam05188, pfam01624 and pfam05190. The MutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain III, which is central to the structure of Thermus aquaticus MutS as characterized in.. . . .

Manes.08G134500.v6.16.3233906 2.40E-21 up yes Light-inducible protein CPRF2pfam12498 bZIP_C Basic leucine-zipper C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 174 and 411 amino acids in length. The family is found in association with pfam00170. There is a conserved KVK sequence motif. There is a single completely conserved residue K that may be functionally important. Various bZIP proteins have been found and shown to play a role in seed-specific gene expression. bZIP binds to the alpha-globulin gene promoter, but not to promoters of other major storage genes such as glutelin, prolamin and albumin.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G134900.v6.16.3743312 0.01114 up yes . pfam06450 NhaB Bacterial Na+/H+ antiporter B (NhaB). This family consists of several bacterial Na+/H+ antiporter B (NhaB) proteins. The exact function of this family is unknown.. . . .

Manes.08G135000.v6.11.1224955 0.22425 up no Auxin-responsive protein IAA16pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.08G135800.v6.10.5804297 2.71E-06 down no . pfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.08G135900.v6.16.673454 7.61E-16 up yes Transcriptional corepressor LEUNIGpfam00400 WD40 WD domain, G-beta repeat.GO:0030154|cell differentiation;GO:0006974|cellular response to DNA damage stimulus;GO:0071217|cellular response to external biotic stimulus;GO:0009908|flower development;GO:0010393|galacturonan metabolic process;GO:0010073|meristem maintenance;GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0051512|positive regulation of unidimensional cell growth;GO:0045995|regulation of embryonic development;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0009733|response to auxin;GO:0009617|response to bacterium;GO:0046898|response to cycloheximide;GO:0009620|response to fungus;GO:0001666|response to hypoxia;GO:0009624|response to nematode;GO:0006979|response to oxidative stress;GO:1902074|response to salt;GO:0010272|response to silveGO:0005634|nucleus;. .

Manes.08G136400.v6.10.6736481 0.00018 down no . pfam13450 NAD_binding_8 NAD(P)-binding Rossmann-like domain.. . . .

Manes.08G136600.v6.11.2149518 0.63557 up no Uncharacterized protein At2g34160pfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005829|cytosol;GO:0003676|nucleic acid binding;.

Manes.08G136800.v6.11.310106 0.0099 up no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.08G137100.v6.1Inf 0.9009 up no . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.08G137200.v6.14.2522875 6.78E-15 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.08G137900.v6.121.911307 1.94E-13 up yes . pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.08G138300.v6.110.134576 5.09E-26 up yes Phosphoenolpyruvate carboxylase kinase 2pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0016036|cellular response to phosphate starvation;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0046898|response to cycloheximide;GO:0009416|response to light stimulus;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G138700.v6.17.3765045 0.00011 up yes Myb-related protein Myb4pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.08G139200.v6.12.674596 7.00E-06 up yes Probable low-specificity L-threonine aldolase 1pfam01212 Beta_elim_lyase Beta-eliminating lyase.GO:0006545|glycine biosynthetic process;GO:0006567|threonine catabolic process;GO:0005829|cytosol;GO:0008732|L-allo-threonine aldolase activity;GO:0004793|threonine aldolase activity;K01620

Manes.08G139400.v6.11.2069871 0.04032 up no Putative lysine-specific demethylase JMJ16pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11446

Manes.08G139500.v6.10.796763 0.07718 down no Protein prenyltransferase alpha subunit repeat-containing protein 1pfam01239 PPTA Protein prenyltransferase alpha subunit repeat. Both farnesyltransferase (FT) and geranylgeranyltransferase 1 (GGT1) recognize a CaaX motif on their substrates where 'a' stands for preferably aliphatic residues, whereas GGT2 recognizes a completely different motif. Important substrates for FT include, amongst others, many members of the Ras superfamily. GGT1 substrates include some of the other small GTPases and GGT2 substrates include the Rab family.GO:0018342|protein prenylation;GO:0005737|cytoplasm;GO:1990234|transferase complex;GO:0008318|protein prenyltransferase activity;K14137

Manes.08G140400.v6.1Inf 0.04703 up no Histone-lysine N-methyltransferase SUVR4pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005694|chromosome;GO:0005730|nucleolus;GO:0009506|plasmodesma;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.08G140800.v6.11.5930722 2.81E-07 up no . pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.08G141000.v6.1Inf 0.17828 up no . pfam00644 PARP Poly(ADP-ribose) polymerase catalytic domain. Poly(ADP-ribose) polymerase catalyses the covalent attachment of ADP-ribose units from NAD+ to itself and to a limited number of other DNA binding proteins, which decreases their affinity for DNA. Poly(ADP-ribose) polymerase is a regulatory component induced by DNA damage. The carboxyl-terminal region is the most highly conserved region of the protein. Experiments have shown that a carboxyl 40 kDa fragment is still catalytically active.. . . .

Manes.08G141100.v6.14.5880148 1.28E-60 up yes . pfam06101 DUF946 Plant protein of unknown function (DUF946). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.08G141400.v6.12.9248141 3.72E-32 up yes Inositol phosphorylceramide glucuronosyltransferase 1pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0046513|ceramide biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0015020|glucuronosyltransferase activity;GO:0046872|metal ion binding;GO:1990482|sphingolipid alpha-glucuronosyltransferase activity;.

Manes.08G141900.v6.10.3267348 1.57E-10 down yes DNA-directed RNA polymerase II subunit 4pfam03874 RNA_pol_Rpb4 RNA polymerase Rpb4. This family includes the Rpb4 protein. This family also includes C17 (aka CGRP-RCP) is an essential subunit of RNA polymerase III. C17 forms a subcomplex with C25 which is likely to be the counterpart of subcomplex Rpb4/7 in Pol II.GO:0031990|mRNA export from nucleus in response to heat stress;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0045948|positive regulation of translational initiation;GO:0034402|recruitment of 3'-end processing factors to RNA polymerase II holoenzyme complex;GO:0006366|transcription from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0000932|cytoplasmic mRNA processing body;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0003899|DNA-directed RNA polymerase activity;GO:0000166|nucleotide binding;GO:0031369|translation initiation factor binding;K03012

Manes.08G142100.v6.11.1565838 0.20451 up no Cytoplasmic tRNA 2-thiolation protein 1pfam01171 ATP_bind_3 PP-loop family. This family of proteins belongs to the PP-loop superfamily.GO:0032447|protein urmylation;GO:0034227|tRNA thio-modification;GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0016779|nucleotidyltransferase activity;GO:0000049|tRNA binding;.

Manes.08G142300.v6.11.5046228 9.62E-06 up no . pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.08G142400.v6.11.1197146 0.27509 up no GDSL esterase/lipase LTL1pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0042538|hyperosmotic salinity response;GO:0016042|lipid catabolic process;GO:0010226|response to lithium ion;GO:0009751|response to salicylic acid;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.08G142500.v6.10.8232445 0.05444 down no GDSL esterase/lipase At5g33370pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.08G142700.v6.10.398574 1.43E-08 down yes Probable leucine-rich repeat receptor-like protein kinase At5g63930pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G142800.v6.11.0027056 0.95667 up no Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SECpfam13844 Glyco_transf_41 Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.08G142900.v6.1NA NA -- no Germin-like protein subfamily 1 member 16pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G143000.v6.1NA NA -- no Germin-like protein subfamily 1 member 13pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G143900.v6.10.9875484 0.91303 down no Casein kinase I isoform alphapfam00069 Pkinase Protein kinase domain.GO:0018105|peptidyl-serine phosphorylation;GO:0006909|phagocytosis;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0060069|Wnt signaling pathway, regulating spindle positioning;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08957

Manes.08G144200.v6.110.609733 0.02893 up yes . pfam01578 Cytochrom_C_asmCytochrome C assembly protein. This family consists of various proteins involved in cytochrome c assembly from mitochondria and bacteria; CycK from Rhizobium, CcmC from Escherichia coli and Paracoccus denitrificans and orf240 from wheat mitochondria. The members of this family are probably integral membrane proteins with six predicted transmembrane helices. It has been proposed that members of this family comprise a membrane component of an ABC (ATP binding cassette) transporter complex. It is also proposed that this transporter is necessary for transport of some component needed for cytochrome c assembly. One member CycK contains a putative heme-binding motif, orf240 also contains a putative heme-binding motif and is a proposed ABC transporter with c-type heme as its proposed substrate. However it seems unlikely that all members of this family transport heme nor c-type apocytochromes because CcmC in the putative CcmABC transporter transports neither.. . . .

Manes.08G144300.v6.11.5950588 0.0017 up no . pfam13398 Peptidase_M50B Peptidase M50B-like. This is a family of bacterial and plant peptidases in the same family as MEROPS:M50B.. . . .

Manes.08G144900.v6.14.7643972 8.28E-12 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.08G145000.v6.11.2807132 0.35144 up no . pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.. . . .

Manes.08G145400.v6.110.229103 3.67E-23 up yes Ethylene-responsive transcription factor RAP2-11pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.08G145700.v6.11.7630953 9.12E-09 up no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.08G145800.v6.10.634964 0.00245 down no Syntaxin-132 pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.08G146500.v6.1NA NA -- no Germin-like protein subfamily 1 member 17pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G146600.v6.11.1081526 0.62135 up no Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SECpfam13844 Glyco_transf_41 Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.08G147500.v6.10.8710113 0.19916 down no Apyrase 2 pfam01150 GDA1_CD39 GDA1/CD39 (nucleoside phosphatase) family.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.08G147600.v6.14.3356615 0.0002 up yes . pfam13000 Acatn Acetyl-coenzyme A transporter 1. The mouse Acatn is a 61 kDa hydrophobic protein with six to 10 transmembrane domains. It appears to promote 9-O-acetylation in gangliosides.. . . .

Manes.08G147700.v6.12.8696514 0.00017 up yes . pfam09348 DUF1990 Domain of unknown function (DUF1990). This family of proteins are functionally uncharacterized.. . . .

Manes.08G147800.v6.119.386118 ####### up yes NAC transcription factor ONAC010pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G147900.v6.11.1861844 0.07598 up no . pfam14200 RicinB_lectin_2 Ricin-type beta-trefoil lectin domain-like.. . . .

Manes.08G148000.v6.113.25008 4.46E-24 up yes NAC domain-containing protein 100pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G148100.v6.10.7762802 0.02687 down no U11/U12 small nuclear ribonucleoprotein 65 kDa proteinpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0010229|inflorescence development;GO:0000398|mRNA splicing, via spliceosome;GO:0005634|nucleus;GO:0005689|U12-type spliceosomal complex;GO:0000166|nucleotide binding;GO:0097157|pre-mRNA intronic binding;GO:0030626|U12 snRNA binding;K13157

Manes.08G148200.v6.11.6980815 5.03E-07 up no Thioredoxin-like 1-1, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G148400.v6.16.9056966 2.68E-21 up yes . pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.. . . .



Manes.08G148500.v6.12.9720354 4.19E-12 up yes Expansin-A15pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.08G148900.v6.10.9062691 0.55998 down no . pfam00209 SNF Sodium:neurotransmitter symporter family.. . . .

Manes.08G149000.v6.12.0504767 7.15E-16 up yes Early nodulin-93pfam03386 ENOD93 Early nodulin 93 ENOD93 protein.GO:0009877|nodulation;GO:0016021|integral component of membrane;. .

Manes.08G149100.v6.12.0280495 4.02E-12 up yes TATA-box-binding proteinpfam00352 TBP Transcription factor TFIID (or TATA-binding protein, TBP).GO:0006352|DNA-templated transcription, initiation;GO:0005634|nucleus;GO:0003677|DNA binding;K03120

Manes.08G149200.v6.10.8273873 0.18114 down no . pfam01844 HNH HNH endonuclease.. . . .

Manes.08G149400.v6.10.5504739 2.81E-09 down no CCR4-NOT transcription complex subunit 3pfam04065 Not3 Not1 N-terminal domain, CCR4-Not complex component.GO:0010467|gene expression;GO:0031047|gene silencing by RNA;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:2000036|regulation of stem cell population maintenance;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0001829|trophectodermal cell differentiation;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0005829|cytosol;GO:0005634|nucleus;. K12580

Manes.08G149600.v6.10.5420175 0.04495 down no Myb family transcription factor APLpfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G149900.v6.10.4371887 5.24E-08 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.08G150300.v6.1#NAME? 0.64948 down no . pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.08G150400.v6.10.7113821 0.09266 down no Protein TRANSPARENT TESTA 12pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.08G150500.v6.11.1355654 0.35302 up no Protein GrpE pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.08G150600.v6.11.05242 0.5722 up no Probable ADP-ribosylation factor GTPase-activating protein AGD14pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;.

Manes.08G151100.v6.10.6644115 0.00691 down no Myb-related protein 306pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G151200.v6.11.4896944 8.97E-06 up no Probable S-sulfocysteine synthase, chloroplasticpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0006535|cysteine biosynthetic process from serine;GO:0015979|photosynthesis;GO:0009643|photosynthetic acclimation;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0090322|regulation of superoxide metabolic process;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0005737|cytoplasm;GO:0031977|thylakoid lumen;GO:0004124|cysteine synthase activity;GO:0030170|pyridoxal phosphate binding;GO:0016740|transferase activity;K01738

Manes.08G151600.v6.10.6018256 8.26E-05 down no . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.08G151700.v6.11.0112433 0.86863 up no Zinc finger protein VAR3, chloroplasticpfam00641 zf-RanBP Zn-finger in Ran binding protein and others.GO:1900871|chloroplast mRNA modification;GO:0009658|chloroplast organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008270|zinc ion binding;.

Manes.08G152000.v6.1NA NA -- no Peroxidase 57pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.08G152100.v6.13.1243918 1.10E-08 up yes Cyclic dof factor 3pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G152200.v6.11.0944522 0.58894 up no . pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.. . . .

Manes.08G152600.v6.10.4821257 4.06E-09 down yes Xylosyltransferase 1pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0034605|cellular response to heat;GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.08G152800.v6.10.775291 0.04612 down no . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.08G152900.v6.19.6339252 ####### up yes Cation/calcium exchanger 2pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.08G153300.v6.10.4762914 9.42E-05 down yes Microfibrillar-associated protein 1pfam06991 Prp19_bind Splicing factor, Prp19-binding domain. This family represents the C-terminus (approximately 300 residues) of proteins that are involved as binding partners for Prp19 as part of the nuclear pore complex.  The family in Drosophila is necessary for pre-mRNA splicing, and the human protein has been found in purifications of the spliceosome. In the past this family was thought, erroneously, to be associated with microfibrillin.GO:0030198|extracellular matrix organization;GO:0005576|extracellular region;GO:0001527|microfibril;GO:0044822|poly(A) RNA binding;K13110

Manes.08G153500.v6.10.5914221 0.01128 down no . pfam11951 Fungal_trans_2 Fungal specific transcription factor domain. This family of are likely to be transcription factors. This protein is found in fungi. Proteins in this family are typically between 454 to 826 amino acids in length. This protein is found associated with pfam00172.. . . .

Manes.08G153600.v6.10.4834482 0.00053 down yes . pfam04789 DUF621 Protein of unknown function (DUF621). Family of uncharacterized proteins. Some are annotated as having possible G-protein-coupled receptor-like activity.. . . .

Manes.08G153700.v6.11.3222133 0.00197 up no Cationic amino acid transporter 2, vacuolarpfam13520 AA_permease_2 Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.08G153900.v6.15.8735168 1.28E-86 up yes . pfam10225 DUF2215 Uncharacterized conserved protein (DUF2215). This entry is the central 200 residues of a family of proteins conserved from worms to humans. The function is unknown.. . . .

Manes.08G154000.v6.10.8290264 0.20651 down no . pfam07802 GCK GCK domain. This domain is found in proteins carrying other domains known to be involved in intracellular signalling pathways (such as pfam00071) indicating that it might also be involved in these pathways. It has 4 highly conserved cysteine residues, suggesting that it can bind zinc ions. Moreover, it is found repeated in some members of this family; this may indicate that these domains are able to interact with one another, raising the possibility that this domain mediates heterodimerization.. . . .

Manes.08G154200.v6.11.8022259 2.88E-11 up no Ubiquitin-conjugating enzyme E2 2pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006281|DNA repair;GO:0033523|histone H2B ubiquitination;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10573

Manes.08G154300.v6.12.0927251 4.82E-17 up yes Exosome component 10pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.GO:0071034|CUT catabolic process;GO:0009048|dosage compensation by inactivation of X chromosome;GO:0071044|histone mRNA catabolic process;GO:0000460|maturation of 5.8S rRNA;GO:0071028|nuclear mRNA surveillance;GO:0071035|nuclear polyadenylation-dependent rRNA catabolic process;GO:0071048|nuclear retention of unspliced pre-mRNA at the site of transcription;GO:0000956|nuclear-transcribed mRNA catabolic process;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0005737|cytoplasm;GO:0000178|exosome (RNase complex);GO:0016020|membrane;GO:0000176|nuclear exosome (RNase complex);GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0035327|transcriptionally active chromatin;GO:0008408|3'-5' exonuclease activity;GO:0004532|exoribonuclease activity;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K12591

Manes.08G155500.v6.11.5213469 4.09E-06 up no ELMO domain-containing protein Apfam04727 ELMO_CED12 ELMO/CED-12 family. This family represents a conserved domain which is found in a number of eukaryotic proteins including CED-12, ELMO I and ELMO II. ELMO1 is a component of signalling pathways that regulate phagocytosis and cell migration and is the mammalian orthologue of the C. elegans gene, ced-12. CED-12 is required for the engulfment of dying cells and cell migration. In mammalian cells, ELMO1 interacts with Dock180 as part of the CrkII/Dock180/Rac pathway responsible for phagocytosis and cell migration. ELMO1 is ubiquitously expressed, although its expression is highest in the spleen, an organ rich in immune cells. ELMO1 has a PH domain and a polyproline sequence motif at its C terminus which are not present in this alignment.GO:0048870|cell motility;GO:0030837|negative regulation of actin filament polymerization;GO:0050764|regulation of phagocytosis;GO:0030587|sorocarp development;GO:0005737|cytoplasm;GO:0045159|myosin II binding;.

Manes.08G155700.v6.11.0570958 0.52548 up no . pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.. . . .

Manes.08G155800.v6.10.8660795 0.14912 down no TATA-binding protein-associated factor BTAF1pfam12054 DUF3535 Domain of unknown function (DUF3535). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 439 to 459 amino acids in length. This domain is found associated with pfam00271, pfam02985, pfam00176. This domain has two completely conserved residues (P and K) that may be functionally important.GO:1902185|positive regulation of shoot apical meristem development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.08G156300.v6.10.5800183 6.37E-08 down no RNA polymerase sigma factor sigBpfam04542 Sigma70_r2 Sigma-70 region 2. Region 2 of sigma-70 is the most conserved region of the entire protein. All members of this class of sigma-factor contain region 2. The high conservation is due to region 2 containing both the -10 promoter recognition helix and the primary core RNA polymerase binding determinant. The core binding helix, interacts with the clamp domain of the largest polymerase subunit, beta prime. The aromatic residues of the recognition helix, found at the C-terminus of this domain are though to mediate strand separation, thereby allowing transcription initiation.GO:0071482|cellular response to light stimulus;GO:0009658|chloroplast organization;GO:0006352|DNA-templated transcription, initiation;GO:2001141|regulation of RNA biosynthetic process;GO:0010114|response to red light;GO:0006399|tRNA metabolic process;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;.

Manes.08G156500.v6.10.9728291 0.80941 down no . pfam07928 Vps54 Vps54-like protein. This family contains various proteins that are homologs of the yeast Vps54 protein, such as the rat homolog , the human homolog, and the mouse homolog. In yeast, Vps54 associates with Vps52 and Vps53 proteins to form a trimolecular complex that is involved in protein transport between Golgi, endosomal, and vacuolar compartments. All Vps54 homologs contain a coiled coil region (not found in the region featured in this family) and multiple dileucine motifs.. . . .

Manes.08G156600.v6.1Inf 1.54E-14 up yes Beta-amyrin 28-oxidasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G156700.v6.10.4834231 5.20E-10 down yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.08G156800.v6.10.5320895 5.49E-06 down no Tubulin-folding cofactor Apfam02970 TBCA Tubulin binding cofactor A.GO:0007021|tubulin complex assembly;GO:0005829|cytosol;. K17292

Manes.08G156900.v6.10.8257536 0.14623 down no . pfam00754 F5_F8_type_C F5/8 type C domain. This domain is also known as the discoidin (DS) domain family.. . . .

Manes.08G157000.v6.10.873127 0.15926 down no . pfam07420 DUF1509 Protein of unknown function (DUF1509). This family consists of several uncharacterized viral proteins from the Marek's disease-like viruses. Members of this family are typically around 400 residues in length. The function of this family is unknown.. . . .

Manes.08G157100.v6.10.4872855 6.03E-05 down yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.08G157700.v6.10.3400151 3.04E-08 down yes . pfam05622 HOOK HOOK protein. This family consists of several HOOK1, 2 and 3 proteins from different eukaryotic organisms. The different members of the human gene family are HOOK1, HOOK2 and HOOK3. Different domains have been identified in the three human HOOK proteins, and it was demonstrated that the highly conserved NH2-domain mediates attachment to microtubules, whereas the central coiled-coil motif mediates homodimerization and the more divergent C-terminal domains are involved in binding to specific organelles (organelle-binding domains). It has been demonstrated that endogenous HOOK3 binds to Golgi membranes, whereas both HOOK1 and HOOK2 are localized to discrete but unidentified cellular structures. In mice the Hook1 gene is predominantly expressed in the testis. Hook1 function is necessary for the correct positioning of microtubular structures within the haploid germ cell. Disruption of Hook1 function in mice causes abnormal sperm head shape and fragile attachment of the flagellum to the sperm head.. . . .

Manes.08G157900.v6.11.3411121 0.04056 up no Non-specific phospholipase C3pfam04185 Phosphoesterase Phosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.GO:0016036|cellular response to phosphate starvation;GO:0016311|dephosphorylation;GO:0006796|phosphate-containing compound metabolic process;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0052642|lysophosphatidic acid phosphatase activity;K01114

Manes.08G158100.v6.15.4453991 0.00164 up yes BTB/POZ domain-containing protein At5g17580pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.08G158400.v6.1NA NA -- no . pfam10321 7TM_GPCR_Srt Serpentine type 7TM GPCR chemoreceptor Srt. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srt is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.08G158900.v6.10.8576378 0.14753 down no Serine/threonine-protein kinase ppk15pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0051286|cell tip;GO:0005829|cytosol;GO:0044732|mitotic spindle pole body;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K18670

Manes.08G159000.v6.10.7783788 0.0099 down no RNA polymerase sigma factor sigApfam04542 Sigma70_r2 Sigma-70 region 2. Region 2 of sigma-70 is the most conserved region of the entire protein. All members of this class of sigma-factor contain region 2. The high conservation is due to region 2 containing both the -10 promoter recognition helix and the primary core RNA polymerase binding determinant. The core binding helix, interacts with the clamp domain of the largest polymerase subunit, beta prime. The aromatic residues of the recognition helix, found at the C-terminus of this domain are though to mediate strand separation, thereby allowing transcription initiation.GO:0071482|cellular response to light stimulus;GO:0071461|cellular response to redox state;GO:0006352|DNA-templated transcription, initiation;GO:0080005|photosystem stoichiometry adjustment;GO:2001141|regulation of RNA biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;K03086

Manes.08G159100.v6.126.646345 1.79E-18 up yes . pfam04910 Tcf25 Transcriptional repressor TCF25. Members of this family are transcriptional repressors. They may act by increasing histone deacetylase activity at promoter regions.. . . .

Manes.08G159300.v6.10.2237827 0.00013 down yes . pfam04740 LXG LXG domain of WXG superfamily. This domain is present is the N-terminal region of a group of polymorphic toxin proteins in bacteria. It is predicted to use Type VII secretion pathway to mediate export of bacterial toxins.. . . .

Manes.08G159400.v6.10.3678657 6.05E-11 down yes Pentatricopeptide repeat-containing protein At5g14770, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.08G159600.v6.10.4759434 4.64E-05 down yes Probable folate-biopterin transporter 7pfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.08G159800.v6.10.5710471 0.00028 down no Cytochrome P450 89A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.08G160300.v6.10.4524517 5.68E-10 down yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.08G160500.v6.11.4589999 9.98E-05 up no . pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. . . .

Manes.08G160800.v6.11.9192281 2.01E-05 up no Growth-regulating factor 5pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.08G160900.v6.10.7399047 0.01129 down no GPCR-type G protein 2pfam12430 ABA_GPCR Abscisic acid G-protein coupled receptor. This domain family is found in eukaryotes, and is typically between 177 and 216 amino acids in length. This family is part of the abscisic acid (ABA) G-protein coupled receptor. ABA is a stress hormone in plants.. GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.08G161000.v6.10.2817417 8.70E-17 down yes F-box/kelch-repeat protein At5g60570pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. GO:0005634|nucleus;. .

Manes.08G161100.v6.10.7692339 0.00684 down no Bromodomain adjacent to zinc finger domain protein 2Apfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0000183|chromatin silencing at rDNA;GO:0006306|DNA methylation;GO:0016575|histone deacetylation;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0005730|nucleolus;GO:0033553|rDNA heterochromatin;GO:0003677|DNA binding;GO:0070577|lysine-acetylated histone binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K15224

Manes.08G161800.v6.12.4777105 1.95E-05 up yes Werner Syndrome-like exonucleasepfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.08G162600.v6.11.112697 0.28959 up no D-xylose-proton symporter-like 2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.08G162700.v6.10.8347991 0.12782 down no Probable NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 12pfam05071 NDUFA12 NADH ubiquinone oxidoreductase subunit NDUFA12. This family contains the 17.2 kD subunit of complex I (NDUFA12) and its homologues. The family also contains a second related eukaryotic protein of unknown function.GO:0009735|response to cytokinin;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0050897|cobalt ion binding;GO:0009055|electron carrier activity;GO:0008137|NADH dehydrogenase (ubiquinone) activity;.

Manes.08G162800.v6.11.348543 0.00097 up no ERAD-associated E3 ubiquitin-protein ligase HRD1Apfam13639 zf-RING_2 Ring finger domain.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10601

Manes.08G162900.v6.12.2194852 1.58E-11 up yes ER lumen protein-retaining receptorpfam00810 ER_lumen_recept ER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;.

Manes.08G163100.v6.11.786743 1.56E-10 up no Exportin-1 pfam08767 CRM1_C CRM1 C terminal. CRM1 (also known as Exportin1) mediates the nuclear export of proteins bearing a leucine-rich nuclear export signal (NES). CRM1 forms a complex with the NES containing protein and the small GTPase Ran. This region forms an alpha helical structure formed by six helical hairpin motifs that are structurally similar to the HEAT repeat, but share little sequence similarity to the HEAT repeat.GO:0051028|mRNA transport;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006611|protein export from nucleus;GO:0034504|protein localization to nucleus;GO:0010824|regulation of centrosome duplication;GO:0042176|regulation of protein catabolic process;GO:0046825|regulation of protein export from nucleus;GO:0042493|response to drug;GO:0000055|ribosomal large subunit export from nucleus;GO:0000056|ribosomal small subunit export from nucleus;GO:0005642|annulate lamellae;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0043231|intracellular membrane-bounded organelle;GO:0000776|kinetochore;GO:0016020|membrane;GO:0031965|nuclear membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0005487|nucleocytoplasmic transporter activity;GO:0008565|protein transporter activity;GO:0003723|RNA binding;K14290

Manes.08G163200.v6.10.5702621 0.00025 down no Anthocyanidin 3-O-glucosyltransferase 7 (Fragment)pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.08G163400.v6.10.655275 0.09571 down no ADP-ribosylation factorpfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;.

Manes.08G163600.v6.12.0245477 1.63E-07 up yes Cytochrome P450 89A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.08G163800.v6.10.7338856 0.02213 down no Serine/threonine-protein phosphatase 4 regulatory subunit 2pfam09184 PPP4R2 PPP4R2. PPP4R2 (protein phosphatase 4 core regulatory subunit R2) is the regulatory subunit of the histone H2A phosphatase complex. It has been shown to confer resistance to the anticancer drug cisplatin in yeast, and may confer resistance in higher eukaryotes.GO:0000278|mitotic cell cycle;GO:0022008|neurogenesis;GO:0000775|chromosome, centromeric region;GO:0030289|protein phosphatase 4 complex;. .

Manes.08G164100.v6.1Inf 0.9009 up no . pfam11260 Spidroin_MaSp Major ampullate spidroin 1 and 2. Dragline silk is composed of two proteins, major ampullate spidroin 1 (MaSp1) and major ampullate spidroin 2 (MaSp2). MaSp1 contains five alpha-helices. Only the C-terminus of the proteins are shown.. . . .

Manes.08G164200.v6.10.4773629 0.00018 down yes . pfam10034 Dpy19 Q-cell neuroblast polarisation. Dyp-19, formerly known as DUF2211, is a transmembrane domain family that is required to orient the neuroblast cells, QR and QL accurately on the anterior-posterior axis: QL and QR are born in the same anterior-posterior position, but polarise and migrate left-right asymmetrically, QL migrating towards the posterior and QR migrating towards the anterior. It is also required, with unc-40, to express mab-5 correctly in the Q cell descendants. The Dpy-19 protein derives from the C. elegans DUMPY mutant.. . . .

Manes.08G164300.v6.10.9849403 0.89522 down no . pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.. . . .

Manes.08G164400.v6.10.8538544 0.20095 down no Altered inheritance rate of mitochondria protein 25pfam03803 Scramblase Scramblase. Scramblase is palmitoylated and contains a potential protein kinase C phosphorylation site. Scramblase exhibits Ca2+-activated phospholipid scrambling activity in vitro. There are also possible SH3 and WW binding motifs. Scramblase is involved in the redistribution of phospholipids after cell activation or injury.. GO:0005739|mitochondrion;. .

Manes.08G164700.v6.12.7208812 1.70E-08 up yes . pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.08G164900.v6.11.3883472 0.00344 up no . pfam12588 PSDC Phophatidylserine decarboxylase. This domain family is found in bacteria and eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam02666. Phosphatidylserine decarboxylase (PSD) is an important enzyme in the synthesis of phosphatidylethanolamine in both prokaryotes and eukaryotes.. . . .

Manes.08G165000.v6.12.3458577 1.55E-05 up yes . pfam02028 BCCT BCCT family transporter.. . . .

Manes.08G165100.v6.10.8543771 0.17589 down no Pentatricopeptide repeat-containing protein At5g42310, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.08G165700.v6.10.8745146 0.20247 down no Probable galacturonosyltransferase 7pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.08G165800.v6.10.2920264 7.45E-07 down yes Protein SCARECROWpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.08G166100.v6.10.1980669 3.55E-10 down yes Ethanolamine-phosphate cytidylyltransferasepfam01467 CTP_transf_2 Cytidylyltransferase. This family includes: Cholinephosphate cytidylyltransferase and Glycerol-3-phosphate cytidylyltransferase.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0031307|integral component of mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0004306|ethanolamine-phosphate cytidylyltransferase activity;K00967

Manes.08G166200.v6.12.355775 0.00464 up yes . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.08G166300.v6.12.3226872 2.59E-11 up yes . pfam13327 T3SS_LEE_assoc Type III secretion system subunit. This is a family of bacterial putative type III secretion apparatus proteins associated with the locus of enterocyte effacement (LEE).. . . .

Manes.08G166400.v6.11.3171939 0.00287 up no Serine/threonine-protein kinase At5g01020pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G166500.v6.11.1739518 0.15616 up no 50S ribosomal protein L17, chloroplasticpfam01196 Ribosomal_L17 Ribosomal protein L17.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02879

Manes.08G166600.v6.13.5162508 3.48E-37 up yes . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.08G167300.v6.10.7947139 0.18617 down no . pfam10962 DUF2764 Protein of unknown function (DUF2764). This bacterial family of proteins has no known function.. . . .

Manes.08G167400.v6.19.2557931 1.07E-14 up yes Calcium-binding protein CML42pfam13833 EF-hand_8 EF-hand domain pair.GO:0010091|trichome branching;. GO:0005509|calcium ion binding;K13448

Manes.08G167900.v6.10.4074405 1.63E-12 down yes . pfam06697 DUF1191 Protein of unknown function (DUF1191). This family contains hypothetical plant proteins of unknown function.. . . .

Manes.08G168000.v6.10.6421103 0.03264 down no NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 1pfam03073 TspO_MBR TspO/MBR family. Tryptophan-rich sensory protein (TspO) is an integral membrane protein that acts as a negative regulator of the expression of specific photosynthesis genes in response to oxygen/light. It is involved in the efflux of porphyrin intermediates from the cell. This reduces the activity of coproporphyrinogen III oxidase, which is thought to lead to the accumulation of a putative repressor molecule that inhibits the expression of specific photosynthesis genes. Several conserved aromatic residues are necessary for TspO function: they are thought to be involved in binding porphyrin intermediates. In, the rat mitochondrial peripheral benzodiazepine receptor (MBR) was shown to not only retain its structure within a bacterial outer membrane, but also to be able to functionally substitute for TspO in TspO- mutants, and to act in a similar manner to TspO in its in situ location: the outer mitochondrial membrane. The biological significance of MBR remains unclear, however. It is thought to be involved in a GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;. K03945



Manes.08G168100.v6.11.6918739 4.71E-08 up no KH domain-containing protein At2g38610pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0003723|RNA binding;K14945

Manes.08G168200.v6.11.9364028 1.17E-08 up no . pfam11891 DUF3411 Domain of unknown function (DUF3411). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 168 to 186 amino acids in length. This domain has a conserved RYQ sequence motif.. . . .

Manes.08G168300.v6.10.8093927 0.0474 down no Putative zinc transporter At3g08650pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;.

Manes.08G168400.v6.10.5521324 0.01018 down no Tubulin-folding cofactor Dpfam09106 SelB-wing_2 Elongation factor SelB, winged helix. Members of this family adopt a winged-helix fold, with an alpha/beta structure consisting of three alpha-helices and a twisted three-stranded antiparallel beta-sheet, with an alpha-beta-alpha-alpha-beta-beta connectivity. They are involved in both DNA and RNA binding.GO:0009793|embryo development ending in seed dormancy;GO:0000226|microtubule cytoskeleton organization;GO:0007017|microtubule-based process;GO:0043547|positive regulation of GTPase activity;GO:0006457|protein folding;GO:0007021|tubulin complex assembly;GO:0005829|cytosol;GO:0005874|microtubule;GO:0009506|plasmodesma;GO:0048487|beta-tubulin binding;GO:0005096|GTPase activator activity;GO:0015631|tubulin binding;.

Manes.08G168800.v6.10.7382818 0.04054 down no Probable LRR receptor-like serine/threonine-protein kinase At1g06840pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G168900.v6.10.8273833 0.05404 down no Acetyltransferase NSIpfam13508 Acetyltransf_7 Acetyltransferase (GNAT) domain. This domain catalyses N-acetyltransferase reactions.GO:0030187|melatonin biosynthetic process;GO:0006474|N-terminal protein amino acid acetylation;GO:0016032|viral process;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0031248|protein acetyltransferase complex;GO:0004059|aralkylamine N-acetyltransferase activity;GO:0008080|N-acetyltransferase activity;GO:0004596|peptide alpha-N-acetyltransferase activity;.

Manes.08G169100.v6.10.711344 0.03079 down no BTB/POZ domain-containing protein At3g08570pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.08G169400.v6.10.7150405 0.00251 down no . pfam07999 RHSP Retrotransposon hot spot protein. Members of this family are retrotransposon hot spot proteins. They are associated with polymorphic subtelomeric regions in Trypanosoma. These proteins contain a P-loop motif.. . . .

Manes.08G170100.v6.14.1936948 1.02E-57 up yes Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G170300.v6.10.4414899 0.00104 down yes Serine/threonine-protein kinase AtPK2/AtPK19pfam00069 Pkinase Protein kinase domain.GO:0045727|positive regulation of translation;GO:0006468|protein phosphorylation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K04688

Manes.08G170400.v6.11.873768 5.16E-07 up no Transcription elongation factor A protein 2pfam07500 TFIIS_M Transcription factor S-II (TFIIS), central domain. Transcription elongation by RNA polymerase II is regulated by the general elongation factor TFIIS. This factor stimulates RNA polymerase II to transcribe through regions of DNA that promote the formation of stalled ternary complexes. TFIIS is composed of three structural domains, termed I, II, and III. The two C-terminal domains (II and III), this domain and pfam01096 are required for transcription activity.GO:0006354|DNA-templated transcription, elongation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0032784|regulation of DNA-templated transcription, elongation;GO:0005813|centrosome;GO:0005654|nucleoplasm;GO:0008023|transcription elongation factor complex;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K03145

Manes.08G170500.v6.10.5351907 2.87E-09 down no Phospholipid-transporting ATPase 1pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006886|intracellular protein transport;GO:0045332|phospholipid translocation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K14802

Manes.08G170700.v6.10.8295685 0.06395 down no Transmembrane protein 87Bpfam06814 Lung_7-TM_R Lung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .

Manes.08G170800.v6.11.2635624 0.00997 up no Vacuolar-sorting receptor 1pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006896|Golgi to vacuole transport;GO:0006623|protein targeting to vacuole;GO:0007034|vacuolar transport;GO:0030665|clathrin-coated vesicle membrane;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0009940|amino-terminal vacuolar sorting propeptide binding;GO:0005509|calcium ion binding;.

Manes.08G170900.v6.10.8657968 0.28316 down no . pfam07464 ApoLp-III Apolipophorin-III precursor (apoLp-III). This family consists of several insect apolipoprotein-III sequences. Exchangeable apolipoproteins constitute a functionally important family of proteins that play critical roles in lipid transport and lipoprotein metabolizm. Apolipophorin III (apoLp-III) is a prototypical exchangeable apolipoprotein found in many insect species that functions in transport of diacylglycerol (DAG) from the fat body lipid storage depot to flight muscles in the adult life stage.. . . .

Manes.08G171000.v6.12.5533846 2.52E-21 up yes Probably inactive leucine-rich repeat receptor-like protein kinase At3g28040pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.08G171100.v6.13.1086532 9.87E-24 up yes . pfam06493 DUF1096 Protein of unknown function (DUF1096). This family represents the N-terminal region of several proteins found in C. elegans. The family is often found with pfam02363.. . . .

Manes.08G171600.v6.133.256897 5.89E-45 up yes . pfam02906 Fe_hyd_lg_C Iron only hydrogenase large subunit, C-terminal domain.. . . .

Manes.08G171700.v6.11.0493659 0.58166 up no Non-specific lipid-transfer protein 3pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.08G171800.v6.11.474749 1.41E-05 up no Non-specific lipid-transfer proteinpfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.08G171900.v6.11.2903824 0.01137 up no Non-specific lipid-transfer proteinpfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.08G172000.v6.19.9256146 4.03E-11 up yes Expansin-A8 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.08G172100.v6.10.4154622 2.91E-08 down yes MACPF domain-containing protein CAD1pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;. . .

Manes.08G172200.v6.10.5479116 4.27E-07 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G172500.v6.10.4598291 1.84E-05 down yes Aspartate aminotransferase, mitochondrialpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005507|copper ion binding;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14455

Manes.08G173000.v6.1Inf 0.9009 up no . pfam01567 Hanta_G1 Hantavirus glycoprotein G1. The medium (M) genome segment of hantaviruses (family Bunyaviridae) encodes the two virion glycoproteins. G1 and G2, as a precursor protein in the complementary sense RNA.. . . .

Manes.08G173400.v6.10.8672089 0.20512 down no CBL-interacting serine/threonine-protein kinase 14pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G173700.v6.10.3754575 0.00031 down yes Transcription repressor OFP4pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:2000652|regulation of secondary cell wall biogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G173800.v6.13.680143 0.00034 up yes . pfam08429 PLU-1 PLU-1-like protein. Sequences in this family bear similarity to the central region of PLU-1. This is a nuclear protein that may have a role in DNA-binding and transcription, and is closely associated with the malignant phenotype of breast cancer. This region is found in various other Jumonji/ARID domain-containing proteins (see pfam02373, pfam01388).. . . .

Manes.08G173900.v6.12.3572624 1.19E-14 up yes Probable serine/threonine-protein kinase WNK5pfam00069 Pkinase Protein kinase domain.GO:0048573|photoperiodism, flowering;GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0043424|protein histidine kinase binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.08G174200.v6.10.568406 0.00013 down no . pfam03025 Papilloma_E5 Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.08G174400.v6.11.0609034 0.50478 up no Regulatory-associated protein of TOR 1pfam14538 Raptor_N Raptor N-terminal CASPase like domain. This domain is found at the N-terminus of the Raptor protein. It has been identified to have a CASPase like structure. It conserves the characteristic cys/his dyad of the caspases suggesting it may have a peptidase activity.GO:0016049|cell growth;GO:0009793|embryo development ending in seed dormancy;GO:0040008|regulation of growth;GO:0031929|TOR signaling;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0031931|TORC1 complex;. K07204

Manes.09G000100.v6.11.4874548 0.00119 up no Membrane-associated progesterone-binding protein 4pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005496|steroid binding;.

Manes.09G000800.v6.11.4244909 0.00057 up no Calmodulin pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.09G000900.v6.10.7291341 0.00882 down no Probable galacturonosyltransferase 3pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.09G001100.v6.11.4968466 0.0016 up no . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.09G001300.v6.10.5750374 8.63E-05 down no Chaperonin CPN60-like 2, mitochondrialpfam13347 MFS_2 MFS/sugar transport protein. This family is part of the major facilitator superfamily of membrane transport proteins.GO:0042026|protein refolding;GO:0046686|response to cadmium ion;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;K04077

Manes.09G001800.v6.12.1890229 1.17E-10 up yes Probable peptide/nitrate transporter At3g43790pfam07690 MFS_1 Major Facilitator Superfamily.GO:0009624|response to nematode;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.09G002100.v6.11.4365135 7.34E-05 up no Endoplasmic reticulum-Golgi intermediate compartment protein 3pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.09G002700.v6.10.7333633 0.00366 down no . pfam15619 Lebercilin Ciliary protein causing Leber congenital amaurosis disease. Lebercilin is a family of eukaryotic ciliary proteins. Mutations in the gene, LCA5, are implicated in the disease Leber congenital amaurosis. In photoreceptors, lebercilin is uniquely localized at the cilium that bridges the inner and outer segments. Lebercilin functions as an integral element of selective protein transport through photoreceptor cilia. Lebercilin specifically interacts with the intraflagellar transport (IFT), and disruption of IFT can lead to Leber congenital amaurosis.. . . .

Manes.09G002900.v6.10.8116976 0.04214 down no Putative SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 3-like 1pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K15711

Manes.09G003100.v6.11.0426538 0.74736 up no Hydroxymethylglutaryl-CoA lyase, mitochondrialpfam00682 HMGL-like HMGL-like. This family contains a diverse set of enzymes. These include various aldolases and a region of pyruvate carboxylase.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004419|hydroxymethylglutaryl-CoA lyase activity;GO:0046872|metal ion binding;K01640

Manes.09G003400.v6.11.5378873 2.66E-06 up no Ribosome biogenesis protein BMS1 homologpfam04950 DUF663 Protein of unknown function (DUF663). This family contains several uncharacterized eukaryotic proteins.GO:0042255|ribosome assembly;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0044822|poly(A) RNA binding;K14569

Manes.09G003500.v6.12.2997093 1.99E-20 up yes CDPK-related kinase 1pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010286|heat acclimation;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0046872|metal ion binding;.

Manes.09G003600.v6.11.6018696 6.61E-07 up no Dual specificity protein phosphatase 12pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0006464|cellular protein modification process;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:0033133|positive regulation of glucokinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:0008270|zinc ion binding;K14819

Manes.09G003900.v6.13.1208171 4.75E-39 up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.09G004200.v6.12.5321861 2.98E-09 up yes Pentatricopeptide repeat-containing protein At1g80270, mitochondrialpfam01535 PPR PPR repeat. This repeat has no known function. It is about 35 amino acids long and found in up to 18 copies in some proteins. This family appears to be greatly expanded in plants. This repeat occurs in PET309, which may be involved in RNA stabilisation. This domain occurs in crp1 that is involved in RNA processing. This repeat is associated with a predicted plant protein that has a domain organisation similar to the human BRCA1 protein. The repeat has been called PPR.. GO:0009941|chloroplast envelope;GO:0005739|mitochondrion;. .

Manes.09G005200.v6.11.9196875 8.46E-08 up no Transcription factor BTF3pfam01849 NAC NAC domain.GO:0001701|in utero embryonic development;GO:0015031|protein transport;GO:0006355|regulation of transcription, DNA-templated;GO:0006366|transcription from RNA polymerase II promoter;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;K01527

Manes.09G005700.v6.12.7786287 0.00344 up yes . pfam14690 zf-ISL3 zinc-finger of transposase IS204/IS1001/IS1096/IS1165.. . . .

Manes.09G005900.v6.1NA NA -- no . pfam14671 DSPn Dual specificity protein phosphatase, N-terminal half. The active core of the dual specificity protein phosphatase is made up of two globular domains both with the DSP-like fold. This family represents the N-terminal half of the core. These domains are arranged in tandem, and are associated via an extensive interface to form a single globular whole. The conserved PTP signature motif (Cys-[X]5-Arg) that defines the catalytic centre of all PTP-family members is located within the C-terminal domain, family DSPc, pfam00782. Although the centre of the catalytic site is formed from DSPc, two loops from the N-terminal domain, DSPn, also contribute to the catalytic site, facilitating peptide substrate specificity.. . . .

Manes.09G006400.v6.117.17254 2.55E-06 up yes Zinc finger protein ZAT3pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G006500.v6.10.7706892 0.01377 down no Haloacid dehalogenase-like hydrolase domain-containing protein 3pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.09G006600.v6.11.4644647 2.76E-05 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G006700.v6.10.9036437 0.49721 down no Protein STRICTOSIDINE SYNTHASE-LIKE 12pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009820|alkaloid metabolic process;GO:0009058|biosynthetic process;GO:0051365|cellular response to potassium ion starvation;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016829|lyase activity;K01757

Manes.09G006800.v6.10.4044531 3.28E-11 down yes Two-component response regulator ARR9pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.09G007200.v6.10.9061121 0.34657 down no Tubulin-folding cofactor Bpfam14560 Ubiquitin_2 Ubiquitin-like domain. This entry contains ubiquitin-like domains.GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;. K17262

Manes.09G007300.v6.10.6641413 3.32E-05 down no Pyruvate kinase, cytosolic isozymepfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.09G007600.v6.10.7349141 0.00721 down no DNA-directed RNA polymerase V subunit 5Apfam01191 RNA_pol_Rpb5_CRNA polymerase Rpb5, C-terminal domain. The assembly domain of Rpb5. The archaeal equivalent to this domain is subunit H. Subunit H lacks the N-terminal domain.GO:0006351|transcription, DNA-templated;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.09G007700.v6.11.2017127 0.21358 up no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.09G007800.v6.10.6105648 3.10E-06 down no . pfam10267 Tmemb_cc2 Predicted transmembrane and coiled-coil 2 protein. This family of transmembrane coiled-coil containing proteins is conserved from worms to humans. Its function is unknown.. . . .

Manes.09G008200.v6.10.4075912 9.74E-18 down yes Lycopene beta cyclase, chloroplastic/chromoplasticpfam05834 Lycopene_cycl Lycopene cyclase protein. This family consists of lycopene beta and epsilon cyclase proteins. Carotenoids with cyclic end groups are essential components of the photosynthetic membranes in all plants, algae, and cyanobacteria. These lipid-soluble compounds protect against photo-oxidation, harvest light for photosynthesis, and dissipate excess light energy absorbed by the antenna pigments. The cyclisation of lycopene (psi, psi-carotene) is a key branch point in the pathway of carotenoid biosynthesis. Two types of cyclic end groups are found in higher plant carotenoids: the beta and epsilon rings. Carotenoids with two beta rings are ubiquitous, and those with one beta and one epsilon ring are common; however, carotenoids with two epsilon rings are rare.GO:0016117|carotenoid biosynthetic process;GO:0009507|chloroplast;GO:0009509|chromoplast;GO:0016853|isomerase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.09G008300.v6.11.6322491 2.27E-07 up no . pfam13716 CRAL_TRIO_2 Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.09G008400.v6.12.0498078 6.75E-12 up yes Regulatory protein NPR5pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0010434|bract formation;GO:0010582|floral meristem determinacy;GO:0010227|floral organ abscission;GO:0048439|flower morphogenesis;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0010254|nectary development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0016567|protein ubiquitination;GO:0009954|proximal/distal pattern formation;GO:0005737|cytoplasm;GO:0005634|nucleus;. K14508

Manes.09G008600.v6.10.8071673 0.06112 down no Probable methyltransferase PMT7pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.09G009100.v6.12.2083216 2.07E-08 up yes Probable calcium-binding protein CML36pfam13833 EF-hand_8 EF-hand domain pair.GO:0050832|defense response to fungus;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;K13448

Manes.09G009200.v6.10.3384495 0.08369 down no . pfam09418 DUF2009 Protein of unknown function (DUF2009). This is a eukaryotic family of proteins with unknown function.. . . .

Manes.09G009300.v6.10.626423 0.00046 down no Triacylglycerol lipase SDP1pfam11815 DUF3336 Domain of unknown function (DUF3336). This family of proteins are functionally uncharacterized. This family is found in bacteria and eukaryotes. This presumed domain is typically between 143 to 227 amino acids in length.GO:0006071|glycerol metabolic process;GO:0019433|triglyceride catabolic process;GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;GO:0004806|triglyceride lipase activity;K14674

Manes.09G009600.v6.1Inf 0.00021 up yes . pfam03028 Dynein_heavy Dynein heavy chain and region D6 of dynein motor. This family represents the C-terminal region of dynein heavy chain. The chain also contains ATPase activity and microtubule binding ability and acts as a motor for the movement of organelles and vesicles along microtubules. Dynein is also involved in cilia and flagella movement. The dynein subunit consists of at least two heavy chains and a number of intermediate and light chains. The 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This C-terminal domain carries the D6 region of the dynein motor where the P-loop has been lost in evolution but the general structure of a potential ATP binding site appears to be retained.. . . .

Manes.09G010000.v6.10.6440498 0.0001 down no N-acetylglucosaminyl-phosphatidylinositol biosynthetic protein gpi1pfam05024 Gpi1 N-acetylglucosaminyl transferase component (Gpi1). Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins.The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This chemically simple step is genetically complex because three or four genes are required in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.GO:0006506|GPI anchor biosynthetic process;GO:0000506|glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complex;GO:0016021|integral component of membrane;GO:0017176|phosphatidylinositol N-acetylglucosaminyltransferase activity;K03860

Manes.09G010500.v6.11.1201632 0.21124 up no DnaJ homolog subfamily C member 7pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0070389|chaperone cofactor-dependent protein refolding;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0031072|heat shock protein binding;K09527

Manes.09G010600.v6.10.925338 0.46916 down no . pfam03647 Tmemb_14 Transmembrane proteins 14C. This family of short membrane proteins are as yet uncharacterized.. . . .

Manes.09G011000.v6.10.6559637 0.05159 down no . pfam02593 dTMP_synthase Thymidylate synthase. This family catalyses the synthesis of thymidine monophosphate (dTMP) from deoxyuridine monophosphate (dUMP). The physiological co-substrate has not yet been identified.. . . .

Manes.09G011300.v6.10.4563356 2.12E-06 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G011500.v6.10.6528072 0.00125 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G011700.v6.10.6792736 0.03694 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G012500.v6.10.4449497 7.31E-05 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G012800.v6.10.4268651 6.94E-05 down yes . pfam06060 Mesothelin Pre-pro-megakaryocyte potentiating factor precursor (Mesothelin). This family consists of several mammalian pre-pro-megakaryocyte potentiating factor precursor (MPF) or mesothelin proteins. Mesothelin is a glycosylphosphatidylinositol-linked glycoprotein highly expressed in mesothelial cells, mesotheliomas, and ovarian cancer, but the biological function of the protein is not known.. . . .

Manes.09G012900.v6.10.5767655 0.02106 down no Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0000966|RNA 5'-end processing;GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.09G013000.v6.10.1734165 0.03071 down no Pentatricopeptide repeat-containing protein At1g62670, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0000966|RNA 5'-end processing;GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.09G013300.v6.1NA NA -- no Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.09G014100.v6.10.6480508 0.00808 down no Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.09G014600.v6.10.568867 0.01851 down no Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G015600.v6.10.5769352 0.00182 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G015800.v6.11.7139719 8.24E-05 up no . pfam04712 Radial_spoke Radial spokehead-like protein. This family includes the radial spoke head proteins RSP4 and RSP6 from Chlamydomonas reinhardtii, and several eukaryotic homologues, including mammalian RSHL1, the protein product of a familial ciliary dyskinesia candidate gene.. . . .

Manes.09G016000.v6.10.5116476 1.11E-07 down no DNA-(apurinic or apyrimidinic site) lyase, chloroplasticpfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006284|base-excision repair;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0042644|chloroplast nucleoid;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0008311|double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0046872|metal ion binding;.

Manes.09G016100.v6.10.8847199 0.38821 down no Glycosyltransferase-like At3g57200pfam13704 Glyco_tranf_2_4 Glycosyl transferase family 2. Members of this family of prokaryotic proteins include putative glucosyltransferases,GO:0007049|cell cycle;GO:0030154|cell differentiation;GO:0051301|cell division;GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G016200.v6.11.499213 0.00512 up no Folylpolyglutamate synthasepfam03273 Baculo_gp64 Baculovirus gp64 envelope glycoprotein family. This family includes the gp64 glycoprotein from baculovirus as well as other viruses.GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0090351|seedling development;GO:0005743|mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.09G016400.v6.10.7626529 0.0379 down no Peptide chain release factor PrfB3, chloroplasticpfam03462 PCRF PCRF domain. This domain is found in peptide chain release factors.GO:0009658|chloroplast organization;GO:0040008|regulation of growth;GO:0043488|regulation of mRNA stability;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003730|mRNA 3'-UTR binding;GO:0043565|sequence-specific DNA binding;GO:0016149|translation release factor activity, codon specific;.



Manes.09G016600.v6.1Inf 4.16E-05 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.09G016900.v6.10.6662285 0.00721 down no Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.09G017200.v6.10.7110113 0.0692 down no Pentatricopeptide repeat-containing protein At1g63080, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G018100.v6.10.8383322 0.07167 down no DNA helicase INO80pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006338|chromatin remodeling;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0031011|Ino80 complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.09G018500.v6.12.290172 0.00403 up yes . pfam02786 CPSase_L_D2 Carbamoyl-phosphate synthase L chain, ATP binding domain. Carbamoyl-phosphate synthase catalyses the ATP-dependent synthesis of carbamyl-phosphate from glutamine or ammonia and bicarbonate. This important enzyme initiates both the urea cycle and the biosynthesis of arginine and/or pyrimidines. The carbamoyl-phosphate synthase (CPS) enzyme in prokaryotes is a heterodimer of a small and large chain. The small chain promotes the hydrolysis of glutamine to ammonia, which is used by the large chain to synthesize carbamoyl phosphate. See pfam00988. The small chain has a GATase domain in the carboxyl terminus. See pfam00117. The ATP binding domain (this one) has an ATP-grasp fold.. . . .

Manes.09G018700.v6.10.5622266 0.00018 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G018800.v6.11.5324076 4.04E-06 up no CCAAT/enhancer-binding protein zetapfam03914 CBF CBF/Mak21 family.GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;K14832

Manes.09G019000.v6.1NA NA -- no Calcium-transporting ATPase 3, endoplasmic reticulum-typepfam00689 Cation_ATPase_C Cation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0055071|manganese ion homeostasis;GO:0071421|manganese ion transmembrane transport;GO:0048364|root development;GO:0012505|endomembrane system;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0015410|manganese-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.09G019200.v6.10.9672001 0.84409 down no Probable glycerol-3-phosphate dehydrogenase [NAD(+)] 1, cytosolicpfam07479 NAD_Gly3P_dh_CNAD-dependent glycerol-3-phosphate dehydrogenase C-terminus. NAD-dependent glycerol-3-phosphate dehydrogenase (GPDH) catalyses the interconversion of dihydroxyacetone phosphate and L-glycerol-3-phosphate. This family represents the C-terminal substrate-binding domain.GO:0005975|carbohydrate metabolic process;GO:0046168|glycerol-3-phosphate catabolic process;GO:0005829|cytosol;GO:0009331|glycerol-3-phosphate dehydrogenase complex;GO:0004367|glycerol-3-phosphate dehydrogenase [NAD+] activity;GO:0051287|NAD binding;K00006

Manes.09G019600.v6.10.4503868 0.00043 down yes ABC transporter G family member 15pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0080167|response to karrikin;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.09G019700.v6.12.8358017 1.38E-22 up yes Disease resistance protein RGA2pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G019900.v6.12.9655713 3.85E-16 up yes Putative disease resistance protein RGA1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G020000.v6.13.3418332 3.27E-06 up yes . pfam02076 STE3 Pheromone A receptor.. . . .

Manes.09G020700.v6.10.722098 0.00575 down no AP2-like ethylene-responsive transcription factor At2g41710pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G020900.v6.10.7081284 0.0013 down no . pfam14612 Ino80_Iec3 IEC3 subunit of the Ino80 complex, chromatin re-modelling. This is a family of fungal chromatin re-modelling proteins found in one of the chromatin-central complexes, Ino80. The function was identified in Schizosaccharomyces pombe but there is no orthologue in S. cerevisiae.. . . .

Manes.09G021300.v6.10.8313808 0.08333 down no Protein FAR1-RELATED SEQUENCE 8pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;K17604

Manes.09G021500.v6.10.9775018 0.84829 down no Zinc-metallopeptidase, peroxisomalpfam00675 Peptidase_M16 Insulinase (Peptidase family M16).GO:0043171|peptide catabolic process;GO:0016485|protein processing;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K01408

Manes.09G021700.v6.10.271861 0.0001 down yes . pfam04468 PSP1 PSP1 C-terminal conserved region. This region is present in both eukaryotes and eubacteria. The yeast PSP1 protein is involved in suppressing mutations in the DNA polymerase alpha subunit in yeast.. . . .

Manes.09G021800.v6.10.3769535 1.07E-07 down yes Glutathione S-transferase L3pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.09G021900.v6.11.557431 2.17E-06 up no . pfam03385 DUF288 Protein of unknown function, DUF288.. . . .

Manes.09G022000.v6.11.6845565 2.31E-05 up no Cytoplasmic tRNA 2-thiolation protein 2pfam10288 DUF2392 Protein of unknown function (DUF2392). This is a family of proteins conserved from plants to humans. The function is not known. It carries a characteristic GRG sequence motif.GO:0010311|lateral root formation;GO:0032447|protein urmylation;GO:0034227|tRNA thio-modification;GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0016779|nucleotidyltransferase activity;GO:0016783|sulfurtransferase activity;GO:0000049|tRNA binding;K14169

Manes.09G022100.v6.10.549537 0.00377 down no Protein N-terminal glutamine amidohydrolasepfam09764 Nt_Gln_amidase N-terminal glutamine amidase. This protein is conserved from plants to humans. It represents a family of N terminal glutamine amidases. The enzyme removes the NH2 group from a Gln, at the N-terminal, rendering it a Glu.. . GO:0016811|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;.

Manes.09G022200.v6.10.2149564 3.88E-06 down yes . pfam03942 DTW DTW domain. This presumed domain is found in bacterial and eukaryotic proteins. Its function is unknown. The domain contains multiple conserved motifs including a DTXW motif that this domain has been named after.. . . .

Manes.09G022300.v6.10.4536882 3.73E-14 down yes Leucine-rich repeat receptor-like tyrosine-protein kinase PXC3pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;.

Manes.09G022500.v6.10.5327656 0.06895 down no Putative disease resistance protein RGA1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G023700.v6.11.1665382 0.10802 up no Cellulose synthase A catalytic subunit 3 [UDP-forming]pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0006952|defense response;GO:0009833|plant-type primary cell wall biogenesis;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.09G024200.v6.11.2852513 0.06181 up no . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.09G024300.v6.11.0805674 0.66547 up no Probable galactinol--sucrose galactosyltransferase 2pfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0034484|raffinose catabolic process;GO:0080167|response to karrikin;GO:0006979|response to oxidative stress;GO:0009506|plasmodesma;GO:0052692|raffinose alpha-galactosidase activity;GO:0016757|transferase activity, transferring glycosyl groups;K06617

Manes.09G024700.v6.10.6454612 0.00169 down no Remorin pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.09G024800.v6.11.0706854 0.62633 up no Putative disease resistance protein RGA1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G025200.v6.10.8370211 0.55851 down no Nuclear transcription factor Y subunit A-9pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009555|pollen development;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.09G025500.v6.14.7783117 2.04E-32 up yes Disease resistance protein RGA2pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G025700.v6.110.300336 8.70E-06 up yes . pfam04078 Rcd1 Cell differentiation family, Rcd1-like. Two of the members in this family have been characterized as being involved in regulation of Ste11 regulated sex genes. Mammalian Rcd1 is a novel transcriptional cofactor that mediates retinoic acid-induced cell differentiation.. . . .

Manes.09G026400.v6.10.2673199 1.04E-27 down yes . pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. . . .

Manes.09G026800.v6.10.8560383 0.11611 down no . pfam12717 Cnd1 non-SMC mitotic condensation complex subunit 1. The three non-SMC (structural maintenance of chromosomes) subunits of the mitotic condensation complex are Cnd1-3. The whole complex is essential for viability and the condensing of chromosomes in mitosis.. . . .

Manes.09G026900.v6.10.6137334 0.00716 down no MATE efflux family protein 1pfam01554 MatE MatE. The MatE domainGO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.09G027000.v6.10.6308321 0.26352 down no MATE efflux family protein 1pfam01554 MatE MatE. The MatE domainGO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.09G027700.v6.10.4478345 0.005 down yes MATE efflux family protein 1pfam01554 MatE MatE. The MatE domainGO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.09G028600.v6.11.1835236 0.07877 up no DNA-binding protein SMUBP-2pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.GO:0032508|DNA duplex unwinding;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0030424|axon;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;GO:0032575|ATP-dependent 5'-3' RNA helicase activity;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0043621|protein self-association;GO:0043022|ribosome binding;GO:0003723|RNA binding;GO:0008186|RNA-dependent ATPase activity;GO:0000049|tRNA binding;GO:0008270|zinc ion binding;.

Manes.09G028700.v6.10.5752673 4.33E-06 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.09G028900.v6.10.956772 0.70115 down no Probable glucuronoxylan glucuronosyltransferase F8Hpfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G029500.v6.10.7203638 0.05765 down no Carboxyl-terminal-processing peptidase 3, chloroplasticpfam03572 Peptidase_S41 Peptidase family S41.. GO:0009543|chloroplast thylakoid lumen;GO:0008236|serine-type peptidase activity;.

Manes.09G029700.v6.12.3578661 0.09535 up no . pfam01578 Cytochrom_C_asmCytochrome C assembly protein. This family consists of various proteins involved in cytochrome c assembly from mitochondria and bacteria; CycK from Rhizobium, CcmC from Escherichia coli and Paracoccus denitrificans and orf240 from wheat mitochondria. The members of this family are probably integral membrane proteins with six predicted transmembrane helices. It has been proposed that members of this family comprise a membrane component of an ABC (ATP binding cassette) transporter complex. It is also proposed that this transporter is necessary for transport of some component needed for cytochrome c assembly. One member CycK contains a putative heme-binding motif, orf240 also contains a putative heme-binding motif and is a proposed ABC transporter with c-type heme as its proposed substrate. However it seems unlikely that all members of this family transport heme nor c-type apocytochromes because CcmC in the putative CcmABC transporter transports neither.. . . .

Manes.09G029900.v6.11.6049892 1.09E-07 up no Serine/threonine-protein kinase Nek6pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0010311|lateral root formation;GO:0010366|negative regulation of ethylene biosynthetic process;GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.09G030300.v6.11.1817461 0.06421 up no . pfam07964 Red1 Rec10 / Red1. Rec10 / Red1 is involved in meiotic recombination and chromosome segregation during homologous chromosome formation. This protein localizes to the synaptonemal complex in S. cerevisiae and the analogous structures (linear elements) in S. pombe. This family is currently only found in fungi.. . . .

Manes.09G030600.v6.11.1135195 0.33499 up no Transcription factor bHLH60pfam10322 7TM_GPCR_Sru Serpentine type 7TM GPCR chemoreceptor Sru. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sru is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G030800.v6.10.9547491 0.64965 down no OTU domain-containing protein At3g57810pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. GO:0009507|chloroplast;. .

Manes.09G031500.v6.17.0296487 3.11E-32 up yes Polygalacturonase inhibitorpfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.09G032900.v6.10.5682365 0.00043 down no . pfam02544 Steroid_dh 3-oxo-5-alpha-steroid 4-dehydrogenase. This family consists of 3-oxo-5-alpha-steroid 4-dehydrogenases, EC:1.3.99.5 Also known as Steroid 5-alpha-reductase, the reaction catalysed by this enzyme is: 3-oxo-5-alpha-steroid + acceptor <=> 3-oxo-delta(4)-steroid + reduced acceptor. The Steroid 5-alpha-reductase enzyme is responsible for the formation of dihydrotestosterone, this hormone promotes the differentiation of male external genitalia and the prostate during fetal development. In humans mutations in this enzyme can cause a form of male pseudohermaphorditism in which the external genitalia and prostate fail to develop normally. A related enzyme is also found in plants is DET2, a steroid reductase from Arabidopsis. Mutations in this enzyme cause defects in light-regulated development.. . . .

Manes.09G033100.v6.10.8472931 0.17277 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.09G033200.v6.10.6656971 0.0107 down no UBP1-associated protein 2Cpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0008219|cell death;GO:0006952|defense response;GO:0009693|ethylene biosynthetic process;GO:0010150|leaf senescence;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12741

Manes.09G033600.v6.10.2902727 0.00063 down yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.09G034200.v6.1Inf 0.1623 up no . pfam06876 SCRL Plant self-incompatibility response (SCRL) protein. This family consists of several Plant self-incompatibility response (SCRL) proteins. The male component of the self-incompatibility response in Brassica has been shown to be encoded by the S locus cysteine-rich gene (SCR). SCR is related, at the sequence level, to the pollen coat protein (PCP) gene family whose members encode small, cysteine-rich proteins located in the proteo-lipidic surface layer (tryphine) of Brassica pollen grains.. . . .

Manes.09G034400.v6.11.6788084 2.18E-06 up no . pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.09G034700.v6.11.9610924 1.01E-07 up no Disease resistance RPP8-like protein 3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G034800.v6.11.8263971 0.0015 up no . pfam03760 LEA_1 Late embryogenesis abundant (LEA) group 1. Family members are conserved along the entire coding region, especially within the hydrophobic internal 20 amino acid motif, which may be repeated.. . . .

Manes.09G035000.v6.10.252041 1.58E-06 down yes . pfam09764 Nt_Gln_amidase N-terminal glutamine amidase. This protein is conserved from plants to humans. It represents a family of N terminal glutamine amidases. The enzyme removes the NH2 group from a Gln, at the N-terminal, rendering it a Glu.. . . .

Manes.09G035600.v6.11.7600698 0.00037 up no Actin pfam00022 Actin Actin. . GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005524|ATP binding;.

Manes.09G035900.v6.12.6223788 0.09604 up no Probable L-type lectin-domain containing receptor kinase S.5pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G036100.v6.10.4757886 0.00034 down yes Ribosomal protein S10, mitochondrialpfam00338 Ribosomal_S10 Ribosomal protein S10p/S20e. This family includes small ribosomal subunit S10 from prokaryotes and S20 from eukaryotes.GO:0006412|translation;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.09G036500.v6.12.4818509 6.89E-09 up yes Homeobox-leucine zipper protein HAT14pfam02183 HALZ Homeobox associated leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.09G036900.v6.11.837493 8.58E-12 up no Thioredoxin-like 3-1, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0009570|chloroplast stroma;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.09G037200.v6.10.8793158 0.22882 down no E3 ubiquitin-protein ligase SINAT2pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.09G037400.v6.10.3193724 4.33E-17 down yes Activator of 90 kDa heat shock protein ATPase homolog 1pfam09229 Aha1_N Activator of Hsp90 ATPase, N-terminal. Members of this family, which are predominantly found in the protein 'Activator of Hsp90 ATPase' adopt a secondary structure consisting of an N-terminal alpha-helix leading into a four-stranded meandering antiparallel beta-sheet, followed by a C-terminal alpha-helix. The two helices are packed together, with the beta-sheet curving around them. They bind to the molecular chaperone HSP82 and stimulate its ATPase activity.GO:0032781|positive regulation of ATPase activity;GO:0006950|response to stress;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0070062|extracellular exosome;GO:0001671|ATPase activator activity;GO:0051087|chaperone binding;.

Manes.09G037500.v6.10.6148634 1.40E-05 down no . pfam09637 Med18 Med18 protein. Med18 is one subunit of Mediator, a head-module multiprotein complex, that stimulates basal RNA polymerase II (Pol II) transcription. Med18 consists of an eight-stranded beta-barrel with a central pore and three flanking helices. It complexes with Med8 and Med20 proteins by forming a heterodimer of two-fold symmetry with Med20 and binding the C-terminal alpha-helix region of Med8 across the top of its barrel. This complex creates a multipartite TBP-binding site that can be modulated by transcriptional activators.. . . .

Manes.09G037900.v6.1NA NA -- no . pfam13912 zf-C2H2_6 C2H2-type zinc finger.. . . .

Manes.09G038300.v6.10.3572806 8.71E-22 down yes Uncharacterized protein C18orf8pfam07035 Mic1 Colon cancer-associated protein Mic1-like. This family represents the C-terminus (approximately 160 residues) of a number of proteins that resemble colon cancer-associated protein Mic1.. GO:0005765|lysosomal membrane;. .

Manes.09G038400.v6.10.3159712 9.43E-12 down yes . pfam05895 DUF859 Siphovirus protein of unknown function (DUF859). This family consists of several uncharacterized proteins from the Siphoviruses as well as one bacterial sequence. Some of the members of this family are described as putative minor structural proteins.. . . .

Manes.09G038600.v6.10.353374 1.03E-19 down yes Zinc finger protein GISpfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G038800.v6.10.7809202 0.04166 down no 60S ribosomal protein L3-2pfam00297 Ribosomal_L3 Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.09G039100.v6.10.3452625 4.55E-05 down yes Dirigent protein 19pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.09G039400.v6.10.9661461 0.88405 down no Cysteine proteinase inhibitor 5pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.09G039500.v6.10.9942061 0.97443 down no Carbon catabolite repressor protein 4 homolog 1pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0019252|starch biosynthetic process;GO:0005986|sucrose biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0000932|cytoplasmic mRNA processing body;GO:0005829|cytosol;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12603

Manes.09G039800.v6.11.9080671 1.06E-12 up no DEAD-box ATP-dependent RNA helicase 52pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K11594

Manes.09G040000.v6.10.5954349 8.59E-06 down no Lipid phosphate phosphatase deltapfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0009737|response to abscisic acid;GO:0006665|sphingolipid metabolic process;GO:0090332|stomatal closure;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.09G040100.v6.14.5185717 1.48E-31 up yes F-box/kelch-repeat protein At1g15670pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0080037|negative regulation of cytokinin-activated signaling pathway;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;. .

Manes.09G040200.v6.10.4144613 2.75E-13 down yes Serine/arginine-rich SC35-like splicing factor SCL30Apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0042802|identical protein binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12900

Manes.09G040300.v6.11.7303247 2.43E-09 up no Protein RRP5 homologpfam00575 S1 S1 RNA binding domain. The S1 domain occurs in a wide range of RNA associated proteins. It is structurally similar to cold shock protein which binds nucleic acids. The S1 domain has an OB-fold structure.GO:0006397|mRNA processing;GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0008134|transcription factor binding;K14792

Manes.09G040600.v6.10.3045333 1.84E-08 down yes TNF receptor-associated factor family protein DDB_G0273433/DDB_G0273509pfam02176 zf-TRAF TRAF-type zinc finger.GO:0006955|immune response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.09G040700.v6.10.8527199 0.11227 down no Eukaryotic translation initiation factor 3 subunit Cpfam05470 eIF-3c_N Eukaryotic translation initiation factor 3 subunit 8 N-terminus. The largest of the mammalian translation initiation factors, eIF3, consists of at least eight subunits ranging in mass from 35 to 170 kDa. eIF3 binds to the 40 S ribosome in an early step of translation initiation and promotes the binding of methionyl-tRNAi and mRNA.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;.

Manes.09G041100.v6.10.8181878 0.14657 down no Pentatricopeptide repeat-containing protein At2g20710, mitochondrialpfam12569 NARP1 NMDA receptor-regulated protein 1. This domain family is found in eukaryotes, and is approximately 40 amino acids in length. The family is found in association with pfam07719, pfam00515. There is a single completely conserved residue L that may be functionally important. NARP1 is the mammalian homologue of a yeast N-terminal acetyltransferase that regulates entry into the G(0) phase of the cell cycle.. GO:0005739|mitochondrion;. .

Manes.09G041600.v6.10.8640562 0.19886 down no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.09G041900.v6.11.3432916 0.04233 up no ABC transporter G family member 22pfam01061 ABC2_membrane ABC-2 type transporter.GO:0009414|response to water deprivation;GO:0010148|transpiration;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.09G042000.v6.12.1260884 0.01243 up yes . pfam03104 DNA_pol_B_exo1DNA polymerase family B, exonuclease domain. This domain has 3' to 5' exonuclease activity and adopts a ribonuclease H type fold.. . . .

Manes.09G042100.v6.10.7935863 0.04816 down no Sucrose-phosphatase 1pfam05116 S6PP Sucrose-6F-phosphate phosphohydrolase. This family consists of Sucrose-6F-phosphate phosphohydrolase proteins found in plants and cyanobacteria. Sucrose-6(F)-phosphate phosphohydrolase catalyses the final step in the pathway of sucrose biosynthesis.GO:0005986|sucrose biosynthetic process;. GO:0000287|magnesium ion binding;GO:0050307|sucrose-phosphate phosphatase activity;.

Manes.09G042300.v6.10.610093 0.04779 down no . pfam02411 MerT MerT mercuric transport protein. MerT is an mercuric transport integral membrane protein and is responsible for transport of the Hg2+ iron from periplasmic MerP (also part of the transport system) to mercuric reductase (MerE).. . . .

Manes.09G042500.v6.10.7983163 0.02039 down no Fasciclin-like arabinogalactan protein 17pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.09G042800.v6.16.566274 1.71E-61 up yes . pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. . . .



Manes.09G042900.v6.1Inf 0.00119 up yes . pfam14857 TMEM151 TMEM151 family. This family of proteins is found in eukaryotes. Proteins in this family are typically between 338 and 558 amino acids in length.. . . .

Manes.09G043300.v6.11.272919 0.00892 up no Ubiquitin carboxyl-terminal hydrolase 8pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;K11835

Manes.09G043400.v6.12.2935803 1.05E-20 up yes . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.09G043500.v6.10.3012989 5.57E-08 down yes Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.09G043900.v6.1Inf 0.9009 up no Secoisolariciresinol dehydrogenase (Fragment)pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.09G044600.v6.17.6903355 1.64E-87 up yes Syntaxin-121 pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006952|defense response;GO:0050832|defense response to fungus;GO:0006887|exocytosis;GO:0072660|maintenance of protein location in plasma membrane;GO:0031348|negative regulation of defense response;GO:0006612|protein targeting to membrane;GO:0072661|protein targeting to plasma membrane;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009620|response to fungus;GO:0010148|transpiration;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0016192|vesicle-mediated transport;GO:0009504|cell plate;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0005802|trans-Golgi network;GO:0043495|protein anchor;GO:0000149|SNARE binding;K08486

Manes.09G044700.v6.11.7494687 4.89E-08 up no Testis-expressed sequence 10 proteinpfam12333 Ipi1_N Rix1 complex component involved in 60S ribosome maturation. This domain family is found in eukaryotes, and is typically between 91 and 105 amino acids in length. This family is the N terminal of Ipi1, a component of the Rix1 complex which works in conjunction with Rea1 to mature the 60S ribosome.. GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0071339|MLL1 complex;GO:0031965|nuclear membrane;GO:0005730|nucleolus;. K14827

Manes.09G044800.v6.11.0266701 0.93811 up no . pfam08538 DUF1749 Protein of unknown function (DUF1749). This is a plant and fungal family of unknown function. This family contains many hypothetical proteins.. . . .

Manes.09G044900.v6.115.07653 8.48E-99 up yes . pfam05985 EutC Ethanolamine ammonia-lyase light chain (EutC). This family consists of several bacterial ethanolamine ammonia-lyase light chain (EutC) EC:4.3.1.7 sequences. Ethanolamine ammonia-lyase is a bacterial enzyme that catalyses the adenosylcobalamin-dependent conversion of certain vicinal amino alcohols to oxo compounds and ammonia.. . . .

Manes.09G045100.v6.11.0272392 0.78281 up no Testis-expressed sequence 10 proteinpfam12333 Ipi1_N Rix1 complex component involved in 60S ribosome maturation. This domain family is found in eukaryotes, and is typically between 91 and 105 amino acids in length. This family is the N terminal of Ipi1, a component of the Rix1 complex which works in conjunction with Rea1 to mature the 60S ribosome.. GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0071339|MLL1 complex;GO:0031965|nuclear membrane;GO:0005730|nucleolus;. K14827

Manes.09G045200.v6.10.2438259 1.99E-35 down yes Receptor protein kinase TMK1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.09G045700.v6.11.3397914 0.01797 up no BTB/POZ domain-containing protein At3g05675pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . .

Manes.09G046100.v6.158.55955 2.09E-23 up yes Dof zinc finger protein DOF3.5pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G046200.v6.10.9032082 0.31846 down no . pfam10998 DUF2838 Protein of unknown function (DUF2838). This bacterial family of proteins has no known function.. . . .

Manes.09G046400.v6.1110.0543 5.03E-40 up yes L-type lectin-domain containing receptor kinase IX.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G046600.v6.10.490713 9.20E-05 down yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.09G047300.v6.10.4541784 0.00386 down yes Aspartic proteinase nepenthesin-2pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.09G047500.v6.11.112034 0.25799 up no 2-Cys peroxiredoxin BAS1-like, chloroplasticpfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).GO:0042742|defense response to bacterium;GO:0009409|response to cold;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0010319|stromule;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;K03386

Manes.09G047700.v6.10.6830309 0.03385 down no Protein CHUP1, chloroplasticpfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.09G048000.v6.1Inf 0.9009 up no Putative ribonuclease H protein At1g65750pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.09G048200.v6.13.9224764 2.84E-14 up yes . pfam02175 7TM_GPCR_Srb Serpentine type 7TM GPCR chemoreceptor Srb. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srb is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.09G048300.v6.11.2643141 0.00999 up no . pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.09G049000.v6.10.580995 0.0101 down no Probable CCR4-associated factor 1 homolog 11pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0042742|defense response to bacterium;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0006355|regulation of transcription, DNA-templated;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0000175|3'-5'-exoribonuclease activity;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.09G049500.v6.11.8116887 4.16E-06 up no . pfam13198 DUF4014 Protein of unknown function (DUF4014). This is a bacterial and viral family of uncharacterized proteins.. . . .

Manes.09G049700.v6.10.8114042 0.07471 down no 40S ribosomal protein S17pfam00833 Ribosomal_S17e Ribosomal S17.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02962

Manes.09G050200.v6.1NA NA -- no Pumilio homolog 15pfam05938 Self-incomp_S1 Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003723|RNA binding;.

Manes.09G050500.v6.10.4823605 1.00E-12 down yes Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.09G050600.v6.10.7952918 0.02134 down no Secoisolariciresinol dehydrogenase (Fragment)pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.09G050800.v6.11.3571359 0.04602 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G051100.v6.10.4540842 4.58E-09 down yes Uncharacterized protein At5g41620pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.09G051200.v6.10.4207384 6.21E-06 down yes Lysosomal Pro-X carboxypeptidasepfam05577 Peptidase_S28 Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.GO:0043535|regulation of blood vessel endothelial cell migration;GO:0005764|lysosome;GO:0004180|carboxypeptidase activity;GO:0008236|serine-type peptidase activity;K01285

Manes.09G051400.v6.13.7120729 3.71E-18 up yes B3 domain-containing protein At2g36080pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0045892|negative regulation of transcription, DNA-templated;GO:0080167|response to karrikin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G051600.v6.12.356242 1.27E-07 up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.09G052300.v6.10.7806732 0.01043 down no Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SPINDLYpfam13844 Glyco_transf_41 Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006486|protein glycosylation;GO:0005634|nucleus;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G052400.v6.14.2207736 0.3795 up no WD repeat-containing protein LWD1pfam00400 WD40 WD domain, G-beta repeat.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0043153|entrainment of circadian clock by photoperiod;GO:0048573|photoperiodism, flowering;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0044212|transcription regulatory region DNA binding;K11805

Manes.09G052600.v6.1NA NA -- no NAC domain-containing protein 90pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G052700.v6.10.5346645 1.21E-07 down no Cyclin-dependent kinase E-1pfam00069 Pkinase Protein kinase domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K02208

Manes.09G052800.v6.11.4156229 0.61142 up no NAC domain-containing protein 90pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G052900.v6.13.7150768 7.43E-08 up yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.09G053000.v6.11.603544 2.15E-07 up no Sorting nexin 1pfam00787 PX PX domain. PX domains bind to phosphoinositides.GO:0010252|auxin homeostasis;GO:0006897|endocytosis;GO:0008333|endosome to lysosome transport;GO:0006896|Golgi to vacuole transport;GO:0009958|positive gravitropism;GO:0006623|protein targeting to vacuole;GO:0048364|root development;GO:0016050|vesicle organization;GO:0005829|cytosol;GO:0005768|endosome;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0035091|phosphatidylinositol binding;K17917

Manes.09G053100.v6.12.4845767 4.54E-15 up yes Cholesterol oxidasepfam05199 GMC_oxred_C GMC oxidoreductase. This domain found associated with pfam00732.GO:0008203|cholesterol metabolic process;GO:0009405|pathogenesis;GO:0006694|steroid biosynthetic process;GO:0005622|intracellular;GO:0016995|cholesterol oxidase activity;GO:0016491|oxidoreductase activity;GO:0004769|steroid delta-isomerase activity;K03333

Manes.09G053300.v6.11.9278202 1.34E-10 up no Alpha/beta hydrolase domain-containing protein 11pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.09G053900.v6.1Inf 0.9009 up no . pfam12869 tRNA_anti-like tRNA_anti-like. This is a family of bacterial, archeael and viral proteins that is related to the tRNA_anti family pfam01336. The major characteristic of families like tRNA_anti is their OB-fold, and many of them bind DNA.. . . .

Manes.09G054000.v6.11.0197202 0.83206 up no Rho GTPase-activating protein 1pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.09G054400.v6.11.5391542 2.29E-06 up no Heterogeneous nuclear ribonucleoprotein Qpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.09G055000.v6.112.354119 3.42E-23 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.09G055100.v6.10.2785943 6.86E-06 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G055700.v6.10.5019903 3.76E-10 down no . pfam03039 IL12 Interleukin-12 alpha subunit. Interleukin 12 (IL-12) is a disulphide-bonded heterodimer consisting of a 35kDa alpha subunit and a 40kDa beta subunit. It is involved in the stimulation and maintenance of Th1 cellular immune responses, including the normal host defence against various intracellular pathogens, such as Leishmania, Toxoplasma, measles virus and HIV. IL-12 also has an important role in pathological Th1 responses, such as in inflammatory bowel disease and multiple sclerosis. Suppression of IL-12 activity in such diseases may have therapeutic benefit. On the other hand, administration of recombinant IL-12 may have therapeutic benefit in conditions associated with pathological Th2 responses.. . . .

Manes.09G055800.v6.10.8110841 0.02864 down no Cell division protein FtsZ homolog 2-1, chloroplasticpfam12327 FtsZ_C FtsZ family, C-terminal domain. This family includes the bacterial FtsZ family of proteins. Members of this family are involved in polymer formation. FtsZ is the polymer-forming protein of bacterial cell division. It is part of a ring in the middle of the dividing cell that is required for constriction of cell membrane and cell envelope to yield two daughter cells. FtsZ is a GTPase, like tubulin. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea.GO:0010020|chloroplast fission;GO:0051258|protein polymerization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0043234|protein complex;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0043621|protein self-association;K03531

Manes.09G055900.v6.10.5120502 3.62E-05 down no Iron-sulfur assembly protein IscA-like 1, mitochondrialpfam01521 Fe-S_biosyn Iron-sulphur cluster biosynthesis. This family is involved in iron-sulphur cluster biosynthesis. Its members include proteins that are involved in nitrogen fixation such as the HesB and HesB-like proteins.GO:0016226|iron-sulfur cluster assembly;GO:0005739|mitochondrion;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0005198|structural molecule activity;.

Manes.09G056000.v6.10.6703306 0.02351 down no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.09G056100.v6.11.1767636 0.72823 up no Protein ABSCISIC ACID-INSENSITIVE 5pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0010187|negative regulation of seed germination;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0048316|seed development;GO:0009845|seed germination;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.09G056300.v6.13.7533112 0.39312 up no Protein TERMINAL FLOWER 1pfam01161 PBP Phosphatidylethanolamine-binding protein.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0090344|negative regulation of cell aging;GO:0009910|negative regulation of flower development;GO:0006623|protein targeting to vacuole;GO:1903506|regulation of nucleic acid-templated transcription;GO:0009744|response to sucrose;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0031982|vesicle;GO:0003712|transcription cofactor activity;.

Manes.09G056500.v6.10.638536 0.0024 down no CAAX prenyl protease 2pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that GO:0071586|CAAX-box protein processing;GO:0016485|protein processing;GO:0005783|endoplasmic reticulum;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0004197|cysteine-type endopeptidase activity;GO:0004175|endopeptidase activity;GO:0004222|metalloendopeptidase activity;K08658

Manes.09G056600.v6.13.9539544 2.60E-10 up yes . pfam09311 Rab5-bind Rabaptin-like protein. Members of this family are predominantly found in Rabaptin and allow for binding to the GTPase Rab5. This interaction is necessary and sufficient for Rab5-dependent recruitment of Rabaptin5 to early endosomal membranes.. . . .

Manes.09G056700.v6.11.9767152 6.42E-12 up no Transcription initiation factor TFIID subunit 12pfam03847 TFIID_20kDa Transcription initiation factor TFIID subunit A.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. K03126

Manes.09G057000.v6.10.738125 0.04488 down no GDSL esterase/lipase At5g03610pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G057400.v6.10.6873895 0.00276 down no Transcription factor HBP-1apfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G057700.v6.10.2851306 5.58E-29 down yes ABC transporter B family member 19pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0009926|auxin polar transport;GO:0060918|auxin transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010160|formation of organ boundary;GO:0048527|lateral root development;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009639|response to red or far red light;GO:0048364|root development;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.09G057800.v6.12.0271537 5.53E-15 up yes . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.09G058200.v6.11.1902327 0.17022 up no SRSF protein kinase 1pfam00069 Pkinase Protein kinase domain.GO:0007059|chromosome segregation;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0006397|mRNA processing;GO:0045071|negative regulation of viral genome replication;GO:0045070|positive regulation of viral genome replication;GO:0006468|protein phosphorylation;GO:0050684|regulation of mRNA processing;GO:0048024|regulation of mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0035092|sperm chromatin condensation;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0044822|poly(A) RNA binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K15409

Manes.09G058300.v6.11.687465 0.0004 up no Pentatricopeptide repeat-containing protein At5g12100, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;GO:0008270|zinc ion binding;.

Manes.09G058500.v6.10.3710539 2.96E-07 down yes Serine/threonine-protein kinase KIPKpfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G058800.v6.11.4349441 5.43E-05 up no Monodehydroascorbate reductase, seedling isozymepfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.. GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0016656|monodehydroascorbate reductase (NADH) activity;K08232

Manes.09G059400.v6.10.6009505 0.01585 down no 1,4-alpha-glucan-branching enzyme 1, chloroplastic/amyloplasticpfam02806 Alpha-amylase_C Alpha amylase, C-terminal all-beta domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0009790|embryo development;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0003844|1,4-alpha-glucan branching enzyme activity;GO:0043169|cation binding;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.09G059500.v6.11.7273454 6.22E-06 up no Growth-regulating factor 4pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.09G059700.v6.10.9747145 0.81701 down no Photosystem II CP43 reaction center proteinpfam00421 PSII Photosystem II protein.GO:0009772|photosynthetic electron transport in photosystem II;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0045156|electron transporter, transferring electrons within the cyclic electron transport pathway of photosynthesis activity;GO:0046872|metal ion binding;.

Manes.09G060000.v6.11.3467164 0.00092 up no Enolase 2 pfam00113 Enolase_C Enolase, C-terminal TIM barrel domain.GO:0006096|glycolytic process;GO:0000015|phosphopyruvate hydratase complex;GO:0000287|magnesium ion binding;GO:0004634|phosphopyruvate hydratase activity;.

Manes.09G060200.v6.10.981426 0.87638 down no Splicing factor U2af small subunit Bpfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006397|mRNA processing;GO:0048573|photoperiodism, flowering;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12836

Manes.09G060400.v6.10.9199928 0.40417 down no Histone deacetylase HDT1pfam12171 zf-C2H2_jaz Zinc-finger double-stranded RNA-binding. This domain family is found in archaea and eukaryotes, and is approximately 30 amino acids in length. The mammalian members of this group occur multiple times along the protein, joined by flexible linkers, and are referred to as JAZ - dsRNA-binding ZF protein - zinc-fingers. The JAZ proteins are expressed in all tissues tested and localize in the nucleus, particularly the nucleolus. JAZ preferentially binds to double-stranded (ds) RNA or RNA/DNA hybrids rather than DNA. In addition to binding double-stranded RNA, these zinc-fingers are required for nucleolar localisation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.09G060600.v6.14.0443029 5.64E-11 up yes Heat stress transcription factor A-3pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.09G060800.v6.10.5191218 2.30E-06 down no Protein ROS1pfam15628 RRM_DME RRM in Demeter. This is a predicted RRM-fold domain present at the C-terminus of Demeter-like glycoslyases. These proteins are involved in DNA demethylation in plants where they catalyze removal of the 5mC base and subsequently cleave the backbone through lyase activity. Orthologs of Demeter are present in plants and stramenopiles. The RRM fold domain is predicted to facilitate interaction of the catalytic domain with ssDNA or regulatory RNA.GO:0006284|base-excision repair;GO:0006342|chromatin silencing;GO:0080111|DNA demethylation;GO:0006306|DNA methylation;GO:0006281|DNA repair;GO:0031936|negative regulation of chromatin silencing;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0019104|DNA N-glycosylase activity;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.09G061000.v6.10.6850643 0.00685 down no Uridylate kinasepfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09903

Manes.09G061500.v6.10.4747724 4.12E-11 down yes Protein kinase dsk1pfam00069 Pkinase Protein kinase domain.GO:0051301|cell division;GO:0035556|intracellular signal transduction;GO:0007067|mitotic nuclear division;GO:1900181|negative regulation of protein localization to nucleus;GO:0048026|positive regulation of mRNA splicing, via spliceosome;GO:1900182|positive regulation of protein localization to nucleus;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0046822|regulation of nucleocytoplasmic transport;GO:0032153|cell division site;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0044732|mitotic spindle pole body;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0050265|RNA uridylyltransferase activity;K08832

Manes.09G062200.v6.12.9334465 0.00049 up yes Zinc finger protein ZAT5pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G062800.v6.1Inf 0.38692 up no Aspartic proteinase nepenthesin-1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.09G063000.v6.120.398456 0.00025 up yes Transcription factor MYB28pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010438|cellular response to sulfur starvation;GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0010439|regulation of glucosinolate biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009617|response to bacterium;GO:0009739|response to gibberellin;GO:0009625|response to insect;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.09G063700.v6.16.8016841 1.71E-19 up yes Phenylalanine ammonia-lyasepfam00221 Lyase_aromatic Aromatic amino acid lyase. This family includes proteins with phenylalanine ammonia-lyase, EC:4.3.1.24, histidine ammonia-lyase, EC:4.3.1.3, and tyrosine aminomutase, EC:5.4.3.6, activities.GO:0009800|cinnamic acid biosynthetic process;GO:0006559|L-phenylalanine catabolic process;GO:0005737|cytoplasm;GO:0045548|phenylalanine ammonia-lyase activity;.

Manes.09G063900.v6.10.6418325 0.00081 down no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.09G064200.v6.11.1726962 0.12009 up no Translin pfam01997 Translin Translin family. Members of this family include Translin that interacts with DNA and forms a ring around the DNA. This family also includes human translin-associated protein X, which was found to interact with translin with yeast two-hybrid screen.. GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0003723|RNA binding;GO:0043565|sequence-specific DNA binding;.

Manes.09G064800.v6.10.6731535 0.00767 down no Probable xyloglucan endotransglucosylase/hydrolase protein 32pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0016998|cell wall macromolecule catabolic process;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.09G065200.v6.118.807404 ####### up yes S-adenosylmethionine synthase 2pfam02772 S-AdoMet_synt_MS-adenosylmethionine synthetase, central domain. The three domains of S-adenosylmethionine synthetase have the same alpha+beta fold.GO:0006730|one-carbon metabolic process;GO:0006556|S-adenosylmethionine biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004478|methionine adenosyltransferase activity;.

Manes.09G065500.v6.10.9180174 0.6375 down no 4-coumarate--CoA ligase-like 7pfam00501 AMP-binding AMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004321|fatty-acyl-CoA synthase activity;GO:0016874|ligase activity;K01904

Manes.09G065600.v6.11.0221925 1 up no . pfam10150 RNase_E_G Ribonuclease E/G family. Ribonuclease E and Ribonuclease G are related enzymes that cleave a wide variety of RNAs.. . . .

Manes.09G065700.v6.10.5921074 1.23E-07 down no ABC transporter B family member 1pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0060919|auxin influx;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0009624|response to nematode;GO:0009639|response to red or far red light;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;GO:0010328|auxin influx transmembrane transporter activity;K05658

Manes.09G066000.v6.10.661918 0.00068 down no Transcription factor-like protein DPBpfam08781 DP Transcription factor DP. DP forms a heterodimer with E2F and regulates genes involved in cell cycle progression. The transcriptional activity of E2F is inhibited by the retinoblastoma protein which binds to the E2F-DP heterodimer and negatively regulates the G1-S transition.GO:0042023|DNA endoreduplication;GO:0000082|G1/S transition of mitotic cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005667|transcription factor complex;GO:0003677|DNA binding;GO:0046982|protein heterodimerization activity;GO:0000981|RNA polymerase II transcription factor activity, sequence-specific DNA binding;.

Manes.09G066300.v6.19.6777692 ####### up yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.09G066400.v6.10.1828254 0.00126 down yes . pfam02928 zf-C5HC2 C5HC2 zinc finger. Predicted zinc finger with eight potential zinc ligand binding residues. This domain is found in Jumonji. This domain may have a DNA binding function.. . . .



Manes.09G066700.v6.10.4290907 7.78E-06 down yes . pfam15479 DUF4639 Domain of unknown function (DUF4639). This family of proteins is found in eukaryotes. Proteins in this family are typically between 161 and 601 amino acids in length.. . . .

Manes.09G067200.v6.10.812805 0.04967 down no TSL-kinase interacting protein 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G067600.v6.13.8424265 1.43E-43 up yes OTU domain-containing protein DDB_G0284757pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.09G067700.v6.11.1599933 0.12332 up no Probable receptor-like protein kinase At5g15080pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G067800.v6.11.5672792 3.27E-06 up no RNA-binding protein CP29B, chloroplasticpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0045087|innate immune response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0030529|ribonucleoprotein complex;GO:0010319|stromule;GO:0009579|thylakoid;GO:0000166|nucleotide binding;GO:0008266|poly(U) RNA binding;K11294

Manes.09G068100.v6.10.5233616 4.22E-07 down no Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG3pfam03641 Lysine_decarbox Possible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.09G068300.v6.11.2322706 0.02615 up no Ubiquitin-like protein 5pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006464|cellular protein modification process;GO:0000398|mRNA splicing, via spliceosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0031386|protein tag;K13113

Manes.09G068500.v6.15.5871867 3.84E-06 up yes . pfam05086 Dicty_REP Dictyostelium (Slime Mold) REP protein. This family consists of REP proteins from Dictyostelium (Slime molds). REP protein is likely involved in transcription regulation and control of DNA replication, specifically amplification of plasmid at low copy numbers. The formation of homomultimers may be required for their regulatory activity.. . . .

Manes.09G068800.v6.11.871616 0.00436 up no Probable aquaporin PIP2-2pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;K09872

Manes.09G069000.v6.10.8460124 0.3153 down no Probable E3 ubiquitin-protein ligase LOG2pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0080144|amino acid homeostasis;GO:0009737|response to abscisic acid;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.09G069200.v6.10.8530853 0.27435 down no Probable catabolite repression protein creCpfam00400 WD40 WD domain, G-beta repeat.GO:0045013|carbon catabolite repression of transcription;GO:2000158|positive regulation of ubiquitin-specific protease activity;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.09G069400.v6.10.6704937 0.00377 down no . pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.. . . .

Manes.09G069500.v6.10.4315822 0.00058 down yes DnaJ protein P58IPK homologpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0044794|positive regulation by host of viral process;GO:0016032|viral process;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;. K09523

Manes.09G069600.v6.12.4293352 1.03E-10 up yes Zinc finger protein JACKDAWpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0051302|regulation of cell division;GO:0045604|regulation of epidermal cell differentiation;GO:0010075|regulation of meristem growth;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G069800.v6.10.7587763 0.25038 down no Beta-xylosidase/alpha-L-arabinofuranosidase 2pfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0045493|xylan catabolic process;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0009044|xylan 1,4-beta-xylosidase activity;.

Manes.09G070200.v6.1Inf 0.04209 up no . pfam12786 GBV-C_env GB virus C genotype envelope. This the envelope protein from the ssRNA GB virus genotype C.. . . .

Manes.09G070500.v6.14.0376374 2.04E-07 up yes . pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. . . .

Manes.09G070600.v6.10.5405687 5.68E-09 down no Zinc finger CCCH domain-containing protein 11pfam04192 Utp21 Utp21 specific WD40 associated putative domain. Utp21 is a subunit of U3 snoRNP, which is essential for synthesis of 18S rRNA.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.09G071000.v6.10.7946662 0.32231 down no Serine/threonine-protein kinase CDL1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G071100.v6.11.0727041 0.4489 up no Glutathione S-transferase L3pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.09G071500.v6.10.2692849 0.00026 down yes . pfam07062 Clc-like Clc-like. This family contains a number of Clc-like proteins that are approximately 250 residues long.. . . .

Manes.09G071800.v6.10.8944538 0.38453 down no Dirigent protein 17pfam10324 7TM_GPCR_Srw Serpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. GO:0048046|apoplast;. .

Manes.09G072300.v6.11.2681674 0.01385 up no Ras-related protein RABB1cpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07877

Manes.09G072800.v6.10.6350998 0.00059 down no . pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.09G073500.v6.12.8141334 2.23E-12 up yes . pfam01194 RNA_pol_N RNA polymerases N / 8 kDa subunit.. . . .

Manes.09G073600.v6.11.5790727 1.65E-05 up no Calmodulin pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.09G073700.v6.11.4280068 0.00029 up no Probable protein S-acyltransferase 4pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.09G073900.v6.10.6370546 0.01994 down no . pfam03745 DUF309 Domain of unknown function (DUF309). This domain is found in eubacterial and archaebacterial proteins of unknown function. The proteins contain a motif HXXXEXX(W/Y) where X can be any amino acid. This motif is likely to be functionally important and may be involved in metal binding.. . . .

Manes.09G074000.v6.11.8495084 8.99E-07 up no Probable aquaporin SIP2-1pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.09G074100.v6.11.5956915 0.00036 up no Probable aquaporin SIP2-1pfam09335 SNARE_assoc SNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.09G074500.v6.10.9419301 0.58437 down no Alpha-L-arabinofuranosidase 1pfam06964 Alpha-L-AF_C Alpha-L-arabinofuranosidase C-terminus. This family represents the C-terminus (approximately 200 residues) of bacterial and eukaryotic alpha-L-arabinofuranosidase (EC:3.2.1.55). This catalyses the hydrolysis of nonreducing terminal alpha-L-arabinofuranosidic linkages in L-arabinose-containing polysaccharides.GO:0046373|L-arabinose metabolic process;GO:0045493|xylan catabolic process;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0005773|vacuole;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0009044|xylan 1,4-beta-xylosidase activity;K01209

Manes.09G074700.v6.10.4781026 0.00012 down yes DNA topoisomerase 3-alphapfam06839 zf-GRF GRF zinc finger. This presumed zinc binding domain is found in a variety of DNA-binding proteins. It seems likely that this domain is involved in nucleic acid binding. It is named GRF after three conserved residues in the centre of the alignment of the domain. This zinc finger may be related to pfam01396.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0005654|nucleoplasm;GO:0016605|PML body;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0008270|zinc ion binding;K03165

Manes.09G074900.v6.15.3674798 6.39E-76 up yes . pfam11893 DUF3413 Domain of unknown function (DUF3413). This presumed domain is functionally uncharacterized. This domain is found in bacteria. This domain is about 250 amino acids in length. This domain is found associated with pfam00884.. . . .

Manes.09G075100.v6.12.6831772 0.00107 up yes Inositol transporter 4pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;K08150

Manes.09G075500.v6.10.9158677 0.40395 down no Cytochrome P450 97B2, chloroplasticpfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0031969|chloroplast membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.09G075600.v6.10.6001475 0.0002 down no Pentatricopeptide repeat-containing protein At4g20090pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;. . .

Manes.09G075900.v6.11.1935205 0.55039 up no Cytochrome b561 and DOMON domain-containing protein At5g47530pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.09G076100.v6.1Inf 0.9009 up no . pfam10393 Matrilin_ccoil Trimeric coiled-coil oligomerization domain of matrilin. This short domain is a coiled coil structure and has a single cysteine residue at the start which is likely to form a di-sulfide bridge with a corresponding cysteine in an upstream EGF (pfam00008) domain thereby spanning a VWA (pfam00092) domain. All three domains can be associated together as in the cartilage matrix protein matrilin, where this domain is likely to be responsible for oligomerization.. . . .

Manes.09G076200.v6.10.8206876 0.06229 down no Putative vacuolar protein sorting-associated protein 13Apfam05090 VKG_Carbox Vitamin K-dependent gamma-carboxylase. Using reduced vitamin K, oxygen, and carbon dioxide, gamma-glutamyl carboxylase post-translationally modifies certain glutamates by adding carbon dioxide to the gamma position of those amino acids. In vertebrates, the modification of glutamate residues of target proteins is facilitated by an interaction between a propeptide present on target proteins and the gamma-glutamyl carboxylase.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;. .

Manes.09G076300.v6.10.7567764 0.00425 down no Putative vacuolar protein sorting-associated protein 13Apfam12624 Chorein_N N-terminal region of Chorein, a TM vesicle-mediated sorter. Although mutations in the full-length vacuolar protein sorting 13A (VPS13A) protein in vertebrates lead to the disease of chorea-acanthocytosis, the exact function of any of the regions within the protein is not yet known. This region is the proposed leucine zipper at the N-terminus. The full-length protein is a transmembrane protein with a presumed role in vesicle-mediated sorting and intracellular protein transport.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;. .

Manes.09G077200.v6.12.0266252 8.75E-16 up yes E3 ubiquitin-protein ligase UPL5pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0010150|leaf senescence;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042542|response to hydrogen peroxide;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0030246|carbohydrate binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10591

Manes.09G077400.v6.10.6540723 0.00015 down no F-box protein CPR30pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.09G077600.v6.1NA NA -- no Exopolygalacturonase (Fragment)pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0019863|IgE binding;GO:0004650|polygalacturonase activity;.

Manes.09G077800.v6.1NA NA -- no ATP-dependent 6-phosphofructokinase 2pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.09G077900.v6.10.4998645 1.42E-06 down yes Glucan endo-1,3-beta-glucosidase 5pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.09G079000.v6.11.0251704 0.95862 up no CASP-like protein 2B1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.09G079300.v6.1NA NA -- no Poly(A)-specific ribonuclease PARNpfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006952|defense response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.09G079400.v6.148.594751 8.17E-11 up yes Premnaspirodiene oxygenasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.09G080100.v6.12.43708 1.03E-07 up yes Floral homeotic protein APETALA 2pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0010073|meristem maintenance;GO:0048481|ovule development;GO:0048316|seed development;GO:0010093|specification of floral organ identity;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09284

Manes.09G080200.v6.13.4778596 1.07E-05 up yes . pfam01567 Hanta_G1 Hantavirus glycoprotein G1. The medium (M) genome segment of hantaviruses (family Bunyaviridae) encodes the two virion glycoproteins. G1 and G2, as a precursor protein in the complementary sense RNA.. . . .

Manes.09G080400.v6.11.4512208 4.15E-05 up no CCR4-NOT transcription complex subunit 4pfam14570 zf-RING_4 RING/Ubox like zinc-binding domain.GO:0010467|gene expression;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0051865|protein autoubiquitination;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10643

Manes.09G081400.v6.11.841636 6.34E-12 up no Protein IQ-DOMAIN 1pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005634|nucleus;. .

Manes.09G082100.v6.10.7629743 0.22922 down no . pfam15499 Peptidase_C98 Ubiquitin-specific peptidase-like, SUMO isopeptidase. Peptidase_C98 is a small family of SUMO - small ubiquitin-related modifier - isopeptidases found in eukaryotes. Reversible attachment of SUMO is an essential protein modification in all eukaryotic cells, The family neither binds nor cleaves ubiquitin, but is a potent SUMO isopeptidase, and the invariant residues required for SUMO binding and cleavage, in UniProtKB:Q5W0Q7, are Cys-236, His-456 and Asp-472, all of which are fully conserved in the family. Member proteins are low-abundance proteins that colocalize with coilin in Cajal bodies. Peptidase_C98 depletion does not affect global sumoylation, but causes striking coilin mis-localisation and impairs cell proliferation, functions that are not dependent on the catalytic activity. Thus, Peptidase_C98 represents a third type of SUMO protease, with essential functions in Cajal body biology.. . . .

Manes.09G082900.v6.11.0057812 0.92825 up no Oligopeptide transporter 3pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0007275|multicellular organismal development;GO:0015833|peptide transport;GO:0015031|protein transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.09G083000.v6.15.7538268 1.79E-08 up yes . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.09G084700.v6.10.7147174 0.00116 down no Nuclear inhibitor of protein phosphatase 1pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003677|DNA binding;GO:0004864|protein phosphatase inhibitor activity;GO:0003723|RNA binding;K13216

Manes.09G085000.v6.10.9859995 0.93803 down no DNA-directed RNA polymerases IV and V subunit 4pfam03874 RNA_pol_Rpb4 RNA polymerase Rpb4. This family includes the Rpb4 protein. This family also includes C17 (aka CGRP-RCP) is an essential subunit of RNA polymerase III. C17 forms a subcomplex with C25 which is likely to be the counterpart of subcomplex Rpb4/7 in Pol II.GO:0006351|transcription, DNA-templated;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003899|DNA-directed RNA polymerase activity;GO:0000166|nucleotide binding;K03012

Manes.09G085100.v6.10.4000937 1.69E-08 down yes Glucan endo-1,3-beta-glucosidase 5pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.09G085600.v6.10.3746438 2.20E-09 down yes Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.09G085800.v6.11.4416447 0.00047 up no . pfam14559 TPR_19 Tetratricopeptide repeat.. . . .

Manes.09G086100.v6.11.5615649 0.67668 up no Probable glutathione S-transferase parCpfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086300.v6.1NA NA -- no Probable glutathione S-transferase parApfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086400.v6.11.1505551 1 up no Probable glutathione S-transferase parCpfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086500.v6.10.5066247 7.36E-08 down no . pfam14905 OMP_b-brl_3 Outer membrane protein beta-barrel family. This family includes proteins annotated as TonB dependent receptors. But it is also likely to contain other membrane beta barrel proteins of other functions.. . . .

Manes.09G086600.v6.11.6488449 5.42E-08 up no Ras-related protein RABE1cpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009873|ethylene-activated signaling pathway;GO:0006886|intracellular protein transport;GO:0009306|protein secretion;GO:0032482|Rab protein signal transduction;GO:0017157|regulation of exocytosis;GO:0006904|vesicle docking involved in exocytosis;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07901

Manes.09G086700.v6.12.4147382 5.39E-13 up yes . pfam06423 GWT1 GWT1. Glycosylphosphatidylinositol (GPI) is a conserved post-translational modification to anchor cell surface proteins to plasma membrane in eukaryotes. GWT1 is involved in GPI anchor biosynthesis; it is required for inositol acylation in yeast.. . . .

Manes.09G086900.v6.11.2712529 0.05707 up no Glycine-rich RNA-binding protein 6, mitochondrialpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.09G087100.v6.10.8000256 0.0453 down no UNC93-like protein 3pfam05978 UNC-93 Ion channel regulatory protein UNC-93. This family of proteins is a component of a multi-subunit protein complex which is involved in the coordination of muscle contraction. UNC-93 is most likely an ion channel regulatory protein.. GO:0016021|integral component of membrane;. .

Manes.09G087700.v6.1NA NA -- no Exopolygalacturonase (Fragment)pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0019863|IgE binding;GO:0004650|polygalacturonase activity;.

Manes.09G088900.v6.11.0709874 0.44563 up no Chromodomain-helicase-DNA-binding protein 4pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0043044|ATP-dependent chromatin remodeling;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0051225|spindle assembly;GO:0072553|terminal button organization;GO:0006351|transcription, DNA-templated;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0000790|nuclear chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0016581|NuRD complex;GO:0043234|protein complex;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0000980|RNA polymerase II distal enhancer sequence-specific DNA binding;GO:0001103|RNA polymerase II repressing transcription factor binding;GO:0008134|transcription factor binding;GO:0008270|zinc ion binding;K11643

Manes.09G089500.v6.11.073261 0.50641 up no Protein transport protein SEC23pfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;.

Manes.09G089800.v6.10.2671518 2.45E-05 down yes . pfam02028 BCCT BCCT family transporter.. . . .

Manes.09G090000.v6.10.3456868 6.38E-08 down yes RING-H2 finger protein ATL33pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.09G090200.v6.10.8987284 0.40944 down no Cation/H(+) antiporter 20pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0030007|cellular potassium ion homeostasis;GO:0006813|potassium ion transport;GO:0006623|protein targeting to vacuole;GO:0006885|regulation of pH;GO:0030104|water homeostasis;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0015299|solute:proton antiporter activity;.

Manes.09G090600.v6.10.6163163 0.01569 down no Diaminopimelate epimerase, chloroplasticpfam01678 DAP_epimerase Diaminopimelate epimerase. Diaminopimelate epimerase contains two domains of the same alpha/beta fold, both contained in this family.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008837|diaminopimelate epimerase activity;K01778

Manes.09G090900.v6.11.7497134 0.4644 up no Probable glutathione S-transferase parCpfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G091100.v6.10.8753023 0.19776 down no Palmitoleoyl-protein carboxylesterase NOTUMpfam03283 PAE Pectinacetylesterase.GO:0030178|negative regulation of Wnt signaling pathway;GO:1990697|protein depalmitoleylation;GO:0016055|Wnt signaling pathway;GO:0005576|extracellular region;GO:1990699|palmitoleyl hydrolase activity;.

Manes.09G091600.v6.10.9604086 0.69633 down no E3 ubiquitin-protein ligase UBR3pfam13639 zf-RING_2 Ring finger domain.GO:0009790|embryo development;GO:0001701|in utero embryonic development;GO:0042048|olfactory behavior;GO:0007608|sensory perception of smell;GO:0001967|suckling behavior;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0071596|ubiquitin-dependent protein catabolic process via the N-end rule pathway;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.09G091700.v6.10.9327394 0.4847 down no E3 ubiquitin-protein ligase UBR1pfam02207 zf-UBR Putative zinc finger in N-recognin (UBR box). This region is found in E3 ubiquitin ligases that recognize N-recognins.GO:0071233|cellular response to leucine;GO:0032007|negative regulation of TOR signaling;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0071596|ubiquitin-dependent protein catabolic process via the N-end rule pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000502|proteasome complex;GO:0000151|ubiquitin ligase complex;GO:0070728|leucine binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10625

Manes.09G092000.v6.10.4176688 5.66E-15 down yes . pfam03753 HHV6-IE Human herpesvirus 6 immediate early protein. The proteins in this family are poorly characterized, but an investigation has indicated that the immediate early protein is required the down-regulation of MHC class I expression in dendritic cells. Human herpesvirus 6 immediate early protein is also referred to as U90.. . . .

Manes.09G092400.v6.11.2424486 0.69589 up no . pfam01807 zf-CHC2 CHC2 zinc finger. This domain is principally involved in DNA binding in DNA primases.. . . .

Manes.09G092500.v6.11.0319501 0.74548 up no ATP-dependent zinc metalloprotease FTSH 8, mitochondrialpfam01434 Peptidase_M41 Peptidase family M41.. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K08956

Manes.09G092600.v6.12.1627047 6.24E-09 up yes Uncharacterized protein C24B11.05pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.09G092700.v6.10.820302 0.05118 down no Uncharacterized protein At2g37660, chloroplasticpfam13460 NAD_binding_10 NADH(P)-binding.GO:0042742|defense response to bacterium;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009579|thylakoid;GO:0005507|copper ion binding;.

Manes.09G092900.v6.10.5704269 3.59E-08 down no Transcription factor AS1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0008356|asymmetric cell division;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010338|leaf formation;GO:0009965|leaf morphogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0045088|regulation of innate immune response;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009615|response to virus;GO:0006351|transcription, DNA-templated;GO:0000793|condensed chromosome;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.09G093000.v6.11.8103494 2.96E-10 up no Probable serine/threonine-protein kinase NAKpfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G093200.v6.10.2187014 8.86E-22 down yes Expansin-A4 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.09G093500.v6.1Inf 0.9009 up no Exopolygalacturonase (Fragment)pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;.



Manes.09G094300.v6.10.3301906 2.22E-09 down yes Aspartic proteinase PCS1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0012501|programmed cell death;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0008233|peptidase activity;.

Manes.09G094700.v6.13.2024092 7.50E-20 up yes L-type lectin-domain containing receptor kinase IV.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009751|response to salicylic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G094900.v6.12.9490779 4.36E-09 up yes L-type lectin-domain containing receptor kinase S.4pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G095400.v6.11.8165855 0.20332 up no Tropinone reductase 1pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0009710|tropane alkaloid biosynthetic process;. GO:0050356|tropine dehydrogenase activity;.

Manes.09G095600.v6.10.1651685 1.70E-25 down yes Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.09G095800.v6.13.6495146 3.31E-16 up yes . pfam11175 DUF2961 Protein of unknown function (DUF2961). This family of proteins has no known function.. . . .

Manes.09G096000.v6.13.9918975 0.01521 up yes Aldo-keto reductase family 4 member C9pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0055114|oxidation-reduction process;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0004033|aldo-keto reductase (NADP) activity;GO:0070401|NADP+ binding;GO:0016229|steroid dehydrogenase activity;.

Manes.09G096100.v6.10.7384477 0.00827 down no Uncharacterized protein At2g39795, mitochondrialpfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.09G096500.v6.1#NAME? 0.09758 down no . pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.09G096600.v6.13.0338068 6.67E-05 up yes . pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.09G096900.v6.11.070858 0.75499 up no Putative receptor protein kinase ZmPK1pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G097400.v6.123.585906 9.41E-77 up yes . pfam02232 Alpha_TIF Alpha trans-inducing protein (Alpha-TIF). Alpha-TIF, a virion protein (VP16), is involved in transcriptional activation of viral immediate early (IE) promoters (alpha genes). Specificity of tegument protein VP16 of human herpesvirus 2 for IE genes is conferred by the 400 residue N-terminal, the 80 residue C-terminal is responsible for transcriptional activation.. . . .

Manes.09G097800.v6.15.3338397 1.37E-44 up yes Protein NRT1/ PTR FAMILY 5.7pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.09G098100.v6.11.2049844 0.48558 up no Protein NRT1/ PTR FAMILY 5.6pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.09G098400.v6.14.8522718 0.01337 up yes . pfam09654 DUF2396 Protein of unknown function (DUF2396). These conserved hypothetical proteins have so far been found only in the Cyanobacteria. They are about 170 amino acids long and contain a CxxCx(14)CxxH motif near the N-terminus.. . . .

Manes.09G098500.v6.11.5079234 1.25E-05 up no . pfam12273 RCR Chitin synthesis regulation, resistance to Congo red. RCR proteins are ER membrane proteins that regulate chitin deposition in fungal cell walls. Although chitin, a linear polymer of beta-1,4-linked N-acetylglucosamine, constitutes only 2% of the cell wall it plays a vital role in the overall protection of the cell wall against stress, noxious chemicals and osmotic pressure changes. Congo red is a cell wall-disrupting benzidine-type dye extensively used in many cell wall mutant studies that specifically targets chitin in yeast cells and inhibits growth. RCR proteins render the yeasts resistant to Congo red by diminishing the content of chitin in the cell wall. RCR proteins are probably regulating chitin synthase III interact directly with ubiquitin ligase Rsp5, and the VPEY motif is necessary for this, via interaction with the WW domains of Rsp5.. . . .

Manes.09G099000.v6.10.8504422 0.29636 down no Universal stress protein A-like proteinpfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.09G099100.v6.13.3750286 1.43E-41 up yes . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.09G099600.v6.10.5031699 2.03E-05 down no Phosphatidylinositol:ceramide inositolphosphotransferase 1pfam14360 PAP2_C PAP2 superfamily C-terminal. This family is closely related to the C-terminal a region of PAP2.GO:0030148|sphingolipid biosynthetic process;GO:0016021|integral component of membrane;GO:0045140|inositol phosphoceramide synthase activity;.

Manes.09G099800.v6.10.6062224 0.01301 down no . pfam12906 RINGv RING-variant domain.. . . .

Manes.09G099900.v6.10.1952428 0.37125 down no . pfam06521 PAR1 PAR1 protein. This family consists of several plant specific PAR1 proteins from Nicotiana tabacum and Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.09G100000.v6.10.6350579 0.01174 down no Fructose-1,6-bisphosphatase, chloroplasticpfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0019253|reductive pentose-phosphate cycle;GO:0009570|chloroplast stroma;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;.

Manes.09G100100.v6.10.3783031 1.33E-14 down yes Group II intron-encoded protein LtrApfam00078 RVT_1 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses.GO:0006314|intron homing;GO:0006397|mRNA processing;. GO:0004519|endonuclease activity;GO:0003964|RNA-directed DNA polymerase activity;.

Manes.09G100200.v6.10.4302803 1.64E-06 down yes . pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.09G100500.v6.10.2788788 7.18E-06 down yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.09G100600.v6.10.5237228 7.13E-06 down no Heme-binding-like protein At3g10130, chloroplasticpfam04832 SOUL SOUL heme-binding protein. This family represents a group of putative heme-binding proteins. Our family includes archaeal and bacterial homologues.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0010287|plastoglobule;. .

Manes.09G100800.v6.12.5240804 0.00037 up yes Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G101100.v6.1Inf 2.93E-05 up yes . pfam14264 Glucos_trans_II Glucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.09G101400.v6.14.0361473 1.53E-07 up yes Reticulon-like protein B12pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.09G101500.v6.11.1038086 0.41635 up no Ataxin-3 homologpfam02099 Josephin Josephin. GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008234|cysteine-type peptidase activity;GO:0008242|omega peptidase activity;K11863

Manes.09G101600.v6.10.9836344 0.88004 down no OTU domain-containing protein At3g57810pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. GO:0009507|chloroplast;. .

Manes.09G101800.v6.10.9616554 0.696 down no mRNA-capping enzymepfam01331 mRNA_cap_enzymemRNA capping enzyme, catalytic domain. This family represents the ATP binding catalytic domain of the mRNA capping enzyme.GO:0006370|7-methylguanosine mRNA capping;GO:0010467|gene expression;GO:0098507|polynucleotide 5' dephosphorylation;GO:0006396|RNA processing;GO:0006366|transcription from RNA polymerase II promoter;GO:0016032|viral process;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0004484|mRNA guanylyltransferase activity;GO:0004651|polynucleotide 5'-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:0008192|RNA guanylyltransferase activity;GO:0050355|triphosphatase activity;K13917

Manes.09G102000.v6.10.5907729 2.17E-06 down no . pfam06127 DUF962 Protein of unknown function (DUF962). This family consists of several eukaryotic and prokaryotic proteins of unknown function. The yeast protein YGL010W has been found to be non-essential for cell growth.. . . .

Manes.09G102400.v6.10.5971438 1.94E-06 down no . pfam00769 ERM Ezrin/radixin/moesin family. This family of proteins contain a band 4.1 domain (pfam00373), at their amino terminus. This family represents the rest of these proteins.. . . .

Manes.09G102500.v6.11.1752497 0.35406 up no Protein NRT1/ PTR FAMILY 8.1pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042938|dipeptide transport;GO:0006807|nitrogen compound metabolic process;GO:0015031|protein transport;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.09G102700.v6.10.495106 1.64E-09 down yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G102900.v6.10.8773181 0.18113 down no APO protein 2, chloroplasticpfam05634 APO_RNA-bind APO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.09G103000.v6.12.8087505 8.72E-28 up yes GDP-mannose-dependent alpha-mannosyltransferasepfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009247|glycolipid biosynthetic process;GO:0097502|mannosylation;GO:0046488|phosphatidylinositol metabolic process;GO:0008654|phospholipid biosynthetic process;. GO:0000030|mannosyltransferase activity;K12583

Manes.09G103300.v6.11.1682087 0.08967 up no 26S proteasome non-ATPase regulatory subunit 7 homolog Apfam13012 MitMem_reg Maintenance of mitochondrial structure and function. This is C-terminal to the Mov24 region of the yeast proteasomal subunit Rpn11 and seems likely to regulate the mitochondrial fission and tubulation processes, ie the outer mitochondrial membrane proteins. This function appears to be unrelated to the proteasome activity of the N-terminal region.GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0005829|cytosol;GO:0000502|proteasome complex;. .

Manes.09G103800.v6.11.2254547 0.03771 up no Thylakoid ADP,ATP carrier protein, chloroplasticpfam00153 Mito_carr Mitochondrial carrier protein.GO:0015867|ATP transport;GO:0010117|photoprotection;GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0009526|plastid envelope;GO:0042651|thylakoid membrane;GO:0005347|ATP transmembrane transporter activity;K14684

Manes.09G104100.v6.10.4935858 5.20E-05 down yes Probable LRR receptor-like serine/threonine-protein kinase At1g56140pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G104300.v6.11.1399378 0.15237 up no RNA polymerase II C-terminal domain phosphatase-like 2pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0009734|auxin-activated signaling pathway;GO:0016311|dephosphorylation;GO:0007275|multicellular organismal development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004647|phosphoserine phosphatase activity;GO:0003723|RNA binding;.

Manes.09G104400.v6.10.4205249 0.01089 down yes . pfam12292 DUF3624 Protein of unknown function (DUF3624). This family of proteins is found in bacteria. Proteins in this family are approximately 90 amino acids in length. There is a conserved GRC sequence motif.. . . .

Manes.09G104500.v6.10.7690622 0.01433 down no . pfam00686 CBM_20 Starch binding domain.. . . .

Manes.09G104700.v6.13.5192091 4.01E-09 up yes GDSL esterase/lipase CPRD49pfam13472 Lipase_GDSL_2 GDSL-like Lipase/Acylhydrolase family. This family of presumed lipases and related enzymes are similar to pfam00657.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G104800.v6.10.9043622 0.28707 down no LIMR family protein At3g08930pfam04791 LMBR1 LMBR1-like membrane protein. Members of this family are integral membrane proteins that are around 500 residues in length. LMBR1 is not involved in preaxial polydactyly, as originally thought. Vertebrate members of this family may play a role in limb development. A member of this family has been shown to be a lipocalin membrane receptor. GO:0016021|integral component of membrane;GO:0009506|plasmodesma;. K14617

Manes.09G104900.v6.1Inf 0.9009 up no (+)-menthofuran synthasepfam03635 Vps35 Vacuolar protein sorting-associated protein 35. Vacuolar protein sorting-associated protein (Vps) 35 is one of around 50 proteins involved in protein trafficking. In particular, Vps35 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps26 and Vps29. Vps35 contains a central region of weaker sequence similarity, thought to indicate the presence of at least three domains.GO:0016114|terpenoid biosynthetic process;GO:0006721|terpenoid metabolic process;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0052582|(+)-menthofuran synthase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;.

Manes.09G105000.v6.11.1187158 0.44923 up no Putative E3 ubiquitin-protein ligase XBAT35pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.09G105800.v6.1Inf 8.74E-25 up yes Protein PHR1-LIKE 1pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G106000.v6.10.511039 6.94E-08 down no Calcium-dependent protein kinase 13pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.09G106100.v6.11.7098374 0.11835 up no Trihelix transcription factor GT-3apfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G106500.v6.11.5557095 9.72E-07 up no Importin-11 pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008565|protein transporter activity;.

Manes.09G106600.v6.11.5279303 2.24E-06 up no Ran-binding protein 1 homolog cpfam00638 Ran_BP1 RanBP1 domain.GO:0051028|mRNA transport;GO:0000060|protein import into nucleus, translocation;GO:0005643|nuclear pore;. K15306

Manes.09G106700.v6.11.5532361 3.56E-06 up no Proliferation-associated protein 2G4pfam00557 Peptidase_M24 Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0007049|cell cycle;GO:0008283|cell proliferation;GO:0043066|negative regulation of apoptotic process;GO:0045892|negative regulation of transcription, DNA-templated;GO:0045597|positive regulation of cell differentiation;GO:0006417|regulation of translation;GO:0006364|rRNA processing;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G106800.v6.12.3964665 0.14296 up no . pfam00477 LEA_5 Small hydrophilic plant seed protein.. . . .

Manes.09G107000.v6.10.6159171 0.01226 down no . pfam13965 SID-1_RNA_chan dsRNA-gated channel SID-1. This is a family of proteins that are transmembrane dsRNA-gated channels. They passively transport dsRNA into cells and do not act as ATP-dependent pumps. They are required for systemic RNA interference.. . . .

Manes.09G107500.v6.10.5998983 0.01189 down no PHD finger-like domain-containing protein 5Bpfam03660 PHF5 PHF5-like protein. This family of proteins the superfamily of PHD-finger proteins. At least one example, from mouse, may act as a chromatin-associated protein. The S. pombe ini1 gene is essential, required for splicing. It is localized in the nucleus, but not detected in the nucleolus and can be complemented by human ini1.. . . K12834

Manes.09G107900.v6.10.6136106 0.06587 down no 30S ribosomal protein S31, chloroplasticpfam05437 AzlD Branched-chain amino acid transport protein (AzlD). This family consists of a number of bacterial and archaeal branched-chain amino acid transport proteins. AzlD is known to be involved in conferring resistance to 4-azaleucine although its exact role is uncertain.GO:0032544|plastid translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005840|ribosome;. K19033

Manes.09G108400.v6.10.384403 2.84E-09 down yes . pfam02232 Alpha_TIF Alpha trans-inducing protein (Alpha-TIF). Alpha-TIF, a virion protein (VP16), is involved in transcriptional activation of viral immediate early (IE) promoters (alpha genes). Specificity of tegument protein VP16 of human herpesvirus 2 for IE genes is conferred by the 400 residue N-terminal, the 80 residue C-terminal is responsible for transcriptional activation.. . . .

Manes.09G108500.v6.17.1812991 2.64E-09 up yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.09G108800.v6.10.7698123 0.06342 down no BAG family molecular chaperone regulator 4pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005829|cytosol;. .

Manes.09G109000.v6.11.5415644 0.00156 up no Ammonium transporter 2pfam00909 Ammonium_transpAmmonium Transporter Family.GO:0015696|ammonium transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0015398|high-affinity secondary active ammonium transmembrane transporter activity;K03320

Manes.09G109500.v6.12.6000338 2.82E-07 up yes . pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.09G109900.v6.11.2765664 0.00876 up no Ubiquitin-activating enzyme E1 2pfam09358 UBA_e1_C Ubiquitin-activating enzyme e1 C-terminal domain. This presumed domain found at the C-terminus of Ubiquitin-activating enzyme e1 proteins is functionally uncharacterized.GO:0016567|protein ubiquitination;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016881|acid-amino acid ligase activity;GO:0005524|ATP binding;GO:0008641|small protein activating enzyme activity;GO:0004842|ubiquitin-protein transferase activity;K03178

Manes.09G110100.v6.10.6434752 0.0219 down no . pfam04310 MukB MukB N-terminal. This family represents the N-terminal region of MukB, one of a group of bacterial proteins essential for the movement of nucleoids from mid-cell towards the cell quarters (i.e. chromosome partitioning). The structure of the N-terminal domain consists of an antiparallel six-stranded beta sheet surrounded by one helix on one side and by five helices on the other side. It contains an exposed Walker A loop in an unexpected helix-loop-helix motif (in other proteins, Walker A motifs generally adopt a P loop conformation as part of a strand-loop-helix motif embedded in a conserved topology of alternating helices and (parallel) beta strands).. . . .

Manes.09G110200.v6.1NA NA -- no Gamma-interferon-inducible lysosomal thiol reductasepfam03227 GILT Gamma interferon inducible lysosomal thiol reductase (GILT). This family includes the two characterized human gamma-interferon-inducible lysosomal thiol reductase (GILT) sequences. It also contains several other eukaryotic putative proteins with similarity to GILT. The aligned region contains three conserved cysteine residues. In addition, the two GILT sequences possess a C-X(2)-C motif that is shared by some of the other sequences in the family. This motif is thought to be associated with disulphide bond reduction.GO:0042590|antigen processing and presentation of exogenous peptide antigen via MHC class I;GO:0005576|extracellular region;GO:0005764|lysosome;GO:0016667|oxidoreductase activity, acting on a sulfur group of donors;K08059

Manes.09G110800.v6.15.1285189 1.63E-61 up yes Abscisic acid receptor PYL4pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.09G111800.v6.10.3533353 1.75E-12 down yes Zeaxanthin epoxidase, chloroplasticpfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0009688|abscisic acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0009535|chloroplast thylakoid membrane;GO:0052663|antheraxanthin epoxidase activity;GO:0009540|zeaxanthin epoxidase [overall] activity;GO:0052662|zeaxanthin epoxidase activity;.

Manes.09G111900.v6.10.7772807 0.03375 down no Integrator complex subunit 4pfam02118 Srg Srg family chemoreceptor.. GO:0005634|nucleus;. K13141

Manes.09G112000.v6.10.8302418 0.12471 down no Kelch-like protein 8pfam10539 Dev_Cell_Death Development and cell death domain. The DCD domain is found in plant proteins involved in development and cell death. The DCD domain is an approximately 130 amino acid long stretch that contains several mostly invariable motifs. These include a FGLP and a LFL motif at the N-terminus and a PAQV and a PLxE motif towards the C-terminus of the domain. The DCD domain is present in proteins with different architectures. Some of these proteins contain additional recognisable motifs, like the KELCH repeats or the ParB domain.GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0031463|Cul3-RING ubiquitin ligase complex;GO:0005654|nucleoplasm;. K10446

Manes.09G112300.v6.1Inf 0.00737 up yes Cation/H(+) antiporter 27pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005451|monovalent cation:proton antiporter activity;.

Manes.09G112400.v6.121.411463 7.46E-09 up yes Probable protein phosphatase 2C 65pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.09G112500.v6.12.6023366 1.37E-27 up yes . pfam05050 Methyltransf_21 Methyltransferase FkbM domain. This family has members from bacteria to human, and appears to be a methyltransferase.. . . .

Manes.09G112700.v6.148.605497 0 up yes Probable WRKY transcription factor 33pfam03106 WRKY WRKY DNA -binding domain.GO:0010120|camalexin biosynthetic process;GO:0070370|cellular heat acclimation;GO:0034605|cellular response to heat;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010508|positive regulation of autophagy;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K13424

Manes.09G113000.v6.12.177574 0.00153 up yes Solute carrier family 40 member 2pfam06963 FPN1 Ferroportin1 (FPN1). This family represents a conserved region approximately 100 residues long within eukaryotic Ferroportin1 (FPN1), a protein that may play a role in iron export from the cell. This family may represent a number of transmembrane regions in Ferroportin1.GO:0010106|cellular response to iron ion starvation;GO:0055068|cobalt ion homeostasis;GO:0006824|cobalt ion transport;GO:0006826|iron ion transport;GO:0035444|nickel cation transmembrane transport;GO:0015675|nickel cation transport;GO:0000041|transition metal ion transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015087|cobalt ion transmembrane transporter activity;GO:0005381|iron ion transmembrane transporter activity;K14685

Manes.09G113100.v6.11.9622059 0.00493 up no Solute carrier family 40 member 2pfam06963 FPN1 Ferroportin1 (FPN1). This family represents a conserved region approximately 100 residues long within eukaryotic Ferroportin1 (FPN1), a protein that may play a role in iron export from the cell. This family may represent a number of transmembrane regions in Ferroportin1.GO:0006824|cobalt ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005381|iron ion transmembrane transporter activity;K14685

Manes.09G113200.v6.11.4491032 0.00058 up no . pfam08238 Sel1 Sel1 repeat. This short repeat is found in the Sel1 protein. It is related to TPR repeats.. . . .

Manes.09G113400.v6.11.3202219 0.03176 up no . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.09G113600.v6.11.4055121 0.00017 up no Protein SCAR2pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.GO:0030036|actin cytoskeleton organization;GO:0045010|actin nucleation;GO:0051127|positive regulation of actin nucleation;GO:0016337|single organismal cell-cell adhesion;GO:0010091|trichome branching;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0031209|SCAR complex;. .

Manes.09G113700.v6.111.257308 ####### up yes Short-chain dehydrogenase reductase 2apfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.09G113900.v6.10.8803178 0.42952 down no D-alanine--D-alanine ligase Apfam01820 Dala_Dala_lig_N D-ala D-ala ligase N-terminus. This family represents the N-terminal region of the D-alanine--D-alanine ligase enzyme EC:6.3.2.4 which is thought to be involved in substrate binding. D-Alanine is one of the central molecules of the cross-linking step of peptidoglycan assembly. There are three enzymes involved in the D-alanine branch of peptidoglycan biosynthesis: the pyridoxal phosphate-dependent D-alanine racemase (Alr), the ATP-dependent D-alanine:D-alanine ligase (Ddl), and the ATP-dependent D-alanine:D-alanine-adding enzyme (MurF).GO:0071555|cell wall organization;GO:0009252|peptidoglycan biosynthetic process;GO:0008360|regulation of cell shape;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008716|D-alanine-D-alanine ligase activity;GO:0000287|magnesium ion binding;GO:0030145|manganese ion binding;K01921

Manes.09G114000.v6.10.2709614 1.54E-13 down yes . pfam05734 DUF832 Herpesvirus protein of unknown function (DUF832). This family consists of several herpesvirus proteins of unknown function.. . . .

Manes.09G114100.v6.10.667665 0.02851 down no Pentatricopeptide repeat-containing protein At2g38420, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G114200.v6.10.7902559 0.0132 down no Protein LURP-one-related 15pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. GO:0009507|chloroplast;. .

Manes.09G114600.v6.10.6989823 0.00026 down no Regulatory-associated protein of TOR 1pfam14538 Raptor_N Raptor N-terminal CASPase like domain. This domain is found at the N-terminus of the Raptor protein. It has been identified to have a CASPase like structure. It conserves the characteristic cys/his dyad of the caspases suggesting it may have a peptidase activity.GO:0016049|cell growth;GO:0009793|embryo development ending in seed dormancy;GO:0040008|regulation of growth;GO:0031929|TOR signaling;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0031931|TORC1 complex;. K07204

Manes.09G114900.v6.11.8913548 3.28E-12 up no Alanine--glyoxylate aminotransferase 2 homolog 2, mitochondrialpfam00202 Aminotran_3 Aminotransferase class-III.GO:0009853|photorespiration;GO:0005739|mitochondrion;GO:0008453|alanine-glyoxylate transaminase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.09G115100.v6.10.6550695 0.11401 down no G-type lectin S-receptor-like serine/threonine-protein kinase SD2-5pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G115700.v6.11.3740694 0.00059 up no Prosaposin pfam05184 SapB_1 Saposin-like type B, region 1.GO:0007193|adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway;GO:0007596|blood coagulation;GO:0071310|cellular response to organic substance;GO:0060742|epithelial cell differentiation involved in prostate gland development;GO:0006687|glycosphingolipid metabolic process;GO:0006869|lipid transport;GO:1903206|negative regulation of hydrogen peroxide-induced cell death;GO:0030168|platelet activation;GO:0002576|platelet degranulation;GO:0043085|positive regulation of catalytic activity;GO:0043410|positive regulation of MAPK cascade;GO:0060736|prostate gland growth;GO:0019216|regulation of lipid metabolic process;GO:0044281|small molecule metabolic process;GO:0006665|sphingolipid metabolic process;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0043202|lysosomal lumen;GO:0005765|lysosomal membrane;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0008047|enzyme activator activity;GO:0008289|lipid binding;K12382



Manes.09G115900.v6.10.5969808 0.49048 down no . pfam07420 DUF1509 Protein of unknown function (DUF1509). This family consists of several uncharacterized viral proteins from the Marek's disease-like viruses. Members of this family are typically around 400 residues in length. The function of this family is unknown.. . . .

Manes.09G116000.v6.10.8742912 0.15968 down no CBL-interacting protein kinase 2pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G116100.v6.11.0382984 0.6741 up no . pfam11600 CAF-1_p150 Chromatin assembly factor 1 complex p150 subunit, N-terminal. CAF-1_p150 is a polypeptide subunit of CAF-1, which functions in depositing newly synthesized and acetylated histones H3/H4 into chromatin during DNA replication and repair. CAF-1_p150 includes the HP1 interaction site, the PEST, KER and ED interacting sites. CAF-1_p150 interacts directly with newly synthesized and acetylated histones through the acidic KER and ED domains. The PEST domain is associated with proteins that undergo rapid proteolysis.. . . .

Manes.09G116200.v6.10.5797552 2.02E-05 down no CBL-interacting serine/threonine-protein kinase 14pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G116400.v6.11.0041191 1 up no Transcription repressor OFP1pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0006281|DNA repair;GO:0045892|negative regulation of transcription, DNA-templated;GO:0051510|regulation of unidimensional cell growth;GO:0006351|transcription, DNA-templated;GO:0005856|cytoskeleton;GO:0005730|nucleolus;GO:0003677|DNA binding;.

Manes.09G116500.v6.11.3186471 0.34653 up no . pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . . .

Manes.09G116700.v6.11.2630763 0.01051 up no . pfam01909 NTP_transf_2 Nucleotidyltransferase domain. Members of this family belong to a large family of nucleotidyltransferases. This family includes kanamycin nucleotidyltransferase (KNTase) which is a plasmid-coded enzyme responsible for some types of bacterial resistance to aminoglycosides. KNTase in-activates antibiotics by catalyzing the addition of a nucleotidyl group onto the drug.. . . .

Manes.09G116800.v6.10.9758802 0.81614 down no . pfam13497 DUF4121 Domain of unknown function (DUF4121). Based on Bacteroides thetaiotaomicron gene BT_2588, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.09G117000.v6.1#NAME? 0.06822 down no MATE efflux family protein 5pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.09G117100.v6.10.6410983 0.00021 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G117200.v6.11.3326998 0.00173 up no MACPF domain-containing protein CAD1pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;. . .

Manes.09G117400.v6.18.4774021 3.41E-27 up yes RING-H2 finger protein ATL72pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.09G117600.v6.12.8866419 2.62E-29 up yes Probable receptor-like protein kinase At5g15080pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G117700.v6.11.5388316 2.35E-05 up no B3 domain-containing transcription repressor VAL2pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.09G118200.v6.110.267666 0.02867 up yes . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.09G118400.v6.11.1303054 0.1829 up no Vacuolar-sorting receptor 1pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006896|Golgi to vacuole transport;GO:0006623|protein targeting to vacuole;GO:0007034|vacuolar transport;GO:0030665|clathrin-coated vesicle membrane;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0009940|amino-terminal vacuolar sorting propeptide binding;GO:0005509|calcium ion binding;.

Manes.09G118500.v6.10.9543841 0.65283 down no Transmembrane protein 87Bpfam06814 Lung_7-TM_R Lung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .

Manes.09G118800.v6.10.6014658 3.15E-07 down no 5'-3' exoribonuclease 3pfam03159 XRN_N XRN 5'-3' exonuclease N-terminus. This family aligns residues towards the N-terminus of several proteins with multiple functions. The members of this family all appear to possess 5'-3' exonuclease activity EC:3.1.11.-. Thus, the aligned region may be necessary for 5' to 3' exonuclease function. The family also contains several Xrn1 and Xrn2 proteins. The 5'-3' exoribonucleases Xrn1p and Xrn2p/Rat1p function in the degradation and processing of several classes of RNA in Saccharomyces cerevisiae. Xrn1p is the main enzyme catalyzing cytoplasmic mRNA degradation in multiple decay pathways, whereas Xrn2p/Rat1p functions in the processing of rRNAs and small nucleolar RNAs (snoRNAs) in the nucleus.GO:0010587|miRNA catabolic process;GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0004534|5'-3' exoribonuclease activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K12619

Manes.09G119000.v6.10.524066 2.14E-07 down no SWR1 complex subunit 2pfam05764 YL1 YL1 nuclear protein. The proteins in this family are designated YL1. These proteins have been shown to be DNA-binding and may be a transcription factor.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K11664

Manes.09G119400.v6.10.3286621 1.30E-21 down yes Protein SCARECROWpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.09G119500.v6.10.5303196 6.91E-06 down no Bifunctional protein FolD 1, mitochondrialpfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0005739|mitochondrion;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.09G119600.v6.10.7002365 0.00059 down no . pfam15035 Rootletin Ciliary rootlet component, centrosome cohesion.. . . .

Manes.09G119800.v6.15.7265387 0.00159 up yes . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.09G119900.v6.12.8112258 2.30E-10 up yes . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.09G120000.v6.10.917047 0.38582 down no 2,3-bisphosphoglycerate-independent phosphoglycerate mutasepfam01676 Metalloenzyme Metalloenzyme superfamily. This family includes phosphopentomutase and 2,3-bisphosphoglycerate-independent phosphoglycerate mutase. This family is also related to pfam00245. The alignment contains the most conserved residues that are probably involved in metal binding and catalysis.GO:0006007|glucose catabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0030145|manganese ion binding;GO:0004619|phosphoglycerate mutase activity;.

Manes.09G120100.v6.11.3310848 0.09499 up no Serine/threonine-protein phosphatase PP1 isozyme 1pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.09G120400.v6.12.4123107 3.00E-05 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.09G120500.v6.11.3424103 0.05488 up no . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.09G120700.v6.13.8141217 3.06E-09 up yes Calcium-binding protein CML42pfam13499 EF-hand_7 EF-hand domain pair.GO:0010091|trichome branching;. GO:0005509|calcium ion binding;K13448

Manes.09G120800.v6.10.2209726 0.00226 down yes . pfam15177 IL28A Interleukin-28A. The protein family, Interleukin-28A, plays an important role in modulating the immune system. This protein family is induced by viral infection and interacts with a class II receptor. This family of proteins is found in eukaryotes. Proteins in this family are typically between 145 and 195 amino acids in length.. . . .

Manes.09G120900.v6.11.8128903 5.50E-05 up no Cytochrome P450 714A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.09G121000.v6.10.7127798 0.00119 down no . pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.. . . .

Manes.09G121200.v6.10.1185224 0.00033 down yes Bromodomain and PHD finger-containing protein 3pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0007596|blood coagulation;GO:0043966|histone H3 acetylation;GO:0030168|platelet activation;GO:0002576|platelet degranulation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0008270|zinc ion binding;K11350

Manes.09G121400.v6.11.6378103 5.71E-08 up no RING finger and transmembrane domain-containing protein 2pfam13639 zf-RING_2 Ring finger domain.. GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.09G121500.v6.10.9588585 0.76141 down no . pfam06697 DUF1191 Protein of unknown function (DUF1191). This family contains hypothetical plant proteins of unknown function.. . . .

Manes.09G121700.v6.11.9978284 1.10E-11 up no KH domain-containing protein At2g38610pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0003723|RNA binding;K14945

Manes.09G121800.v6.13.9955557 0.00026 up yes . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.09G121900.v6.10.7022677 0.0103 down no . pfam11891 DUF3411 Domain of unknown function (DUF3411). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 168 to 186 amino acids in length. This domain has a conserved RYQ sequence motif.. . . .

Manes.09G122000.v6.11.1862625 0.08255 up no Putative zinc transporter At3g08650pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;.

Manes.09G122200.v6.10.4208565 3.17E-06 down yes BTB/POZ domain-containing protein At3g08570pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.09G122900.v6.11.9718997 1.97E-13 up no Receptor-like protein kinase FERONIApfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G123100.v6.11.9251847 1.59E-12 up no Serine/threonine-protein kinase AtPK2/AtPK19pfam00069 Pkinase Protein kinase domain.GO:0045727|positive regulation of translation;GO:0006468|protein phosphorylation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K04688

Manes.09G123400.v6.10.7592736 0.00626 down no Transcription elongation factor A protein 2pfam07500 TFIIS_M Transcription factor S-II (TFIIS), central domain. Transcription elongation by RNA polymerase II is regulated by the general elongation factor TFIIS. This factor stimulates RNA polymerase II to transcribe through regions of DNA that promote the formation of stalled ternary complexes. TFIIS is composed of three structural domains, termed I, II, and III. The two C-terminal domains (II and III), this domain and pfam01096 are required for transcription activity.GO:0006354|DNA-templated transcription, elongation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0032784|regulation of DNA-templated transcription, elongation;GO:0005813|centrosome;GO:0005654|nucleoplasm;GO:0008023|transcription elongation factor complex;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K03145

Manes.09G123600.v6.10.7627371 0.00707 down no Phospholipid-transporting ATPase 1pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006886|intracellular protein transport;GO:0045332|phospholipid translocation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K14802

Manes.09G123900.v6.12.6736035 1.90E-18 up yes . pfam13634 Nucleoporin_FG Nucleoporin FG repeat region. This family includes a number of FG repeats that are found in nucleoporin proteins. This family includes the yeast nucleoporins Nup116, Nup100, Nup49, Nup57 and Nup 145.. . . .

Manes.09G124200.v6.10.5792993 5.94E-06 down no . pfam12128 DUF3584 Protein of unknown function (DUF3584). This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 943 to 1234 amino acids in length. This family contains a P-loop motif suggesting it is a nucleotide binding protein. It may be involved in replication.. . . .

Manes.09G124400.v6.10.7788286 0.00904 down no Probable GTP diphosphokinase RSH3, chloroplasticpfam13328 HD_4 HD domain. HD domains are metal dependent phosphohydrolases.GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.09G124500.v6.11.9878158 5.35E-12 up no ADP-ribosylation factorpfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;.

Manes.09G124600.v6.11.4918013 1.17E-05 up no Exportin-1 pfam08767 CRM1_C CRM1 C terminal. CRM1 (also known as Exportin1) mediates the nuclear export of proteins bearing a leucine-rich nuclear export signal (NES). CRM1 forms a complex with the NES containing protein and the small GTPase Ran. This region forms an alpha helical structure formed by six helical hairpin motifs that are structurally similar to the HEAT repeat, but share little sequence similarity to the HEAT repeat.GO:0051028|mRNA transport;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006611|protein export from nucleus;GO:0034504|protein localization to nucleus;GO:0010824|regulation of centrosome duplication;GO:0042176|regulation of protein catabolic process;GO:0046825|regulation of protein export from nucleus;GO:0042493|response to drug;GO:0000055|ribosomal large subunit export from nucleus;GO:0000056|ribosomal small subunit export from nucleus;GO:0005642|annulate lamellae;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0043231|intracellular membrane-bounded organelle;GO:0000776|kinetochore;GO:0016020|membrane;GO:0031965|nuclear membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0005487|nucleocytoplasmic transporter activity;GO:0008565|protein transporter activity;GO:0003723|RNA binding;K14290

Manes.09G124700.v6.11.3861423 0.00077 up no ERAD-associated E3 ubiquitin-protein ligase HRD1Apfam13639 zf-RING_2 Ring finger domain.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10601

Manes.09G125000.v6.15.7291966 1.98E-06 up yes NAC domain-containing protein 74pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G125300.v6.10.4177912 0.33277 down no Probable calcium-binding protein CML18pfam13499 EF-hand_7 EF-hand domain pair.GO:0043269|regulation of ion transport;GO:0000325|plant-type vacuole;GO:0005509|calcium ion binding;K13448

Manes.09G126600.v6.11.6499699 2.66E-08 up no TOM1-like protein 2pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0045839|negative regulation of mitotic nuclear division;GO:0007165|signal transduction;GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0030276|clathrin binding;GO:0019901|protein kinase binding;.

Manes.09G126900.v6.1Inf 0.00073 up yes . pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. . . .

Manes.09G127400.v6.10.8399773 0.06626 down no . pfam00069 Pkinase Protein kinase domain.. . . .

Manes.09G127500.v6.11.5844385 1.79E-06 up no Histone acetyltransferase MCC1pfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.GO:0007059|chromosome segregation;GO:0043966|histone H3 acetylation;GO:0007126|meiotic nuclear division;. GO:0004402|histone acetyltransferase activity;.

Manes.09G127600.v6.1151.45748 1.07E-65 up yes Protein EXORDIUM-like 6pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005615|extracellular space;. .

Manes.09G127900.v6.11.5345514 1.72E-06 up no Transducin beta-like protein 3pfam08625 Utp13 Utp13 specific WD40 associated domain. Utp13 is a component of the five protein Pwp2 complex that forms part of a stable particle subunit independent of the U3 small nucleolar ribonucleoprotein that is essential for the initial assembly steps of the 90S pre-ribosome. Pwp2 is capable of interacting directly with the 35 S pre-rRNA 5' end.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14555

Manes.09G128200.v6.13.670291 0.00053 up yes . pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.09G128300.v6.11.0598517 0.5811 up no . pfam08378 NERD Nuclease-related domain. The nuclease-related domain (NERD) is found in a range of bacterial as well as archaeal and plant proteins. It has distant similarity to endonucleases (hence its name) and its predicted secondary structure is helix - sheet - sheet - sheet - sheet - weak sheet/long loop - helix - sheet - sheet. The majority of NERD-containing proteins are single-domain, but in several cases proteins containing NERD have additional domains which in 75% of cases are involved in DNA processing.. . . .

Manes.09G128400.v6.10.8325065 0.0734 down no WEB family protein At5g16730, chloroplasticpfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. GO:0009507|chloroplast;GO:0005875|microtubule associated complex;. .

Manes.09G128600.v6.11.4739132 1.46E-05 up no V-type proton ATPase subunit Hpfam03224 V-ATPase_H_N V-ATPase subunit H. The yeast Saccharomyces cerevisiae vacuolar H+-ATPase (V-ATPase) is a multisubunit complex responsible for acidifying organelles. It functions as an ATP dependent proton pump that transports protons across a lipid bilayer. This domain corresponds to the N terminal domain of the H subunit of V-ATPase. The N-terminal domain is required for the activation of the complex whereas the C-terminal domain is required for coupling ATP hydrolysis to proton translocation.GO:0015991|ATP hydrolysis coupled proton transport;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0000221|vacuolar proton-transporting V-type ATPase, V1 domain;GO:0005773|vacuole;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02144

Manes.09G128700.v6.11.6070557 0.01408 up no Transcription factor UNE10pfam11682 DUF3279 Protein of unknown function (DUF3279). This family of proteins with unknown function appears to be restricted to Enterobacteriaceae.GO:0009567|double fertilization forming a zygote and endosperm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G128800.v6.10.7025278 0.0009 down no Uncharacterized sugar kinase slr0537pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.. . GO:0016301|kinase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;.

Manes.09G128900.v6.10.9430265 0.56143 down no . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.09G129100.v6.10.4191057 2.75E-10 down yes Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.09G129400.v6.12.1931965 3.62E-17 up yes . pfam12732 YtxH YtxH-like protein. This family of proteins is found in bacteria. Proteins in this family are typically between 100 and 143 amino acids in length. The N-terminal region is the most conserved. Proteins is this family are functionally uncharacterized.. . . .

Manes.09G129500.v6.10.9782923 0.83895 down no Bromodomain adjacent to zinc finger domain protein 1Apfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006338|chromatin remodeling;GO:0006261|DNA-dependent DNA replication;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016590|ACF complex;GO:0008623|CHRAC;GO:0000228|nuclear chromosome;GO:0008270|zinc ion binding;K11655

Manes.09G129600.v6.10.7261596 0.00414 down no F-box/kelch-repeat protein At5g60570pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. GO:0005634|nucleus;. .

Manes.09G130000.v6.10.7014802 0.00383 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.09G130100.v6.12.1286934 3.08E-17 up yes . pfam15249 GLTSCR1 Glioma tumor suppressor candidate region. This domain family is found in eukaryotes, and is typically between 105 and 124 amino acids in length. There is a single completely conserved residue F that may be functionally important. Mutations in the gene for this protein in humans leads to the development of oligodendrogliomas. There is evidence that these protein interacts with SH3 domains.. . . .

Manes.09G130200.v6.122.835985 3.06E-62 up yes Cytochrome P450 89A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.09G130600.v6.11.6205233 1.19E-06 up no Septin and tuftelin-interacting protein 1 homolog 1pfam07842 GCFC GC-rich sequence DNA-binding factor-like protein. Sequences found in this family are similar to a region of a human GC-rich sequence DNA-binding factor homolog. This is thought to be a protein involved in transcriptional regulation due to partial homologies to a transcription repressor and histone-interacting protein. This family also contains tuftelin interacting protein 11 which has been identified as both a nuclear and cytoplasmic protein, and has been implicated in the secretory pathway. Sip1, a septin interacting protein is also a member of this family.GO:0000398|mRNA splicing, via spliceosome;GO:0042752|regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0000390|spliceosomal complex disassembly;GO:0031981|nuclear lumen;GO:0071008|U2-type post-mRNA release spliceosomal complex;GO:0003677|DNA binding;K13103

Manes.09G130700.v6.17.2941916 0.18853 up no . pfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . . .

Manes.09G131000.v6.10.8367736 0.06484 down no Serine/threonine-protein kinase ppk15pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0051286|cell tip;GO:0005829|cytosol;GO:0044732|mitotic spindle pole body;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K18670

Manes.09G131100.v6.10.571019 4.99E-06 down no Benzyl alcohol O-benzoyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.09G131200.v6.12.477578 0.00023 up yes Benzyl alcohol O-benzoyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.09G131800.v6.10.9594259 0.67597 down no . pfam05384 DegS Sensor protein DegS. This is small family of Bacillus DegS proteins. The DegS-DegU two-component regulatory system of Bacillus subtilis controls various processes that characterize the transition from the exponential to the stationary growth phase, including the induction of extracellular degradative enzymes, expression of late competence genes and down-regulation of the sigma D regulon. The family also contains one sequence from Thermoanaerobacter tengcongensis, which is described as sensory transduction histidine kinases.. . . .

Manes.09G132200.v6.10.494246 0.3129 down no Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G132300.v6.10.4723532 0.00042 down yes Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.. . GO:0004364|glutathione transferase activity;K00799

Manes.09G132700.v6.13.8503746 0.39483 up no Aspartic proteinase CDR1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0042742|defense response to bacterium;GO:0030163|protein catabolic process;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0010337|regulation of salicylic acid metabolic process;GO:0048046|apoplast;GO:0004190|aspartic-type endopeptidase activity;.

Manes.09G133000.v6.10.3676435 9.92E-08 down yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.09G133100.v6.10.6623954 0.0049 down no . pfam06394 Pepsin-I3 Pepsin inhibitor-3-like repeated domain. Pepsin inhibitor-3 consisting of two domains, each comprising an antiparallel beta-sheet flanked by an alpha-helix. In the enzyme-inhibitor complex, the N-terminal beta-strand of PI-3 pairs with one strand of the active site flap region of pepsin. The two domains are tandem repeats of sequence, and has therefore been termed repeated domain.. . . .

Manes.09G133300.v6.12.4026765 1.72E-23 up yes . pfam14813 NADH_B2 NADH dehydrogenase 1 beta subcomplex subunit 2. This family represents an accessory subunit of the mitochondrial membrane respiratory chain NADH dehydrogenase (Complex I), that is believed not to be involved in catalysis.. . . .

Manes.09G133800.v6.12.3246169 0.00062 up yes Dynamin-related protein 4Cpfam02212 GED Dynamin GTPase effector domain.. GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.09G133900.v6.17.5567807 4.99E-20 up yes Dynamin-related protein 4Cpfam00350 Dynamin_N Dynamin family.. GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.09G134200.v6.10.4839181 1.29E-06 down yes CRAL-TRIO domain-containing protein C23B6.04cpfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0006696|ergosterol biosynthetic process;GO:0015914|phospholipid transport;GO:0005886|plasma membrane;GO:0005628|prospore membrane;GO:0008526|phosphatidylinositol transporter activity;.

Manes.09G134400.v6.10.5096351 1.34E-08 down no . pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .



Manes.09G134500.v6.10.7775531 0.01387 down no Regulation of nuclear pre-mRNA domain-containing protein 1Apfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0070940|dephosphorylation of RNA polymerase II C-terminal domain;GO:0016591|DNA-directed RNA polymerase II, holoenzyme;. .

Manes.09G134600.v6.10.8195993 0.04057 down no . pfam14264 Glucos_trans_II Glucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.09G134700.v6.10.6958355 0.01127 down no ELMO domain-containing protein Apfam04727 ELMO_CED12 ELMO/CED-12 family. This family represents a conserved domain which is found in a number of eukaryotic proteins including CED-12, ELMO I and ELMO II. ELMO1 is a component of signalling pathways that regulate phagocytosis and cell migration and is the mammalian orthologue of the C. elegans gene, ced-12. CED-12 is required for the engulfment of dying cells and cell migration. In mammalian cells, ELMO1 interacts with Dock180 as part of the CrkII/Dock180/Rac pathway responsible for phagocytosis and cell migration. ELMO1 is ubiquitously expressed, although its expression is highest in the spleen, an organ rich in immune cells. ELMO1 has a PH domain and a polyproline sequence motif at its C terminus which are not present in this alignment.GO:0048870|cell motility;GO:0030837|negative regulation of actin filament polymerization;GO:0050764|regulation of phagocytosis;GO:0030587|sorocarp development;GO:0005737|cytoplasm;GO:0045159|myosin II binding;.

Manes.09G135200.v6.16.5602699 2.48E-09 up yes Protein TRANSPARENT TESTA 12pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.09G135300.v6.10.3787272 6.56E-17 down yes Protein TRANSPARENT TESTA 12pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.09G135400.v6.11.1637616 0.09505 up no Protein GrpE pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.09G135800.v6.113.176802 0.00125 up yes Probable arabinosyltransferase ARAD1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G136100.v6.10.4534529 0.00182 down yes Transcription factor MYB44pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.09G136300.v6.12.2464774 8.71E-17 up yes Cyclic dof factor 2pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G136400.v6.11.0831337 0.76263 up no . pfam13595 DUF4138 Domain of unknown function (DUF4138). Based on Bacteroides thetaiotaomicron gene BT_4780, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.09G136500.v6.12.2876541 8.79E-05 up yes Protein PNS1pfam04515 Choline_transpo Plasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.09G136600.v6.11.2837568 0.35925 up no Cation/calcium exchanger 2pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.09G137300.v6.13.0646303 3.53E-21 up yes Histone-lysine N-methyltransferase SUVR3pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005694|chromosome;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.09G137400.v6.15.3722512 0.0073 up yes LOB domain-containing protein 20pfam03195 DUF260 Protein of unknown function DUF260.GO:0009867|jasmonic acid mediated signaling pathway;GO:1900150|regulation of defense response to fungus;GO:0009753|response to jasmonic acid;. . .

Manes.09G137700.v6.12.5974927 2.35E-21 up yes Membrin-11 pfam12352 V-SNARE_C Snare region anchored in the vesicle membrane C-terminus. Within the SNARE proteins interactions in the C-terminal half of the SNARE helix are critical to the driving of membrane fusion; whereas interactions in the N-terminal half of the SNARE domain are important for promoting priming or docking of the vesicle pfam05008.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006896|Golgi to vacuole transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006623|protein targeting to vacuole;GO:0042147|retrograde transport, endosome to Golgi;GO:0048280|vesicle fusion with Golgi apparatus;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;.

Manes.09G138100.v6.11.4684276 0.01595 up no . pfam03395 Pox_P4A Poxvirus P4A protein.. . . .

Manes.09G138200.v6.11.1191674 0.29104 up no 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferasepfam01717 Meth_synt_2 Cobalamin-independent synthase, Catalytic domain. This is a family of vitamin-B12 independent methionine synthases or 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferases, EC:2.1.1.14 from bacteria and plants. Plants are the only higher eukaryotes that have the required enzymes for methionine synthesis. This enzyme catalyses the last step in the production of methionine by transferring a methyl group from 5-methyltetrahydrofolate to homocysteine. The aligned region makes up the carboxy region of the approximately 750 amino acid protein except in some hypothetical archaeal proteins present in the family, where this region corresponds to the entire length. This domain contains the catalytic residues of the enzyme.GO:0009086|methionine biosynthetic process;GO:0005737|cytoplasm;GO:0003871|5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.09G139100.v6.10.9530816 0.63896 down no Inhibitor of Bruton tyrosine kinasepfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005737|cytoplasm;GO:0016020|membrane;. .

Manes.09G139200.v6.10.329095 6.10E-09 down yes . pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.09G139600.v6.11.1587841 0.16226 up no Syntaxin-132 pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.09G139900.v6.12.5614929 0.12414 up no Transcription repressor MYB5pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048354|mucilage biosynthetic process involved in seed coat development;GO:0010468|regulation of gene expression;GO:0010214|seed coat development;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.09G140100.v6.114.772718 0.00132 up yes . pfam01122 Cobalamin_bind Eukaryotic cobalamin-binding protein.. . . .

Manes.09G140300.v6.10.7280528 0.01523 down no Eukaryotic translation initiation factor NCBPpfam01652 IF4E Eukaryotic initiation factor 4E.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003743|translation initiation factor activity;.

Manes.09G140400.v6.11.8119328 5.02E-11 up no 5'-adenylylsulfate reductase-like 5pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.09G140500.v6.10.9582636 0.68245 down no . pfam05704 Caps_synth Capsular polysaccharide synthesis protein. This family consists of several capsular polysaccharide proteins. Capsular polysaccharide (CPS) is a major virulence factor in Streptococcus pneumoniae.. . . .

Manes.09G140600.v6.13.4661261 3.32E-05 up yes . pfam13361 UvrD_C UvrD-like helicase C-terminal domain. This domain is found at the C-terminus of a wide variety of helicase enzymes. This domain has a AAA-like structural fold.. . . .

Manes.09G140700.v6.11.8071035 2.19E-06 up no . pfam06716 DUF1201 Protein of unknown function (DUF1201). This family consists of several Sugar beet yellow virus (SBYV) putative membrane-binding proteins of around 54 residues in length. The function of this family is unknown.. . . .

Manes.09G140900.v6.11.1836782 0.06837 up no . pfam10615 DUF2470 Protein of unknown function (DUF2470). This family is a putative haem-iron utilisation family, as many members are annotated as being pyridoxamine 5'-phosphate oxidase-related, FMN-binding; however this could not be confirmed.. . . .

Manes.09G141100.v6.10.6841937 0.00127 down no Adenylyl-sulfate kinase 3pfam01583 APS_kinase Adenylylsulphate kinase. Enzyme that catalyses the phosphorylation of adenylylsulphate to 3'-phosphoadenylylsulfate. This domain contains an ATP binding P-loop motif.GO:0019344|cysteine biosynthetic process;GO:0070814|hydrogen sulfide biosynthetic process;GO:0000103|sulfate assimilation;GO:0005829|cytosol;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;K00860

Manes.09G141300.v6.12.7498343 1.49E-11 up yes . pfam12931 Sec16_C Sec23-binding domain of Sec16. Sec16 is a multi-domain vesicle coat protein. The C-terminal region is the part that binds to Sec23, a COPII vesicle coat protein. This association is part of the transport vesicle coat structure.. . . .

Manes.09G141500.v6.13.0358995 2.07E-07 up yes Glutamate dehydrogenase 1pfam00208 ELFV_dehydrog Glutamate/Leucine/Phenylalanine/Valine dehydrogenase.GO:0006520|cellular amino acid metabolic process;GO:0006807|nitrogen compound metabolic process;GO:0009646|response to absence of light;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005507|copper ion binding;GO:0004353|glutamate dehydrogenase [NAD(P)+] activity;GO:0008270|zinc ion binding;K00261

Manes.09G141600.v6.10.7287207 0.0247 down no ADP-glucose phosphorylasepfam01087 GalP_UDP_transf Galactose-1-phosphate uridyl transferase, N-terminal domain. SCOP reports fold duplication with C-terminal domain. Both involved in Zn and Fe binding.GO:0005975|carbohydrate metabolic process;GO:0006012|galactose metabolic process;GO:0006006|glucose metabolic process;GO:0080040|positive regulation of cellular response to phosphate starvation;. GO:0043531|ADP binding;GO:0016779|nucleotidyltransferase activity;GO:0047345|ribose-5-phosphate adenylyltransferase activity;GO:0008108|UDP-glucose:hexose-1-phosphate uridylyltransferase activity;GO:0008270|zinc ion binding;K00965

Manes.09G141700.v6.12.8687581 7.38E-23 up yes YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.09G142700.v6.13.2684035 2.98E-13 up yes . pfam01844 HNH HNH endonuclease.. . . .

Manes.09G142900.v6.10.8337622 0.11734 down no Early nodulin-93pfam03386 ENOD93 Early nodulin 93 ENOD93 protein.GO:0009877|nodulation;GO:0016021|integral component of membrane;. .

Manes.09G143200.v6.11.6842076 0.00204 up no Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G143400.v6.10.847404 0.19952 down no . pfam14634 zf-RING_5 zinc-RING finger domain.. . . .

Manes.09G144300.v6.11.0019073 1 up no Apyrase 2 pfam01150 GDA1_CD39 GDA1/CD39 (nucleoside phosphatase) family.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.09G144600.v6.10.6429746 1.38E-05 down no Violaxanthin de-epoxidase, chloroplasticpfam07137 VDE Violaxanthin de-epoxidase (VDE). This family represents a conserved region approximately 150 residues long within plant violaxanthin de-epoxidase (VDE). In higher plants, violaxanthin de-epoxidase forms part of a conserved system that dissipates excess energy as heat in the light-harvesting complexes of photosystem II (PSII), thus protecting them from photo-inhibitory damage.. GO:0009535|chloroplast thylakoid membrane;GO:0046422|violaxanthin de-epoxidase activity;.

Manes.09G144700.v6.11.1516944 0.1728 up no . pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.. . . .

Manes.09G144900.v6.10.2899187 2.22E-08 down yes . pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.09G145000.v6.10.4836904 0.00663 down yes U-box domain-containing protein 9pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.09G145100.v6.10.8008224 0.02481 down no U11/U12 small nuclear ribonucleoprotein 48 kDa proteinpfam05253 zf-U11-48K U11-48K-like CHHC zinc finger. This zinc binding domain has four conserved zinc chelating residues in a CHHC pattern. This domain is predicted to have an RNA-binding function.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0046872|metal ion binding;K13156

Manes.09G145400.v6.11.2881577 0.00613 up no Probable UDP-N-acetylglucosamine--peptide N-acetylglucosaminyltransferase SECpfam13844 Glyco_transf_41 Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.09G145600.v6.11.0090534 0.88851 up no . pfam02037 SAP SAP domain. The SAP (after SAF-A/B, Acinus and PIAS) motif is a putative DNA/RNA binding domain found in diverse nuclear and cytoplasmic proteins.. . . .

Manes.09G145800.v6.10.2286211 2.28E-16 down yes GDSL esterase/lipase At5g33370pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G146100.v6.1NA NA -- no Dehydration-responsive element-binding protein 2Gpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G146500.v6.11.1279605 0.22554 up no DNA-directed RNA polymerase II subunit 4pfam03874 RNA_pol_Rpb4 RNA polymerase Rpb4. This family includes the Rpb4 protein. This family also includes C17 (aka CGRP-RCP) is an essential subunit of RNA polymerase III. C17 forms a subcomplex with C25 which is likely to be the counterpart of subcomplex Rpb4/7 in Pol II.GO:0031990|mRNA export from nucleus in response to heat stress;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0045948|positive regulation of translational initiation;GO:0034402|recruitment of 3'-end processing factors to RNA polymerase II holoenzyme complex;GO:0006366|transcription from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0000932|cytoplasmic mRNA processing body;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0003899|DNA-directed RNA polymerase activity;GO:0000166|nucleotide binding;GO:0031369|translation initiation factor binding;K03012

Manes.09G146600.v6.10.9047668 0.30514 down no . pfam05208 ALG3 ALG3 protein. The formation of N-glycosidic linkages of glycoproteins involves the ordered assembly of the common Glc3Man9GlcNAc2 core-oligosaccharide on the lipid carrier dolichyl pyrophosphate. Whereas early mannosylation steps occur on the cytoplasmic side of the endoplasmic reticulum with GDP-Man as donor, the final reactions from Man5GlcNAc2-PP-Dol to Man9GlcNAc2-PP-Dol on the lumenal side use Dol-P-Man. ALG3 gene encodes the Dol-P-Man:Man5GlcNAc2-PP-Dol mannosyltransferase.. . . .

Manes.09G147600.v6.10.8724079 0.17651 down no Ankyrin repeat domain-containing protein 13Bpfam11904 GPCR_chapero_1 GPCR-chaperone. This domain, and the associated ANK family repeat pfam00023 domain, together act as a chaperone for biogenesis and folding of the DP receptor for prostaglandin D2.. GO:0005769|early endosome;GO:0043231|intracellular membrane-bounded organelle;GO:0005770|late endosome;GO:0005886|plasma membrane;. .

Manes.09G147800.v6.10.727299 0.02995 down no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.09G147900.v6.11.0062796 0.93127 up no Exportin-4 pfam09531 Ndc1_Nup Nucleoporin protein Ndc1-Nup. Ndc1 is a nucleoporin protein that is a component of the Nuclear Pore Complex, and, in fungi, also of the Spindle Pole Body. It consists of six transmembrane segments, three lumenal loops, both concentrated at the N-terminus and cytoplasmic domains largely at the C-terminus, all of which are well conserved.GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.09G148200.v6.11.7521174 0.02188 up no Protein LIGHT-DEPENDENT SHORT HYPOCOTYLS 1pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0009299|mRNA transcription;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009416|response to light stimulus;GO:0010114|response to red light;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G148300.v6.12.8869917 0.0002 up yes Probable low-specificity L-threonine aldolase 1pfam01212 Beta_elim_lyase Beta-eliminating lyase.GO:0006545|glycine biosynthetic process;GO:0006567|threonine catabolic process;GO:0005829|cytosol;GO:0008732|L-allo-threonine aldolase activity;GO:0004793|threonine aldolase activity;K01620

Manes.09G148600.v6.12.1637451 0.01374 up yes Phosphoenolpyruvate carboxylase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0046898|response to cycloheximide;GO:0009416|response to light stimulus;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G148700.v6.10.7186602 0.00366 down no Serine/threonine-protein phosphatase PP1pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K06269

Manes.09G148900.v6.11.3991586 0.59781 up no . pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.. . . .

Manes.09G149000.v6.16.008417 0.09585 up no Ethylene-responsive transcription factor 1Bpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14516

Manes.09G149600.v6.10.665974 0.01448 down no Methyltransferase-like protein 6pfam13489 Methyltransf_23 Methyltransferase domain. This family appears to be a methyltransferase domain.. . GO:0008168|methyltransferase activity;K00599

Manes.09G149800.v6.11.4814343 0.0017 up no . pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.. . . .

Manes.09G151600.v6.10.60376 0.00039 down no Transcriptional corepressor LEUNIGpfam00400 WD40 WD domain, G-beta repeat.GO:0030154|cell differentiation;GO:0006974|cellular response to DNA damage stimulus;GO:0071217|cellular response to external biotic stimulus;GO:0009908|flower development;GO:0010393|galacturonan metabolic process;GO:0010073|meristem maintenance;GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0051512|positive regulation of unidimensional cell growth;GO:0045995|regulation of embryonic development;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0009733|response to auxin;GO:0009617|response to bacterium;GO:0046898|response to cycloheximide;GO:0009620|response to fungus;GO:0001666|response to hypoxia;GO:0009624|response to nematode;GO:0006979|response to oxidative stress;GO:1902074|response to salt;GO:0010272|response to silveGO:0005634|nucleus;. .

Manes.09G151700.v6.10.3843792 2.47E-07 down yes PRA1 family protein Epfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.09G151800.v6.10.6765592 0.00453 down no Probable prefoldin subunit 4pfam01920 Prefoldin_2 Prefoldin subunit. This family includes prefoldin subunits that are not detected by pfam02996.GO:0006457|protein folding;GO:0005829|cytosol;GO:0016272|prefoldin complex;. K09550

Manes.09G151900.v6.11.036721 0.76431 up no E3 ubiquitin protein ligase DRIP2pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009414|response to water deprivation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16277

Manes.09G152000.v6.1Inf 0.08944 up no . pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.09G152100.v6.10.7136061 0.00369 down no Photosystem II reaction center W protein, chloroplasticpfam07123 PsbW Photosystem II reaction centre W protein (PsbW). This family consists of several plant specific photosystem II reaction centre W (PsbW) proteins. PsbW is a nuclear-encoded protein located in the thylakoid membrane of the chloroplast. PsbW is a core component of photosystem II but not photosystem I. This family does not appear to be related to pfam03912.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;. .

Manes.09G152400.v6.1Inf 0.35135 up no . pfam03361 Herpes_IE2_3 Herpes virus intermediate/early protein 2/3. These viral sequences are similar to UL117 protein of human and chimpanzee cytomegalovirus, and to intermediate/early proteins 2 and 3 of certain herpes viruses. UL117 is thought to be a glycoprotein that is expressed at early and late times after infection. This region is close to the C-terminus of the protein and may be a transmembrane region.. . . .

Manes.09G152700.v6.12.3524136 9.13E-21 up yes Auxin-induced protein 22Bpfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.09G152800.v6.11.6996039 7.55E-09 up no Mediator of RNA polymerase II transcription subunit 14pfam08638 Med14 Mediator complex subunit MED14. Saccharomyces cerevisiae RGR1 mediator complex subunit affects chromatin structure, transcriptional regulation of diverse genes and sporulation, required for glucose repression, HO repression, RME1 repression and sporulation. This subunit is also found in higher eukaryotes and Med14 is the agreed unified nomenclature for this subunit. Med14 is found in the tail region of Mediator.GO:0009631|cold acclimation;GO:0007275|multicellular organismal development;GO:0008284|positive regulation of cell proliferation;GO:0040008|regulation of growth;GO:0009627|systemic acquired resistance;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0009506|plasmodesma;GO:0001104|RNA polymerase II transcription cofactor activity;K15156

Manes.09G152900.v6.10.5306537 0.00141 down no Pentatricopeptide repeat-containing protein At3g04750, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G153200.v6.10.1060377 9.50E-09 down yes Pentatricopeptide repeat-containing protein At3g18970pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0005739|mitochondrion;. .

Manes.09G153700.v6.115.311443 5.78E-09 up yes Calcium-transporting ATPase 12, plasma membrane-typepfam00689 Cation_ATPase_C Cation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.09G154100.v6.18.7980822 1.17E-06 up yes . pfam06247 Plasmod_Pvs28 Plasmodium ookinete surface protein Pvs28. This family consists of several ookinete surface protein (Pvs28) from several species of Plasmodium. Pvs25 and Pvs28 are expressed on the surface of ookinetes. These proteins are potential candidates for vaccine and induce antibodies that block the infectivity of Plasmodium vivax in immunised animals.. . . .

Manes.09G154200.v6.11.9298308 2.18E-09 up no Mitochondrial import inner membrane translocase subunit TIM23-2pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0006886|intracellular protein transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K17794

Manes.09G154300.v6.11.7120264 8.78E-09 up no Trihelix transcription factor GTL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0001158|enhancer sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G154400.v6.16.524498 0.15093 up no . pfam13863 DUF4200 Domain of unknown function (DUF4200). This family is found in eukaryotes. It is a coiled-coil domain of unknwon function.. . . .

Manes.09G154600.v6.11.5975682 7.53E-07 up no Multisubstrate pseudouridine synthase 7pfam01142 TruD tRNA pseudouridine synthase D (TruD). TruD is responsible for synthesis of pseudouridine from uracil-13 in transfer RNAs. The structure of TruD reveals an overall V-shaped molecule which contains an RNA-binding cleft.GO:0000455|enzyme-directed rRNA pseudouridine synthesis;GO:0006397|mRNA processing;GO:1990481|mRNA pseudouridine synthesis;GO:0008380|RNA splicing;GO:0031120|snRNA pseudouridine synthesis;GO:0031119|tRNA pseudouridine synthesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06176

Manes.09G155100.v6.1Inf 0.04608 up no Calcium-transporting ATPase 12, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.09G155200.v6.11.6692266 4.94E-08 up no . pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.09G156000.v6.10.6830337 0.01314 down no . pfam10184 DUF2358 Uncharacterized conserved protein (DUF2358). DUF2358 is a family of conserved proteins found from plants to humans. The function is unknown.. . . .

Manes.09G156300.v6.10.7903288 0.0156 down no Serine/threonine-protein kinase WNK1pfam00069 Pkinase Protein kinase domain.GO:0007623|circadian rhythm;GO:0006468|protein phosphorylation;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G156500.v6.11.1863556 0.0678 up no 40S ribosomal protein S24-2pfam01282 Ribosomal_S24e Ribosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.09G156700.v6.13.7786227 6.83E-47 up yes Guanine deaminasepfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0006147|guanine catabolic process;. GO:0008892|guanine deaminase activity;GO:0008270|zinc ion binding;K01487

Manes.09G156800.v6.11.505873 6.19E-06 up no Protein transport protein Sec24-like At4g32640pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;K14007

Manes.09G156900.v6.11.9311901 1.82E-13 up no Mediator-associated protein 1pfam04504 DUF573 Protein of unknown function, DUF573.GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0016592|mediator complex;GO:0005730|nucleolus;. .

Manes.09G157000.v6.10.7983899 0.06275 down no Rubredoxin pfam00301 Rubredoxin Rubredoxin. GO:0055114|oxidation-reduction process;. GO:0005506|iron ion binding;.

Manes.09G157100.v6.10.916137 0.3798 down no Cysteine synthasepfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0006535|cysteine biosynthetic process from serine;GO:0005737|cytoplasm;GO:0047458|beta-pyrazolylalanine synthase activity;GO:0004124|cysteine synthase activity;GO:0050461|L-mimosine synthase activity;GO:0050234|pyrazolylalanine synthase activity;.

Manes.09G157300.v6.1Inf 0.00013 up yes Cysteine synthasepfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0006535|cysteine biosynthetic process from serine;GO:0005737|cytoplasm;GO:0047458|beta-pyrazolylalanine synthase activity;GO:0004124|cysteine synthase activity;GO:0050461|L-mimosine synthase activity;GO:0050234|pyrazolylalanine synthase activity;.



Manes.09G157500.v6.114.079535 8.86E-05 up yes . pfam04927 SMP Seed maturation protein. Plant seed maturation protein.. . . .

Manes.09G157700.v6.12.2846699 0.00175 up yes Putative defensin-like protein 184pfam07333 SLR1-BP S locus-related glycoprotein 1 binding pollen coat protein (SLR1-BP). This family consists of a number of cysteine rich SLR1 binding pollen coat like proteins. Adhesion of pollen grains to the stigmatic surface is a critical step during sexual reproduction in plants. In Brassica, S locus-related glycoprotein 1 (SLR1), a stigma-specific protein belonging to the S gene family of proteins, has been shown to be involved in this step. SLR1-BP specifically binds SLR1 with high affinity. The SLR1-BP gene is specifically expressed in pollen at late stages of development and is a member of the class A pollen coat protein (PCP) family, which includes PCP-A1, an SLG (S locus glycoprotein)-binding protein.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;. .

Manes.09G157900.v6.10.9711192 0.81209 down no . pfam08242 Methyltransf_12 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.09G158000.v6.10.7866086 0.015 down no Kinesin-like calmodulin-binding proteinpfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0010091|trichome branching;GO:0005871|kinesin complex;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005509|calcium ion binding;GO:0005516|calmodulin binding;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;GO:0016491|oxidoreductase activity;.

Manes.09G158100.v6.10.8460482 0.08912 down no WD repeat-containing protein 48pfam11816 DUF3337 Domain of unknown function (DUF3337). This family of proteins are functionally uncharacterized. This family is only found in eukaryotes. This presumed domain is typically between 285 to 342 amino acids in length.GO:0000724|double-strand break repair via homologous recombination;GO:0048568|embryonic organ development;GO:0048872|homeostasis of number of cells;GO:0035264|multicellular organism growth;GO:0050679|positive regulation of epithelial cell proliferation;GO:0016579|protein deubiquitination;GO:1902525|regulation of protein monoubiquitination;GO:0072520|seminiferous tubule development;GO:0007338|single fertilization;GO:0048705|skeletal system morphogenesis;GO:0043588|skin development;GO:0007283|spermatogenesis;GO:0005764|lysosome;GO:0005634|nucleus;. K15361

Manes.09G158200.v6.11.1416772 0.15539 up no Acyltransferase-like protein At1g54570, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0033306|phytol metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0004144|diacylglycerol O-acyltransferase activity;.

Manes.09G158400.v6.10.4553277 3.49E-08 down yes Acyltransferase-like protein At1g54570, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0033306|phytol metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0004144|diacylglycerol O-acyltransferase activity;.

Manes.09G158500.v6.10.4385589 5.16E-10 down yes TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G158700.v6.10.7181037 0.02495 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G158800.v6.12.1349005 4.98E-15 up yes Double-stranded RNA-binding protein 2pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.. . GO:0003725|double-stranded RNA binding;.

Manes.09G158900.v6.11.4310657 5.98E-05 up no Probable nucleolar protein 5-2pfam01798 Nop Putative snoRNA binding domain. This family consists of various Pre RNA processing ribonucleoproteins. The function of the aligned region is unknown however it may be a common RNA or snoRNA or Nop1p binding domain. Nop5p (Nop58p) from yeast is the protein component of a ribonucleoprotein protein required for pre-18s rRNA processing and is suggested to function with Nop1p in a snoRNA complex. Nop56p and Nop5p interact with Nop1p and are required for ribosome biogenesis. Prp31p is required for pre-mRNA splicing in S. cerevisiae.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;. K14565

Manes.09G159000.v6.11.2414196 0.03941 up no Probable serine/threonine-protein kinase At1g54610pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G159300.v6.1Inf 0.00041 up yes . pfam02438 Adeno_100 Late 100kD protein. The late 100kD protein is a non-structural viral protein involved in the transport of hexon from the cytoplasm to the nucleus.. . . .

Manes.09G160400.v6.10.3713168 2.97E-11 down yes Superoxide dismutase [Cu-Zn]pfam00080 Sod_Cu Copper/zinc superoxide dismutase (SODC). superoxide dismutases (SODs) catalyse the conversion of superoxide radicals to hydrogen peroxide and molecular oxygen. Three evolutionarily distinct families of SODs are known, of which the copper/zinc-binding family is one. Defects in the human SOD1 gene cause familial amyotrophic lateral sclerosis (Lou Gehrig's disease). Structure is an eight-stranded beta sandwich, similar to the immunoglobulin fold.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004784|superoxide dismutase activity;.

Manes.09G160500.v6.11.0129276 0.90929 up no Trafficking protein particle complex subunit 6Bpfam04051 TRAPP Transport protein particle (TRAPP) component. TRAPP plays a key role in the targeting and/or fusion of ER-to-Golgi transport vesicles with their acceptor compartment. TRAPP is a large multimeric protein that contains at least 10 subunits. This family contains many TRAPP family proteins. The Bet3 subunit is one of the better characterized TRAPP proteins and has a dimeric structure with hydrophobic channels. The channel entrances are located on a putative membrane-interacting surface that is distinctively flat, wide and decorated with positively charged residues. Bet3 is proposed to localize TRAPP to the Golgi.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;. .

Manes.09G160800.v6.10.7151906 0.00167 down no FRIGIDA-like protein 3pfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.09G160900.v6.10.7483165 0.18073 down no Bifunctional 3-dehydroquinate dehydratase/shikimate dehydrogenase, chloroplasticpfam01487 DHquinase_I Type I 3-dehydroquinase. Type I 3-dehydroquinase, (3-dehydroquinate dehydratase or DHQase.) Catalyses the cis-dehydration of 3-dehydroquinate via a covalent imine intermediate giving dehydroshikimate. Dehydroquinase functions in the shikimate pathway which is involved in the biosynthesis of aromatic amino acids. Type II 3-dehydroquinase catalyses the trans-dehydration of 3-dehydroshikimate see pfam01220.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009793|embryo development ending in seed dormancy;GO:0019632|shikimate metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003855|3-dehydroquinate dehydratase activity;GO:0050661|NADP binding;GO:0004764|shikimate 3-dehydrogenase (NADP+) activity;K13832

Manes.09G161600.v6.10.5831242 8.53E-07 down no Gibberellin receptor GID1Cpfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.09G161900.v6.11.5758304 3.63E-06 up no Autophagy-related protein 18hpfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.09G162500.v6.10.519546 3.20E-07 down no Sugar transporter ERD6-like 5pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.09G162700.v6.10.5756525 0.00025 down no Piezo-type mechanosensitive ion channel homologpfam12166 DUF3595 Protein of unknown function (DUF3595). This family of proteins is functionally uncharacterized.This family of proteins is found in eukaryotes. Proteins in this family are typically between 578 and 2525 amino acids in length.. GO:0016021|integral component of membrane;GO:0008381|mechanically-gated ion channel activity;.

Manes.09G162900.v6.10.9113929 0.35127 down no Glutathione synthetase, chloroplasticpfam03917 GSH_synth_ATP Eukaryotic glutathione synthase, ATP binding domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0043295|glutathione binding;GO:0004363|glutathione synthase activity;GO:0000287|magnesium ion binding;GO:0042803|protein homodimerization activity;.

Manes.09G163200.v6.10.3857728 0.00027 down yes Probable arabinosyltransferase ARAD1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G163300.v6.12.1510311 6.79E-07 up yes Sodium/hydrogen exchanger 2pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0055075|potassium ion homeostasis;GO:0010107|potassium ion import;GO:0006885|regulation of pH;GO:0090333|regulation of stomatal closure;GO:0009651|response to salt stress;GO:0035725|sodium ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015386|potassium:proton antiporter activity;GO:0015385|sodium:proton antiporter activity;.

Manes.09G163400.v6.10.6050016 1.78E-05 down no . pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.. . . .

Manes.09G163500.v6.11.2005809 0.04978 up no UPF0603 protein At1g54780, chloroplasticpfam04536 TPM TLP18.3, Psb32 and MOLO-1 founding proteins of phosphatase. This family has a Rossmann-like fold. It has phosphatase activity.GO:0016311|dephosphorylation;GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0003993|acid phosphatase activity;.

Manes.09G164100.v6.10.33994 1.54E-06 down yes Transcription factor bHLH96pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G164200.v6.15.8290751 5.82E-17 up yes E3 ubiquitin-protein ligase ATL6pfam13639 zf-RING_2 Ring finger domain.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009814|defense response, incompatible interaction;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10664

Manes.09G164300.v6.10.8096936 0.07839 down no DNA excision repair protein ERCC-1pfam03834 Rad10 Binding domain of DNA repair protein Ercc1 (rad10/Swi10). Ercc1 and XPF (xeroderma pigmentosum group F-complementing protein) are two structure-specific endonucleases of a class of seven containing an ERCC4 domain. Together they form an obligate complex that functions primarily in nucleotide excision repair (NER), a versatile pathway able to detect and remove a variety of DNA lesions induced by UV light and environmental carcinogens, and secondarily in DNA interstrand cross-link repair and telomere maintenance. This domain in fact binds simultaneously to both XPF and single-stranded DNA; this ternary complex explains the important role of Ercc1 in targeting its catalytic XPF partner to the NER pre-incision complex.GO:0000724|double-strand break repair via homologous recombination;GO:0010213|non-photoreactive DNA repair;GO:0006294|nucleotide-excision repair, preincision complex assembly;GO:0010332|response to gamma radiation;GO:0010224|response to UV-B;GO:0005634|nucleus;GO:0017108|5'-flap endonuclease activity;GO:0003684|damaged DNA binding;K10849

Manes.09G164400.v6.10.591294 0.00012 down no Serine/threonine-protein kinase CDL1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G164500.v6.10.6692257 0.00024 down no . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.09G164800.v6.10.6215268 0.00244 down no Signal peptidase complex subunit 3Bpfam04573 SPC22 Signal peptidase subunit. Translocation of polypeptide chains across the endoplasmic reticulum membrane is triggered by signal sequences. During translocation of the nascent chain through the membrane, the signal sequence of most secretory and membrane proteins is cleaved off. Cleavage occurs by the signal peptidase complex (SPC) which consists of four subunits in yeast and five in mammals. This family is common to yeast and mammals.GO:0006465|signal peptide processing;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0005787|signal peptidase complex;GO:0008233|peptidase activity;K12948

Manes.09G164900.v6.12.455641 5.72E-11 up yes Cation/calcium exchanger 5pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0010163|high-affinity potassium ion import;GO:0035725|sodium ion transmembrane transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0034399|nuclear periphery;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015079|potassium ion transmembrane transporter activity;GO:0015081|sodium ion transmembrane transporter activity;.

Manes.09G165300.v6.10.4992123 0.00217 down yes . pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.09G165600.v6.10.5276233 1.78E-08 down no Amidase 1 pfam01425 Amidase Amidase. GO:0009684|indoleacetic acid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004040|amidase activity;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;GO:0016810|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0043864|indoleacetamide hydrolase activity;.

Manes.09G165700.v6.11.1828113 0.11718 up no Mevalonate kinasepfam08544 GHMP_kinases_C GHMP kinases C terminal. This family includes homoserine kinases, galactokinases and mevalonate kinases.GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0016126|sterol biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004496|mevalonate kinase activity;K00869

Manes.09G165800.v6.1Inf 0.01236 up yes Glucose and ribitol dehydrogenasepfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.09G166500.v6.12.0393719 1.98E-08 up yes Peroxisomal adenine nucleotide carrier 1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015866|ADP transport;GO:0015867|ATP transport;GO:0006635|fatty acid beta-oxidation;GO:0080024|indolebutyric acid metabolic process;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0015217|ADP transmembrane transporter activity;GO:0015297|antiporter activity;GO:0005347|ATP transmembrane transporter activity;.

Manes.09G166600.v6.11.0078114 0.90563 up no Mitochondrial Rho GTPase 1pfam08356 EF_assoc_2 EF hand associated. This region predominantly appears near EF-hands (pfam00036) in GTP-binding proteins. It is found in all three eukaryotic kingdoms.GO:0007005|mitochondrion organization;GO:0007264|small GTPase mediated signal transduction;GO:0031307|integral component of mitochondrial outer membrane;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07870

Manes.09G166700.v6.17.8507146 0.08808 up no Putative UDP-glucuronate:xylan alpha-glucuronosyltransferase 4pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.09G167200.v6.10.5745105 0.00019 down no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.09G167300.v6.11.4177891 0.07458 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G167400.v6.10.864221 0.2042 down no Long chain acyl-CoA synthetase 7, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.09G167700.v6.10.7462808 0.01317 down no Probable linoleate 9S-lipoxygenase 5pfam00305 Lipoxygenase Lipoxygenase.GO:0031408|oxylipin biosynthetic process;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0016702|oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;K15718

Manes.09G167900.v6.11.6171664 2.76E-07 up no Zinc finger protein VAR3, chloroplasticpfam00641 zf-RanBP Zn-finger in Ran binding protein and others.GO:1900871|chloroplast mRNA modification;GO:0009658|chloroplast organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008270|zinc ion binding;.

Manes.09G169100.v6.11.1942124 0.05259 up no Acyl-CoA-binding domain-containing protein 4pfam00887 ACBP Acyl CoA binding protein.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.09G169300.v6.12.1597528 1.25E-13 up yes Autophagy-related protein 18apfam15548 DUF4655 Domain of unknown function (DUF4655). This family of proteins is found in eukaryotes. Proteins in this family are typically between 533 and 570 amino acids in length.GO:0048102|autophagic cell death;GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0006497|protein lipidation;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0042594|response to starvation;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005634|nucleus;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.09G169600.v6.10.1929874 3.47E-23 down yes Formin-like protein 11pfam02181 FH2 Formin Homology 2 Domain.. GO:0016021|integral component of membrane;GO:0003779|actin binding;.

Manes.09G169700.v6.10.4779379 0.00023 down yes Copper transport protein CCHpfam00403 HMA Heavy-metal-associated domain.GO:0006878|cellular copper ion homeostasis;GO:0006825|copper ion transport;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0016531|copper chaperone activity;K07213

Manes.09G169900.v6.12.3766786 3.93E-06 up yes Protein RALF-like 33pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.09G170000.v6.10.7064827 0.01445 down no . pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.. . . .

Manes.09G170500.v6.10.4474291 0.00105 down yes . pfam04235 DUF418 Protein of unknown function (DUF418). Probable integral membrane protein.. . . .

Manes.09G170700.v6.11.1009534 0.31801 up no 26S protease regulatory subunit 6A homolog Apfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0009553|embryo sac development;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0009555|pollen development;GO:1901800|positive regulation of proteasomal protein catabolic process;GO:0045899|positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0010498|proteasomal protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0031597|cytosolic proteasome complex;GO:0031595|nuclear proteasome complex;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005524|ATP binding;GO:0036402|proteasome-activating ATPase activity;GO:0017025|TBP-class protein binding;K03065

Manes.09G171000.v6.10.6873522 0.00029 down no Serine/arginine-rich splicing factor SR30pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006376|mRNA splice site selection;GO:0048024|regulation of mRNA splicing, via spliceosome;GO:0005737|cytoplasm;GO:0035061|interchromatin granule;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;K12890

Manes.09G171200.v6.1Inf 4.96E-95 up yes 3-ketoacyl-CoA synthase 7pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.09G171300.v6.12.4436992 7.96E-07 up yes 50S ribosomal protein L18pfam00861 Ribosomal_L18p Ribosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.09G171500.v6.115.456289 2.96E-16 up yes . pfam03024 Folate_rec Folate receptor family. This family includes the folate receptor which binds to folate and reduced folic acid derivatives and mediates delivery of 5-methyltetrahydrofolate to the interior of cells. These proteins are attached to the membrane by a GPI-anchor. The proteins contain 16 conserved cysteines that form eight disulphide bridges.. . . .

Manes.09G171600.v6.13.9675494 3.05E-50 up yes Serine/threonine-protein phosphatase PP1 isozyme 8pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K06269

Manes.09G172000.v6.10.6701723 0.18434 down no Bidirectional sugar transporter SWEET16pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.09G172500.v6.12.837857 0.00057 up yes Respiratory burst oxidase homolog protein Cpfam08030 NAD_binding_6 Ferric reductase NAD binding domain.. GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;K13447

Manes.09G173300.v6.10.7234665 0.32722 down no Nudix hydrolase 13, mitochondrialpfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0034432|bis(5'-adenosyl)-pentaphosphatase activity;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.09G173500.v6.1Inf 0.9009 up no Putative invertase inhibitorpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. GO:0005576|extracellular region;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.09G173700.v6.11.4717665 0.00587 up no F-box/LRR-repeat protein 3pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . K10268

Manes.09G174000.v6.10.4676928 2.85E-06 down yes Probable protein phosphatase 2C 73pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.09G174300.v6.11.0245959 0.76181 up no Eukaryotic translation initiation factor 3 subunit Apfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0006413|translational initiation;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0005886|plasma membrane;GO:0003743|translation initiation factor activity;K03254

Manes.09G174600.v6.10.9646144 0.73522 down no Protein DEHYDRATION-INDUCED 19 homolog 3pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G174800.v6.10.5559997 0.00036 down no Exonuclease DPD1, chloroplastic/mitochondrialpfam00929 RNase_T Exonuclease. This family includes a variety of exonuclease proteins, such as ribonuclease T and the epsilon subunit of DNA polymerase III.;GO:0000738|DNA catabolic process, exonucleolytic;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0008296|3'-5'-exodeoxyribonuclease activity;GO:0004527|exonuclease activity;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;.

Manes.09G174900.v6.13.7430296 6.71E-25 up yes GATA transcription factor 15pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.09G175100.v6.10.5357577 6.57E-05 down no Exopolyphosphatasepfam02541 Ppx-GppA Ppx/GppA phosphatase family. This family consists of the N-terminal region of exopolyphosphatase (Ppx) EC:3.6.1.11 and guanosine pentaphosphate phospho-hydrolase (GppA) EC:3.6.1.40.GO:0071978|bacterial-type flagellum-dependent swarming motility;GO:0071977|bacterial-type flagellum-dependent swimming motility;GO:0006995|cellular response to nitrogen starvation;GO:0016036|cellular response to phosphate starvation;GO:0009247|glycolipid biosynthetic process;GO:0009405|pathogenesis;GO:0006793|phosphorus metabolic process;GO:0009372|quorum sensing;GO:0044010|single-species biofilm formation;. GO:0004309|exopolyphosphatase activity;K01524

Manes.09G175200.v6.13.5649427 0.07683 up no . pfam12023 DUF3511 Domain of unknown function (DUF3511). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 50 amino acids in length. This domain has two completely conserved residues (Y and K) that may be functionally important.. . . .

Manes.09G175300.v6.11.308373 0.12786 up no ATP-dependent DNA helicase Q-like 1pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0070417|cellular response to cold;GO:0042631|cellular response to water deprivation;GO:0006310|DNA recombination;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;K10901

Manes.09G175500.v6.10.5427687 2.16E-08 down no . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.09G175700.v6.11.0981025 0.37246 up no Zinc finger matrin-type protein 2pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K12848

Manes.09G175800.v6.18.7384676 3.53E-21 up yes . pfam02537 CRCB CrcB-like protein. CRCB is a putative integral membrane protein possibly involved in chromosome condensation. Over expression in Escherichia coli also leads to camphor resistance.. . . .

Manes.09G175900.v6.1Inf 1.50E-05 up yes . pfam11588 DUF3243 Protein of unknown function (DUF3243). This family of proteins with unknown function appears to be restricted to Firmicutes.. . . .

Manes.09G176000.v6.148.256586 0.00431 up yes . pfam03694 Erg28 Erg28 like protein. This is a family of integral membrane proteins, which may contain four transmembrane helices. Members of this family are thought to be involved in sterol C-4 demethylation. In S. cerevisiae they may tether Erg26p (sterol dehydrogenase/decarboxylase) and Erg27p (3-ketoreductase) to the endoplasmic reticulum or may facilitate interaction between these proteins. The family contains a conserved arginine and histidine that may be functionally important.. . . .

Manes.09G176400.v6.10.6360814 0.00329 down no RNA pseudouridine synthase 1pfam00849 PseudoU_synth_2 RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0006457|protein folding;GO:0001522|pseudouridine synthesis;GO:0034976|response to endoplasmic reticulum stress;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;.

Manes.09G176600.v6.1Inf 0.04209 up no Lon protease homolog 1, mitochondrialpfam05362 Lon_C Lon protease (S16) C-terminal proteolytic domain. The Lon serine proteases must hydrolyse ATP to degrade protein substrates. In Escherichia coli, these proteases are involved in turnover of intracellular proteins, including abnormal proteins following heat-shock. The active site for protease activity resides in a C-terminal domain. The Lon proteases are classified as family S16 in Merops.GO:0034599|cellular response to oxidative stress;GO:0051131|chaperone-mediated protein complex assembly;GO:0006515|misfolded or incompletely synthesized protein catabolic process;GO:0070407|oxidation-dependent protein catabolic process;GO:0090296|regulation of mitochondrial DNA replication;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0043565|sequence-specific DNA binding;GO:0004252|serine-type endopeptidase activity;K08675

Manes.09G176700.v6.10.6917591 0.02351 down no . pfam11991 Trp_DMAT Tryptophan dimethylallyltransferase. This family of proteins represents tryptophan dimethylallyltransferase (EC:2.5.1.34), which catalyses the first step of ergot alkaloid biosynthesis. Ergot alkaloids, which are produced by endophyte fungi, can enhance plant host fitness, but also cause livestock toxicosis to host plants. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 390 to 465 amino acids in length.. . . .

Manes.09G177100.v6.10.5434485 1.03E-08 down no Pentatricopeptide repeat-containing protein At5g48910pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009451|RNA modification;GO:0009507|chloroplast;. .

Manes.09G177300.v6.1NA NA -- no Probable pectinesterase 29pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.09G177400.v6.10.6188713 0.01105 down no Rab9 effector protein with kelch motifspfam13418 Kelch_4 Galactose oxidase, central domain.. GO:0010008|endosome membrane;GO:0005886|plasma membrane;. .

Manes.09G177600.v6.10.8408642 0.15009 down no Transcription factor bHLH149pfam03342 Rhabdo_M1 Rhabdovirus M1 matrix protein (M1 polymerase-associated protein).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G178000.v6.10.3098746 5.10E-05 down yes . pfam00002 7tm_2 7 transmembrane receptor (Secretin family). This family is known as Family B, the secretin-receptor family or family 2 of the G-protein-coupled receptors (GCPRs).They have been described in many animal species, but not in plants, fungi or prokaryotes. Three distinct sub-families are recognized. Subfamily B1 contains classical hormone receptors, such as receptors for secretin and glucagon, that are all involved in cAMP-mediated signalling pathways. Subfamily B2 contains receptors with long extracellular N-termini, such as the leukocyte cell-surface antigen CD97; calcium-independent receptors for latrotoxin, and brain-specific angiogenesis inhibitors amongst others. Subfamily B3 includes Methuselah and other Drosophila proteins. Other than the typical seven-transmembrane region, characteristic structural features include an amino-terminal extracellular domain involved in ligand binding, and an intracellular loop (IC3) required for specific G-protein coupling.. . . .

Manes.09G178700.v6.11.7671619 7.24E-10 up no Alkaline/neutral invertase CINV2pfam12899 Glyco_hydro_100 Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.09G178800.v6.10.9370886 0.67664 down no AP-3 complex subunit mupfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0009630|gravitropism;GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030659|cytoplasmic vesicle membrane;GO:0005794|Golgi apparatus;. K12398

Manes.09G178900.v6.10.4664928 0.13058 down no Golgi apparatus membrane protein-like protein ECHIDNApfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.GO:0007030|Golgi organization;GO:0009306|protein secretion;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;. .

Manes.09G179100.v6.13.171182 2.49E-13 up yes Galactinol synthase 2pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819



Manes.09G179300.v6.1#NAME? 0.29342 down no WAT1-related protein At1g09380pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.09G179400.v6.10.6874494 0.0163 down no GDSL esterase/lipase At1g09390pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0009570|chloroplast stroma;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G179500.v6.10.5169408 0.00186 down no . pfam10332 DUF2418 Protein of unknown function (DUF2418). This is a conserved 100 residue central region of a family of proteins found in fungi. It carries a characteristic EYD sequence motif. The function is not known.. . . .

Manes.09G179700.v6.10.6023911 1.69E-06 down no Glucose-6-phosphate 1-dehydrogenase 4, chloroplasticpfam02781 G6PD_C Glucose-6-phosphate dehydrogenase, C-terminal domain.GO:0006006|glucose metabolic process;GO:0006098|pentose-phosphate shunt;GO:0009507|chloroplast;GO:0004345|glucose-6-phosphate dehydrogenase activity;GO:0050661|NADP binding;.

Manes.09G179800.v6.11.1129559 0.24657 up no Pyrrolidone-carboxylate peptidasepfam01470 Peptidase_C15 Pyroglutamyl peptidase.. GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0016920|pyroglutamyl-peptidase activity;K01304

Manes.09G180000.v6.10.9064058 0.30951 down no Shaggy-related protein kinase NtK-1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G180100.v6.10.9232221 0.40955 down no ATP-citrate synthase alpha chain protein 3pfam08442 ATP-grasp_2 ATP-grasp domain.GO:0006629|lipid metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003878|ATP citrate synthase activity;K01648

Manes.09G180200.v6.10.8111531 0.06527 down no E3 ubiquitin-protein ligase hel2pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.09G180300.v6.10.3842197 1.60E-14 down yes Probable receptor-like protein kinase At5g18500pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G180600.v6.10.3615017 1.28E-13 down yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.09G180700.v6.11.0419619 0.6424 up no Meiosis arrest female protein 1 homologpfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.GO:0051321|meiotic cell cycle;GO:0048477|oogenesis;GO:0010468|regulation of gene expression;GO:0005777|peroxisome;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.09G180800.v6.10.66414 0.0155 down no Pentatricopeptide repeat-containing protein At3g53700, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;GO:0009507|chloroplast;. .

Manes.09G181200.v6.10.8395163 0.4773 down no Aspartic proteinasepfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;K08245

Manes.09G181600.v6.10.559875 0.01476 down no Anaphase-promoting complex subunit 11pfam12861 zf-Apc11 Anaphase-promoting complex subunit 11 RING-H2 finger. Apc11 is one of the subunits of the anaphase-promoting complex or cyclosome. The APC subunits are cullin family proteins with ubiquitin ligase activity. Polyubiquitination marks proteins for degradation by the 26S proteasome and is carried out by a cascade of enzymes that includes ubiquitin-activating enzymes (E1s), ubiquitin-conjugating enzymes (E2s), and ubiquitin ligases (E3s). Apc11 acts as an E3 enzyme and is responsible for recruiting E2s to the APC and for mediating the subsequent transfer of ubiquitin to APC substrates in vivo. In Saccharomyces cerevisiae this RING-H2 finger protein defines the minimal ubiquitin ligase activity of the APC, and the integrity of the RING-H2 finger is essential for budding yeast cell viability.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008270|zinc ion binding;K03358

Manes.09G181700.v6.11.7785886 1.30E-05 up no Hydrophobic protein LTI6Bpfam01679 Pmp3 Proteolipid membrane potential modulator. Pmp3 is an evolutionarily conserved proteolipid in the plasma membrane which, in S. pombe, is transcriptionally regulated by the Spc1 stress MAPK (mitogen-activated protein kinases) pathway. It functions to modulate the membrane potential, particularly to resist high cellular cation concentration. In eukaryotic organisms, stress-activated mitogen-activated protein kinases play crucial roles in transmitting environmental signals that will regulate gene expression for allowing the cell to adapt to cellular stress. Pmp3-like proteins are highly conserved in bacteria, yeast, nematode and plants.. GO:0016021|integral component of membrane;. .

Manes.09G181800.v6.11.6012961 1.59E-07 up no Transcription factor PIF3pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009704|de-etiolation;GO:0009740|gibberellic acid mediated signaling pathway;GO:0031539|positive regulation of anthocyanin metabolic process;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0009639|response to red or far red light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12126

Manes.09G182100.v6.10.7782851 0.01235 down no . pfam03283 PAE Pectinacetylesterase.. . . .

Manes.09G183400.v6.10.4841747 1.33E-08 down yes . pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.09G183800.v6.11.054798 0.57 up no . pfam13657 Couple_hipA HipA N-terminal domain. This domain is found to the N-terminus of HipA-like proteins. It is also found in isolation in some proteins.. . . .

Manes.09G184100.v6.11.8120672 7.77E-07 up no ALBINO3-like protein 3, mitochondrialpfam02096 60KD_IMP 60Kd inner membrane protein.GO:0051205|protein insertion into membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;. .

Manes.09G184300.v6.10.8652977 0.24262 down no . pfam01424 R3H R3H domain. The name of the R3H domain comes from the characteristic spacing of the most conserved arginine and histidine residues. The function of the domain is predicted to be binding ssDNA.. . . .

Manes.09G184500.v6.10.3394592 8.38E-12 down yes CBS domain-containing protein CBSX6pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.09G184700.v6.10.2801933 1.17E-23 down yes . pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.09G184800.v6.114.625602 1.62E-06 up yes . pfam04348 LppC LppC putative lipoprotein. This family includes several bacterial outer membrane antigens, whose molecular function is unknown.. . . .

Manes.09G184900.v6.11.2528101 0.06957 up no . pfam06682 DUF1183 Protein of unknown function (DUF1183). This family consists of several eukaryotic proteins of around 360 residues in length. The function of this family is unknown.. . . .

Manes.09G185200.v6.10.6105479 1.18E-05 down no Zinc finger CCCH domain-containing protein ZFN-likepfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.09G185300.v6.10.2269534 8.79E-38 down yes NAC transcription factor 29pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009908|flower development;GO:0009835|fruit ripening;GO:0010150|leaf senescence;GO:0009825|multidimensional cell growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G185400.v6.10.9272216 0.46189 down no Pyruvate dehydrogenase E1 component subunit beta-1, mitochondrialpfam02779 Transket_pyr Transketolase, pyrimidine binding domain. This family includes transketolase enzymes, pyruvate dehydrogenases, and branched chain alpha-keto acid decarboxylases.GO:0006086|acetyl-CoA biosynthetic process from pyruvate;GO:0042742|defense response to bacterium;GO:0006096|glycolytic process;GO:0048046|apoplast;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005774|vacuolar membrane;GO:0004739|pyruvate dehydrogenase (acetyl-transferring) activity;K00162

Manes.09G185600.v6.10.5390241 4.43E-06 down no Somatic embryogenesis receptor kinase 1pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.09G185800.v6.16.5907536 6.52E-39 up yes . pfam10601 zf-LITAF-like LITAF-like zinc ribbon domain. Members of this family display a conserved zinc ribbon structure with the motif C-XX-C- separated from the more C-terminal HX-C(P)X-C-X4-G-R motif by a variable region of usually 25-30 (hydrophobic) residues. Although it belongs to one of the zinc finger's fold groups (zinc ribbon), this particular domain was first identified in LPS-induced tumor necrosis alpha factor (LITAF) which is produced in mammalian cells after being challenged with lipopolysaccharide (LPS). The hydrophobic region probably inserts into the membrane rather than traversing it. Such an insertion brings together the N- and C-terminal C-XX-C motifs to form a compact Zn2+-binding structure.. . . .

Manes.09G185900.v6.11.9888152 9.26E-08 up no . pfam07295 DUF1451 Protein of unknown function (DUF1451). This family consists of several hypothetical bacterial proteins of around 160 residues in length. Members of this family contain four highly conserved cysteine resides toward the C-terminal region of the protein. The function of this family is unknown.. . . .

Manes.09G186000.v6.1143.93649 3.90E-05 up yes . pfam11443 DUF2828 Domain of unknown function (DUF2828). This is a uncharacterized domain found in eukaryotes and viruses.. . . .

Manes.09G186100.v6.17.2192796 ####### up yes . pfam11443 DUF2828 Domain of unknown function (DUF2828). This is a uncharacterized domain found in eukaryotes and viruses.. . . .

Manes.09G186300.v6.10.7920885 0.4538 down no E3 ubiquitin protein ligase DRIP1pfam11816 DUF3337 Domain of unknown function (DUF3337). This family of proteins are functionally uncharacterized. This family is only found in eukaryotes. This presumed domain is typically between 285 to 342 amino acids in length.GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009414|response to water deprivation;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16277

Manes.09G186400.v6.10.5796215 0.00075 down no . pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.09G186500.v6.10.8613338 0.12599 down no RNA polymerase II C-terminal domain phosphatase-like 3pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0008022|protein C-terminus binding;GO:0003723|RNA binding;K18999

Manes.09G186900.v6.10.7216801 0.00658 down no . pfam05266 DUF724 Protein of unknown function (DUF724). This family contains several uncharacterized proteins found in Arabidopsis thaliana and other plants. This region is often found associated with Agenet domains and may contain coiled-coil.. . . .

Manes.09G187300.v6.10.7174388 0.00264 down no Light-regulated proteinpfam07207 Lir1 Light regulated protein Lir1. This family consists of several plant specific light regulated Lir1 proteins. Lir1 mRNA accumulates in the light, reaching maximum and minimum steady-state levels at the end of the light and dark period, respectively. Plants germinated in the dark have very low levels of lir1 mRNA, whereas plants germinated in continuous light express lir1 at an intermediate but constant level. It is thought that lir1 expression is controlled by light and a circadian clock. The exact function of this family is unclear.GO:0030003|cellular cation homeostasis;GO:0070838|divalent metal ion transport;GO:0009507|chloroplast;. .

Manes.09G187400.v6.10.6504732 0.02663 down no Inactive leucine-rich repeat receptor-like protein kinase CORYNEpfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009909|regulation of flower development;GO:0010075|regulation of meristem growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0019900|kinase binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G187600.v6.10.3000574 9.13E-06 down yes . pfam15264 TSSC4 tumor suppressing sub-chromosomal transferable candidate 4. This family of proteins is expressed from a gene cluster where in humans the TSSC4 gene is not imprinted. This same cluster is associated with the Beckwith-Wiedermann syndrome. This domain family is found in eukaryotes, and is typically between 120 and 147 amino acids in length. There is a conserved YSL sequence motif.. . . .

Manes.09G187800.v6.10.741832 0.01535 down no Histone-lysine N-methyltransferase, H3 lysine-9 specific SUVH4pfam05033 Pre-SET Pre-SET motif. This protein motif is a zinc binding motif. It contains 9 conserved cysteines that coordinate three zinc ions. It is thought that this region plays a structural role in stabilizing SET domains.GO:0051567|histone H3-K9 methylation;GO:0016571|histone methylation;GO:0010216|maintenance of DNA methylation;GO:0018022|peptidyl-lysine methylation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0010385|double-stranded methylated DNA binding;GO:0046974|histone methyltransferase activity (H3-K9 specific);GO:0008327|methyl-CpG binding;GO:0010428|methyl-CpNpG binding;GO:0010429|methyl-CpNpN binding;GO:0008270|zinc ion binding;K11420

Manes.09G187900.v6.10.7091903 0.00172 down no Protein MEI2-like 4pfam04059 RRM_2 RNA recognition motif 2.. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.09G188000.v6.10.7341607 0.00499 down no Ubiquitin thioesterase otubain-likepfam10275 Peptidase_C65 Peptidase C65 Otubain. This family of proteins conserved from plants to humans is a highly specific ubiquitin iso-peptidase that removes ubiquitin from proteins. The modification of cellular proteins by ubiquitin (Ub) is an important event that underlies protein stability and function in eukaryote being a dynamic and reversible process. Otubain carries several key conserved domains: (i) the OTU (ovarian tumor domain) in which there is an active cysteine protease triad (ii) a nuclear localisation signal, (iii) a Ub interaction motif (UIM)-like motif phi-xx-A-xxxs-xx-Ac (where phi indicates an aromatic amino acid, x indicates any amino acid and Ac indicates an acidic amino acid), (iv) a Ub-associated (UBA)-like domain and (v) the LxxLL motif.GO:0016579|protein deubiquitination;. GO:0008234|cysteine-type peptidase activity;K09602

Manes.09G188200.v6.11.2641953 0.01134 up no Glycine--tRNA ligase, mitochondrial 1pfam00587 tRNA-synt_2b tRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0015966|diadenosine tetraphosphate biosynthetic process;GO:0006426|glycyl-tRNA aminoacylation;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0004820|glycine-tRNA ligase activity;GO:0046983|protein dimerization activity;K01880

Manes.09G188400.v6.10.5453367 1.70E-07 down no . pfam00650 CRAL_TRIO CRAL/TRIO domain.. . . .

Manes.09G188800.v6.10.3959566 0.00479 down yes Sterol 14-demethylasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0070988|demethylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0008398|sterol 14-demethylase activity;K05917

Manes.09G189000.v6.10.6239695 3.54E-06 down no Protein NRT1/ PTR FAMILY 6.1pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.10G000300.v6.11.442349 0.2272 up no Superoxide dismutase [Mn], mitochondrialpfam02777 Sod_Fe_C Iron/manganese superoxide dismutases, C-terminal domain. superoxide dismutases (SODs) catalyse the conversion of superoxide radicals to hydrogen peroxide and molecular oxygen. Three evolutionarily distinct families of SODs are known, of which the Mn/Fe-binding family is one. In humans, there is a cytoplasmic Cu/Zn SOD, and a mitochondrial Mn/Fe SOD. C-terminal domain is a mixed alpha/beta fold.. GO:0005759|mitochondrial matrix;GO:0046872|metal ion binding;GO:0004784|superoxide dismutase activity;.

Manes.10G000600.v6.10.7050788 0.0078 down no Reticulon-like protein B16pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.10G000700.v6.118.508077 6.43E-30 up yes O-acetyl-ADP-ribose deacetylasepfam01661 Macro Macro domain. This domain is an ADP-ribose binding module. It is found in a number of otherwise unrelated proteins. It is found at the C-terminus of the macro-H2A histone protein. This domain is found in the non-structural proteins of several types of ssRNA viruses such as NSP3 from alphaviruses. This domain is also found on its own in a family of proteins from bacteria, archaebacteria, and eukaryotes.GO:0060701|negative regulation of ribonuclease activity;GO:0042278|purine nucleoside metabolic process;. GO:0019213|deacetylase activity;GO:0001883|purine nucleoside binding;GO:0008428|ribonuclease inhibitor activity;.

Manes.10G001000.v6.10.4198712 1.33E-06 down yes Folic acid synthesis protein fol1pfam00809 Pterin_bind Pterin binding enzyme. This family includes a variety of pterin binding enzymes that all adopt a TIM barrel fold. The family includes dihydropteroate synthase EC:2.5.1.15 as well as a group methyltransferase enzymes including methyltetrahydrofolate, corrinoid iron-sulfur protein methyltransferase (MeTr) that catalyses a key step in the Wood-Ljungdahl pathway of carbon dioxide fixation. It transfers the N5-methyl group from methyltetrahydrofolate (CH3-H4folate) to a cob(I)amide centre in another protein, the corrinoid iron-sulfur protein. MeTr is a member of a family of proteins that includes methionine synthase and methanogenic enzymes that activate the methyl group of methyltetra-hydromethano(or -sarcino)pterin.GO:0046656|folic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0003848|2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity;GO:0005524|ATP binding;GO:0004150|dihydroneopterin aldolase activity;GO:0004156|dihydropteroate synthase activity;GO:0016301|kinase activity;GO:0046872|metal ion binding;.

Manes.10G001300.v6.10.2232422 1.52E-09 down yes . pfam14967 FAM70 FAM70 protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 241 and 349 amino acids in length. The function of this family is unknown.. . . .

Manes.10G001500.v6.10.5041909 8.65E-07 down no U-box domain-containing protein 62pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.10G001600.v6.10.7503803 0.17781 down no . pfam09971 DUF2206 Predicted membrane protein (DUF2206). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.10G002000.v6.10.8705725 0.14321 down no Probable inactive serine/threonine-protein kinase scy1pfam00069 Pkinase Protein kinase domain.. GO:0005813|centrosome;GO:0005524|ATP binding;GO:0004672|protein kinase activity;K08876

Manes.10G002300.v6.10.4901859 7.15E-06 down yes . pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.10G003100.v6.10.9902479 0.94986 down no E3 ubiquitin-protein ligase SHPRHpfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006281|DNA repair;GO:0006334|nucleosome assembly;GO:0000209|protein polyubiquitination;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K15710

Manes.10G003700.v6.110.565137 2.89E-09 up yes Serine/threonine-protein kinase AtPK2/AtPK19pfam00069 Pkinase Protein kinase domain.GO:0045727|positive regulation of translation;GO:0006468|protein phosphorylation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K04688

Manes.10G003900.v6.10.5488674 2.06E-07 down no Probable inactive receptor kinase At5g58300pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G004100.v6.10.4704374 1.69E-10 down yes . pfam04633 Herpes_BMRF2 Herpesvirus BMRF2 protein.. . . .

Manes.10G004900.v6.10.6160929 0.00013 down no . pfam03219 TLC TLC ATP/ADP transporter.. . . .

Manes.10G005000.v6.10.9638662 0.74434 down no Phosphoglucan phosphatase LSF2, chloroplasticpfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0046838|phosphorylated carbohydrate dephosphorylation;GO:0006470|protein dephosphorylation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0019203|carbohydrate phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:2001070|starch binding;GO:0050308|sugar-phosphatase activity;.

Manes.10G005100.v6.10.1632593 9.87E-05 down yes Adenine/guanine permease AZG1pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0015853|adenine transport;GO:0015854|guanine transport;GO:0006863|purine nucleobase transport;GO:0016021|integral component of membrane;GO:0005345|purine nucleobase transmembrane transporter activity;GO:0005215|transporter activity;K06901

Manes.10G005200.v6.1Inf 0.00667 up yes CBL-interacting protein kinase 18pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G005400.v6.11.0189693 0.85094 up no Fructose-1-phosphate phosphatase YqaBpfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;. GO:0008801|beta-phosphoglucomutase activity;GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;.

Manes.10G005500.v6.10.5311885 5.72E-06 down no . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.10G005600.v6.10.4153016 2.78E-07 down yes . pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.10G005800.v6.10.7053657 0.25732 down no Peroxidase 4 pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.10G006000.v6.11.1912503 0.78926 up no Peroxidase 4 pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.10G006300.v6.10.6784998 0.00027 down no APO protein 1, chloroplasticpfam05634 APO_RNA-bind APO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.10G006500.v6.10.3985722 4.61E-09 down yes . pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.. . . .

Manes.10G006800.v6.110.769841 ####### up yes . pfam07107 WI12 Wound-induced protein WI12. This family consists of several plant wound-induced protein sequences related to WI12 from Mesembryanthemum crystallinum. Wounding, methyl jasmonate, and pathogen infection is known to induce local WI12 expression. WI12 expression is also thought to be developmentally controlled in the placenta and developing seeds. WI12 preferentially accumulates in the cell wall and it has been suggested that it plays a role in the reinforcement of cell wall composition after wounding and during plant development. This family seems partly related to the NTF2-like superfamily.. . . .

Manes.10G006900.v6.1NA NA -- no . pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.10G007100.v6.12.2910042 2.34E-06 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G007500.v6.11.4767141 0.00092 up no PRA1 family protein B1pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.10G007900.v6.14.4175342 1.38E-07 up yes Abscisic acid receptor PYL4pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.10G008200.v6.15.9401629 5.17E-38 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G008700.v6.10.520329 1.96E-07 down no Cytosolic endo-beta-N-acetylglucosaminidasepfam03644 Glyco_hydro_85 Glycosyl hydrolase family 85. Family of endo-beta-N-acetylglucosaminidases. These enzymes work on a broad spectrum of substrates.. GO:0005829|cytosol;GO:0033925|mannosyl-glycoprotein endo-beta-N-acetylglucosaminidase activity;K01227

Manes.10G009000.v6.10.5801043 3.58E-06 down no Multiple inositol polyphosphate phosphatase 1pfam00328 His_Phos_2 Histidine phosphatase superfamily (branch 2). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches.The smaller branch 2 contains predominantly eukaryotic proteins. The catalytic functions in members include phytase, glucose-1-phosphatase and multiple inositol polyphosphate phosphatase. The in vivo roles of the mammalian acid phosphatases in branch 2 are not fully understood, although activity against lysophosphatidic acid and tyGO:0016311|dephosphorylation;GO:0006007|glucose catabolic process;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0003993|acid phosphatase activity;GO:0034417|bisphosphoglycerate 3-phosphatase activity;GO:0034416|bisphosphoglycerate phosphatase activity;GO:0052826|inositol hexakisphosphate 2-phosphatase activity;K03103

Manes.10G009200.v6.10.9430496 0.61242 down no Peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase Apfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.. . GO:0000224|peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase activity;.

Manes.10G009600.v6.12.4705309 7.40E-25 up yes Inactive receptor-like serine/threonine-protein kinase At2g40270pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G009700.v6.1Inf 1.62E-13 up yes . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.10G010100.v6.12.8615705 3.48E-21 up yes . pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.. . . .

Manes.10G010400.v6.14.7846395 9.83E-09 up yes RING-H2 finger protein ATL66pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.10G010600.v6.16.1963543 1.04E-68 up yes Probable protein phosphatase 2C 30pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0010440|stomatal lineage progression;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.10G010800.v6.110.58911 1.27E-05 up yes Protein ESKIMO 1pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0050826|response to freezing;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;GO:1990538|xylan O-acetyltransferase activity;.

Manes.10G010900.v6.10.4428506 2.52E-13 down yes Protein ESKIMO 1pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0050826|response to freezing;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;GO:1990538|xylan O-acetyltransferase activity;.

Manes.10G011000.v6.10.3375053 2.04E-17 down yes Protein ESKIMO 1pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0050826|response to freezing;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;GO:1990538|xylan O-acetyltransferase activity;.



Manes.10G011200.v6.11.0923512 0.33059 up no Syntaxin-binding protein 5-likepfam00957 Synaptobrevin Synaptobrevin.GO:0006887|exocytosis;GO:0042593|glucose homeostasis;GO:0046676|negative regulation of insulin secretion;GO:0050714|positive regulation of protein secretion;GO:0015031|protein transport;GO:0017157|regulation of exocytosis;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08518

Manes.10G011300.v6.10.6551269 1.70E-05 down no Omega-3 fatty acid desaturase, chloroplasticpfam11960 DUF3474 Domain of unknown function (DUF3474). This presumed domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This domain is typically between 126 to 140 amino acids in length. This domain is found associated with pfam00487.GO:0006636|unsaturated fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016717|oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water;K10257

Manes.10G011600.v6.13.4653 0.14835 up no . pfam14184 YrvL Regulatory protein YrvL. YrvL prevents expression and activity of the YrvI sigma factor. It may function as an anti-sigma factor. . . .

Manes.10G011700.v6.117.252053 ####### up yes Zinc finger CCCH domain-containing protein 29pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0050832|defense response to fungus;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G011900.v6.10.4528452 1.18E-11 down yes Serine/threonine-protein kinase ppk15pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0051286|cell tip;GO:0005829|cytosol;GO:0044732|mitotic spindle pole body;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K18670

Manes.10G012000.v6.11.6882141 5.16E-08 up no Mitochondrial import inner membrane translocase subunit TIM50pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0007006|mitochondrial membrane organization;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:0006470|protein dephosphorylation;GO:0015031|protein transport;GO:0001836|release of cytochrome c from mitochondria;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005134|interleukin-2 receptor binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004722|protein serine/threonine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0043021|ribonucleoprotein complex binding;K17496

Manes.10G012100.v6.12.4913036 3.76E-09 up yes Putative serine/threonine-protein kinase-like protein CCR3pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G012200.v6.10.7645681 0.01699 down no NF-X1-type zinc finger protein NFXL2pfam01422 zf-NF-X1 NF-X1 type zinc finger. This domain is presumed to be a zinc binding domain. The following pattern describes the zinc finger. C-X(1-6)-H-X-C-X3-C(H/C)-X(3-4)-(H/C)-X(1-10)-C Where X can be any amino acid, and numbers in brackets indicate the number of residues. Two position can be either his or cys. The zinc fingers in human NFX1 bind to DNA.GO:0016567|protein ubiquitination;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0009651|response to salt stress;GO:0048511|rhythmic process;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;K15683

Manes.10G012600.v6.10.1856082 3.93E-07 down yes Putative serine/threonine-protein kinase-like protein CCR3pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G012700.v6.10.9892151 0.92609 down no Phosphoinositide phospholipase C 2pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0035556|intracellular signal transduction;GO:0016042|lipid catabolic process;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0004435|phosphatidylinositol phospholipase C activity;GO:0004871|signal transducer activity;K05857

Manes.10G012800.v6.10.0927427 1.11E-05 down yes Phosphoinositide phospholipase C 6pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0035556|intracellular signal transduction;GO:0016042|lipid catabolic process;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0004435|phosphatidylinositol phospholipase C activity;GO:0004871|signal transducer activity;K05857

Manes.10G013200.v6.10.7473509 0.07819 down no GDSL esterase/lipase CPRD49pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.10G013400.v6.10.721849 0.03074 down no Elongator complex protein 4pfam05625 PAXNEB PAXNEB protein. PAXNEB or PAX6 neighbour is found in several eukaryotic organisms. PAXNED is an RNA polymerase II Elongator protein subunit. It is part of the HAP subcomplex of Elongator, which is a six-subunit component of the RNA polymerase II holoenzyme. The HAP subcomplex is required for Elongator structural integrity and histone acetyltransferase activity. This protein family has a P-loop motif. However its sequence has degraded in many members of the family.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0071329|cellular response to sucrose stimulus;GO:0007275|multicellular organismal development;GO:0031538|negative regulation of anthocyanin metabolic process;GO:0008284|positive regulation of cell proliferation;GO:0010928|regulation of auxin mediated signaling pathway;GO:0043609|regulation of carbon utilization;GO:2000024|regulation of leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0006979|response to oxidative stress;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0033588|Elongator holoenzyme complex;GO:0005634|nucleus;GO:0016746|transferase activity, transferring acyl groups;K11375

Manes.10G013500.v6.19.4251419 1.91E-17 up yes . pfam09068 EF-hand_2 EF hand. Members of this family adopt a helix-loop-helix motif, as per other EF hand domains. However, since they do not contain the canonical pattern of calcium binding residues found in many EF hand domains, they do not bind calcium ions. The main function of this domain is the provision of specificity in beta-dystroglycan recognition, though in dystrophin it serves an additional role: stabilisation of the WW domain (pfam00397), enhancing dystroglycan binding.. . . .

Manes.10G013800.v6.10.8707992 0.37118 down no . pfam03226 Yippee-Mis18 Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.10G014100.v6.10.432934 0.00115 down yes Clathrin light chain 2pfam01086 Clathrin_lg_ch Clathrin light chain.GO:0072583|clathrin-mediated endocytosis;GO:0006886|intracellular protein transport;GO:0009504|cell plate;GO:0009941|chloroplast envelope;GO:0030132|clathrin coat of coated pit;GO:0030130|clathrin coat of trans-Golgi network vesicle;GO:0030125|clathrin vesicle coat;GO:0005856|cytoskeleton;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0032050|clathrin heavy chain binding;GO:0005198|structural molecule activity;.

Manes.10G014200.v6.10.6035687 9.54E-05 down no . pfam03959 FSH1 Serine hydrolase (FSH1). This is a family of serine hydrolases.. . . .

Manes.10G015000.v6.1Inf 1.40E-08 up yes . pfam00745 GlutR_dimer Glutamyl-tRNAGlu reductase, dimerization domain.. . . .

Manes.10G015200.v6.12.797232 4.24E-20 up yes . pfam13634 Nucleoporin_FG Nucleoporin FG repeat region. This family includes a number of FG repeats that are found in nucleoporin proteins. This family includes the yeast nucleoporins Nup116, Nup100, Nup49, Nup57 and Nup 145.. . . .

Manes.10G015400.v6.1Inf 0.08088 up no . pfam14121 DUF4289 Domain of unknown function (DUF4289). This family of membrane bet-barrel proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 655 and 722 amino acids in length. One member is identified by Gene3D as a membrane bound beta-barrel.. . . .

Manes.10G015500.v6.15.3929936 1.49E-14 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G015900.v6.10.4014947 4.18E-05 down yes LRR receptor-like serine/threonine-protein kinase EFRpfam00069 Pkinase Protein kinase domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0016045|detection of bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0002764|immune response-regulating signaling pathway;GO:0009626|plant-type hypersensitive response;GO:0046777|protein autophosphorylation;GO:0010359|regulation of anion channel activity;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13428

Manes.10G016200.v6.133.319553 ####### up yes Nematode resistance protein-like HSPRO2pfam07014 Hs1pro-1_C Hs1pro-1 protein C-terminus. This family represents the C-terminus (approximately 270 residues) of a number of plant Hs1pro-1 proteins, which are believed to confer nematode resistance.GO:0009816|defense response to bacterium, incompatible interaction;GO:0006979|response to oxidative stress;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;. .

Manes.10G016300.v6.11.4813113 0.27687 up no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.10G016400.v6.10.7615753 0.0162 down no Glycosyltransferase family 64 protein C4pfam09258 Glyco_transf_64 Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0009738|abscisic acid-activated signaling pathway;GO:0006024|glycosaminoglycan biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0007275|multicellular organismal development;GO:0010401|pectic galactan metabolic process;GO:0010087|phloem or xylem histogenesis;GO:0006486|protein glycosylation;GO:0009737|response to abscisic acid;GO:0016337|single organismal cell-cell adhesion;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;GO:0035251|UDP-glucosyltransferase activity;.

Manes.10G016600.v6.10.9673264 0.81028 down no Probable aquaporin PIP1-2pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0006833|water transport;GO:0005887|integral component of plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;.

Manes.10G016900.v6.1120.39448 4.43E-31 up yes Uncharacterized acetyltransferase At3g50280pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.10G017100.v6.10.7497873 0.09256 down no . pfam06762 LMF1 Lipase maturation factor. This family of transmembrane proteins includes the lipase maturation factor, LMF1. Lipoprotein lipase and hepatic lipase require LMF1 to fold into their active states. The precise role of LMF1 in lipase folding has yet to be determined.. . . .

Manes.10G017400.v6.11.1517514 0.2026 up no Peroxisomal nicotinamide adenine dinucleotide carrierpfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0044375|regulation of peroxisome size;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0015297|antiporter activity;K13354

Manes.10G017800.v6.13.4126398 4.37E-42 up yes . pfam06123 CreD Inner membrane protein CreD. This family consists of several bacterial CreD or Cet inner membrane proteins. Dominant mutations of the cet gene of Escherichia coli result in tolerance to colicin E2 and increased amounts of an inner membrane protein with an Mr of 42,000. The cet gene is shown to be in the same operon as the phoM gene, which is required in a phoR background for expression of the structural gene for alkaline phosphatase, phoA. Although the Cet protein is not required for phoA expression, it has been suggested that the Cet protein has an enhancing effect on the transcription of phoA.. . . .

Manes.10G017900.v6.11.1501508 0.11944 up no Coronatine-insensitive protein 1pfam02346 Vac_Fusion Chordopoxvirus fusion protein. This is a family of viral fusion proteins from the chordopoxviruses. A 14-kDa Vaccinia Virus protein has been demonstrated to function as a viral fusion protein mediating cell fusion at endosmomal (low) pH.GO:0009901|anther dehiscence;GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009861|jasmonic acid and ethylene-dependent systemic resistance;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0016567|protein ubiquitination;GO:0009909|regulation of flower development;GO:0010218|response to far red light;GO:0009625|response to insect;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0009641|shade avoidance;GO:0010118|stomatal movement;. . K13463

Manes.10G018000.v6.13.5679775 1.13E-33 up yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G018100.v6.10.8052642 0.02908 down no Sedoheptulose-1,7-bisphosphatase, chloroplasticpfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;GO:0050278|sedoheptulose-bisphosphatase activity;.

Manes.10G018200.v6.10.6504636 0.00055 down no Adenylosuccinate lyasepfam08328 ASL_C Adenylosuccinate lyase C-terminal. This domain is found at the C-terminus of adenylosuccinate lyase(ASL; PurB in Escherichia coli). It has been identified in bacteria, eukaryotes and archaea and is found together with the lyase domain pfam00206. ASL catalyses the cleavage of succinylaminoimidazole carboxamide ribotide to aminoimidazole carboxamide ribotide and fumarate and the cleavage of adenylosuccinate to adenylate and fumarate.GO:0044208|'de novo' AMP biosynthetic process;GO:0006189|'de novo' IMP biosynthetic process;. GO:0070626|(S)-2-(5-amino-1-(5-phospho-D-ribosyl)imidazole-4-carboxamido)succinate AMP-lyase (fumarate-forming) activity;GO:0004018|N6-(1,2-dicarboxyethyl)AMP AMP-lyase (fumarate-forming) activity;K01756

Manes.10G018300.v6.10.6409642 0.00209 down no Uncharacterized protein At2g39920pfam03767 Acid_phosphat_B HAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.GO:0046686|response to cadmium ion;GO:0016021|integral component of membrane;GO:0003993|acid phosphatase activity;.

Manes.10G018500.v6.10.8260671 0.08365 down no . pfam10521 DUF2454 Protein of unknown function (DUF2454). A Schizosaccharomyces pombe member of this family is known to interact with Tel2. Tel2 is a component of the TOR complexes.. . . .

Manes.10G018600.v6.11.201891 0.12082 up no LIM domain-containing protein WLIM2bpfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0008270|zinc ion binding;.

Manes.10G018700.v6.10.0377592 9.94E-05 down yes . pfam05518 Totivirus_coat Totivirus coat protein.. . . .

Manes.10G018900.v6.10.7959181 0.18409 down no Protein ASPARTIC PROTEASE IN GUARD CELL 1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.10G019100.v6.10.8404386 0.13433 down no Syntaxin-81 pfam10496 Syntaxin-18_N SNARE-complex protein Syntaxin-18 N-terminus. This is the conserved N-terminal of Syntaxin-18. Syntaxin-18 is found in the SNARE complex of the endoplasmic reticulum and functions in the trafficking between the ER intermediate compartment and the cis-Golgi vesicle. In particular, the N-terminal region is important for the formation of ER aggregates. More specifically, syntaxin-18 is involved in endoplasmic reticulum-mediated phagocytosis, presumably by regulating the specific and direct fusion of the ER with the plasma or phagosomal membranes.GO:0061025|membrane fusion;GO:0015031|protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;K08492

Manes.10G019400.v6.13.2646477 6.67E-20 up yes Probable sugar phosphate/phosphate translocator At3g11320pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.10G019500.v6.10.9619366 0.70772 down no Proline transporter 2pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0035524|proline transmembrane transport;GO:0015824|proline transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015193|L-proline transmembrane transporter activity;.

Manes.10G019600.v6.10.6585733 0.00048 down no . pfam00139 Lectin_legB Legume lectin domain.. . . .

Manes.10G019800.v6.10.4033223 3.34E-07 down yes . pfam12906 RINGv RING-variant domain.. . . .

Manes.10G019900.v6.14.1146287 3.88E-09 up yes . pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.10G020000.v6.16.7153971 5.48E-51 up yes 17.3 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.10G020100.v6.143.545754 ####### up yes 18.2 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.10G020200.v6.10.6050309 0.00239 down no Probable methyltransferase PMT23pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.10G020300.v6.16.7468617 1.30E-20 up yes 7-deoxyloganetic acid glucosyltransferasepfam10156 Med17 Subunit 17 of Mediator complex. This Mediator complex subunit was formerly known as Srb4 in yeasts or Trap80 in Drosophila and human. The Med17 subunit is located within the head domain and is essential for cell viability to the extent that a mutant strain of cerevisiae lacking it shows all RNA polymerase II-dependent transcription ceasing at non-permissive temperatures.GO:1900994|(-)-secologanin biosynthetic process;. GO:0035251|UDP-glucosyltransferase activity;.

Manes.10G020400.v6.12.284176 1.09E-20 up yes 7-deoxyloganetic acid glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:1900994|(-)-secologanin biosynthetic process;. GO:0035251|UDP-glucosyltransferase activity;.

Manes.10G020500.v6.10.6005352 0.0303 down no UDP-glycosyltransferase 76F1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.10G021200.v6.13.2586143 8.23E-15 up yes . pfam04276 DUF443 Protein of unknown function (DUF443). Family of uncharacterized proteins.. . . .

Manes.10G021300.v6.114.133529 0.00011 up yes . pfam11581 Argos Antagonist of EGFR signalling, Argos. Argos is a natural secreted antagonist of EGFR signalling which functions by binding growth factor ligands that activate EGFR by forming a clamp like structure using three disulphide-bonded beta-sheet domains.. . . .

Manes.10G021800.v6.1Inf 0.1623 up no Cucumisin pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.10G022100.v6.10.2454738 2.12E-26 down yes Protein FAR1-RELATED SEQUENCE 4pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.10G022500.v6.11.6434197 5.70E-08 up no Disease resistance RPP8-like protein 3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G022900.v6.10.6946906 0.0528 down no Folylpolyglutamate synthasepfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.GO:0006730|one-carbon metabolic process;GO:0048364|root development;GO:0048767|root hair elongation;GO:0010449|root meristem growth;GO:0046901|tetrahydrofolylpolyglutamate biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.10G023200.v6.11.6743842 1.64E-05 up no Putative disease resistance protein At1g50180pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0009506|plasmodesma;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G023600.v6.10.5786683 0.00411 down no Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.10G024000.v6.14.7015193 0.04218 up no Probably inactive leucine-rich repeat receptor-like protein kinase At2g25790pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G024500.v6.1Inf 0.35135 up no PRA1 family protein A3pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;. .

Manes.10G024800.v6.17.0074556 ####### up yes Delta-1-pyrroline-5-carboxylate synthasepfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0055129|L-proline biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004349|glutamate 5-kinase activity;GO:0004350|glutamate-5-semialdehyde dehydrogenase activity;.

Manes.10G024900.v6.14.5602286 5.12E-38 up yes CASP-like protein 5B2pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.10G025600.v6.1Inf 0.04209 up no . pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.. . . .

Manes.10G025800.v6.1Inf 0.08088 up no . pfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.. . . .

Manes.10G026200.v6.11.6606252 2.71E-07 up no Probable methyltransferase PMT11pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.10G026400.v6.11.9275737 1.13E-08 up no Protein phosphatase 2C 37pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010360|negative regulation of anion channel activity;GO:0006470|protein dephosphorylation;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0019901|protein kinase binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.10G026500.v6.11.3361284 0.15496 up no . pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.10G026600.v6.10.6923252 0.00151 down no . pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.10G026800.v6.10.3209365 2.80E-08 down yes . pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.10G026900.v6.10.4908006 0.00106 down yes . pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.10G027000.v6.10.4537584 4.90E-05 down yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.10G027800.v6.11.0643707 0.50161 up no Pumilio homolog 1pfam07990 NABP Nucleic acid binding protein NABP. Many members of this family are putative nucleic acid binding proteins. One member of this family has been partially characterized and contains two putative phosphorylation sites and a possible dimerization / leucine zipper domain.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003729|mRNA binding;K17943

Manes.10G027900.v6.14.1226605 1.44E-11 up yes E3 ubiquitin-protein ligase RING1pfam06547 DUF1117 Protein of unknown function (DUF1117). This family represents the C-terminus of a number of hypothetical plant proteins.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.10G028000.v6.12.8773383 1.80E-14 up yes Short-chain-enoyl-CoA hydratasepfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0019605|butyrate metabolic process;. GO:0016829|lyase activity;K01715

Manes.10G028400.v6.10.8737843 0.42932 down no Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G028500.v6.12.589881 0.09835 up no Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.10G028600.v6.10.9295364 0.66028 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G028900.v6.16.1704366 7.44E-12 up yes . pfam10320 7TM_GPCR_Srsx Serpentine type 7TM GPCR chemoreceptor Srsx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srsx is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G029100.v6.11.6276111 0.00098 up no Ribosomal RNA large subunit methyltransferase Epfam01728 FtsJ FtsJ-like methyltransferase. This family consists of FtsJ from various bacterial and archaeal sources FtsJ is a methyltransferase, but actually has no effect on cell division. FtsJ's substrate is the 23S rRNA. The 1.5 A crystal structure of FtsJ in complex with its cofactor S-adenosylmethionine revealed that FtsJ has a methyltransferase fold. This family also includes the N terminus of flaviviral NS5 protein. It has been hypothesised that the N-terminal domain of NS5 is a methyltransferase involved in viral RNA capping.. GO:0005737|cytoplasm;GO:0008650|rRNA (uridine-2'-O-)-methyltransferase activity;K02427

Manes.10G029300.v6.12.0646629 1.60E-16 up yes Telomere repeat-binding protein 3pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0008301|DNA binding, bending;GO:0003691|double-stranded telomeric DNA binding;GO:0042162|telomeric DNA binding;.

Manes.10G029700.v6.11.6505624 9.12E-08 up no Probable dual-specificity RNA methyltransferase RlmNpfam04055 Radical_SAM Radical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0070475|rRNA base methylation;GO:0005737|cytoplasm;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0046872|metal ion binding;GO:0070040|rRNA (adenine-C2-)-methyltransferase activity;GO:0019843|rRNA binding;GO:0002935|tRNA (adenine-C2-)-methyltransferase activity;GO:0000049|tRNA binding;K06941

Manes.10G029800.v6.12.5847536 1.49E-11 up yes Protein kinase APK1A, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.10G029900.v6.18.1735346 4.30E-08 up yes Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G030000.v6.17.1174348 7.00E-25 up yes Probable disease resistance protein At1g12280pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G030100.v6.15.3736569 5.32E-79 up yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.10G030400.v6.10.3877993 2.79E-06 down yes Dolichyl-phosphate beta-glucosyltransferasepfam00535 Glycos_transf_2 Glycosyl transferase family 2. Diverse family, transferring sugar from UDP-glucose, UDP-N-acetyl- galactosamine, GDP-mannose or CDP-abequose, to a range of substrates including cellulose, dolichol phosphate and teichoic acids.GO:0040003|chitin-based cuticle development;GO:0009953|dorsal/ventral pattern formation;GO:0009880|embryonic pattern specification;GO:0007029|endoplasmic reticulum organization;GO:0010004|gastrulation involving germ band extension;GO:0007030|Golgi organization;GO:0007509|mesoderm migration involved in gastrulation;GO:0007009|plasma membrane organization;GO:0006487|protein N-linked glycosylation;GO:0006493|protein O-linked glycosylation;GO:0007379|segment specification;GO:0019991|septate junction assembly;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004581|dolichyl-phosphate beta-glucosyltransferase activity;K00729

Manes.10G031100.v6.180.575673 2.26E-16 up yes Probable nucleoredoxin 1-1pfam03107 C1_2 C1 domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130, therefore we have termed this domain DC1 for divergent C1 domain. This domain probably also binds to two zinc ions. The function of proteins with this domain is uncertain, however this domain may bind to molecules such as diacylglycerol (A Bateman pers. obs.). This family are found in plant proteins.GO:0045454|cell redox homeostasis;GO:0005623|cell;GO:0047134|protein-disulfide reductase activity;K17609



Manes.10G031400.v6.10.537996 7.58E-07 down no Heat shock cognate 70 kDa protein 2pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.10G032000.v6.10.72795 0.00208 down no Heat shock cognate 70 kDa proteinpfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.10G032400.v6.10.2379538 0.0011 down yes Meiotic recombination protein SPO11-2pfam04406 TP6A_N Type IIB DNA topoisomerase. Type II DNA topoisomerases are ubiquitous enzymes that catalyse the ATP-dependent transport of one DNA duplex through a second DNA segment via a transient double-strand break. Type II DNA topoisomerases are now subdivided into two sub-families, type IIA and IIB DNA topoisomerases. TP6A_N is present in type IIB topoisomerase and is thought to be involved in DNA binding owing to its sequence similarity to Escherichia coli catabolite activator protein (CAP).GO:0051026|chiasma assembly;GO:0000737|DNA catabolic process, endonucleolytic;GO:0009553|embryo sac development;GO:0007126|meiotic nuclear division;GO:0009555|pollen development;GO:0048316|seed development;GO:0005694|chromosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0016787|hydrolase activity;K10878

Manes.10G032500.v6.11.8038746 5.13E-11 up no UDP-glucuronic acid decarboxylase 6pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0033320|UDP-D-xylose biosynthetic process;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0050662|coenzyme binding;GO:0048040|UDP-glucuronate decarboxylase activity;K08678

Manes.10G032700.v6.12.2456965 7.10E-20 up yes . pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.10G032800.v6.11.0114147 0.9011 up no Cellular nucleic acid-binding proteinpfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.GO:0008284|positive regulation of cell proliferation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0008270|zinc ion binding;K09250

Manes.10G032900.v6.11.857085 0.00089 up no . pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.. . . .

Manes.10G033000.v6.11.4643622 2.31E-05 up no . pfam05145 AmoA Putative ammonia monooxygenase. This family are annotated by COGS as putative ammonia monooxygenase enzymes.. . . .

Manes.10G033200.v6.120.914438 1.88E-31 up yes B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.10G033300.v6.10.9697362 0.78607 down no B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.10G033400.v6.14.4347606 0.10819 up no B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.10G033600.v6.11.4600988 2.60E-05 up no Actin-depolymerizing factor 2pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.10G033700.v6.1#NAME? 0.29366 down no . pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.10G034100.v6.1Inf 0.17988 up no . pfam03281 Mab-21 Mab-21 protein. This family contains Mab-21 and Mab-21 like proteins. In C. elegans these proteins are required for several aspects of embryonic development.. . . .

Manes.10G034200.v6.111.950453 2.49E-06 up yes Scopoletin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G034400.v6.10.8449725 0.09866 down no 2-oxoglutarate dehydrogenase, mitochondrialpfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0006096|glycolytic process;GO:0006099|tricarboxylic acid cycle;GO:0009353|mitochondrial oxoglutarate dehydrogenase complex;GO:0005739|mitochondrion;GO:0045252|oxoglutarate dehydrogenase complex;GO:0004591|oxoglutarate dehydrogenase (succinyl-transferring) activity;GO:0030976|thiamine pyrophosphate binding;K00164

Manes.10G034700.v6.11.1900655 0.09097 up no . pfam14905 OMP_b-brl_3 Outer membrane protein beta-barrel family. This family includes proteins annotated as TonB dependent receptors. But it is also likely to contain other membrane beta barrel proteins of other functions.. . . .

Manes.10G034800.v6.10.7181219 0.00175 down no Photosynthetic NDH subunit of lumenal location 1, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0006810|transport;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0005509|calcium ion binding;.

Manes.10G035000.v6.10.3197619 1.91E-06 down yes Aquaporin TIP1-3pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0071918|urea transmembrane transport;GO:0015840|urea transport;GO:0006833|water transport;GO:0042807|central vacuole;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0015254|glycerol channel activity;GO:0015204|urea transmembrane transporter activity;GO:0015250|water channel activity;K09873

Manes.10G035100.v6.10.4547426 8.37E-13 down yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.10G035600.v6.1Inf 0.9009 up no Pectinesterase 2pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.10G035900.v6.11.7173755 0.00014 up no Protein gar2 pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006364|rRNA processing;GO:0001651|dense fibrillar component;GO:0005730|nucleolus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11294

Manes.10G036000.v6.1Inf 0.9009 up no . pfam01284 MARVEL Membrane-associating domain. MARVEL domain-containing proteins are often found in lipid-associating proteins - such as Occludin and MAL family proteins. It may be part of the machinery of membrane apposition events, such as transport vesicle biogenesis.. . . .

Manes.10G036300.v6.1NA NA -- no Exocyst complex component EXO70A1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.10G036400.v6.111.723406 1.65E-06 up yes Caffeoylshikimate esterasepfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.10G036600.v6.115.165518 0.00394 up yes Dirigent protein 9pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.10G037300.v6.10.1955597 7.40E-10 down yes . pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.10G037500.v6.10.8709868 0.31011 down no Sulfate transporter 4.1, chloroplasticpfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K18059

Manes.10G037900.v6.10.4710957 0.0018 down yes . pfam12730 ABC2_membrane_4ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.10G038000.v6.10.5269488 0.00253 down no . pfam05056 DUF674 Protein of unknown function (DUF674). This family is found in Arabidopsis thaliana and contains several uncharacterized proteins.. . . .

Manes.10G038100.v6.10.4433885 0.0006 down yes . pfam05056 DUF674 Protein of unknown function (DUF674). This family is found in Arabidopsis thaliana and contains several uncharacterized proteins.. . . .

Manes.10G038200.v6.10.5327784 1.68E-05 down no Protein kinase APK1B, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.10G038300.v6.12.0234005 2.66E-13 up yes Ankyrin repeat-containing protein At3g12360pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0034613|cellular protein localization;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.10G038600.v6.10.9288353 0.4536 down no . pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.10G039000.v6.10.5515466 0.02033 down no ABC transporter G family member 1pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010208|pollen wall assembly;GO:0009624|response to nematode;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.10G039500.v6.11.2135549 0.03406 up no Macrophage erythroblast attacherpfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.GO:0007049|cell cycle;GO:0051301|cell division;GO:0043249|erythrocyte maturation;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0016363|nuclear matrix;GO:0005886|plasma membrane;. K18624

Manes.10G039600.v6.10.6502987 1.13E-05 down no . pfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.. . . .

Manes.10G039700.v6.10.3754412 0.38549 down no . pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.10G040400.v6.11.5817614 0.00049 up no Adenylate kinase 1, chloroplasticpfam00406 ADK Adenylate kinase.GO:0008652|cellular amino acid biosynthetic process;GO:0046939|nucleotide phosphorylation;GO:0048364|root development;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;K00939

Manes.10G040600.v6.10.5422621 2.95E-05 down no . pfam13344 Hydrolase_6 Haloacid dehalogenase-like hydrolase. This family is part of the HAD superfamily.. . . .

Manes.10G041100.v6.12.9799557 3.01E-33 up yes Floral homeotic protein APETALA 2pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09284

Manes.10G041200.v6.11.1338157 0.18688 up no . pfam02582 DUF155 Uncharacterized ACR, YagE family COG1723.. . . .

Manes.10G041700.v6.10.7059096 0.00058 down no Serine/threonine-protein kinase ATMpfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.GO:0006974|cellular response to DNA damage stimulus;GO:0051321|meiotic cell cycle;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004674|protein serine/threonine kinase activity;K04728

Manes.10G042000.v6.11.4818004 0.01996 up no Putative pentatricopeptide repeat-containing protein At5g08310, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G042200.v6.10.7051544 0.02809 down no 40S ribosomal protein S23pfam00164 Ribosom_S12_S23Ribosomal protein S12/S23. This protein is known as S12 in bacteria and archaea and S23 in eukaryotes.GO:0006412|translation;GO:0015935|small ribosomal subunit;GO:0003735|structural constituent of ribosome;.

Manes.10G042300.v6.13.5301053 1.61E-05 up yes . pfam08288 PIGA PIGA (GPI anchor biosynthesis). This domain is found on phosphatidylinositol n-acetylglucosaminyltransferase proteins. These proteins are involved in GPI anchor biosynthesis and are associated with disease the paroxysmal nocturnal haemoglobinuria.. . . .

Manes.10G042400.v6.17.6600371 1.42E-06 up yes . pfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . . .

Manes.10G042500.v6.1Inf 0.9009 up no Low temperature-induced protein lt101.2pfam01679 Pmp3 Proteolipid membrane potential modulator. Pmp3 is an evolutionarily conserved proteolipid in the plasma membrane which, in S. pombe, is transcriptionally regulated by the Spc1 stress MAPK (mitogen-activated protein kinases) pathway. It functions to modulate the membrane potential, particularly to resist high cellular cation concentration. In eukaryotic organisms, stress-activated mitogen-activated protein kinases play crucial roles in transmitting environmental signals that will regulate gene expression for allowing the cell to adapt to cellular stress. Pmp3-like proteins are highly conserved in bacteria, yeast, nematode and plants.. GO:0016021|integral component of membrane;. .

Manes.10G043200.v6.11.0534909 0.68982 up no Mitochondrial import inner membrane translocase subunit TIM14-1pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K09539

Manes.10G043500.v6.1#NAME? 0.43239 down no . pfam14436 EndoU_bacteria Bacterial EndoU nuclease. This is a bacterial verion of EndoU nuclease. It is found at C-terminal region of polymorphic toxin proteins.. . . .

Manes.10G043700.v6.10.9713927 0.8091 down no Nucleolar complex protein 2 homologpfam03715 Noc2 Noc2p family. At least one member, Noc2p from yeast, is required for a late step in 60S subunit export from the nucleus. It has also been shown to co-precipitate with Nug1p, a nuclear GTPase also required for ribosome nucleus export. This family was formerly known as UPF0120.. GO:0005634|nucleus;. K14833

Manes.10G044600.v6.12.1259532 0.26654 up no MLO-like protein 12pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009817|defense response to fungus, incompatible interaction;GO:0010150|leaf senescence;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.10G044900.v6.10.7245914 0.00412 down no Chlorophyll a-b binding protein 6A, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08907

Manes.10G045000.v6.10.6819556 0.00013 down no Ethylene receptorpfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009873|ethylene-activated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0000155|phosphorelay sensor kinase activity;.

Manes.10G045300.v6.11.0258254 0.89651 up no Patatin-like protein 7pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0019374|galactolipid metabolic process;GO:0016042|lipid catabolic process;GO:0006644|phospholipid metabolic process;GO:0040008|regulation of growth;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0047617|acyl-CoA hydrolase activity;GO:0004620|phospholipase activity;.

Manes.10G045500.v6.11.3804742 0.00048 up no V-type proton ATPase subunit Gpfam03179 V-ATPase_G Vacuolar (H+)-ATPase G subunit. This family represents the eukaryotic vacuolar (H+)-ATPase (V-ATPase) G subunit. V-ATPases generate an acidic environment in several intracellular compartments. Correspondingly, they are found as membrane-attached proteins in several organelles. They are also found in the plasma membranes of some specialized cells. V-ATPases consist of peripheral (V1) and membrane integral (V0) heteromultimeric complexes. The G subunit is part of the V1 subunit, but is also thought to be strongly attached to the V0 complex. It may be involved in the coupling of ATP degradation to H+ translocation.GO:0015992|proton transport;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;.

Manes.10G045800.v6.11.3816933 0.00069 up no Caffeoylshikimate esterasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.10G046400.v6.10.8534611 0.10661 down no Endoplasmic reticulum metallopeptidase 1pfam04389 Peptidase_M28 Peptidase family M28.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.10G046600.v6.10.9951558 0.98363 down no Phosphomannomutase/phosphoglucomutasepfam02878 PGM_PMM_I Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I.GO:0042121|alginic acid biosynthetic process;GO:0009298|GDP-mannose biosynthetic process;GO:0009103|lipopolysaccharide biosynthetic process;. GO:0000287|magnesium ion binding;GO:0004614|phosphoglucomutase activity;GO:0004615|phosphomannomutase activity;K15778

Manes.10G046700.v6.11.0085155 0.90914 up no Auxin response factor 18pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G046800.v6.12.5562199 7.92E-27 up yes GATA transcription factor 8pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009845|seed germination;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.10G047200.v6.12.629861 0.02554 up yes . pfam13703 PepSY_TM_2 PepSY-associated TM helix. This family represents a conserved TM helix found in bacteria and archaea.. . . .

Manes.10G047300.v6.11.6976535 7.20E-08 up no Uncharacterized protein sll0103pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.10G048100.v6.10.1514645 0.00038 down yes . pfam13705 TRC8_N TRC8 N-terminal domain. This region is found at the N-terminus of the TRC8 protein. TRC8 is an E3 ubiquitin-protein ligase also known as RNF139. This region contains 12 transmembrane domains. This region has been suggested to contain a sterol sensing domain. It has been found that TRC8 protein levels are sterol responsive and that it binds and stimulates ubiquitylation of the endoplasmic reticulum anchor protein INSIG.. . . .

Manes.10G048200.v6.10.3142005 2.68E-10 down yes Probable acetyltransferase NATA1-likepfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. GO:0009507|chloroplast;GO:0008080|N-acetyltransferase activity;.

Manes.10G048700.v6.10.80387 0.05732 down no ABC transporter G family member 24pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.10G049000.v6.10.9449501 0.57601 down no Pumilio homolog 4pfam07990 NABP Nucleic acid binding protein NABP. Many members of this family are putative nucleic acid binding proteins. One member of this family has been partially characterized and contains two putative phosphorylation sites and a possible dimerization / leucine zipper domain.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003729|mRNA binding;.

Manes.10G049100.v6.1Inf 8.33E-08 up yes Polyubiquitin 11pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;. K08770

Manes.10G049500.v6.121.029212 5.92E-19 up yes . pfam05975 EcsB Bacterial ABC transporter protein EcsB. This family consists of several bacterial ABC transporter proteins which are homologous to the EcsB protein of Bacillus subtilis. EcsB is thought to encode a hydrophobic protein with six membrane-spanning helices in a pattern found in other hydrophobic components of ABC transporters.. . . .

Manes.10G049600.v6.12.7786368 2.99E-09 up yes . pfam04647 AgrB Accessory gene regulator B. The arg locus consists of two transcripts: RNAII and RNAIII. RNAII encodes four genes (agrA, B, C, and D) whose gene products assemble a quorum sensing system. AgrB and AgrD are essential for the production of the autoinducing peptide which functions as a signal for quorum sensing. AgrB is a transmembrane protein.. . . .

Manes.10G049700.v6.13.3046035 2.67E-06 up yes . pfam03025 Papilloma_E5 Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.10G049800.v6.112.33612 4.52E-19 up yes . . . . . . . .

Manes.10G050000.v6.11.1884781 0.06255 up no Ras-related protein RABF1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0045022|early endosome to late endosome transport;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0010009|cytoplasmic side of endosome membrane;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0030139|endocytic vesicle;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.10G050500.v6.10.4782092 0.12507 down no . pfam15551 DUF4656 Domain of unknown function (DUF4656). This family of proteins is found in eukaryotes. Proteins in this family are typically between 286 and 398 amino acids in length.. . . .

Manes.10G050700.v6.11.1241393 0.32541 up no Serine carboxypeptidase-like 49pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005829|cytosol;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16298

Manes.10G050800.v6.1Inf 2.65E-08 up yes Vinorine synthasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009820|alkaloid metabolic process;. GO:0050636|vinorine synthase activity;.

Manes.10G051000.v6.10.8588849 0.25751 down no Glycine-rich RNA-binding protein RZ1Bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12885

Manes.10G051100.v6.10.7299802 0.09574 down no . pfam09511 RNA_lig_T4_1 RNA ligase. Members of this family include T4 phage proteins with ATP-dependent RNA ligase activity. Host defence to phage may include cleavage and inactivation of specific tRNA molecules; members of this family act to reverse this RNA damage. The enzyme is adenylated, transiently, on a Lys residue in a motif KXDGSL. This family also includes fungal tRNA ligases that have adenylyltransferase activity. tRNA ligases are enzymes required for the splicing of precursor tRNA molecules containing introns.. . . .

Manes.10G051200.v6.10.9513116 0.6999 down no Glycine-rich RNA-binding protein RZ1Cpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12885

Manes.10G051300.v6.112.423371 3.88E-18 up yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.10G051500.v6.12.006607 1.08E-13 up yes Probable pectate lyase 12pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;GO:0031225|anchored component of membrane;GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.10G051700.v6.10.9414046 0.54442 down no Pullulanase 1, chloroplasticpfam11852 DUF3372 Domain of unknown function (DUF3372). This domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This presumed domain is about 170 amino acids in length.GO:0019252|starch biosynthetic process;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0043169|cation binding;GO:0010303|limit dextrinase activity;GO:0051060|pullulanase activity;.

Manes.10G052100.v6.11.9594857 0.00017 up no Ras-related protein RABC2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005794|Golgi apparatus;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0030742|GTP-dependent protein binding;GO:0003924|GTPase activity;GO:0080115|myosin XI tail binding;K07910

Manes.10G052300.v6.1NA NA -- no Ras-related protein RABC2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005794|Golgi apparatus;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0030742|GTP-dependent protein binding;GO:0003924|GTPase activity;GO:0080115|myosin XI tail binding;K07910

Manes.10G052400.v6.11.3012726 0.00604 up no . pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.10G053000.v6.12.3072192 8.47E-21 up yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.10G053400.v6.10.632984 0.00059 down no . pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.10G053500.v6.11.9850308 3.31E-07 up no Phosphoglucan phosphatase DSP4, amyloplasticpfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0007623|circadian rhythm;GO:0006470|protein dephosphorylation;GO:0005982|starch metabolic process;GO:0009501|amyloplast;GO:0005634|nucleus;GO:0019203|carbohydrate phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.



Manes.10G053800.v6.13.4508034 6.49E-17 up yes SEC12-like protein 1pfam00400 WD40 WD domain, G-beta repeat.GO:0016036|cellular response to phosphate starvation;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006817|phosphate ion transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K14003

Manes.10G053900.v6.15.5188119 4.63E-81 up yes Glycosyltransferase family protein 64 protein C5pfam09258 Glyco_transf_64 Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0006024|glycosaminoglycan biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0006486|protein glycosylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0016740|transferase activity;.

Manes.10G055800.v6.12.3124087 3.06E-17 up yes Lysine--tRNA ligase, cytoplasmicpfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006430|lysyl-tRNA aminoacylation;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004824|lysine-tRNA ligase activity;GO:0046872|metal ion binding;K04567

Manes.10G056500.v6.10.6984059 0.00204 down no Acetylglutamate kinase, chloroplasticpfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0042450|arginine biosynthetic process via ornithine;GO:0006561|proline biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0003991|acetylglutamate kinase activity;GO:0034618|arginine binding;GO:0005524|ATP binding;K00930

Manes.10G056800.v6.135.749536 ####### up yes . pfam07939 DUF1685 Protein of unknown function (DUF1685). The members of this family are hypothetical eukaryotic proteins of unknown function. The region in question is approximately 100 amino acid residues long.. . . .

Manes.10G057400.v6.11.9801721 1.73E-13 up no . pfam10513 EPL1 Enhancer of polycomb-like. This is a family of EPL1 (Enhancer of polycomb-like) proteins. The EPL1 protein is a member of a histone acetyltransferase complex which is involved in transcriptional activation of selected genes.. . . .

Manes.10G057500.v6.10.5270725 1.98E-07 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G057600.v6.10.5539521 0.10535 down no Serine/threonine-protein kinase D6PKL2pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.10G057700.v6.10.9310767 0.46211 down no Alkaline/neutral invertase CINV2pfam12899 Glyco_hydro_100 Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.10G057800.v6.15.7249239 3.36E-13 up yes GDSL esterase/lipase At5g03610pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.10G057900.v6.11.3721046 0.00046 up no Glycine-rich RNA-binding protein 4, mitochondrialpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005739|mitochondrion;GO:0003690|double-stranded DNA binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0003697|single-stranded DNA binding;.

Manes.10G058100.v6.10.4007483 0.00375 down yes . pfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G058300.v6.11.1444364 0.14905 up no cAMP-regulated phosphoprotein 21pfam12752 SUZ SUZ domain. The SUZ domain is a conserved RNA-binding domain found in eukaryotes and enriched in positively charged amino acids. It was first characterized in the C.elegans protein Szy-20 where it has been shown to bind RNA and allow their localization to the centrosome. Warning- the domain has a compositionally biased character.GO:0034605|cellular response to heat;GO:0005737|cytoplasm;GO:0003676|nucleic acid binding;.

Manes.10G058400.v6.119.19818 2.67E-10 up yes . pfam07558 Shugoshin_N Shugoshin N-terminal coiled-coil region. The Shugoshin protein is found to have this conserved N-terminal coiled-coil region and a highly conserved C-terminal basic region, family Shugoshin_C pfam07557. Shugoshin is a crucial target of Bub1 kinase function at kinetochores, necessary for both meiotic and mitotic localisation of shugoshin to the kinetochore. Human shugoshin is diffusible and mediates kinetochore-driven formation of kinetochore-microtubules during bipolar spindle assembly. Further, the primary role of shugoshin is to ensure bipolar attachment of kinetochores, and its role in protecting cohesion has co-developed to facilitate this process.. . . .

Manes.10G058500.v6.10.9433832 0.61766 down no Probable aspartyl aminopeptidasepfam02127 Peptidase_M18 Aminopeptidase I zinc metalloprotease (M18).. GO:0005737|cytoplasm;GO:0004177|aminopeptidase activity;GO:0008237|metallopeptidase activity;GO:0008270|zinc ion binding;K01267

Manes.10G059000.v6.11.16208 0.1201 up no 3-hydroxyisobutyryl-CoA hydrolase 1pfam13766 ECH_C 2-enoyl-CoA Hydratase C-terminal region. This is the C-terminal region of enoyl-CoA hydratase.GO:0009409|response to cold;GO:0006574|valine catabolic process;GO:0005777|peroxisome;GO:0003860|3-hydroxyisobutyryl-CoA hydrolase activity;K05605

Manes.10G059200.v6.10.8861315 0.32301 down no 7-methylguanosine phosphate-specific 5'-nucleotidase Apfam05822 UMPH-1 Pyrimidine 5'-nucleotidase (UMPH-1). This family consists of several eukaryotic pyrimidine 5'-nucleotidase proteins. P5'N-1, also known as uridine monophosphate hydrolase-1 (UMPH-1), is a member of a large functional group of enzymes, characterized by the ability to dephosphorylate nucleic acids. P5'N-1 catalyses the dephosphorylation of pyrimidine nucleoside monophosphates to the corresponding nucleosides. Deficiencies in this proteins function can lead to several different disorders in humans.GO:0009117|nucleotide metabolic process;GO:0005737|cytoplasm;GO:0008253|5'-nucleotidase activity;GO:0000287|magnesium ion binding;GO:0000166|nucleotide binding;.

Manes.10G059300.v6.10.4807412 0.00039 down yes . pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.10G059800.v6.11.8567062 2.69E-12 up no Calcium-dependent protein kinase 1pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.10G059900.v6.11.1908171 0.05517 up no Uricase-2 pfam01014 Uricase Uricase. GO:0009877|nodulation;GO:0006144|purine nucleobase metabolic process;GO:0019628|urate catabolic process;GO:0005777|peroxisome;GO:0004846|urate oxidase activity;.

Manes.10G060200.v6.10.7992506 0.06167 down no . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.10G060400.v6.12.5832561 1.18E-09 up yes Pentatricopeptide repeat-containing protein At2g26790, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G061500.v6.11.2219645 0.10628 up no Ferredoxin-3, chloroplasticpfam00111 Fer2 2Fe-2S iron-sulfur cluster binding domain.GO:0022900|electron transport chain;GO:0009507|chloroplast;GO:0009536|plastid;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;K02639

Manes.10G061600.v6.12.5894974 2.76E-05 up yes Protein TIC 20-IV, chloroplasticpfam01757 Acyl_transf_3 Acyltransferase family. This family includes a range of acyltransferase enzymes. This domain is found in many as yet uncharacterized C. elegans proteins and it is approximately 300 amino acids long.GO:0045037|protein import into chloroplast stroma;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.10G062200.v6.10.5057338 0.00174 down no . pfam01814 Hemerythrin Hemerythrin HHE cation binding domain. Iteration of the HHE family found it to be related to Hemerythrin. It also demonstrated that what has been described as a single domain in fact consists of two cation binding domains. Members of this family occur all across nature and are involved in a variety of processes. For instance, in Nereis diversicolor MP II binds Cadmium so as to protect the organism from toxicity. However Hemerythrin is classically described as Oxygen-binding through two attached Fe2+ ions. And the bacterial norA is a regulator of response to NO, which suggests yet another set-up for its metal ligands. In Staphylococcus aureus P72360 has been noted to be important when the organism switches to living in environments with low oxygen concentrations; perhaps this protein acts as an oxygen store or scavenger.. . . .

Manes.10G062400.v6.11.8047813 8.39E-11 up no Vesicle-associated membrane protein 727pfam00957 Synaptobrevin Synaptobrevin.GO:0006887|exocytosis;GO:0006623|protein targeting to vacuole;GO:0007033|vacuole organization;GO:0006906|vesicle fusion;GO:0005768|endosome;GO:0016021|integral component of membrane;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08511

Manes.10G062700.v6.11.6650762 1.86E-07 up no Multiple myeloma tumor-associated protein 2 homologpfam10159 MMtag Kinase phosphorylation protein. This is a glycine-rich domain that is the most highly conserved region of a family of proteins that in vertebrates are associated with tumors in multiple myelomas. The region may contain phosphorylation sites for several protein kinases, as well as N-myristoylation sites and nuclear localisation signals, so it might act as a signal molecule in the nucleus.. . GO:0044822|poly(A) RNA binding;.

Manes.10G062800.v6.10.7119205 0.07206 down no Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G063000.v6.10.7442381 0.01441 down no . pfam08145 BOP1NT BOP1NT (NUC169) domain. This N terminal domain is found in BOP1-like WD40 proteins.. . . .

Manes.10G063100.v6.10.7061671 0.00906 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.10G063600.v6.10.6542565 0.00214 down no Expansin-A13pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.10G063700.v6.10.7610304 0.00778 down no TPR and ankyrin repeat-containing protein 1pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.. . GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.10G064000.v6.12.1842982 1.04E-10 up yes Putative pentatricopeptide repeat-containing protein At2g02150pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . K17710

Manes.10G064200.v6.12.132003 0.00031 up yes Probable pectinesterase/pectinesterase inhibitor 25pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.10G064400.v6.12.0485761 0.00062 up yes Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.10G064600.v6.1Inf 0.9009 up no . pfam03419 Peptidase_U4 Sporulation factor SpoIIGA.. . . .

Manes.10G065000.v6.1Inf 0.00725 up yes . pfam01646 Herpes_UL24 Herpes virus protein UL24. This family consists of various herpes virus proteins; the gene 20 product, U49 protein, UL24 protein and BXRF1. The UL24 gene (product of the 24th ORF) is not essential for virus replication, mutants with lesions in UL24 show a reduced ability to replicate in tissue culture and have reduced thymidine kinase activity as the UL24 gene overlaps with thymidine kinase.. . . .

Manes.10G065100.v6.10.5489614 5.85E-06 down no BTB/POZ domain-containing protein At3g05675pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . .

Manes.10G065700.v6.10.6817023 0.00025 down no Zinc-binding alcohol dehydrogenase domain-containing protein 2pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;K07119

Manes.10G066200.v6.10.8583814 0.14869 down no Presequence protease 1, chloroplastic/mitochondrialpfam08367 M16C_assoc Peptidase M16C associated. This domain appears in eukaryotes as well as bacteria and tends to be found near the C-terminus of the metalloprotease M16C (pfam05193).GO:0016485|protein processing;GO:0046686|response to cadmium ion;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.10G066400.v6.10.8882438 0.22595 down no Probable carboxylesterase 12pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0052689|carboxylic ester hydrolase activity;.

Manes.10G066600.v6.11.4113355 0.00304 up no 2-hydroxyisoflavanone dehydratasepfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009813|flavonoid biosynthetic process;GO:0009717|isoflavonoid biosynthetic process;GO:0046287|isoflavonoid metabolic process;. GO:0033987|2-hydroxyisoflavanone dehydratase activity;GO:0052689|carboxylic ester hydrolase activity;.

Manes.10G066700.v6.10.5300942 0.03278 down no . pfam07942 N2227 N2227-like protein. This family features sequences that are similar to a region of hypothetical yeast gene product N2227. This is thought to be expressed during meiosis and may be involved in the defence response to stressful conditions.. . . .

Manes.10G066800.v6.10.4707214 6.34E-07 down yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.10G067500.v6.11.1669309 0.20973 up no . pfam11062 DUF2863 Protein of unknown function (DUF2863). This bacterial family of proteins have no known function.. . . .

Manes.10G067700.v6.1106.50226 ####### up yes Abscisic acid 8'-hydroxylase 1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.10G067800.v6.10.7945418 0.04135 down no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0006959|humoral immune response;GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.10G068300.v6.10.6999003 0.00563 down no . pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.10G068400.v6.10.9889993 0.9307 down no Sodium/hydrogen exchanger 6pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006885|regulation of pH;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0015385|sodium:proton antiporter activity;K14724

Manes.10G068600.v6.10.5361188 3.90E-07 down no Inactive leucine-rich repeat receptor-like serine/threonine-protein kinase At1g60630pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G068900.v6.1Inf 0.1623 up no Chloroplast envelope membrane proteinpfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.10G069000.v6.14.0751214 0.02064 up yes Gibberellin 2-beta-dioxygenase 8pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;GO:0009685|gibberellin metabolic process;. GO:0052635|C-20 gibberellin 2-beta-dioxygenase activity;GO:0046872|metal ion binding;.

Manes.10G069100.v6.1NA NA -- no . pfam07916 TraG_N TraG-like protein, N-terminal region. The bacterial sequences found in this family are similar to the N-terminal region of the TraG protein. This is a membrane-spanning protein, with three predicted transmembrane segments and two periplasmic regions. TraG protein is known to be essential for DNA transfer in the process of conjugation, with the N-terminal portion being required for F pilus assembly. The protein is thought to interact with the periplasmic domain of TraN to stabilize mating-cell interactions.. . . .

Manes.10G069200.v6.11.4969957 6.57E-06 up no ADP-ribosylation factor GTPase-activating protein AGD4pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12489

Manes.10G069300.v6.10.6974202 0.00023 down no Inactive poly [ADP-ribose] polymerase RCD1pfam12174 RST RCD1-SRO-TAF4 (RST) plant domain. This domain is found in plant RCD1, SRO and TAF4 proteins, hence its name of RST. It is required for interaction with multiple plant transcription factors. Radical-Induced Cell Death1 (RCD1) is an important regulator of stress and hormonal and developmental responses in Arabidopsis thaliana, as is its closest homologue, SRO1 - Similar To RCD-One1. TBP-Associated Factor 4 (TAF4) and TAF4-b are components of the transcription initiation factor complex TFIID.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0010102|lateral root morphogenesis;GO:0006809|nitric oxide biosynthetic process;GO:0012501|programmed cell death;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0000303|response to superoxide;GO:0009414|response to water deprivation;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0016363|nuclear matrix;GO:0005634|nucleus;GO:0003950|NAD+ ADP-ribosyltransferase activity;.

Manes.10G069400.v6.11.4677418 0.06888 up no Protein ZINC INDUCED FACILITATOR-LIKE 1pfam07690 MFS_1 Major Facilitator Superfamily.GO:0010540|basipetal auxin transport;GO:0009630|gravitropism;GO:0071805|potassium ion transmembrane transport;GO:0090333|regulation of stomatal closure;GO:0080167|response to karrikin;GO:0009414|response to water deprivation;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0022821|potassium ion antiporter activity;.

Manes.10G069700.v6.10.3599901 2.64E-10 down yes Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G070000.v6.10.4790812 0.09471 down no Limonoid UDP-glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0050645|limonoid glucosyltransferase activity;.

Manes.10G071000.v6.11.206787 0.09749 up no Ubiquitin carboxyl-terminal hydrolase 12pfam12436 USP7_ICP0_bdg ICP0-binding domain of Ubiquitin-specific protease 7. This domain is one of two C-terminal domains on the much longer ubiquitin-specific proteases. This particular one is found to interact with the herpesvirus 1 trans-acting transcriptional protein ICP0/VMW110.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.10G071200.v6.10.4607249 1.81E-10 down yes Sucrose-phosphatase 2pfam05116 S6PP Sucrose-6F-phosphate phosphohydrolase. This family consists of Sucrose-6F-phosphate phosphohydrolase proteins found in plants and cyanobacteria. Sucrose-6(F)-phosphate phosphohydrolase catalyses the final step in the pathway of sucrose biosynthesis.GO:0005986|sucrose biosynthetic process;. GO:0000287|magnesium ion binding;GO:0050307|sucrose-phosphate phosphatase activity;.

Manes.10G071600.v6.10.1500799 0.0053 down yes Abscisic acid 8'-hydroxylase 4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.10G072000.v6.10.5290022 1.21E-07 down no Protein DEFECTIVE IN MERISTEM SILENCING 3pfam05517 p25-alpha p25-alpha. This family encodes a 25 kDa protein that is phosphorylated by a Ser/Thr-Pro kinase. It has been described as a brain specific protein, but it is found in Tetrahymena thermophila.GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0070921|regulation of production of siRNA involved in chromatin silencing by small RNA;GO:0080188|RNA-directed DNA methylation;GO:0000419|DNA-directed RNA polymerase V complex;GO:0042803|protein homodimerization activity;.

Manes.10G072500.v6.11.6508095 3.04E-07 up no Putative UPF0481 protein At3g02645pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;. .

Manes.10G073400.v6.10.8424278 0.28789 down no Origin recognition complex subunit 4pfam14629 ORC4_C Origin recognition complex (ORC) subunit 4 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 4.GO:0006270|DNA replication initiation;GO:0015629|actin cytoskeleton;GO:0005737|cytoplasm;GO:0005664|nuclear origin of replication recognition complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003688|DNA replication origin binding;GO:0000166|nucleotide binding;K02606

Manes.10G073600.v6.10.3004581 4.41E-23 down yes Receptor protein kinase-like protein At4g34220pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G073700.v6.10.8104287 0.04096 down no Probable carbohydrate esterase At4g34215pfam03629 DUF303 Domain of unknown function (DUF303). Distribution of this domain seems limited to prokaryotes and viruses.. . GO:0016787|hydrolase activity;.

Manes.10G074200.v6.10.3656328 1.46E-13 down yes Putative disease resistance RPP13-like protein 1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G074300.v6.11.3574991 0.00596 up no . pfam15341 SLX9 Ribosome biogenesis protein SLX9. SLX9 is present in pre-ribosomes from an early stage and is implicated in the processing events that remove the ITS1 spacer sequences. In eukaryotes, biogenesis of ribosomes starts in the nucleolus with transcription by RNA polymerase I of a large precursor RNA molecule, called 35S pre-rRNA in yeast, in which the 18S, 5.8S, and 25S mature rRNAs reside, while RNA polymerase III transcribes a 3'-extended pre-5S rRNA. The 35S precursor also contains external transcribed spacer elements (5' and 3'-ETS) at either end as well as internal transcribed spacers (ITS1 and ITS2) that separate the mature sequences.. . . .

Manes.10G074400.v6.11.5548119 8.66E-07 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G074500.v6.12.3573019 6.13E-11 up yes 3-oxo-Delta(4,5)-steroid 5-beta-reductasepfam13460 NAD_binding_10 NADH(P)-binding.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.10G074700.v6.12.5841326 2.78E-19 up yes Probable protein phosphatase 2C 63pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.10G075700.v6.11.0226858 0.82469 up no Alpha-L-fucosidase 2pfam14498 Glyco_hyd_65N_2Glycosyl hydrolase family 65, N-terminal domain. This domain represents a domain found to the N-terminus of the glycosyl hydrolase 65 family catalytic domain.. GO:0048046|apoplast;GO:0047513|1,2-alpha-L-fucosidase activity;K15923

Manes.10G075800.v6.11.1446487 0.1755 up no Alpha-L-fucosidase 2pfam14498 Glyco_hyd_65N_2Glycosyl hydrolase family 65, N-terminal domain. This domain represents a domain found to the N-terminus of the glycosyl hydrolase 65 family catalytic domain.. GO:0048046|apoplast;GO:0047513|1,2-alpha-L-fucosidase activity;K15923

Manes.10G075900.v6.1Inf 0.9009 up no . pfam00223 PsaA_PsaB Photosystem I psaA/psaB protein.. . . .

Manes.10G076200.v6.10.4297584 3.53E-05 down yes Pentatricopeptide repeat-containing protein At2g29760, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0031425|chloroplast RNA processing;GO:0009507|chloroplast;. .

Manes.10G077000.v6.10.8015007 0.23239 down no Scopoletin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G077100.v6.10.7907435 0.02307 down no Phospholipase A1-IIdeltapfam01764 Lipase_3 Lipase (class 3).GO:0071493|cellular response to UV-B;GO:0016042|lipid catabolic process;GO:0009650|UV protection;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;.

Manes.10G077200.v6.15.5901974 7.45E-79 up yes Cysteine proteinase RD21apfam00112 Peptidase_C1 Papain family cysteine protease.GO:0050832|defense response to fungus;GO:0006508|proteolysis;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;GO:0008234|cysteine-type peptidase activity;GO:0008233|peptidase activity;.

Manes.10G077400.v6.13.4535652 4.05E-46 up yes Elicitor-responsive protein 1pfam00168 C2 C2 domain. . GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005544|calcium-dependent phospholipid binding;.

Manes.10G077600.v6.11.0442528 0.64392 up no Aladin pfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14320

Manes.10G077900.v6.10.5930115 1.62E-05 down no Scopoletin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G078000.v6.11.8945951 9.23E-05 up no Scopoletin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G078500.v6.10.9921588 0.93613 down no Probable E3 ubiquitin ligase SUD1pfam12906 RINGv RING-variant domain.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.10G078700.v6.11.3031106 0.03195 up no 40S ribosomal protein S16pfam00380 Ribosomal_S9 Ribosomal protein S9/S16. This family includes small ribosomal subunit S9 from prokaryotes and S16 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.10G078900.v6.1Inf 0.9009 up no . pfam05970 PIF1 PIF1-like helicase. This family includes homologues of the PIF1 helicase, which inhibits telomerase activity and is cell cycle regulated. This family includes a large number of largely uncharacterized plant proteins. This family includes a P-loop motif that is involved in nucleotide binding.. . . .

Manes.10G079000.v6.11.0505891 0.67774 up no . pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. . . .

Manes.10G079100.v6.10.6579377 0.00025 down no . pfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.. . . .

Manes.10G080000.v6.156.827926 0 up yes Zinc finger protein ZAT10pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0035264|multicellular organism growth;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009644|response to high light intensity;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.10G080100.v6.125.848336 8.87E-31 up yes . pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.. . . .

Manes.10G080700.v6.10.8397561 0.1048 down no ABSCISIC ACID-INSENSITIVE 5-like protein 6pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.10G081000.v6.10.8122192 0.22606 down no . pfam10838 DUF2677 Protein of unknown function (DUF2677). Members in this family of proteins are annotated as UL121 however currently no function is known.. . . .

Manes.10G081400.v6.10.6564759 0.00033 down no . pfam11600 CAF-1_p150 Chromatin assembly factor 1 complex p150 subunit, N-terminal. CAF-1_p150 is a polypeptide subunit of CAF-1, which functions in depositing newly synthesized and acetylated histones H3/H4 into chromatin during DNA replication and repair. CAF-1_p150 includes the HP1 interaction site, the PEST, KER and ED interacting sites. CAF-1_p150 interacts directly with newly synthesized and acetylated histones through the acidic KER and ED domains. The PEST domain is associated with proteins that undergo rapid proteolysis.. . . .

Manes.10G081500.v6.10.6124942 0.00179 down no DNA polymerase kappapfam00817 IMS impB/mucB/samB family. These proteins are involved in UV protection.GO:0006974|cellular response to DNA damage stimulus;GO:0006260|DNA replication;GO:0051321|meiotic cell cycle;GO:0044773|mitotic DNA damage checkpoint;GO:0072429|response to intra-S DNA damage checkpoint signaling;GO:0019985|translesion synthesis;GO:0005829|cytosol;GO:0000790|nuclear chromatin;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;K03511

Manes.10G081600.v6.10.4849516 2.02E-05 down yes . pfam06505 XylR_N Activator of aromatic catabolism. This domain is found at the N terminus of a subset of sigma54-dependent transcriptional activators in several proteobacteria, including activators of phenol degradation such as XylR. It is found adjacent to pfam02830.. . . .

Manes.10G082300.v6.10.3686759 0.00444 down yes . pfam11929 DUF3447 Domain of unknown function (DUF3447). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 80 amino acids in length. This domain is found associated with pfam00023. This domain has a conserved SHN sequence motif. It seems likely that this region represents divergent Ankyrin repeats.. . . .

Manes.10G082400.v6.11.0369785 0.71129 up no Telomere repeat-binding factor 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006334|nucleosome assembly;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0000784|nuclear chromosome, telomeric region;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003691|double-stranded telomeric DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.10G082500.v6.1Inf 0.9009 up no LIM domain-containing protein WLIM1pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.10G082600.v6.10.9256093 0.47948 down no Zinc finger protein-like 1 homologpfam00097 zf-C3HC4 Zinc finger, C3HC4 type (RING finger). The C3HC4 type zinc-finger (RING finger) is a cysteine-rich domain of 40 to 60 residues that coordinates two zinc ions, and has the consensus sequence: C-X2-C-X(9-39)-C-X(1-3)-H-X(2-3)-C-X2-C-X(4-48)-C-X2-C where X is any amino acid. Many proteins containing a RING finger play a key role in the ubiquitination pathway.. GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.10G084100.v6.10.7091591 0.04078 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G084500.v6.10.3286946 2.21E-06 down yes Cyclin-D1-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18810

Manes.10G084800.v6.11.0785377 0.425 up no Magnesium transporter MRS2-3pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.10G085300.v6.1NA NA -- no Cytosolic sulfotransferase 17pfam00685 Sulfotransfer_1 Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.10G085400.v6.10.2287636 1.43E-19 down yes Cytosolic sulfotransferase 17pfam00685 Sulfotransfer_1 Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.10G085700.v6.10.0518209 2.80E-07 down yes Cytosolic sulfotransferase 17pfam00685 Sulfotransfer_1 Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.10G085900.v6.10.7062961 0.001 down no Serine carboxypeptidase-like 18pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.10G086000.v6.1Inf 0.9009 up no . pfam05729 NACHT NACHT domain. This NTPase domain is found in apoptosis proteins as well as those involved in MHC transcription activation. This family is closely related to pfam00931.. . . .

Manes.10G086600.v6.13.5334934 0.00091 up yes Thymocyte nuclear protein 1pfam01878 EVE EVE domain. This domain was formerly known as DUF55. Crystal structures have shown that this domain is part of the PUA superfamily. This domain has been named EVE and is thought to be RNA-binding.. GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;. .

Manes.10G086700.v6.119.229806 0.00082 up yes Agamous-like MADS-box protein AGL62pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009960|endosperm development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G086800.v6.12.442372 1.40E-05 up yes . pfam00095 WAP WAP-type (Whey Acidic Protein) 'four-disulfide core'.. . . .

Manes.10G087000.v6.10.5820013 0.05777 down no Probable zinc metallopeptidase EGY3, chloroplasticpfam02163 Peptidase_M50 Peptidase family M50.GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0008237|metallopeptidase activity;.

Manes.10G087200.v6.11.7154372 5.23E-08 up no Tubulin alpha chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.10G087300.v6.11.2283501 0.05762 up no Tubulin alpha chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.10G087700.v6.10.8968625 0.37475 down no . pfam04109 APG9 Autophagy protein Apg9. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg9 plays a direct role in the formation of the cytoplasm to vacuole targeting and autophagic vesicles, possibly serving as a marker for a specialized compartment essential for these vesicle-mediated alternative targeting pathways.. . . .

Manes.10G088000.v6.114.510111 1.52E-30 up yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.10G088100.v6.18.1871688 2.68E-23 up yes . pfam08211 dCMP_cyt_deam_2Cytidine and deoxycytidylate deaminase zinc-binding region.. . . .

Manes.10G088700.v6.10.3989047 0.25401 down no Squalene monooxygenasepfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.10G089600.v6.10.540247 0.00031 down no Protein trichome birefringence-like 13pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.10G090400.v6.10.3555492 0.00806 down yes Probable cation transporter HKT6pfam02386 TrkH Cation transport protein. This family consists of various cation transport proteins (Trk) and V-type sodium ATP synthase subunit J or translocating ATPase J EC:3.6.1.34. These proteins are involved in active sodium up-take utilizing ATP in the process. TrkH a member of the family from Escherichia coli is a hydrophobic membrane protein and determines the specificity and kinetics of cation transport by the TrK system in Escherichia coli.GO:0030003|cellular cation homeostasis;GO:0071805|potassium ion transmembrane transport;GO:0006813|potassium ion transport;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.10G091300.v6.10.7269623 0.03421 down no Telomerase reverse transcriptasepfam12009 Telomerase_RBD Telomerase ribonucleoprotein complex - RNA binding domain. Telomeres in most organisms are comprised of tandem simple sequence repeats. The total length of telomeric repeat sequence at each chromosome end is determined in a balance of sequence loss and sequence addition. One major influence on telomere length is the enzyme telomerase. It is a reverse transcriptase that adds these simple sequence repeats to chromosome ends by copying a template sequence within the RNA component of the enzyme. The RNA binding domain of telomerase - TRBD - is made up of twelve alpha helices and two short beta sheets. How telomerase and associated regulatory factors physically interact and function with each other to maintain appropriate telomere length is poorly understood. It is known however that TRBD is involved in formation of the holoenzyme (which performs the telomere extension) in addition to recognition and binding of RNA.GO:0050000|chromosome localization;GO:0051276|chromosome organization;GO:0010073|meristem maintenance;GO:0007000|nucleolus organization;GO:0010449|root meristem growth;GO:0019827|stem cell population maintenance;GO:0000723|telomere maintenance;GO:0007004|telomere maintenance via telomerase;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0000333|telomerase catalytic core complex;GO:0046872|metal ion binding;GO:0003720|telomerase activity;GO:0042162|telomeric DNA binding;GO:0070034|telomeric RNA binding;GO:0003721|telomeric template RNA reverse transcriptase activity;K11126

Manes.10G091600.v6.17.1611481 3.28E-07 up yes Disease resistance protein RGA2pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G092000.v6.13.9618862 7.94E-38 up yes Glutamyl-tRNA reductase 1, chloroplasticpfam05201 GlutR_N Glutamyl-tRNAGlu reductase, N-terminal domain.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0008883|glutamyl-tRNA reductase activity;GO:0050661|NADP binding;K02492

Manes.10G092100.v6.10.7691995 0.17327 down no . pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. . . .

Manes.10G092200.v6.10.5975119 0.00067 down no . pfam01061 ABC2_membrane ABC-2 type transporter.. . . .

Manes.10G093500.v6.10.2378826 1.87E-13 down yes Oligopeptide transporter 4pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0015833|peptide transport;GO:0015031|protein transport;GO:0080167|response to karrikin;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.10G093700.v6.10.9435425 0.96955 down no Agamous-like MADS-box protein AGL17pfam01486 K-box K-box region. The K-box region is commonly found associated with SRF-type transcription factors see pfam00319. The K-box is a possible coiled-coil structure. Possible role in multimer formation.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09264

Manes.10G094300.v6.112.870098 5.69E-39 up yes . pfam06022 Cir_Bir_Yir Plasmodium variant antigen protein Cir/Yir/Bir. This family consists of several Cir, Yir and Bir proteins from the Plasmodium species P.chabaudi, P.yoelii and P.berghei.. . . .

Manes.10G094400.v6.13.9838899 4.11E-43 up yes Transcription factor GTE2pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.10G094700.v6.10.6157225 2.83E-06 down no Phosphoglycerate mutase-like protein 1pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. GO:0005829|cytosol;. .

Manes.10G095300.v6.127.098893 7.41E-25 up yes . pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.. . . .

Manes.10G095500.v6.1113.14843 1.80E-10 up yes . pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.. . . .

Manes.10G095800.v6.10.5890115 8.25E-05 down no Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrialpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006979|response to oxidative stress;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005507|copper ion binding;GO:0018478|malonate-semialdehyde dehydrogenase (acetylating) activity;GO:0004491|methylmalonate-semialdehyde dehydrogenase (acylating) activity;.

Manes.10G095900.v6.11.1235864 0.20822 up no Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrialpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006979|response to oxidative stress;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005507|copper ion binding;GO:0018478|malonate-semialdehyde dehydrogenase (acetylating) activity;GO:0004491|methylmalonate-semialdehyde dehydrogenase (acylating) activity;.

Manes.10G096900.v6.11.2300432 0.07424 up no Putative glutamine amidotransferase YLR126Cpfam00117 GATase Glutamine amidotransferase class-I.GO:0006878|cellular copper ion homeostasis;GO:0006879|cellular iron ion homeostasis;GO:0006541|glutamine metabolic process;GO:0005737|cytoplasm;GO:0034399|nuclear periphery;GO:0016740|transferase activity;.

Manes.10G097000.v6.10.9197282 0.57638 down no Anthocyanidin 3-O-glucosyltransferase 2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.10G097300.v6.11.5042475 6.94E-05 up no Dynamin-related protein 3Apfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0007031|peroxisome organization;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0042802|identical protein binding;.

Manes.10G097400.v6.10.9461059 0.57053 down no GATA transcription factor 24pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.10G097500.v6.10.7407293 0.00214 down no KH domain-containing protein At4g18375pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005634|nucleus;GO:0003723|RNA binding;K13162

Manes.10G097600.v6.10.7833409 0.01673 down no Fructose-1,6-bisphosphatase, chloroplasticpfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;.

Manes.10G097800.v6.10.5801884 0.00129 down no . pfam12470 SUFU_C Suppressor of Fused Gli/Ci N terminal binding domain. This domain family is found in eukaryotes, and is typically between 192 and 219 amino acids in length. The family is found in association with pfam05076. There is a conserved HGRHFT sequence motif. This family is the C terminal domain of the Suppressor of Fused protein (Su(fu)). Su(fu) is a repressor of the Gli and Ci transcription factors of the Hedgehog signalling cascade. It functions by binding these proteins and preventing their translocation to the nucleus. The C terminal domain is only found in eukaryotic Su(fu) proteins; it is not present in bacterial homologues. The C terminal domain binds to the N terminal of Gli/Ci while the N terminal of Su(fu) binds to the C terminal of Gli/Ci. This dual binding mechanism is likely an evolutionary advancement in this signalling cascade which is not present in bacterial homologues.. . . .

Manes.10G097900.v6.10.5186057 0.00201 down no . pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.. . . .

Manes.10G098000.v6.10.0593423 2.57E-06 down yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.10G098500.v6.10.488453 0.00015 down yes . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.10G098600.v6.12.73393 4.77E-13 up yes Magnesium-dependent phosphatase 1pfam12689 Acid_PPase Acid Phosphatase. This family contains phosphatase enzymes and other proteins of the HAD superfamily. It includes MDP-1 which is a eukaryotic magnesium-dependent acid phosphatase.GO:0030389|fructosamine metabolic process;GO:0070062|extracellular exosome;GO:0046872|metal ion binding;GO:0004725|protein tyrosine phosphatase activity;K17619

Manes.10G098700.v6.10.8544985 0.15088 down no Probable ubiquitin-like-specific protease 2Bpfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0016926|protein desumoylation;. GO:0016929|SUMO-specific protease activity;K08596

Manes.10G098900.v6.17.6006707 2.73E-26 up yes Guanosine nucleotide diphosphate dissociation inhibitor At5g09550pfam00996 GDI GDP dissociation inhibitor.GO:0015031|protein transport;GO:0048046|apoplast;GO:0005096|GTPase activator activity;GO:0005093|Rab GDP-dissociation inhibitor activity;K17255

Manes.10G099000.v6.10.5853895 2.91E-07 down no MADS-box protein JOINTLESSpfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G099500.v6.10.764864 0.03585 down no . pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. . . .

Manes.10G099600.v6.10.8367566 0.10187 down no Beta carbonic anhydrase 5, chloroplasticpfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009507|chloroplast;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;K01673

Manes.10G099900.v6.1NA NA -- no . pfam06235 NAD4L NADH dehydrogenase subunit 4L (NAD4L). This family consists of NADH dehydrogenase subunit 4L (NAD4L) proteins from the mitochondria of several parasitic flatworms.. . . .

Manes.10G100000.v6.1NA NA -- no . pfam11667 DUF3267 Protein of unknown function (DUF3267). This family of proteins has no known function.. . . .

Manes.10G100400.v6.1Inf 0.35135 up no Agamous-like MADS-box protein AGL62pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009960|endosperm development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G101400.v6.10.3943244 5.23E-05 down yes . pfam02928 zf-C5HC2 C5HC2 zinc finger. Predicted zinc finger with eight potential zinc ligand binding residues. This domain is found in Jumonji. This domain may have a DNA binding function.. . . .

Manes.10G101500.v6.10.3933421 0.01598 down yes . pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.10G101600.v6.135.475722 2.60E-50 up yes Mitochondrial uncoupling protein 5pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G101700.v6.140.89357 2.81E-20 up yes Mitochondrial uncoupling protein 5pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G101800.v6.154.874277 1.48E-50 up yes Mitochondrial uncoupling protein 5pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G101900.v6.156.746765 8.55E-07 up yes Mitochondrial uncoupling protein 5pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G102000.v6.11.4104778 0.00186 up no . pfam10319 7TM_GPCR_Srj Serpentine type 7TM GPCR chemoreceptor Srj. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srj is part of the Str superfamily of chemoreceptors. The srj family is designated as the out-group based on its location in preliminary phylogenetic analyses of the entire superfamily. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G102100.v6.11.4055724 0.00022 up no Transcription factor bHLH143pfam04437 RINT1_TIP1 RINT-1 / TIP-1 family. This family includes RINT-1, a Rad50 interacting protein which participates in radiation induced checkpoint control, as well as the TIP-1 protein from yeast that seems to be involved in a complex with Sec20p that is required for golgi transport.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G102200.v6.10.4799794 1.47E-06 down yes Root phototropism protein 3pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009638|phototropism;GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;GO:0004871|signal transducer activity;.

Manes.10G102300.v6.10.4298378 4.74E-13 down yes Serine/threonine-protein kinase PEPKR2pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;.

Manes.10G102400.v6.10.6806541 0.00578 down no Pentatricopeptide repeat-containing protein At5g09450, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G102500.v6.15.1902372 0.00691 up yes Disease resistance protein RPM1pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;K13457

Manes.10G103100.v6.17.9320561 6.65E-09 up yes TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G104400.v6.11.0665998 0.47092 up no Splicing factor 3B subunit 1pfam08920 SF3b1 Splicing factor 3B subunit 1. This family consists of several eukaryotic splicing factor 3B subunit 1 proteins, which associate with p14 through a C-terminus beta-strand that interacts with beta-3 of the p14 RNA recognition motif (RRM) beta-sheet, which is in turn connected to an alpha-helix by a loop that makes extensive contacts with both the shorter C-terminal helix and RRM of p14. This subunit is required for 'A' splicing complex assembly (formed by the stable binding of U2 snRNP to the branchpoint sequence in pre-mRNA) and 'E' splicing complex assembly.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K12828

Manes.10G104700.v6.1521.97765 4.09E-61 up yes Feruloyl CoA ortho-hydroxylase 1pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.10G104800.v6.1Inf 1.38E-39 up yes Feruloyl CoA ortho-hydroxylase 1pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.10G104900.v6.1305.01472 8.05E-05 up yes Feruloyl CoA ortho-hydroxylase 1pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.10G105100.v6.10.3085539 1.83E-05 down yes ABC transporter G family member 11pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.10G105400.v6.10.0545475 4.89E-08 down yes Metacaspase-1pfam00656 Peptidase_C14 Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.10G105500.v6.10.7221654 0.00461 down no Metacaspase-1pfam00656 Peptidase_C14 Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.10G105600.v6.10.7577896 0.16583 down no . pfam09912 DUF2141 Uncharacterized protein conserved in bacteria (DUF2141). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.10G106000.v6.10.3413374 1.06E-09 down yes Zinc-finger homeodomain protein 3pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.10G106200.v6.10.8862532 0.24461 down no ATP-dependent Clp protease ATP-binding subunit ClpXpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0006457|protein folding;. GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03544

Manes.10G106400.v6.10.6032529 9.39E-07 down no Survival of motor neuron-related-splicing factor 30pfam06003 SMN Survival motor neuron protein (SMN). This family consists of several eukaryotic survival motor neuron (SMN) proteins. The Survival of Motor Neurons (SMN) protein, the product of the spinal muscular atrophy-determining gene, is part of a large macromolecular complex (SMN complex) that functions in the assembly of spliceosomal small nuclear ribonucleoproteins (snRNPs). The SMN complex functions as a specificity factor essential for the efficient assembly of Sm proteins on U snRNAs and likely protects cells from illicit, and potentially deleterious, non-specific binding of Sm proteins to RNAs.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12839

Manes.10G106900.v6.1NA NA -- no Ubiquitin carboxyl-terminal hydrolase 12pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.



Manes.10G107100.v6.14.2712925 1.01E-05 up yes . pfam02936 COX4 Cytochrome c oxidase subunit IV. Cytochrome c oxidase, a 13 sub-unit complex, EC:1.9.3.1 is the terminal oxidase in the mitochondrial electron transport chain. This family is composed of cytochrome c oxidase subunit IV. The Dictyostelium member of this family is called COX VI. The yeast protein MTC3 appears to be the yeast COX IV subunit.. . . .

Manes.10G107200.v6.10.7127353 0.01199 down no . pfam11906 DUF3426 Protein of unknown function (DUF3426). This family of proteins are functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 262 to 463 amino acids in length.. . . .

Manes.10G107600.v6.10.4485095 0.00015 down yes . pfam15272 BBP1_C Spindle pole body component BBP1, C-terminal. This C-terminal domain of BBP1, a spindle pole body component, carries coiled-coils that are necessary for the localisation of BBP1 to the spindle pole body (SPB). Although not a membrane protein itself, BBP1 binds to Mps2 as well as to Spc29 and the half-bridge protein Kar1, thus providing a model for how the SPB core is tethered within the nuclear envelope and to the half-bridge. . . .

Manes.10G107800.v6.120.112572 0.00079 up yes . pfam05436 MF_alpha_N Mating factor alpha precursor N-terminus. This family contains the N-terminal regions of the Saccharomyces mating factor alpha precursor protein. All proteins in this family contain one or more copies pfam04648 further toward their C terminus.. . . .

Manes.10G108000.v6.10.6026901 0.00227 down no Cationic amino acid transporter 4, vacuolarpfam13520 AA_permease_2 Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0016021|integral component of membrane;GO:0005887|integral component of plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.10G108100.v6.11.4874753 1.13E-05 up no Auxin response factor 1pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0010150|leaf senescence;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14486

Manes.10G110100.v6.12.4299424 7.16E-24 up yes Chloride channel protein CLC-cpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.10G110200.v6.10.7226983 0.07194 down no . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.10G110400.v6.11.4583802 0.00695 up no . pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.10G110600.v6.10.3989163 3.90E-12 down yes Protein FAR1-RELATED SEQUENCE 11pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.10G110800.v6.12.3614037 4.80E-13 up yes Uncharacterized protein At5g08430pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G110900.v6.1NA NA -- no . pfam00931 NB-ARC NB-ARC domain.. . . .

Manes.10G111700.v6.10.4914268 1.53E-06 down yes BAG family molecular chaperone regulator 5, mitochondrialpfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. GO:0005739|mitochondrion;. .

Manes.10G112400.v6.10.6025722 0.0001 down no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.10G112600.v6.10.6171588 0.35811 down no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.10G113500.v6.19.5832879 1.17E-63 up yes Glutathione transferase GST 23pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0006952|defense response;. GO:0004364|glutathione transferase activity;K00799

Manes.10G114000.v6.12.4951015 1.94E-17 up yes Putative disease resistance protein At5g05400pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G114600.v6.1NA NA -- no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G115000.v6.10.7849662 0.07981 down no Non-lysosomal glucosylceramidasepfam04685 DUF608 Protein of unknown function, DUF608. This family represents a conserved region with a pankaryotic distribution in a number of uncharacterized proteins.GO:0008206|bile acid metabolic process;GO:0021954|central nervous system neuron development;GO:0006680|glucosylceramide catabolic process;GO:0016139|glycoside catabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008422|beta-glucosidase activity;GO:0004348|glucosylceramidase activity;K17108

Manes.10G115400.v6.13.0659611 1.28E-36 up yes . pfam03706 UPF0104 Uncharacterized protein family (UPF0104). This family of proteins are integral membrane proteins. These proteins are uncharacterized but contain a conserved PG motif. Some members of this family are annotated as dolichol-P-glucose synthetase and contain a pfam00535 domain.. . . .

Manes.10G115900.v6.11.6152886 4.84E-07 up no Ras-related protein RABA2apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0000911|cytokinesis by cell plate formation;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009504|cell plate;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.10G116000.v6.11.5298255 0.00018 up no Elongation factor 1-gammapfam00647 EF1G Elongation factor 1 gamma, conserved domain.. . GO:0003746|translation elongation factor activity;.

Manes.10G116100.v6.10.3927432 0.00259 down yes . pfam01984 dsDNA_bind Double-stranded DNA-binding domain. This domain is believed to bind double-stranded DNA of 20 bases length.. . . .

Manes.10G116200.v6.12.675503 1.84E-13 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.10G116400.v6.11.035813 0.70857 up no Regulator of nonsense transcripts UPF3pfam03467 Smg4_UPF3 Smg-4/UPF3 family. This family contains proteins that are involved in nonsense mediated mRNA decay. A process that is triggered by premature stop codons in mRNA. The family includes Smg-4 and UPF3.GO:0042742|defense response to bacterium;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048571|long-day photoperiodism;GO:0051028|mRNA transport;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0009611|response to wounding;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14328

Manes.10G116500.v6.17.662494 4.41E-07 up yes . pfam04987 PigN Phosphatidylinositolglycan class N (PIG-N). Phosphatidylinositolglycan class N (PIG-N) is a mammalian homologue of the yeast protein MCD4P and is expressed in the endoplasmic reticulum. PIG-N is essential for glycosylphosphatidylinositol anchor synthesis. Glycosylphosphatidylinositol (GPI)-anchored proteins are cell surface-localized proteins that serve many important cellular functions.. . . .

Manes.10G116600.v6.10.6012664 5.52E-07 down no Shaggy-related protein kinase kappapfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G116700.v6.161.698822 2.61E-10 up yes . pfam07133 Merozoite_SPAM Merozoite surface protein (SPAM). This family consists of several Plasmodium falciparum SPAM (secreted polymorphic antigen associated with merozoites) proteins. Variation among SPAM alleles is the result of deletions and amino acid substitutions in non-repetitive sequences within and flanking the alanine heptad-repeat domain. Heptad repeats in which the a and d position contain hydrophobic residues generate amphipathic alpha-helices which give rise to helical bundles or coiled-coil structures in proteins. SPAM is an example of a P. falciparum antigen in which a repetitive sequence has features characteristic of a well-defined structural element.. . . .

Manes.10G117100.v6.18.8092161 ####### up yes . pfam00564 PB1 PB1 domain.. . . .

Manes.10G117300.v6.10.781627 0.02588 down no Stromal 70 kDa heat shock-related protein, chloroplasticpfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.GO:0006457|protein folding;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.

Manes.10G117400.v6.11.1016286 0.34949 up no MACPF domain-containing protein At4g24290pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;GO:0005886|plasma membrane;. .

Manes.10G117700.v6.10.4517844 2.43E-05 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G117900.v6.116.700455 0.03368 up no . pfam14631 FancD2 Fanconi anaemia protein FancD2 nuclease. The Fanconi anaemia protein FancD2 is a nuclease necessary for the repair of DNA interstrand-crosslinks.. . . .

Manes.10G118600.v6.1Inf 0.9009 up no . pfam15213 CDRT4 CMT1A duplicated region transcript 4 protein.. . . .

Manes.10G118900.v6.10.6992388 0.00296 down no Probable sodium/metabolite cotransporter BASS2, chloroplasticpfam01758 SBF Sodium Bile acid symporter family. This family consists of Na+/bile acid co-transporters. These transmembrane proteins function in the liver in the uptake of bile acids from portal blood plasma a process mediated by the co-transport of Na+. Also in the family is ARC3 from S. cerevisiae, a putative transmembrane protein involved in resistance to arsenic compounds.GO:0019761|glucosinolate biosynthetic process;GO:0000023|maltose metabolic process;GO:0006849|plasma membrane pyruvate transport;GO:0043085|positive regulation of catalytic activity;GO:0019252|starch biosynthetic process;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0050833|pyruvate transmembrane transporter activity;GO:0015293|symporter activity;K03453

Manes.10G119000.v6.16.0454801 1.76E-15 up yes . pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . . .

Manes.10G119600.v6.14.1085394 3.26E-33 up yes Floral homeotic protein APETALA 2pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09284

Manes.10G119700.v6.10.872174 0.15796 down no ATP-dependent RNA helicase DHX29pfam04408 HA2 Helicase associated domain (HA2). This presumed domain is about 90 amino acid residues in length. It is found is a diverse set of RNA helicases. Its function is unknown, however it seems likely to be involved in nucleic acid binding.. GO:0016282|eukaryotic 43S preinitiation complex;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0043024|ribosomal small subunit binding;GO:0003743|translation initiation factor activity;K18995

Manes.10G119900.v6.11.0323603 0.73871 up no NifU-like protein 2, chloroplasticpfam01106 NifU NifU-like domain. This is an alignment of the carboxy-terminal domain. This is the only common region between the NifU protein from nitrogen-fixing bacteria and rhodobacterial species. The biochemical function of NifU is unknown.GO:0009658|chloroplast organization;GO:0016226|iron-sulfur cluster assembly;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0005506|iron ion binding;GO:0005198|structural molecule activity;.

Manes.10G120100.v6.11.0288393 0.78514 up no ATP phosphoribosyltransferase 2, chloroplasticpfam01634 HisG ATP phosphoribosyltransferase.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003879|ATP phosphoribosyltransferase activity;GO:0000287|magnesium ion binding;K00765

Manes.10G120200.v6.11.7250303 2.14E-07 up no Probable magnesium transporter NIPA4pfam05653 Mg_trans_NIPA Magnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.10G120400.v6.10.6669221 0.00014 down no Transcription factor TCP8pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001047|core promoter binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.10G121800.v6.142.940586 ####### up yes Anthocyanidin 3-O-glucosyltransferase 2 (Fragment)pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.10G121900.v6.10.8761812 0.18867 down no UDP-glucose:glycoprotein glucosyltransferasepfam06427 UDP-g_GGTase UDP-glucose:Glycoprotein Glucosyltransferase. The N-terminal region of this group of proteins is required for correct folding of the ER UDP-Glc: glucosyltransferase.GO:0006486|protein glycosylation;GO:0005788|endoplasmic reticulum lumen;GO:0003980|UDP-glucose:glycoprotein glucosyltransferase activity;K11718

Manes.10G122000.v6.10.9725661 0.78507 down no Potassium channel AKT2/3pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0009737|response to abscisic acid;GO:0005789|endoplasmic reticulum membrane;GO:0005887|integral component of plasma membrane;GO:0009506|plasmodesma;GO:0042802|identical protein binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.10G122200.v6.11.5087747 0.01361 up no . pfam11595 DUF3245 Protein of unknown function (DUF3245). This is a family of proteins conserved in fungi. The function is not known, and there is no S. cerevisiae member.. . . .

Manes.10G122300.v6.10.3779229 0.00292 down yes . pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.10G122400.v6.15.8376963 1.90E-07 up yes . pfam07649 C1_3 C1-like domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130.. . . .

Manes.10G122500.v6.12.2532226 9.87E-13 up yes Polyubiquitin pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.10G122600.v6.14.8499071 2.53E-25 up yes Polyubiquitin 14pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0005773|vacuole;. K08770

Manes.10G122700.v6.114.389837 2.45E-06 up yes . pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.10G123500.v6.12.8655354 6.37E-05 up yes Phospholipase D deltapfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046473|phosphatidic acid metabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0012501|programmed cell death;GO:0090333|regulation of stomatal closure;GO:0009409|response to cold;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.10G123600.v6.11.4918266 1.76E-05 up no Cleavage and polyadenylation specificity factor subunit 3-Ipfam11718 CPSF73-100_C Pre-mRNA 3'-end-processing endonuclease polyadenylation factor C-term. This is the C-terminal conserved region of the pre-mRNA 3'-end-processing of the polyadenylation factor CPSF-73/CPSF-100 proteins. The exact function of this domain is not known.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0004518|nuclease activity;K14403

Manes.10G123700.v6.10.4857612 0.00159 down yes Putative pentatricopeptide repeat-containing protein At5g13230, mitochondrialpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.10G123800.v6.10.8998596 0.27038 down no . pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.. . . .

Manes.10G125100.v6.10.495726 0.00276 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G125200.v6.12.7234045 8.77E-21 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G125300.v6.13.5978117 0.00096 up yes . pfam08022 FAD_binding_8 FAD-binding domain.. . . .

Manes.10G125800.v6.1Inf 0.17619 up no DnaJ homolog subfamily B member 13pfam01556 CTDII DnaJ C terminal domain. This family consists of the C terminal region form the DnaJ protein. It is always found associated with pfam00226 and pfam00684. DnaJ is a chaperone associated with the Hsp70 heat-shock system involved in protein folding and renaturation after stress. The two C-terminal domains CTDI and this, CTDII, are necessary for maintaining the J-domains in their specific relative positions.GO:0006457|protein folding;. . K09519

Manes.10G125900.v6.10.9498418 0.60803 down no . pfam09746 Membralin tumor-associated protein. Membralin is evolutionarily highly conserved; though it seems to represent a unique protein family. The protein appears to contain several transmembrane regions. In humans it is expressed in certain cancers, particularly ovarian cancers. Membralin-like gene homologues have been identified in plants including grape, cotton and tomato.. . . .

Manes.10G126100.v6.10.4291803 0.00055 down yes 60S ribosomal protein L13-2pfam01294 Ribosomal_L13e Ribosomal protein L13e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.10G126500.v6.1Inf 0.1623 up no . pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.10G126600.v6.12.5894002 5.09E-06 up yes Putative disease resistance protein At4g11170pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0010193|response to ozone;GO:0007165|signal transduction;GO:0005739|mitochondrion;GO:0043531|ADP binding;.

Manes.10G126900.v6.12.8818893 4.58E-13 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G127100.v6.15.2388294 1.01E-16 up yes Probable WRKY transcription factor 19pfam13855 LRR_8 Leucine rich repeat.GO:0006952|defense response;GO:0007165|signal transduction;GO:0006351|transcription, DNA-templated;GO:0009941|chloroplast envelope;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G127200.v6.10.4479601 0.00323 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G128400.v6.10.599793 0.01538 down no Legumin type Bpfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.10G128500.v6.12.1009758 3.01E-05 up yes Legumin type Bpfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.10G129000.v6.10.8275368 0.08728 down no Phosphatidylinositol 4-phosphate 5-kinase 8pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0005524|ATP binding;.

Manes.10G129700.v6.10.8166046 0.15345 down no . . . . . . . .

Manes.10G129800.v6.10.5701295 4.03E-05 down no Rhomboid protease GluPpfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;K19225

Manes.10G130400.v6.10.4302342 7.10E-05 down yes Elongation of fatty acids protein 3-likepfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.GO:0071215|cellular response to abscisic acid stimulus;GO:0030497|fatty acid elongation;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0009922|fatty acid elongase activity;.

Manes.10G130500.v6.10.5217663 0.00018 down no Putative elongation of fatty acids protein DDB_G0272012pfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.GO:0006633|fatty acid biosynthetic process;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016740|transferase activity;.

Manes.10G131300.v6.10.5462852 0.00637 down no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.10G131400.v6.10.4940143 2.18E-07 down yes Sterol 3-beta-glucosyltransferase UGT80B1pfam03033 Glyco_transf_28 Glycosyltransferase family 28 N-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). This N-terminal domain contains the acceptor binding site and likely membrane association site. This family also contains a large number of proteins that probably have quite distinct activities.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0030259|lipid glycosylation;GO:0010214|seed coat development;GO:0009845|seed germination;GO:0016126|sterol biosynthetic process;GO:0016125|sterol metabolic process;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016906|sterol 3-beta-glucosyltransferase activity;K05841

Manes.10G131600.v6.10.5834769 1.69E-06 down no Protein SUPPRESSOR OF GENE SILENCING 3pfam03468 XS XS domain. The XS (rice gene X and SGS3) domain is found in a family of plant proteins including gene X and SGS3. SGS3 is thought to be involved in post-transcriptional gene silencing (PTGS). This domain contains a conserved aspartate residue that may be functionally important. The XS domain has recently been predicted to possess an RRM-like RNA-binding domain by fold recognition.GO:0031047|gene silencing by RNA;GO:0050688|regulation of defense response to virus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.10G132000.v6.10.98632 0.94877 down no Partner of Y14 and magopfam09282 Mago-bind Mago binding. Members of this family adopt a structure consisting of a small globular all-beta-domain, with a three-stranded beta-sheet and a contiguous beta-hairpin. They bind to Mago alpha-helices via extensive electrostatic interactions and at a beta2-beta3 loop via hydrophobic interactions.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0045727|positive regulation of translation;GO:0005737|cytoplasm;GO:0035145|exon-exon junction complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0043022|ribosome binding;K14294

Manes.10G132100.v6.114.196146 0.00655 up yes Pectinesterase 4pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0090406|pollen tube;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.10G132300.v6.12.8225302 9.04E-29 up yes . pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.10G132600.v6.11.8681921 1.24E-09 up no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.10G132700.v6.13.6138531 4.26E-46 up yes . pfam03999 MAP65_ASE1 Microtubule associated protein (MAP65/ASE1 family).. . . .

Manes.10G132900.v6.10.8109 0.03019 down no . pfam04696 Pinin_SDK_memApinin/SDK/memA/ protein conserved region. Members of this family have very varied localisations within the eukaryotic cell. pinin is known to localize at the desmosomes and is implicated in anchoring intermediate filaments to the desmosomal plaque. SDK2/3 is a dynamically localized nuclear protein thought to be involved in modulation of alternative pre-mRNA splicing. memA is a tumor marker preferentially expressed in human melanoma cell lines. A common feature of the members of this family is that they may all participate in regulating protein-protein interactions.. . . .

Manes.10G133000.v6.11.5894124 2.31E-05 up no . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.10G133100.v6.11.904466 7.64E-08 up no Mitogen-activated protein kinase kinase kinase 1pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.10G133200.v6.123.159421 2.14E-12 up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.10G134500.v6.10.3000198 1.65E-07 down yes Acyl-CoA--sterol O-acyltransferase 1pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.10G134600.v6.13.0189786 3.63E-15 up yes Acyl-CoA--sterol O-acyltransferase 1pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.10G134700.v6.12.4079304 3.42E-05 up yes Putative receptor protein kinase ZmPK1pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.10G135300.v6.125.657975 1.03E-13 up yes Arogenate dehydratase/prephenate dehydratase 6, chloroplasticpfam00800 PDT Prephenate dehydratase. This protein is involved in Phenylalanine biosynthesis. This protein catalyses the decarboxylation of prephenate to phenylpyruvate.GO:0009094|L-phenylalanine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0047769|arogenate dehydratase activity;GO:0004664|prephenate dehydratase activity;K05359

Manes.10G135600.v6.12.1284955 3.00E-07 up yes Serine carboxypeptidase-like 40pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.10G135700.v6.12.4242808 7.57E-24 up yes Putative disease resistance RPP13-like protein 1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G136100.v6.10.5004064 0.0007 down no CTL-like protein DDB_G0274487pfam04515 Choline_transpo Plasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.. GO:0016021|integral component of membrane;. .

Manes.10G136300.v6.10.6695659 8.23E-05 down no 50S ribosomal protein L1, chloroplasticpfam00687 Ribosomal_L1 Ribosomal protein L1p/L10e family. This family includes prokaryotic L1 and eukaryotic L10.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0015934|large ribosomal subunit;GO:0016020|membrane;GO:0005634|nucleus;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02863

Manes.10G136700.v6.10.2933304 0.00101 down yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.10G136800.v6.10.2716954 5.16E-13 down yes LRR receptor-like serine/threonine-protein kinase GSO1pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G137400.v6.10.3041674 7.37E-05 down yes LRR receptor-like serine/threonine-protein kinase GSO1pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G137900.v6.10.9641984 0.81423 down no Putative disease resistance protein RGA3pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G138000.v6.10.1954277 0.10875 down no . pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .

Manes.10G138800.v6.11.3844954 0.00061 up no Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.10G138900.v6.10.5148194 1.08E-05 down no Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.10G139100.v6.11.3999463 0.00022 up no Alpha-N-acetylglucosaminidasepfam05089 NAGLU Alpha-N-acetylglucosaminidase (NAGLU) tim-barrel domain. Alpha-N-acetylglucosaminidase, a lysosomal enzyme required for the stepwise degradation of heparan sulfate. Mutations on the alpha-N-acetylglucosaminidase (NAGLU) gene can lead to Mucopolysaccharidosis type IIIB (MPS IIIB; or Sanfilippo syndrome type B) characterized by neurological dysfunction but relatively mild somatic manifestations. The structure shows that the enzyme is composed of three domains. This central domain has a tim barrel fold.GO:0005975|carbohydrate metabolic process;GO:0021680|cerebellar Purkinje cell layer development;GO:0006027|glycosaminoglycan catabolic process;GO:0030203|glycosaminoglycan metabolic process;GO:0060119|inner ear receptor cell development;GO:0045475|locomotor rhythm;GO:0007040|lysosome organization;GO:0042474|middle ear morphogenesis;GO:0007399|nervous system development;GO:0046548|retinal rod cell development;GO:0044281|small molecule metabolic process;GO:0070062|extracellular exosome;GO:0043202|lysosomal lumen;GO:0005764|lysosome;GO:0004561|alpha-N-acetylglucosaminidase activity;K01205

Manes.10G139500.v6.10.898752 0.30587 down no . pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.10G140200.v6.11.4457622 0.0027 up no Protein OBERON 4pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0001708|cell fate specification;GO:0090421|embryonic meristem initiation;GO:0009880|embryonic pattern specification;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.10G140300.v6.11.1220827 0.2076 up no Protein OBERON 4pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0001708|cell fate specification;GO:0090421|embryonic meristem initiation;GO:0009880|embryonic pattern specification;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.10G140800.v6.11.33176 0.00171 up no . pfam06485 DUF1092 Protein of unknown function (DUF1092). This family consists of several hypothetical proteins of unknown function all from photosynthetic organisms including plants and cyanobacteria.. . . .

Manes.10G141000.v6.11.0310965 0.7559 up no . pfam14958 DUF4506 Domain of unknown function (DUF4506). This domain family is found in eukaryotes, and is approximately 140 amino acids in length.. . . .

Manes.10G141100.v6.10.4246581 3.42E-10 down yes Actin-related protein 7pfam00022 Actin Actin. GO:0009653|anatomical structure morphogenesis;GO:0016568|chromatin modification;GO:0006325|chromatin organization;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005634|nucleus;GO:0005200|structural constituent of cytoskeleton;K16615

Manes.10G141300.v6.11.1093395 0.27754 up no Carotenoid 9,10(9',10')-cleavage dioxygenase 1pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. . GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;.

Manes.10G141400.v6.10.5411159 2.05E-06 down no Nuclear transcription factor Y subunit A-1pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.10G141700.v6.12.7641985 1.88E-24 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G141800.v6.11.7784627 1.72E-09 up no Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G142100.v6.16.7220292 1.78E-10 up yes . pfam12036 DUF3522 Protein of unknown function (DUF3522). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 220 to 787 amino acids in length.. . . .

Manes.10G142300.v6.13.9554878 1.37E-14 up yes . pfam05112 Baculo_p47 Baculovirus P47 protein. This family consists of several Baculovirus P47 proteins which is one of the primary components of Baculovirus encoded RNA polymerase, which initiates transcription from late and very late promoters.. . . .

Manes.10G142400.v6.10.2166504 1.17E-12 down yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G142500.v6.10.1274531 0.00329 down yes . pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.. . . .

Manes.10G142600.v6.11.7089183 4.02E-07 up no Cellulose synthase A catalytic subunit 3 [UDP-forming]pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0006952|defense response;GO:0009833|plant-type primary cell wall biogenesis;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.10G142700.v6.11.3868297 0.00093 up no ESF1 homologpfam08159 NUC153 NUC153 domain. This small domain is found in a a novel nucleolar family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005615|extracellular space;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0044822|poly(A) RNA binding;.

Manes.10G143000.v6.10.2912888 6.49E-05 down yes MATE efflux family protein FRD3pfam01554 MatE MatE. The MatE domainGO:0006879|cellular iron ion homeostasis;GO:0071369|cellular response to ethylene stimulus;GO:0071281|cellular response to iron ion;GO:0071732|cellular response to nitric oxide;GO:0015746|citrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015137|citrate transmembrane transporter activity;GO:0015238|drug transmembrane transporter activity;GO:0005215|transporter activity;.

Manes.10G143600.v6.14.2786569 4.97E-23 up yes . pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.. . . .

Manes.10G144400.v6.10.8736371 0.60131 down no Zinc finger protein WIP2pfam13465 zf-H2C2_2 Zinc-finger double domain.GO:1990058|fruit replum development;GO:0009860|pollen tube growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G144600.v6.10.5581772 5.61E-09 down no Thylakoid lumenal 19 kDa protein, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.10G144800.v6.110.093567 0.00238 up yes . pfam11122 Spore-coat_CotD Inner spore coat protein D. This family is conserved in the Enterobacteriaceae family. CotD is an inner spore coat protein that is expressed in the middle phase of mother cell gene expression. Along with CotD, CotH, CotS and CotT it is assumed to assemble into the loose skeleton of the matrix, between the shells of SpoIVA and CotE. Coat proteins do not share much sequence similarity between species, but this does not imply they do not share secondary, tertiary, or quaternary features.. . . .

Manes.10G144900.v6.16.7522211 2.77E-33 up yes . pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. . . .

Manes.10G145200.v6.10.1484256 1.09E-10 down yes Malonyl-coenzyme A:anthocyanin 3-O-glucoside-6''-O-malonyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009698|phenylpropanoid metabolic process;. GO:0033809|anthocyanin 6''-O-malonyltransferase activity;.

Manes.10G145600.v6.12.1441033 4.43E-18 up yes Polyadenylate-binding protein 2pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14396

Manes.10G145700.v6.11.6992258 2.54E-09 up no Zinc finger A20 and AN1 domain-containing stress-associated protein 1pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.10G145800.v6.11.865226 1.28E-06 up no U6 snRNA-associated Sm-like protein LSm7pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0010467|gene expression;GO:0000398|mRNA splicing, via spliceosome;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0005829|cytosol;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0017070|U6 snRNA binding;K12626

Manes.10G146200.v6.11.8051983 0.00112 up no Protein gamma response 1pfam08573 SAE2 DNA repair protein endonuclease SAE2/CtIP C-terminus. SAE2 is a protein involved in repairing meiotic and mitotic double-strand breaks in DNA. It has been shown to negatively regulate DNA damage checkpoint signalling. SAE2 is homologous to the CtIP proteins in mammals and an homologous protein in plants. Crucial sequence motifs that are highly conserved are the CxxC and the RHR motifs in this C-terminal part of the protein. It is now known to be an endonuclease. In budding yeast, genetic evidence suggests that the SAE2 protein is essential for the processing of hairpin DNA intermediates and meiotic double-strand breaks by Mre11/Rad50 complexes. SAE2 binds DNA and exhibits endonuclease activity on single-stranded DNA independently of Mre11/Rad50 complexes, but hairpin DNA structures are cleaved cooperatively in the presence of Mre11/Rad50 or Mre11/Rad50/Xrs2. Hairpin structures are not processed at the tip by SAE2 but rather at single-stranded DNA regions adjacent to the hairpin. The catalytic activities of SAGO:0006974|cellular response to DNA damage stimulus;GO:0000077|DNA damage checkpoint;GO:0006281|DNA repair;GO:0007276|gamete generation;GO:0010212|response to ionizing radiation;GO:0005634|nucleus;GO:0000014|single-stranded DNA endodeoxyribonuclease activity;K13096

Manes.10G146400.v6.12.5961959 1.16E-20 up yes Transcription factor bHLH130pfam05734 DUF832 Herpesvirus protein of unknown function (DUF832). This family consists of several herpesvirus proteins of unknown function.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G146500.v6.18.2142863 0.14131 up no Ras-related protein RABA4cpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.10G146600.v6.10.4003461 4.61E-09 down yes Beta-amyrin 28-oxidasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.10G146700.v6.14.4710461 0.00273 up yes Cytochrome P450 705A5pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0051554|flavonol metabolic process;GO:0009958|positive gravitropism;GO:0048364|root development;GO:0044550|secondary metabolite biosynthetic process;GO:0080003|thalianol metabolic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0080004|thalian-diol desaturase activity;.

Manes.10G147500.v6.15.4459491 7.83E-12 up yes Beta-glucosidase 17pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.10G147600.v6.10.3989804 4.78E-12 down yes Beta-glucosidase 17pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.10G147900.v6.10.9108706 0.40619 down no Chaperone protein dnaJ 1, mitochondrialpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;.

Manes.10G148000.v6.10.6411152 0.00943 down no Multiple C2 and transmembrane domain-containing protein 1pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.10G148400.v6.1Inf 3.13E-66 up yes . pfam08657 DASH_Spc34 DASH complex subunit Spc34. The DASH complex is a ~10 subunit microtubule-binding complex that is transferred to the kinetochore prior to mitosis. In Saccharomyces cerevisiae DASH forms both rings and spiral structures on microtubules in vitro. Components of the DASH complex, including Dam1, Duo1, Spc34, Dad1 and Ask1, are essential and connect the centromere to the plus end of spindle microtubules.. . . .

Manes.10G148500.v6.1458.00965 4.34E-87 up yes . pfam13346 ABC2_membrane_5ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.10G148600.v6.1117.14526 3.43E-73 up yes . pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G148700.v6.11.9646029 8.13E-08 up no Siroheme synthasepfam00590 TP_methylase Tetrapyrrole (Corrin/Porphyrin) Methylases. This family uses S-AdoMet in the methylation of diverse substrates. This family includes a related group of bacterial proteins of unknown function. This family includes the methylase Dipthine synthase.GO:0009236|cobalamin biosynthetic process;GO:0019354|siroheme biosynthetic process;. GO:0051287|NAD binding;GO:0043115|precorrin-2 dehydrogenase activity;GO:0051266|sirohydrochlorin ferrochelatase activity;GO:0004851|uroporphyrin-III C-methyltransferase activity;K02302

Manes.10G149200.v6.11.8477456 3.39E-08 up no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.10G149600.v6.10.4923023 0.00016 down yes Beta-glucosidase 13pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0005794|Golgi apparatus;GO:0008422|beta-glucosidase activity;K01188

Manes.10G149900.v6.10.4854711 3.93E-07 down yes Beta-glucosidase 13pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0005794|Golgi apparatus;GO:0008422|beta-glucosidase activity;K01188

Manes.10G150200.v6.10.3758672 0.00919 down yes Beta-glucosidase 15pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0033329|kaempferol O-glucoside metabolic process;GO:0033302|quercetin O-glucoside metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0008422|beta-glucosidase activity;K01188

Manes.10G150300.v6.1NA NA -- no . pfam01227 GTP_cyclohydroI GTP cyclohydrolase I. This family includes GTP cyclohydrolase enzymes and a family of related bacterial proteins.. . . .

Manes.10G150400.v6.11.4737382 0.00115 up no Box C/D snoRNA protein 1pfam04438 zf-HIT HIT zinc finger. This presumed zinc finger contains up to 6 cysteine residues that could coordinate zinc. The domain is named after the HIT protein. This domain is also found in the Thyroid receptor interacting protein 3 (TRIP-3), which specifically interacts with the ligand binding domain of the thyroid receptor.GO:0042254|ribosome biogenesis;. GO:0046872|metal ion binding;.

Manes.10G150700.v6.10.5661151 0.00144 down no Zeaxanthin epoxidase, chloroplasticpfam01494 FAD_binding_3 FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0009688|abscisic acid biosynthetic process;GO:0050891|multicellular organismal water homeostasis;GO:0009414|response to water deprivation;GO:0016123|xanthophyll biosynthetic process;GO:0031969|chloroplast membrane;GO:0009535|chloroplast thylakoid membrane;GO:0052663|antheraxanthin epoxidase activity;GO:0009540|zeaxanthin epoxidase [overall] activity;GO:0052662|zeaxanthin epoxidase activity;K09838

Manes.10G151000.v6.10.7972173 0.06046 down no Protein N-terminal asparagine amidohydrolasepfam14736 N_Asn_amidohyd Protein N-terminal asparagine amidohydrolase. This family of enzymes catalyse the deamindation of N-terminal asparagines in peptides and proteins to aspartic acid.GO:0008344|adult locomotory behavior;GO:0007613|memory;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008418|protein-N-terminal asparagine amidohydrolase activity;K14662

Manes.10G151100.v6.11.5493549 0.00033 up no . pfam15306 LIN37 LIN37. LIN37 is a component of the DREAM (or LINC) complex which represses cell cycle-dependent genes in quiescent cells and plays a role in the cell cycle-dependent activation of G2/M genes.. . . .

Manes.10G151200.v6.13.5350696 2.15E-09 up yes Homeobox-leucine zipper protein HAT14pfam02183 HALZ Homeobox associated leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.10G151600.v6.10.9440603 0.70113 down no Callose synthase 1pfam02364 Glucan_synthase 1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0008360|regulation of cell shape;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0009504|cell plate;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003843|1,3-beta-D-glucan synthase activity;.

Manes.10G151700.v6.10.9990058 0.99689 down no Callose synthase 2pfam14288 FKS1_dom1 1,3-beta-glucan synthase subunit FKS1, domain-1. The FKS1_dom1 domain is likely to be the 'Class I' region just N-terminal to the first set of transmembrane helices that is involved in 1,3-beta-glucan synthesis itself. This family is found on proteins with family Glucan_synthase, pfam02364.GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0008360|regulation of cell shape;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.10G151800.v6.11.4976439 0.00037 up no . pfam00213 OSCP ATP synthase delta (OSCP) subunit. The ATP D subunit from Escherichia coli is the same as the OSCP subunit which is this family. The ATP D subunit from metazoa are found in family pfam00401.. . . .

Manes.10G152000.v6.11.7267472 4.33E-09 up no Citrate synthase, mitochondrialpfam00285 Citrate_synt Citrate synthase.GO:0044262|cellular carbohydrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005759|mitochondrial matrix;GO:0004108|citrate (Si)-synthase activity;.

Manes.10G152300.v6.110.61779 1.43E-16 up yes . pfam13261 DUF4052 Protein of unknown function (DUF4052). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 220 amino acids in length.. . . .

Manes.10G152500.v6.10.4154727 0.00429 down yes . pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.. . . .

Manes.10G152800.v6.10.9547008 1 down no . pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.10G152900.v6.10.1995909 3.91E-05 down yes Protein YLS3pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.10G153200.v6.10.3064847 0.00085 down yes . pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.10G153500.v6.18.6766829 4.05E-96 up yes . pfam06101 DUF946 Plant protein of unknown function (DUF946). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.10G153600.v6.12.3906468 0.00108 up yes Beta-hexosaminidase 2pfam00728 Glyco_hydro_20 Glycosyl hydrolase family 20, catalytic domain. This domain has a TIM barrel fold.GO:0005975|carbohydrate metabolic process;GO:0005886|plasma membrane;GO:0004563|beta-N-acetylhexosaminidase activity;GO:0015929|hexosaminidase activity;GO:0035251|UDP-glucosyltransferase activity;K12373

Manes.10G153700.v6.10.6750565 0.00026 down no . pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.11G000300.v6.10.5704693 0.00481 down no . pfam03577 Peptidase_C69 Peptidase family C69.. . . .

Manes.11G000400.v6.11.0781547 0.40366 up no Sphingoid long-chain bases kinase 1pfam00781 DAGK_cat Diacylglycerol kinase catalytic domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. The catalytic domain is assumed from the finding of bacterial homologues. YegS is the Escherichia coli protein in this family whose crystal structure reveals an active site in the inter-domain cleft formed by four conserved sequence motifs, revealing a novel metal-binding site. The residues of this site are conserved across the family.GO:0030148|sphingolipid biosynthetic process;. GO:0005524|ATP binding;GO:0017050|D-erythro-sphingosine kinase activity;.

Manes.11G000600.v6.11.363003 0.00059 up no Protease 2 pfam02897 Peptidase_S9_N Prolyl oligopeptidase, N-terminal beta-propeller domain. This unusual 7-stranded beta-propeller domain protects the catalytic triad of prolyl oligopeptidase (see pfam00326), excluding larger peptides and proteins from proteolysis in the cytosol.. . GO:0004252|serine-type endopeptidase activity;GO:0070008|serine-type exopeptidase activity;.

Manes.11G000800.v6.10.8014763 0.4419 down no Probable protein arginine N-methyltransferase 6pfam03302 VSP Giardia variant-specific surface protein.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0005829|cytosol;GO:0008469|histone-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;K11437

Manes.11G001100.v6.10.7203284 0.38259 down no . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.11G001200.v6.11.5600699 1.05E-06 up no Calumenin-B pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005576|extracellular region;GO:0042470|melanosome;GO:0033018|sarcoplasmic reticulum lumen;GO:0005509|calcium ion binding;.

Manes.11G001400.v6.14.583583 6.42E-06 up yes . pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.11G001500.v6.1Inf 5.11E-14 up yes . pfam10998 DUF2838 Protein of unknown function (DUF2838). This bacterial family of proteins has no known function.. . . .

Manes.11G001700.v6.16.5234807 0.00184 up yes . pfam00112 Peptidase_C1 Papain family cysteine protease.. . . .

Manes.11G001800.v6.10.727727 0.00229 down no Probable glycerol-3-phosphate dehydrogenase [NAD(+)] 1, cytosolicpfam07479 NAD_Gly3P_dh_CNAD-dependent glycerol-3-phosphate dehydrogenase C-terminus. NAD-dependent glycerol-3-phosphate dehydrogenase (GPDH) catalyses the interconversion of dihydroxyacetone phosphate and L-glycerol-3-phosphate. This family represents the C-terminal substrate-binding domain.GO:0005975|carbohydrate metabolic process;GO:0046168|glycerol-3-phosphate catabolic process;GO:0005829|cytosol;GO:0009331|glycerol-3-phosphate dehydrogenase complex;GO:0004367|glycerol-3-phosphate dehydrogenase [NAD+] activity;GO:0051287|NAD binding;K00006

Manes.11G002200.v6.11.2818718 0.01226 up no Glycosyltransferase-like KOBITO 1pfam13704 Glyco_tranf_2_4 Glycosyl transferase family 2. Members of this family of prokaryotic proteins include putative glucosyltransferases,GO:0009738|abscisic acid-activated signaling pathway;GO:0007049|cell cycle;GO:0030154|cell differentiation;GO:0051301|cell division;GO:0071482|cellular response to light stimulus;GO:0030244|cellulose biosynthetic process;GO:0010215|cellulose microfibril organization;GO:0060560|developmental growth involved in morphogenesis;GO:0010078|maintenance of root meristem identity;GO:0009831|plant-type cell wall modification involved in multidimensional cell growth;GO:0009663|plasmodesma organization;GO:0040008|regulation of growth;GO:2001009|regulation of plant-type cell wall cellulose biosynthetic process;GO:0009737|response to abscisic acid;GO:0009749|response to glucose;GO:0009416|response to light stimulus;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005543|phospholipid binding;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.11G002300.v6.10.4698956 3.20E-12 down yes Ubiquitin carboxyl-terminal hydrolase 24pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11841

Manes.11G002500.v6.10.3785628 0.00123 down yes Scarecrow-like protein 3pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.11G002600.v6.10.9928776 1 down no Protein trichome birefringence-like 38pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .



Manes.11G002700.v6.11.3894376 0.01464 up no . pfam09811 Yae1_N Essential protein Yae1, N terminal. Members of this family are found in the N terminal region of the essential protein Yae1. Their exact function has not, as yet, been determined. The family DUF1715, pfam08215 has now been merged into this family.. . . .

Manes.11G003000.v6.10.5554954 0.02829 down no . pfam08268 FBA_3 F-box associated domain.. . . .

Manes.11G003600.v6.10.598298 0.022 down no U-box domain-containing protein 43pfam01602 Adaptin_N Adaptin N terminal region. This family consists of the N terminal region of various alpha, beta and gamma subunits of the AP-1, AP-2 and AP-3 adaptor protein complexes. The adaptor protein (AP) complexes are involved in the formation of clathrin-coated pits and vesicles. The N-terminal region of the various adaptor proteins (APs) is constant by comparison to the C-terminal which is variable within members of the AP-2 family; and it has been proposed that this constant region interacts with another uniform component of the coated vesicles.. GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.11G003800.v6.10.7247222 0.0199 down no Annexin D4 pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009506|plasmodesma;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;.

Manes.11G004100.v6.10.5807802 1.30E-05 down no E3 ubiquitin-protein ligase SINAT5pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.11G004400.v6.10.8814714 0.72612 down no Probable ADP-ribosylation factor GTPase-activating protein AGD11pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.11G004500.v6.10.9658581 0.76608 down no Uncharacterized protein At5g39865pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.11G005400.v6.17.1265286 1.21E-14 up yes . pfam07422 s48_45 Sexual stage antigen s48/45 domain. This family contains sexual stage s48/45 antigens from Plasmodium (approximately 450 residues long). These are surface proteins expressed by Plasmodium male and female gametes that have been shown to play a conserved and important role in fertilisation. This domain contains 6 conserved cysteines suggesting 3 disulphide bridges.. . . .

Manes.11G005500.v6.12.3787822 5.18E-05 up yes Phosphatidylinositol 4-phosphate 5-kinase 6pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0072583|clathrin-mediated endocytosis;GO:0046854|phosphatidylinositol phosphorylation;GO:0016324|apical plasma membrane;GO:0090406|pollen tube;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0005524|ATP binding;K00889

Manes.11G006100.v6.11.6496191 1.50E-05 up no U-box domain-containing protein 4pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.11G006200.v6.10.8285278 0.07229 down no Trihelix transcription factor ASIL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G006800.v6.123.483806 5.55E-57 up yes . pfam14798 Ca_hom_mod Calcium homeostasis modulator. This family of proteins control cytosolic calcium concentration. They are transmembrane proteins which may be pore-forming ion channels.. . . .

Manes.11G006900.v6.10.5954297 0.00987 down no Nudix hydrolase 16, mitochondrialpfam01353 GFP Green fluorescent protein.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G007000.v6.158.922128 8.96E-36 up yes Sigma factor binding protein 1, chloroplasticpfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).GO:0071482|cellular response to light stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0051091|positive regulation of sequence-specific DNA binding transcription factor activity;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.11G007200.v6.11.0003285 1 up no NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 6pfam13233 Complex1_LYR_2Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.GO:0055114|oxidation-reduction process;GO:0016020|membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;. K03950

Manes.11G007300.v6.110.692154 7.90E-38 up yes Cation/H(+) antiporter 2pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005451|monovalent cation:proton antiporter activity;.

Manes.11G007700.v6.14.7375452 2.27E-10 up yes . pfam09991 DUF2232 Predicted membrane protein (DUF2232). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.11G007800.v6.17.7871365 3.87E-09 up yes Protein MIZU-KUSSEI 1pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.11G008100.v6.11.2793474 0.02524 up no Probable choline kinase 2pfam01633 Choline_kinase Choline/ethanolamine kinase. Choline kinase catalyses the committed step in the synthesis of phosphatidylcholine by the CDP-choline pathway. This alignment covers the protein kinase portion of the protein. The divergence of this family makes it very difficult to create a model that specifically predicts choline/ethanolamine kinases only.. . GO:0005524|ATP binding;GO:0004103|choline kinase activity;K14156

Manes.11G008200.v6.11.2530108 0.08247 up no . pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.11G008700.v6.11.3937694 0.56449 up no Cysteine proteinase inhibitor 12pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.11G008800.v6.10.4760989 3.44E-10 down yes Dr1-associated corepressorpfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003714|transcription corepressor activity;.

Manes.11G008900.v6.1NA NA -- no Zinc finger protein 3pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G009300.v6.12.2803568 1.39E-10 up yes Protein ELC pfam05743 UEV UEV domain. This family includes the eukaryotic tumor susceptibility gene 101 protein (TSG101). Altered transcripts of this gene have been detected in sporadic breast cancers and many other human malignancies. However, the involvement of this gene in neoplastic transformation and tumorigenesis is still elusive. TSG101 is required for normal cell function of embryonic and adult tissues but that this gene is not a tumor suppressor for sporadic forms of breast cancer. This family is related to the ubiquitin conjugating enzymes.GO:0051301|cell division;GO:0006464|cellular protein modification process;GO:0015031|protein transport;GO:0010091|trichome branching;GO:0005769|early endosome;GO:0000813|ESCRT I complex;GO:0005770|late endosome;GO:0043234|protein complex;GO:0043130|ubiquitin binding;K12183

Manes.11G009500.v6.10.7535836 0.04158 down no . pfam12776 Myb_DNA-bind_3Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.11G009700.v6.10.4153421 7.05E-13 down yes Germinal-center associated nuclear proteinpfam03399 SAC3_GANP SAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25)GO:0002376|immune system process;GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;GO:0005634|nucleus;. .

Manes.11G009800.v6.10.720032 0.02468 down no . pfam02628 COX15-CtaA Cytochrome oxidase assembly protein. This is a family of integral membrane proteins. CtaA is required for cytochrome aa3 oxidase assembly in Bacillus subtilis. COX15 is required for cytochrome c oxidase assembly in yeast.. . . .

Manes.11G009900.v6.15.1049287 4.75E-68 up yes Transcription factor GAMYBpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.11G010000.v6.10.9825576 0.86032 down no Exportin-7 pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006886|intracellular protein transport;GO:0005737|cytoplasm;GO:0005634|nucleus;. K18460

Manes.11G010200.v6.10.7327719 0.00888 down no CO(2)-response secreted proteasepfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.11G010600.v6.10.7586428 0.01486 down no Uncharacterized protein C630.12pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0030036|actin cytoskeleton organization;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.11G011100.v6.10.2412723 6.60E-13 down yes Lipase pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0004806|triglyceride lipase activity;.

Manes.11G011200.v6.11.0988512 0.74407 up no Lipase pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0004806|triglyceride lipase activity;.

Manes.11G011300.v6.11.7336051 6.57E-06 up no Protein STRUBBELIG-RECEPTOR FAMILY 6pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.11G011400.v6.11.0151874 0.84555 up no 26S protease regulatory subunit 7pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0030163|protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K03061

Manes.11G011700.v6.10.7216018 0.00246 down no . pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.11G012200.v6.10.3404998 9.08E-07 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.11G012300.v6.10.9475333 0.6114 down no Probable ubiquitin-conjugating enzyme E2 33pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K04554

Manes.11G012500.v6.10.4600627 1.47E-12 down yes Pectinesterase 3pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.11G012600.v6.11.7935266 1.69E-10 up no Pectinesterase 1pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005768|endosome;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.11G012700.v6.11.7135807 1.37E-09 up no Alanine aminotransferase 2, mitochondrialpfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0042853|L-alanine catabolic process;GO:0001666|response to hypoxia;GO:0005739|mitochondrion;GO:0004021|L-alanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00814

Manes.11G012900.v6.10.4730083 1.68E-05 down yes . pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.11G013100.v6.10.7162647 0.00124 down no 1-phosphatidylinositol-3-phosphate 5-kinase FAB1Bpfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0010256|endomembrane system organization;GO:0046854|phosphatidylinositol phosphorylation;GO:0009555|pollen development;GO:0090332|stomatal closure;GO:0007033|vacuole organization;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005739|mitochondrion;GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00921

Manes.11G014000.v6.1#NAME? 0.64948 down no GDSL esterase/lipase 1pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009817|defense response to fungus, incompatible interaction;GO:0009866|induced systemic resistance, ethylene mediated signaling pathway;GO:0009871|jasmonic acid and ethylene-dependent systemic resistance, ethylene mediated signaling pathway;GO:0016042|lipid catabolic process;GO:0009620|response to fungus;GO:0009751|response to salicylic acid;GO:0009627|systemic acquired resistance;GO:0005615|extracellular space;GO:0005622|intracellular;GO:0016298|lipase activity;.

Manes.11G014500.v6.10.6713394 0.1796 down no Phosphoinositide phosphatase SAC2pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0007033|vacuole organization;GO:0005774|vacuolar membrane;GO:0042578|phosphoric ester hydrolase activity;.

Manes.11G014700.v6.1#NAME? 0.30365 down no 40S ribosomal protein SApfam00318 Ribosomal_S2 Ribosomal protein S2.GO:0000028|ribosomal small subunit assembly;GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;.

Manes.11G014800.v6.10.170967 0.00235 down yes 17.4 kDa class III heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;. K13993

Manes.11G014900.v6.16.1333342 1.01E-20 up yes . pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.. . . .

Manes.11G015100.v6.10.7317235 0.01572 down no Probable complex I intermediate-associated protein 30pfam08547 CIA30 Complex I intermediate-associated protein 30 (CIA30). This protein is associated with mitochondrial Complex I intermediate-associated protein 30 (CIA30) in human and mouse. The family is also present in Schizosaccharomyces pombe which does not contain the NADH dehydrogenase component of complex I, or many of the other essential subunits. This means it is possible that this family of protein may not be directly involved in oxidative phosphorylation.. GO:0005739|mitochondrion;. .

Manes.11G015200.v6.132.024755 ####### up yes DnaJ homolog subfamily B member 3pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0005813|centrosome;. K09509

Manes.11G015400.v6.10.8684314 0.25885 down no Trihelix transcription factor ASIL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G015600.v6.1Inf 2.02E-22 up yes ABC transporter B family member 19pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0009926|auxin polar transport;GO:0060918|auxin transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010160|formation of organ boundary;GO:0048527|lateral root development;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009639|response to red or far red light;GO:0048364|root development;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.11G015700.v6.10.9170262 0.6452 down no . pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.11G016100.v6.11.3806067 0.00178 up no Peroxisomal (S)-2-hydroxy-acid oxidase GLO4pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0042742|defense response to bacterium;GO:0050665|hydrogen peroxide biosynthetic process;GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0010181|FMN binding;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;K11517

Manes.11G016200.v6.11.7391526 5.00E-06 up no Peroxisomal (S)-2-hydroxy-acid oxidase GLO4pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0042742|defense response to bacterium;GO:0050665|hydrogen peroxide biosynthetic process;GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0010181|FMN binding;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;K11517

Manes.11G016700.v6.113.503395 5.17E-31 up yes Protein TIFY 10Apfam09425 CCT_2 Divergent CCT motif. This short motif is found in a number of plant proteins. It appears to be related to the N-terminal half of the CCT motif. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif.GO:0042742|defense response to bacterium;GO:0009908|flower development;GO:0009867|jasmonic acid mediated signaling pathway;GO:0009555|pollen development;GO:1900067|regulation of cellular response to alkaline pH;GO:0006355|regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.11G017000.v6.11.1937881 0.09284 up no Transmembrane protein 87Apfam06814 Lung_7-TM_R Lung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .

Manes.11G017200.v6.10.2311194 1.31E-11 down yes . pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.. . . .

Manes.11G017800.v6.15.8650627 4.33E-18 up yes Aldehyde dehydrogenase family 7 member A1pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. . GO:0004029|aldehyde dehydrogenase (NAD) activity;.

Manes.11G017900.v6.12.1818553 1.14E-09 up yes Aldehyde dehydrogenase family 7 member B4pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;K14085

Manes.11G018300.v6.1NA NA -- no Ubiquitin pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.11G018400.v6.12.6328716 8.57E-14 up yes Aldehyde dehydrogenase family 7 member B4pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;K14085

Manes.11G018800.v6.1Inf 1.35E-19 up yes Uncharacterized mitochondrial protein AtMg00860pfam00078 RVT_1 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses.. GO:0005739|mitochondrion;. .

Manes.11G019300.v6.13.3695066 8.11E-05 up yes Putative receptor-like protein kinase At1g72540pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G019400.v6.11.8611867 1.06E-11 up no Exportin-T pfam08389 Xpo1 Exportin 1-like protein. The sequences featured in this family are similar to a region close to the N-terminus of yeast exportin 1 (Xpo1, Crm1). This region is found just C-terminal to an importin-beta N-terminal domain (pfam03810) in many members of this family. Exportin 1 is a nuclear export receptor that interacts with leucine-rich nuclear export signal (NES) sequences, and Ran-GTP, and is involved in translocation of proteins out of the nucleus.GO:0009908|flower development;GO:0010014|meristem initiation;GO:0006409|tRNA export from nucleus;GO:0008033|tRNA processing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0015932|nucleobase-containing compound transmembrane transporter activity;GO:0000049|tRNA binding;K14288

Manes.11G019500.v6.10.9766018 0.90837 down no Probable GTP diphosphokinase RSH3, chloroplasticpfam13328 HD_4 HD domain. HD domains are metal dependent phosphohydrolases.GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.11G019800.v6.11.5763499 1.55E-05 up no Baculoviral IAP repeat-containing protein 3pfam12483 GIDE E3 Ubiquitin ligase. This domain family is found in bacteria, archaea and eukaryotes, and is typically between 150 and 163 amino acids in length. There is a single completely conserved residue E that may be functionally important. GIDE is an E3 ubiquitin ligase which is involved in inducing apoptosis.GO:1990001|inhibition of cysteine-type endopeptidase activity involved in apoptotic process;GO:0070266|necroptotic process;GO:0060546|negative regulation of necroptotic process;GO:0042326|negative regulation of phosphorylation;GO:2000378|negative regulation of reactive oxygen species metabolic process;GO:0031398|positive regulation of protein ubiquitination;GO:0016567|protein ubiquitination;GO:0042981|regulation of apoptotic process;GO:0060544|regulation of necroptotic process;GO:0034121|regulation of toll-like receptor signaling pathway;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0043027|cysteine-type endopeptidase inhibitor activity involved in apoptotic process;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16060

Manes.11G019900.v6.115.465249 5.50E-15 up yes Nodulation-signaling pathway 1 proteinpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009877|nodulation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G020000.v6.10.7149322 0.0008 down no tRNA(His) guanylyltransferase 1pfam04446 Thg1 tRNAHis guanylyltransferase. The Thg1 protein from Saccharomyces cerevisiae is responsible for adding a GMP residue to the 5' end of tRNA His. The catalytic domain Thg1 contains a RRM (ferredoxin) fold palm domain, just like the viral RNA-dependent RNA polymerases, reverse transcriptases, family A and B DNA polymerases, adenylyl cyclases, diguanylate cyclases (GGDEF domain) and the predicted polymerase of the CRISPR system. Thg1 possesses an active site with three acidic residues that chelate Mg++ cations. Thg1 catalyzes polymerization similar to the 5'-3' polymerases.GO:0006400|tRNA modification;GO:0005654|nucleoplasm;GO:0005525|GTP binding;GO:0000287|magnesium ion binding;GO:0008193|tRNA guanylyltransferase activity;K10761

Manes.11G020200.v6.10.3644754 0.00058 down yes Growth-regulating factor 5pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.11G020300.v6.10.2001083 5.55E-10 down yes AP2-like ethylene-responsive transcription factor AIL1pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.11G020500.v6.10.9353547 0.71842 down no Ubiquitin-like protein ATG12pfam04110 APG12 Ubiquitin-like autophagy protein Apg12. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. The Apg12 system is one of the ubiquitin-like protein conjugation systems conserved in eukaryotes. It was first discovered in yeast during systematic analyses of the apg mutants defective in autophagy. Covalent attachment of Apg12-Apg5 is essential for autophagy.GO:0000045|autophagosome assembly;GO:0015031|protein transport;GO:0005737|cytoplasm;. K08336

Manes.11G021000.v6.10.731031 0.00128 down no . pfam04182 B-block_TFIIIC B-block binding subunit of TFIIIC. Yeast transcription factor IIIC (TFIIIC) is a multi-subunit protein complex that interacts with two control elements of class III promoters called the A and B blocks. This family represents the subunit within TFIIIC involved in B-block binding.. . . .

Manes.11G021400.v6.10.7342346 0.00734 down no . pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.. . . .

Manes.11G021500.v6.10.7784639 0.01521 down no Telomere repeat-binding protein 6pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042162|telomeric DNA binding;.

Manes.11G021600.v6.1Inf 5.77E-07 up yes RING-H2 finger protein ATL44pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.11G022100.v6.10.8392752 0.13966 down no Phospholipid:diacylglycerol acyltransferase 1pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0006071|glycerol metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0008374|O-acyltransferase activity;GO:0046027|phospholipid:diacylglycerol acyltransferase activity;K00679

Manes.11G022700.v6.13.6989358 1.02E-20 up yes Threonine synthase, chloroplasticpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0030170|pyridoxal phosphate binding;GO:0004795|threonine synthase activity;K01733

Manes.11G022900.v6.16.5565165 4.33E-97 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.11G023000.v6.10.5793997 0.00045 down no . pfam01578 Cytochrom_C_asmCytochrome C assembly protein. This family consists of various proteins involved in cytochrome c assembly from mitochondria and bacteria; CycK from Rhizobium, CcmC from Escherichia coli and Paracoccus denitrificans and orf240 from wheat mitochondria. The members of this family are probably integral membrane proteins with six predicted transmembrane helices. It has been proposed that members of this family comprise a membrane component of an ABC (ATP binding cassette) transporter complex. It is also proposed that this transporter is necessary for transport of some component needed for cytochrome c assembly. One member CycK contains a putative heme-binding motif, orf240 also contains a putative heme-binding motif and is a proposed ABC transporter with c-type heme as its proposed substrate. However it seems unlikely that all members of this family transport heme nor c-type apocytochromes because CcmC in the putative CcmABC transporter transports neither.. . . .

Manes.11G023300.v6.10.3599173 8.96E-22 down yes Protein phosphatase 2C 16pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.11G023900.v6.11.6368061 4.46E-08 up no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.11G024100.v6.1NA NA -- no . pfam10577 UPF0560 Uncharacterized protein family UPF0560. This family of proteins has no known function.. . . .

Manes.11G024200.v6.10.3703926 0.00117 down yes Coatomer subunit zeta-2pfam01217 Clat_adaptor_s Clathrin adaptor complex small chain.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;. .

Manes.11G024400.v6.10.5586429 1.60E-06 down no . pfam13967 RSN1_TM Late exocytosis, associated with Golgi transport. This family represents the first three transmembrane regions of 11-TM proteins involved in vesicle transport. In S. cerevisiae these proteins are members of the yeast facilitator superfamily and are integral membrane proteins localized to the cell periphery, in particular to the bud-neck region. The distribution is consistent with a role in late exocytosis which is in agreement with the proteins' ability to substitute for the function of Sro7p, required for the sorting of the protein Enap1 into Golgi-derived vesicles destined for the cell surface.. . . .

Manes.11G024600.v6.10.5432544 0.00282 down no Protein IQ-DOMAIN 1pfam01137 RTC RNA 3'-terminal phosphate cyclase. RNA cyclases are a family of RNA-modifying enzymes that are conserved in all cellular organisms. They catalyse the ATP-dependent conversion of the 3'-phosphate to the 2',3'-cyclic phosphodiester at the end of RNA, in a reaction involving formation of the covalent AMP-cyclase intermediate. The structure of RTC demonstrates that RTCs are comprised two domain. The larger domain contains an insert domain of approximately 100 amino acids.. GO:0005634|nucleus;. .

Manes.11G025400.v6.110.329065 ####### up yes Beta-fructofuranosidase, insoluble isoenzyme CWINV1pfam00251 Glyco_hydro_32N Glycosyl hydrolases family 32 N-terminal domain. This domain corresponds to the N-terminal domain of glycosyl hydrolase family 32 which forms a five bladed beta propeller structure.GO:0005975|carbohydrate metabolic process;GO:0080167|response to karrikin;GO:0009611|response to wounding;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005886|plasma membrane;GO:0004564|beta-fructofuranosidase activity;GO:0004575|sucrose alpha-glucosidase activity;K01193

Manes.11G025500.v6.10.7546946 0.05213 down no Putative hydrolase C777.06cpfam12706 Lactamase_B_2 Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.



Manes.11G025900.v6.12.2813069 2.08E-16 up yes Mediator of RNA polymerase II transcription subunit 9pfam07544 Med9 RNA polymerase II transcription mediator complex subunit 9. This family of Med9 proteins is conserved in yeasts. It forms part of the middle region of Mediator. Med9 has two functional domains. The species-specific amino-terminal half (aa 1-63) plays a regulatory role in transcriptional regulation, whereas this well-conserved carboxy-terminal half (aa 64-149) has a more fundamental function involved in direct binding to the amino-terminal portions of Med4 and Med7 and the assembly of Med9 into the Middle module. Also, some unidentified factor(s) in med9 extracts may impact the binding of TFIID to the promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.11G026000.v6.1119.26829 1.01E-17 up yes . pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.11G026300.v6.10.2878906 5.95E-18 down yes Receptor-like serine/threonine-protein kinase ALE2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G026900.v6.12.2339214 3.05E-15 up yes Beta-galactosidase 1pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.11G027100.v6.11.9627085 1.48E-13 up no . pfam02919 Topoisom_I_N Eukaryotic DNA topoisomerase I, DNA binding fragment. Topoisomerase I promotes the relaxation of DNA superhelical tension by introducing a transient single-stranded break in duplex DNA and are vital for the processes of replication, transcription, and recombination. This family may be more than one structural domain.. . . .

Manes.11G027300.v6.11.0023536 0.96711 up no Protein FLX-like 3pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.11G027400.v6.1#NAME? 0.03394 down no . pfam11014 DUF2852 Protein of unknown function (DUF2852). This bacterial family of proteins has no known function.. . . .

Manes.11G027500.v6.10.3466836 3.58E-16 down yes Calcineurin B-like protein 10pfam13499 EF-hand_7 EF-hand domain pair.GO:0042538|hyperosmotic salinity response;GO:2000021|regulation of ion homeostasis;GO:0043266|regulation of potassium ion transport;GO:0005737|cytoplasm;GO:0005768|endosome;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;.

Manes.11G027700.v6.11.0541859 0.64204 up no PRA1 family protein F3pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.11G027800.v6.10.4605846 0.0031 down yes . pfam07760 DUF1616 Protein of unknown function (DUF1616). This is a family of sequences from hypothetical archaeal proteins. The region in question is approximately 330 amino acid residues long.. . . .

Manes.11G028100.v6.1118.93713 ####### up yes Inorganic pyrophosphatase 2pfam06888 Put_Phosphatase Putative Phosphatase. This family contains a number of putative eukaryotic acid phosphatases. Some family members represent the products of the PSI14 phosphatase family in Lycopersicon esculentum (Tomato).GO:0016311|dephosphorylation;GO:0051262|protein tetramerization;. GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;GO:0052731|phosphocholine phosphatase activity;GO:0052732|phosphoethanolamine phosphatase activity;K13248

Manes.11G028600.v6.11.5631477 0.00098 up no Dof zinc finger protein DOF1.7pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G028700.v6.11.2760344 0.00751 up no Ubiquitin carboxyl-terminal hydrolase 6pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0009506|plasmodesma;GO:0005516|calmodulin binding;GO:0004197|cysteine-type endopeptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.11G029100.v6.151.347257 4.82E-09 up yes . pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.11G029200.v6.10.6824173 0.00268 down no Anoctamin-like protein At1g73020pfam04547 Anoctamin Calcium-activated chloride channel. The family carries eight putative transmembrane domains, and, although it has no similarity to other known channel proteins, it is clearly a calcium-activated ionic channel. It is expressed in various secretory epithelia, the retina and sensory neurons, and mediates receptor-activated chloride currents in diverse physiological processes.. GO:0034707|chloride channel complex;GO:0005254|chloride channel activity;.

Manes.11G029400.v6.11.6229075 1.54E-05 up no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.11G029500.v6.10.76464 0.01395 down no IAA-amino acid hydrolase ILR1-like 4pfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009611|response to wounding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;GO:0010179|IAA-Ala conjugate hydrolase activity;K14664

Manes.11G029600.v6.10.7714195 0.04443 down no Uncharacterized RNA methyltransferase CT0009pfam05958 tRNA_U5-meth_trtRNA (Uracil-5-)-methyltransferase. This family consists of (Uracil-5-)-methyltransferases EC:2.1.1.35 from bacteria, archaea and eukaryotes. A 5-methyluridine (m(5)U) residue at position 54 is a conserved feature of bacterial and eukaryotic tRNAs. The methylation of U54 is catalysed by the tRNA(m5U54)methyltransferase, which in Saccharomyces cerevisiae is encoded by the nonessential TRM2 gene. It is thought that tRNA modification enzymes might have a role in tRNA maturation not necessarily linked to their known catalytic activity.GO:0006396|RNA processing;. GO:0051539|4 iron, 4 sulfur cluster binding;GO:0046872|metal ion binding;GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;K03215

Manes.11G029700.v6.13.4212375 0.00512 up yes Transcription factor bHLH87pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G032500.v6.15.8557811 3.07E-17 up yes . pfam07343 DUF1475 Protein of unknown function (DUF1475). This family consists of several hypothetical plant proteins of around 250 residues in length. Members of this family seem to be found exclusively in Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.11G032700.v6.10.4370511 0.10446 down no . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.11G033200.v6.11.2817966 0.00995 up no LysM domain receptor-like kinase 3pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G033500.v6.11.2899408 0.00829 up no MMS19 nucleotide excision repair protein homologpfam14500 MMS19_N Dos2-interacting transcription regulator of RNA-Pol-II. This domain, along with the C-terminal part, pfam12460, is an essential component of a silencing complex in fission yeast that contains Dos2, Rik1, Mms19 and Cdc20 (the catalytic subunit of DNA polymerase-epsilon). This complex regulates RNA polymerase II (RNA Pol II) activity in heterochromatin and is required for DNA replication and heterochromatin assembly.GO:0006974|cellular response to DNA damage stimulus;GO:0006259|DNA metabolic process;GO:0006281|DNA repair;GO:0016226|iron-sulfur cluster assembly;GO:0006351|transcription, DNA-templated;GO:0097361|CIA complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;. K15075

Manes.11G033800.v6.10.2403862 0.00298 down yes Histidine-containing phosphotransfer protein 4pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004871|signal transducer activity;.

Manes.11G033900.v6.12.9583629 4.12E-33 up yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G034000.v6.10.9743701 0.79425 down no NADP-dependent malic enzyme 4, chloroplasticpfam03949 Malic_M Malic enzyme, NAD binding domain.GO:0006633|fatty acid biosynthetic process;GO:0006108|malate metabolic process;GO:0051289|protein homotetramerization;GO:0009507|chloroplast;GO:0050897|cobalt ion binding;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K00029

Manes.11G034200.v6.115.637162 2.65E-13 up yes ABC transporter G family member 36pfam01061 ABC2_membrane ABC-2 type transporter.GO:0070574|cadmium ion transmembrane transport;GO:0015691|cadmium ion transport;GO:0071366|cellular response to indolebutyric acid stimulus;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009817|defense response to fungus, incompatible interaction;GO:0006855|drug transmembrane transport;GO:0042344|indole glucosinolate catabolic process;GO:0031348|negative regulation of defense response;GO:0009737|response to abscisic acid;GO:0009627|systemic acquired resistance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015086|cadmium ion transmembrane transporter activity;.

Manes.11G034300.v6.10.4975546 0.00038 down yes 1-aminocyclopropane-1-carboxylate oxidasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.11G034500.v6.11.5409843 0.02177 up no . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.11G035000.v6.11.5374803 0.00038 up no Nuclear pore complex protein NUP35pfam05172 Nup35_RRM Nup53/35/40-type RNA recognition motif. Members of this family belong to the nucleor pore complex, NPC, the only gateway between the nucleus and the cytoplasm. The NPC consists of several subcomplexes each one of which is made up of multiple copies of several individual Nup, Nic or Sec protein subunits. In yeast, this Nup or nucleoporin subunit is numbered Nup53, Nup40 in Schizo. pombe and in vertebrates as Nup35. This subunit forms part of the inner ring within the membrane and interacts directly with Nup-Ndc1, considered to be an anchor for the NPC in the pore membrane. This region of the Nup is the RNA-recognition region.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0055085|transmembrane transport;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;. K14313

Manes.11G035300.v6.111.425144 6.35E-10 up yes Early nodulin-like protein 1pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.11G035600.v6.10.3604676 0.00015 down yes Dehydration-responsive element-binding protein 3pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.11G036100.v6.10.4954679 0.00016 down yes . pfam07766 LETM1 LETM1-like protein. Members of this family are inner mitochondrial membrane proteins which play a role in potassium and hydrogen ion exchange. Deletion of LETM1 is thought to be involved in the development of Wolf-Hirschhorn syndrome in humans.. . . .

Manes.11G036400.v6.11.1618738 0.10263 up no . pfam00111 Fer2 2Fe-2S iron-sulfur cluster binding domain.. . . .

Manes.11G036600.v6.10.7847347 0.01267 down no Activating signal cointegrator 1 complex subunit 1pfam10469 AKAP7_NLS AKAP7 2'5' RNA ligase-like domain. AKAP7_NLS is the N-terminal domain of the cyclic AMP-dependent protein kinase A, PKA, anchor protein AKAP7. This protein anchors PKA for its role in regulating PKA-mediated gene transcription in both somatic cells and oocytes. AKAP7_NLS carries the nuclear localisation signal (NLS) KKRKK, that indicates the cellular destiny of this anchor protein. Binding to the regulatory subunits RI and RII of PKA is mediated via the family AKAP7_RIRII_bdg. at the C-terminus. This family represents a region that contains two 2'5' RNA ligase like domains pfam02834. Presumably this domain carried out some as yet unknown enzymatic function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005667|transcription factor complex;GO:0003723|RNA binding;K18666

Manes.11G036700.v6.10.6646515 0.00043 down no . pfam00559 Vif Retroviral Vif (Viral infectivity) protein. Human immunodeficiency virus type 1 (HIV-1) Vif is required for productive infection of T lymphocytes and macrophages. Virions produced in the absence of Vif have abnormal core morphology and those produced in primary T cells carry immature core proteins and low levels of mature capsid.. . . .

Manes.11G036800.v6.11.1125049 0.25964 up no Auxin-responsive protein IAA8pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.11G037400.v6.11.1879049 0.07608 up no Malonate--CoA ligasepfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0090410|malonate catabolic process;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0090409|malonyl-CoA synthetase activity;K18660

Manes.11G037600.v6.10.8900163 0.22725 down no Golgin candidate 5pfam12325 TMF_TATA_bd TATA element modulatory factor 1 TATA binding. This is the C-terminal conserved coiled coil region of a family of TATA element modulatory factor 1 proteins conserved in eukaryotes. The proteins bind to the TATA element of some RNA polymerase II promoters and repress their activity. by competing with the binding of TATA binding protein. TMF1_TATA_bd is the most conserved part of the TMFs. TMFs are evolutionarily conserved golgins that bind Rab6, a ubiquitous ras-like GTP-binding Golgi protein, and contribute to Golgi organisation in animal and plant cells. The Rab6-binding domain appears to be the same region as this C-terminal family.. GO:0005794|Golgi apparatus;. .

Manes.11G037800.v6.11.6974092 1.49E-06 up no Homeobox-leucine zipper protein GLABRA 2pfam01852 START START domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;.

Manes.11G038400.v6.10.4621711 0.00418 down yes Dynein light chain 1, cytoplasmicpfam01221 Dynein_light Dynein light chain type 1.GO:0006915|apoptotic process;GO:0007017|microtubule-based process;GO:0043086|negative regulation of catalytic activity;GO:0042133|neurotransmitter metabolic process;GO:0006809|nitric oxide biosynthetic process;GO:0050790|regulation of catalytic activity;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0006810|transport;GO:0005868|cytoplasmic dynein complex;GO:0000776|kinetochore;GO:0005874|microtubule;GO:0005739|mitochondrion;GO:0072686|mitotic spindle;GO:0005634|nucleus;GO:0019899|enzyme binding;GO:0004857|enzyme inhibitor activity;GO:0003774|motor activity;GO:0030235|nitric-oxide synthase regulator activity;GO:0042803|protein homodimerization activity;K10418

Manes.11G042600.v6.112.603134 1.12E-10 up yes Proline-rich receptor-like protein kinase PERK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G042800.v6.11.9264979 0.00128 up no Receptor-like cytosolic serine/threonine-protein kinase RBK2pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G042900.v6.12.4727734 3.47E-16 up yes Proline-rich receptor-like protein kinase PERK3pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G043400.v6.17.768102 1.80E-10 up yes Proline-rich receptor-like protein kinase PERK9pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G044000.v6.11.2109483 0.03406 up no Probable 28S rRNA (cytosine(4447)-C(5))-methyltransferasepfam01189 Nol1_Nop2_Fmu NOL1/NOP2/sun family.GO:0008284|positive regulation of cell proliferation;GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0044822|poly(A) RNA binding;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K14835

Manes.11G044300.v6.10.8070038 0.03195 down no . pfam02194 PXA PXA domain. This domain is associated with PX domains pfam00787.. . . .

Manes.11G044500.v6.11.9838923 6.14E-08 up no Probable ATP-dependent RNA helicase DDX11pfam06733 DEAD_2 DEAD_2. This represents a conserved region within a number of RAD3-like DNA-binding helicases that are seemingly ubiquitous - members include proteins of eukaryotic, bacterial and archaeal origin. RAD3 is involved in nucleotide excision repair, and forms part of the transcription factor TFIIH in yeast.GO:0006139|nucleobase-containing compound metabolic process;GO:0007062|sister chromatid cohesion;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0030496|midbody;GO:0000790|nuclear chromatin;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000922|spindle pole;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0008094|DNA-dependent ATPase activity;GO:0003690|double-stranded DNA binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0003723|RNA binding;GO:0003697|single-stranded DNA binding;K11273

Manes.11G044600.v6.10.3934886 6.06E-06 down yes . pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.11G044800.v6.10.310815 8.55E-06 down yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.11G045200.v6.10.8421038 0.38592 down no Mitochondrial arginine transporter BAC2pfam00153 Mito_carr Mitochondrial carrier protein.GO:1903826|arginine transmembrane transport;GO:0006972|hyperosmotic response;GO:0043091|L-arginine import;GO:0089709|L-histidine transmembrane transport;GO:1903401|L-lysine transmembrane transport;GO:1903352|L-ornithine transmembrane transport;GO:0006561|proline biosynthetic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0015181|arginine transmembrane transporter activity;GO:0005290|L-histidine transmembrane transporter activity;GO:0015189|L-lysine transmembrane transporter activity;GO:0000064|L-ornithine transmembrane transporter activity;K15109

Manes.11G045500.v6.16.105648 0.00168 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G045600.v6.15.3312858 0.02116 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At1g67520pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G045900.v6.10.5258491 0.00022 down no Methyltransferase-like protein 22pfam10294 Methyltransf_16 Putative methyltransferase.. GO:0005634|nucleus;GO:0008168|methyltransferase activity;.

Manes.11G046700.v6.11.0813802 0.38741 up no . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.11G047200.v6.13.8047735 0.02168 up yes . pfam12786 GBV-C_env GB virus C genotype envelope. This the envelope protein from the ssRNA GB virus genotype C.. . . .

Manes.11G047700.v6.10.5402435 5.81E-07 down no . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.11G047800.v6.10.7689132 0.00716 down no MAR-binding filament-like protein 1-1pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0016363|nuclear matrix;GO:0003677|DNA binding;.

Manes.11G047900.v6.10.6910668 0.0198 down no Protein SYS1 homologpfam09801 SYS1 Integral membrane protein S linking to the trans Golgi network. Members of this family are integral membrane proteins involved in protein trafficking between the late Golgi and endosome. They may also serve as a receptor for ADP-ribosylation factor-related protein 1 (ARFRP1). Sys1p is a small integral membrane protein with four predicted transmembrane domains that localizes to the Trans Golgi network TGN in yeast and human cells.GO:0006895|Golgi to endosome transport;GO:0043001|Golgi to plasma membrane protein transport;GO:0000042|protein targeting to Golgi;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;. .

Manes.11G048600.v6.10.8399395 0.07287 down no . pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . . .

Manes.11G048900.v6.10.1978109 0.02404 down yes . pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.. . . .

Manes.11G049200.v6.10.5984698 0.00538 down no Bifunctional epoxide hydrolase 2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019439|aromatic compound catabolic process;GO:0046839|phospholipid dephosphorylation;GO:0009636|response to toxic substance;GO:0005777|peroxisome;GO:0033885|10-hydroxy-9-(phosphonooxy)octadecanoate phosphatase activity;GO:0004301|epoxide hydrolase activity;GO:0042577|lipid phosphatase activity;GO:0000287|magnesium ion binding;K08726

Manes.11G049300.v6.11.2823824 0.00594 up no Plastidic ATP/ADP-transporterpfam03219 TLC TLC ATP/ADP transporter.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005471|ATP:ADP antiporter activity;K03301

Manes.11G049400.v6.11.0358084 0.82819 up no Coleoptile phototropism protein 1pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0009785|blue light signaling pathway;GO:0009932|cell tip growth;GO:0009825|multidimensional cell growth;GO:0009638|phototropism;GO:0009832|plant-type cell wall biogenesis;GO:0009664|plant-type cell wall organization;GO:0000271|polysaccharide biosynthetic process;GO:0046777|protein autophosphorylation;GO:0016567|protein ubiquitination;GO:0010817|regulation of hormone levels;GO:0010155|regulation of proton transport;GO:0048767|root hair elongation;. . .

Manes.11G049900.v6.10.7138463 0.05965 down no ABC transporter G family member 40pfam01061 ABC2_membrane ABC-2 type transporter.GO:0080168|abscisic acid transport;GO:0006952|defense response;GO:0006855|drug transmembrane transport;GO:0015692|lead ion transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0010193|response to ozone;GO:0009751|response to salicylic acid;GO:0046865|terpenoid transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G050100.v6.10.6388773 0.07266 down no Pleiotropic drug resistance protein 1pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G050500.v6.10.4107408 6.60E-06 down yes Gibberellin 3-beta-dioxygenase 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0016707|gibberellin 3-beta-dioxygenase activity;GO:0046872|metal ion binding;.

Manes.11G050600.v6.17.2407754 0.00018 up yes . pfam00008 EGF EGF-like domain. There is no clear separation between noise and signal. pfam00053 is very similar, but has 8 instead of 6 conserved cysteines. Includes some cytokine receptors. The EGF domain misses the N-terminus regions of the Ca2+ binding EGF domains (this is the main reason of discrepancy between swiss-prot domain start/end and Pfam). The family is hard to model due to many similar but different sub-types of EGF domains. Pfam certainly misses a number of EGF domains.. . . .

Manes.11G050800.v6.10.9090811 0.31685 down no Aspartate aminotransferasepfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0005737|cytoplasm;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00812

Manes.11G050900.v6.10.1913196 0.10668 down no . pfam04695 Pex14_N Peroxisomal membrane anchor protein (Pex14p) conserved region. Family of peroxisomal membrane anchor proteins which bind the PTS1 (peroxisomal targeting signal) receptor and are required for the import of PTS1-containing proteins into peroxisomes. Loss of functional Pex14p results in defects in both the PTS1 and PTS2-dependent import pathways. Deletion analysis of this conserved region implicates it in selective peroxisome degradation. In the majority of members this region is situated at the N-terminus of the protein.. . . .

Manes.11G051200.v6.13.9198529 1.10E-16 up yes Auxin-responsive protein IAA14pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0010102|lateral root morphogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.11G051300.v6.16.5079007 5.73E-43 up yes Auxin-induced protein AUX22pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K14484

Manes.11G051900.v6.10.2719468 3.29E-05 down yes DNA-repair protein XRCC1pfam00533 BRCT BRCA1 C Terminus (BRCT) domain. The BRCT domain is found predominantly in proteins involved in cell cycle checkpoint functions responsive to DNA damage. The BRCT domain of XRCC1 forms a homodimer in the crystal structure. This suggests that pairs of BRCT domains associate as homo- or heterodimers. BRCT domains are often found as tandem-repeat pairs. Structures of the BRCA1 BRCT domains revealed a basis for a widely utilized head-to-tail BRCT-BRCT oligomerization mode. This conserved tandem BRCT architecture facilitates formation of the canonical BRCT phospho-peptide interaction cleft at a groove between the BRCT domains. Disease associated missense and nonsense mutations in the BRCA1 BRCT domains disrupt peptide binding by directly occluding this peptide binding groove, or by disrupting key conserved BRCT core folding determinants.GO:0080111|DNA demethylation;GO:0006266|DNA ligation;GO:0006303|double-strand break repair via nonhomologous end joining;GO:1901972|positive regulation of DNA-5-methylcytosine glycosylase activity;GO:1901969|positive regulation of polynucleotide 3'-phosphatase activity;GO:0005634|nucleus;GO:0010385|double-stranded methylated DNA binding;K10803

Manes.11G052300.v6.10.5186099 0.0001 down no Acyl-protein thioesterase 1pfam02230 Abhydrolase_2 Phospholipase/Carboxylesterase. This family consists of both phospholipases and carboxylesterases with broad substrate specificity, and is structurally related to alpha/beta hydrolases pfam00561.GO:0006631|fatty acid metabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0052689|carboxylic ester hydrolase activity;K06130

Manes.11G052400.v6.11.7238549 1.01E-08 up no Periodic tryptophan protein 2 homologpfam04003 Utp12 Dip2/Utp12 Family. This domain is found at the C-terminus of proteins containing WD40 repeats. These proteins are part of the U3 ribonucleoprotein the yeast protein is called Utp12 or DIP2.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000028|ribosomal small subunit assembly;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14558

Manes.11G052600.v6.112.574803 1.09E-12 up yes . pfam02987 LEA_4 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown.. . . .

Manes.11G052800.v6.11.0773582 0.45176 up no Biotin carboxyl carrier protein of acetyl-CoA carboxylasepfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.11G052900.v6.12.3227011 0.00484 up yes Zinc finger CCCH domain-containing protein 39pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G053000.v6.13.6600578 3.23E-18 up yes Probable disease resistance protein At5g63020pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G053100.v6.17.9068644 5.57E-58 up yes Probable disease resistance protein At5g63020pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G053500.v6.10.7378304 0.01286 down no DNA replication complex GINS protein PSF1pfam05916 Sld5 GINS complex protein. The eukaryotic GINS complex is essential for the initiation and elongation phases of DNA replication. It consists of four paralogous protein subunits (Sld5, Psf1, Psf2 and Psf3), all of which are included in this family. The GINS complex is conserved from yeast to humans, and has been shown in human to bind directly to DNA primase.GO:0006260|DNA replication;GO:0001833|inner cell mass cell proliferation;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.11G053800.v6.10.709163 0.00287 down no Peptide deformylase 1A, chloroplastic/mitochondrialpfam01327 Pep_deformylase Polypeptide deformylase.GO:0043686|co-translational protein modification;GO:0031365|N-terminal protein amino acid modification;GO:0018206|peptidyl-methionine modification;GO:0006412|translation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005506|iron ion binding;GO:0042586|peptide deformylase activity;K01462

Manes.11G054000.v6.11.5686658 0.32648 up no . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.11G054100.v6.14.200768 9.97E-05 up yes . pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . . .

Manes.11G054800.v6.154.59728 2.95E-09 up yes Probable polygalacturonase At1g80170pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004650|polygalacturonase activity;.

Manes.11G055100.v6.11.0112889 0.90741 up no Phospholipase D alpha 1pfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;.

Manes.11G055700.v6.10.7183472 0.35327 down no . pfam08733 PalH PalH/RIM21. PalH (also known as RIM21) is a transmembrane protein required for proteolytic cleavage of Rim101/PacC transcription factors which are activated by C terminal proteolytic processing. Rim101/PacC family proteins play a key role in pH-dependent responses and PalH has been implicated as a pH sensor.. . . .

Manes.11G055800.v6.11.0689595 0.53035 up no . pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .



Manes.11G056100.v6.12.4804328 1.96E-06 up yes . pfam13414 TPR_11 TPR repeat. . . . .

Manes.11G056200.v6.10.6895764 0.00016 down no Methyl-CpG-binding domain-containing protein 10pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008327|methyl-CpG binding;.

Manes.11G056400.v6.11.9313485 0.6353 up no Cucumber peeling cupredoxinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.11G056600.v6.10.2671507 7.03E-06 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.11G056900.v6.10.624954 0.0037 down no Phosphatidylcholine:diacylglycerol cholinephosphotransferase 1pfam14378 PAP2_3 PAP2 superfamily.GO:0006657|CDP-choline pathway;GO:0046470|phosphatidylcholine metabolic process;GO:0016021|integral component of membrane;GO:0004142|diacylglycerol cholinephosphotransferase activity;.

Manes.11G057300.v6.11.193671 0.04755 up no PTI1-like tyrosine-protein kinase At3g15890pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;.

Manes.11G057400.v6.11.2766836 0.02237 up no Pre-mRNA-processing-splicing factor 8pfam08083 PROCN PROCN (NUC071) domain. The PROCN domain is the central domain in pre-mRNA splicing factors of PRO8 family.GO:0000398|mRNA splicing, via spliceosome;GO:0000244|spliceosomal tri-snRNP complex assembly;GO:0071013|catalytic step 2 spliceosome;GO:0016020|membrane;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005682|U5 snRNP;GO:0070530|K63-linked polyubiquitin binding;GO:0044822|poly(A) RNA binding;GO:0097157|pre-mRNA intronic binding;GO:0000386|second spliceosomal transesterification activity;GO:0030619|U1 snRNA binding;GO:0030620|U2 snRNA binding;GO:0030623|U5 snRNA binding;GO:0017070|U6 snRNA binding;K12856

Manes.11G057500.v6.13.7154792 4.69E-40 up yes Adenine phosphoribosyltransferase 5pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.11G057600.v6.156.613019 4.43E-44 up yes . pfam13994 PgaD PgaD-like protein. This family includes the PgaD protein from Escherichia coli. The homopolymer poly-beta-1,6-N-acetyl-D-glucosamine (beta-1,6-GlcNAc; PGA) serves as an adhesin for the maintenance of biofilm structural stability in eubacteria. The pgaABCD operon is required for its synthesis and export. It has been shown that PgaD is essential for this process.. . . .

Manes.11G057700.v6.10.7567877 0.54507 down no . pfam12745 HGTP_anticodon2Anticodon binding domain of tRNAs. This is an HGTP_anticodon binding domain, found largely on Gcn2 proteins which bind tRNA to down regulate translation in certain stress situations.. . . .

Manes.11G058000.v6.11.1757305 0.07897 up no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.11G058200.v6.11.0754891 0.43601 up no Signal recognition particle 54 kDa protein 2pfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0008312|7S RNA binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K03106

Manes.11G058300.v6.10.7850468 0.11126 down no . pfam04005 Hus1 Hus1-like protein. Hus1, Rad1, and Rad9 are three evolutionarily conserved proteins required for checkpoint control in fission yeast. These proteins are known to form a stable complex in vivo. Hus1-Rad1-Rad9 complex may form a PCNA-like ring structure, and could function as a sliding clamp during checkpoint control.. . . .

Manes.11G058800.v6.11.0053027 0.96556 up no Clustered mitochondria proteinpfam12807 eIF3_p135 Translation initiation factor eIF3 subunit 135. Translation initiation factor eIF3 is a multi-subunit protein complex required for initiation of protein biosynthesis in eukaryotic cells. The complex promotes ribosome dissociation, the binding of the initiator methionyl-tRNA to the 40 S ribosomal subunit, and mRNA recruitment to the ribosome. The protein product from TIF31 genes in yeast is p135 which associates with the eIF3 but does not seem to be necessary for protein translation initiation.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.11G058900.v6.1Inf 0.02254 up yes Putative receptor-like protein kinase At3g47110pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G059900.v6.10.1598651 0.00169 down yes . pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. . . .

Manes.11G060300.v6.10.257116 3.76E-23 down yes Probable CCR4-associated factor 1 homolog 7pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.11G060500.v6.15.1858716 0.02986 up no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.11G060600.v6.11.0380404 0.6894 up no Glycerol kinasepfam00370 FGGY_N FGGY family of carbohydrate kinases, N-terminal domain. This domain adopts a ribonuclease H-like fold and is structurally related to the C-terminal domain.GO:0042742|defense response to bacterium;GO:0019563|glycerol catabolic process;GO:0046167|glycerol-3-phosphate biosynthetic process;GO:0016310|phosphorylation;GO:0009617|response to bacterium;GO:0080167|response to karrikin;GO:0010188|response to microbial phytotoxin;GO:0002237|response to molecule of bacterial origin;GO:0006641|triglyceride metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004370|glycerol kinase activity;.

Manes.11G060700.v6.11.0729303 0.4741 up no Pyrophosphate-energized vacuolar membrane proton pumppfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;.

Manes.11G061000.v6.13.5792831 7.48E-38 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G061300.v6.13.9686794 2.64E-48 up yes Probable sodium-coupled neutral amino acid transporter 6pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006814|sodium ion transport;GO:0005887|integral component of plasma membrane;GO:0015171|amino acid transmembrane transporter activity;K14993

Manes.11G061600.v6.11.8203721 0.00325 up no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.11G061700.v6.1Inf 0.17669 up no . pfam11146 DUF2905 Protein of unknown function (DUF2905). This is a family of bacterial proteins conserved of unknown function.. . . .

Manes.11G061800.v6.13.494421 4.29E-18 up yes . pfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.11G061900.v6.11.1209894 0.20886 up no Mediator of RNA polymerase II transcription subunit 15apfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.GO:0006355|regulation of transcription, DNA-templated;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0005634|nucleus;. K14972

Manes.11G062900.v6.12.3719203 0.03197 up no Ethylene-responsive transcription factor ERF084pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G063200.v6.11.2320397 0.04697 up no . pfam08610 Pex16 Peroxisomal membrane protein (Pex16). Pex16 is a peripheral protein located at the matrix face of the peroxisomal membrane.. . . .

Manes.11G063600.v6.120.777098 1.45E-43 up yes Pleiotropic drug resistance protein 1pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G064000.v6.10.7131846 0.01582 down no Endoribonuclease Dicer homolog 4pfam14709 DND1_DSRM double strand RNA binding domain from DEAD END PROTEIN 1. A C-terminal domain in human dead end protein 1 (DND1_HUMAN) homologous to double strand RNA binding domains (PF00035, PF00333)GO:0007267|cell-cell signaling;GO:0006342|chromatin silencing;GO:0016569|covalent chromatin modification;GO:0006306|DNA methylation;GO:0006353|DNA-templated transcription, termination;GO:0009793|embryo development ending in seed dormancy;GO:0019915|lipid storage;GO:0010216|maintenance of DNA methylation;GO:0010492|maintenance of shoot apical meristem identity;GO:0009933|meristem structural organization;GO:0000278|mitotic cell cycle;GO:0000398|mRNA splicing, via spliceosome;GO:0009640|photomorphogenesis;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043687|post-translational protein modification;GO:0010599|production of lsiRNA involved in RNA interference;GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0016567|protein ubiquitination;GO:0009909|regulation of flower development;GO:0048608|reproductive structure development;GO:0050826|response to freeGO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0003723|RNA binding;K11592

Manes.11G064300.v6.12.1934604 8.33E-16 up yes DCN1-like protein 4pfam03556 Cullin_binding Cullin binding. This domain binds to cullins and to Rbx-1, components of an E3 ubiquitin ligase complex for neddylation. Neddylation is the process by which the C-terminal glycine of the ubiquitin-like protein Nedd8 is covalently linked to lysine residues in a protein through an isopeptide bond. The structure of this domain is composed entirely of alpha helices.. GO:0005634|nucleus;. K17824

Manes.11G064400.v6.10.4459709 0.00394 down yes DeSI-like protein At4g17486pfam05903 Peptidase_C97 PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.11G064700.v6.10.1904798 2.35E-09 down yes Zinc finger protein 1pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G065400.v6.10.5930398 5.91E-06 down no . pfam08737 Rgp1 Rgp1. Rgp1 forms heterodimer with Ric1 (pfam07064) which associates with Golgi membranes and functions as a guanyl-nucleotide exchange factor.. . . .

Manes.11G065500.v6.11.0994947 0.38106 up no Cinnamoyl-CoA reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.11G065700.v6.1NA NA -- no Gibberellin 20 oxidase 2pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009908|flower development;GO:0009686|gibberellin biosynthetic process;GO:0009739|response to gibberellin;GO:0080167|response to karrikin;GO:0009639|response to red or far red light;GO:0009826|unidimensional cell growth;. GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.11G065900.v6.10.5753166 0.00035 down no Probable diphthine methyl ester synthasepfam00590 TP_methylase Tetrapyrrole (Corrin/Porphyrin) Methylases. This family uses S-AdoMet in the methylation of diverse substrates. This family includes a related group of bacterial proteins of unknown function. This family includes the methylase Dipthine synthase.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;. GO:0004164|diphthine synthase activity;K00586

Manes.11G066000.v6.1NA NA -- no Gibberellin 20 oxidase 2pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009908|flower development;GO:0009686|gibberellin biosynthetic process;GO:0009739|response to gibberellin;GO:0080167|response to karrikin;GO:0009639|response to red or far red light;GO:0009826|unidimensional cell growth;. GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.11G066100.v6.11.3899516 0.08234 up no Metal transporter Nramp6pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0070574|cadmium ion transmembrane transport;GO:0055072|iron ion homeostasis;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0015086|cadmium ion transmembrane transporter activity;.

Manes.11G066200.v6.11.0893427 0.66501 up no Metal transporter Nramp1pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0070574|cadmium ion transmembrane transport;GO:0055072|iron ion homeostasis;GO:0034755|iron ion transmembrane transport;GO:0055071|manganese ion homeostasis;GO:0071421|manganese ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015086|cadmium ion transmembrane transporter activity;GO:0005381|iron ion transmembrane transporter activity;GO:0005384|manganese ion transmembrane transporter activity;.

Manes.11G066400.v6.10.0752747 2.76E-35 down yes CBL-interacting serine/threonine-protein kinase 25pfam00069 Pkinase Protein kinase domain.GO:0050832|defense response to fungus;GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G066500.v6.192.361948 1.84E-31 up yes Probable WRKY transcription factor 40pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0045892|negative regulation of transcription, DNA-templated;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G066800.v6.10.7873737 0.01365 down no ABC transporter C family member 13pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.11G067000.v6.10.4748148 7.60E-07 down yes Putative receptor-like protein kinase At1g80870pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G067200.v6.11.3148657 0.0167 up no Lamin-like proteinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.11G067400.v6.10.4708662 0.00119 down yes Putative leucine-rich repeat receptor-like serine/threonine-protein kinase At2g24130pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G068100.v6.10.3224223 0.02396 down yes Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G068500.v6.113.585535 3.76E-37 up yes Chaperone protein dnaJ 8, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0042026|protein refolding;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005634|nucleus;GO:0051087|chaperone binding;GO:0051082|unfolded protein binding;.

Manes.11G068600.v6.111.256598 ####### up yes Magnesium transporter MRS2-1pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.11G068700.v6.10.5652189 0.00074 down no . pfam09330 Lact-deh-memb D-lactate dehydrogenase, membrane binding. Members of this family are predominantly found in prokaryotic D-lactate dehydrogenase, forming the cap-membrane-binding domain, which consists of a large seven-stranded antiparallel beta-sheet flanked on both sides by alpha-helices. They allow for membrane association.. . . .

Manes.11G068800.v6.11.5359225 0.00117 up no Trafficking protein particle complex subunit 2pfam04628 Sedlin_N Sedlin, N-terminal conserved region. Mutations in this protein are associated with the X-linked spondyloepiphyseal dysplasia tarda syndrome (OMIM:313400). This family represents an N-terminal conserved region.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0008134|transcription factor binding;.

Manes.11G068900.v6.1NA NA -- no . pfam10323 7TM_GPCR_Srv Serpentine type 7TM GPCR chemoreceptor Srv. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srv is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.11G069100.v6.11.0806799 0.62048 up no . pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.11G069200.v6.10.6995598 0.00147 down no . pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.11G069300.v6.177.382011 4.67E-12 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.11G069400.v6.12.4747071 8.60E-25 up yes . pfam13183 Fer4_8 4Fe-4S dicluster domain. Superfamily includes proteins containing domains which bind to iron-sulfur clusters. Members include bacterial ferredoxins, various dehydrogenases, and various reductases. Structure of the domain is an alpha-antiparallel beta sandwich. Domain contains two 4Fe4S clusters.. . . .

Manes.11G069600.v6.10.508995 0.33139 down no Wall-associated receptor kinase-like 9pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G069700.v6.10.9715007 0.7877 down no Nudix hydrolase 3pfam00293 NUDIX NUDIX domain.. GO:0005829|cytosol;GO:0005773|vacuole;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G069800.v6.11.290706 0.02041 up no . pfam10292 7TM_GPCR_Srab Serpentine type 7TM GPCR receptor class ab chemoreceptor. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srab is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The expression pattern of the srab genes is biologically intriguing. Of the six promoters successfully expressed in transgenic organisms, one was exclusively expressed in the tail phasmid neurons, two were exclusively expressed in a head amphid neuron, and two were expressed both in the head and tail neurons as well as a limited number of other cells.. . . .

Manes.11G070700.v6.11.4090888 0.00014 up no Serine incorporator 3pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0006658|phosphatidylserine metabolic process;GO:1902237|positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway;GO:0006665|sphingolipid metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.11G070800.v6.11.4518625 0.00019 up no Ubiquitin receptor RAD23bpfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;.

Manes.11G070900.v6.10.5525033 8.76E-05 down no Serine/threonine-protein kinase fray2pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08835

Manes.11G071000.v6.10.4967071 0.01684 down yes T-complex protein 1 subunit epsilonpfam00118 Cpn60_TCP1 TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0006457|protein folding;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;K09497

Manes.11G071200.v6.10.3020492 1.91E-14 down yes . pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.11G071400.v6.11.0304969 0.86842 up no . pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.11G071800.v6.12.0065143 1.69E-14 up yes 4-coumarate--CoA ligase 1pfam00501 AMP-binding AMP-binding enzyme.GO:0009698|phenylpropanoid metabolic process;. GO:0016207|4-coumarate-CoA ligase activity;GO:0005524|ATP binding;.

Manes.11G072000.v6.10.8032874 0.02163 down no Acetyl-coenzyme A synthetase, chloroplastic/glyoxysomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019427|acetyl-CoA biosynthetic process from acetate;GO:0006631|fatty acid metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0009514|glyoxysome;GO:0003987|acetate-CoA ligase activity;GO:0016208|AMP binding;GO:0005524|ATP binding;K01895

Manes.11G072100.v6.14.741435 1.02E-07 up yes . pfam10186 Atg14 UV radiation resistance protein and autophagy-related subunit 14. The Atg14 or Apg14 proteins are hydrophilic proteins with a predicted molecular mass of 40.5 kDa, and have a coiled-coil motif at the N terminus region. Yeast cells with mutant Atg14 are defective not only in autophagy but also in sorting of carboxypeptidase Y (CPY), a vacuolar-soluble hydrolase, to the vacuole. Subcellular fractionation indicate that Apg14p and Apg6p are peripherally associated with a membrane structure(s). Apg14p was co-immunoprecipitated with Apg6p, suggesting that they form a stable protein complex. These results imply that Apg6/Vps30p has two distinct functions: in the autophagic process and in the vacuolar protein sorting pathway. Apg14p may be a component specifically required for the function of Apg6/Vps30p through the autophagic pathway. There are 17 auto-phagosomal component proteins which are categorized into six functional units, one of which is the AS-PI3K complex (Vps30/Atg6 and Atg14). The AS-PI3K complex and the. . . .

Manes.11G072300.v6.11.9457139 3.94E-10 up no WD repeat-containing protein LWD1pfam00400 WD40 WD domain, G-beta repeat.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0043153|entrainment of circadian clock by photoperiod;GO:0048573|photoperiodism, flowering;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0044212|transcription regulatory region DNA binding;K11805

Manes.11G072400.v6.11.2156688 0.09082 up no Glyceraldehyde-3-phosphate dehydrogenase A, chloroplasticpfam00044 Gp_dh_N Glyceraldehyde 3-phosphate dehydrogenase, NAD binding domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. N-terminal domain is a Rossmann NAD(P) binding fold.GO:0006006|glucose metabolic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0047100|glyceraldehyde-3-phosphate dehydrogenase (NADP+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;.

Manes.11G072900.v6.10.1591868 1.84E-08 down yes . pfam12072 DUF3552 Domain of unknown function (DUF3552). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is about 200 amino acids in length. This domain is found associated with pfam00013, pfam01966. This domain has a single completely conserved residue A that may be functionally important.. . . .

Manes.11G073100.v6.12.352059 2.85E-18 up yes OTU domain-containing protein DDB_G0284757pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.11G073200.v6.14.2521648 6.00E-26 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.11G073500.v6.13.0701657 1.73E-18 up yes Probable magnesium transporter NIPA8pfam05653 Mg_trans_NIPA Magnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.11G073600.v6.10.5804114 0.00061 down no DNA cross-link repair protein SNM1pfam07522 DRMBL DNA repair metallo-beta-lactamase. The metallo-beta-lactamase fold contains five sequence motifs. The first four motifs are found in pfam00753 and are common to all metallo-beta-lactamases. The fifth motif appears to be specific to function. This entry represents the fifth motif from metallo-beta-lactamases involved in DNA repair.GO:0006281|DNA repair;GO:0005634|nucleus;. K15340

Manes.11G073800.v6.10.5745386 0.00724 down no . pfam04819 DUF716 Family of unknown function (DUF716). This family is equally distributed in both metazoa and plants. Annotation associated with a member from Nicotiana tabacum suggest that it may be involved in response to viral attack in plants. However, no clear function has been assigned to this family.. . . .

Manes.11G073900.v6.15.0132449 8.00E-22 up yes Transcription-repair-coupling factorpfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006355|regulation of transcription, DNA-templated;GO:0000716|transcription-coupled nucleotide-excision repair, DNA damage recognition;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0003684|damaged DNA binding;GO:0004386|helicase activity;K03723

Manes.11G074600.v6.10.4254825 1.16E-06 down yes Nudix hydrolase 12, mitochondrialpfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G074700.v6.10.8705343 0.31628 down no Calcium-binding mitochondrial carrier protein SCaMC-1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015867|ATP transport;GO:0071277|cellular response to calcium ion;GO:0034599|cellular response to oxidative stress;GO:0006839|mitochondrial transport;GO:0010941|regulation of cell death;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005347|ATP transmembrane transporter activity;GO:0005509|calcium ion binding;K14684

Manes.11G075200.v6.1NA NA -- no Chalcone synthase 2pfam00195 Chal_sti_synt_N Chalcone and stilbene synthases, N-terminal domain. The C-terminal domain of Chalcone synthase is reported to be structurally similar to domains in thiolase and beta-ketoacyl synthase.  The differences in activity are accounted for by differences in this N-terminal domain.GO:0009813|flavonoid biosynthetic process;. GO:0016210|naringenin-chalcone synthase activity;.

Manes.11G075400.v6.1Inf 0.1623 up no . pfam08455 SNF2_assoc Bacterial SNF2 helicase associated. This domain is found in bacterial proteins of the SWF/SNF/SWI helicase family to the N-terminus of the SNF2 family N-terminal domain (pfam00176) and together with the Helicase conserved C-terminal domain (pfam00271). The function of the domain is not clear.. . . .

Manes.11G075600.v6.1Inf 0.9009 up no . pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.11G075700.v6.11.2943549 0.01415 up no Proline-rich receptor-like protein kinase PERK3pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G076100.v6.10.9712789 0.74416 down no Nuclear factor related to kappa-B-binding proteinpfam04922 DIE2_ALG10 DIE2/ALG10 family. The ALG10 protein from Saccharomyces cerevisiae encodes the alpha-1,2 glucosyltransferase of the endoplasmic reticulum. This protein has been characterized in rat as potassium channel regulator 1.. GO:0031011|Ino80 complex;GO:0003677|DNA binding;K11671

Manes.11G076200.v6.10.4476113 1.22E-12 down yes . pfam12046 DUF3529 Protein of unknown function (DUF3529). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 176 to 190 amino acids in length.. . . .

Manes.11G076300.v6.11.0319261 0.70245 up no Cytochrome b-c1 complex subunit Rieske, mitochondrialpfam00355 Rieske Rieske [2Fe-2S] domain. The rieske domain has a [2Fe-2S] centre. Two conserved cysteines coordinate one Fe ion, while the other Fe ion is coordinated by two conserved histidines. In hyperthermophilic archaea there is a SKTPCX(2-3)C motif at the C-terminus. The cysteines in this motif form a disulphide bridge, which stabilizes the protein.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0070469|respiratory chain;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0046872|metal ion binding;GO:0008121|ubiquinol-cytochrome-c reductase activity;K00411

Manes.11G076400.v6.1NA NA -- no . pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.11G076700.v6.12.0490876 8.36E-05 up yes N-alpha-acetyltransferase MAK3pfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.GO:0006474|N-terminal protein amino acid acetylation;GO:0005737|cytoplasm;GO:0031417|NatC complex;GO:0004596|peptide alpha-N-acetyltransferase activity;K00670



Manes.11G076900.v6.10.6810103 9.85E-05 down no Alpha-mannosidasepfam01074 Glyco_hydro_38 Glycosyl hydrolases family 38 N-terminal domain. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm.GO:0006013|mannose metabolic process;GO:0000326|protein storage vacuole;GO:0004559|alpha-mannosidase activity;GO:0030246|carbohydrate binding;GO:0008270|zinc ion binding;.

Manes.11G077000.v6.11.9652049 1.80E-14 up no RING finger protein 10pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0045893|positive regulation of transcription, DNA-templated;GO:0051865|protein autoubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.11G077200.v6.11.1738708 0.07596 up no Aspartokinase 3, chloroplasticpfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0016597|amino acid binding;GO:0004072|aspartate kinase activity;GO:0005524|ATP binding;K00928

Manes.11G077500.v6.10.7306452 0.00619 down no . pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.11G077600.v6.10.3698797 3.89E-05 down yes . pfam09863 DUF2090 Uncharacterized protein conserved in bacteria (DUF2090). This domain, found in various prokaryotic carbohydrate kinases, has no known function.. . . .

Manes.11G077700.v6.10.5223081 2.41E-09 down no Protein trichome birefringence-like 23pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.11G077900.v6.11.0833165 0.38672 up no 30S ribosomal protein S6 alpha, chloroplasticpfam01250 Ribosomal_S6 Ribosomal protein S6.GO:0006412|translation;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0005840|ribosome;GO:0009579|thylakoid;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02990

Manes.11G078000.v6.10.7151759 0.00211 down no . pfam02676 TYW3 Methyltransferase TYW3. The methyltransferase TYW3 (tRNA-yW- synthesising protein 3) has been identified in yeast to be involved in wybutosine (yW) biosynthesis. yW is a complexly modified guanosine residue that contains a tricyclic base and is found at the 3' position adjacent the anticodon of phenylalanine tRNA. TYW3 is an N-4 methylase that methylates yW-86 to yield yW-72 in an Ado-Met-dependent manner.. . . .

Manes.11G078500.v6.12.3154361 7.48E-15 up yes . pfam09649 CHZ Histone chaperone domain CHZ. This domain is highly conserved from yeasts to humans and is part of the chaperone protein HIRIP3 in vertebrates which interacts with the H3.3 chaperone HIRA, implicated in histone replacement during transcription. N- and C- termini of Chz family members are relatively divergent but do contain similar acidic stretches rich in Glu/Asp residues, characteristic of all histone chaperones.. . . .

Manes.11G078800.v6.129.436679 1.22E-98 up yes GEM-like protein 5pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.GO:0009793|embryo development ending in seed dormancy;GO:0098755|maintenance of seed dormancy by absisic acid;GO:0010029|regulation of seed germination;GO:0009845|seed germination;. . .

Manes.11G078900.v6.10.7851952 0.01552 down no Translocon-associated protein subunit betapfam05753 TRAP_beta Translocon-associated protein beta (TRAPB). This family consists of several eukaryotic translocon-associated protein beta (TRAPB) or signal sequence receptor beta subunit (SSR-beta) proteins. The normal translocation of nascent polypeptides into the lumen of the endoplasmic reticulum (ER) is thought to be aided in part by a translocon-associated protein (TRAP) complex consisting of 4 protein subunits. The association of mature proteins with the ER and Golgi, or other intracellular locales, such as lysosomes, depends on the initial targeting of the nascent polypeptide to the ER membrane. A similar scenario must also exist for proteins destined for secretion.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. K13250

Manes.11G079100.v6.10.6089852 0.0002 down no Zinc finger protein CONSTANS-LIKE 14pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.11G079200.v6.10.4144177 2.14E-05 down yes . pfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.. . . .

Manes.11G079500.v6.10.1453439 5.55E-28 down yes Protein FAM214Bpfam13889 Chromosome_seg Chromosome segregation during meiosis. The proteins come from eukaryotes, plants and animals, and are necessary for chromosome segregation during meiosis.. GO:0005634|nucleus;. .

Manes.11G079600.v6.10.1633518 3.13E-12 down yes . pfam00876 Innexin Innexin. This family includes the drosophila proteins Ogre and shaking-B, and the C. elegans proteins Unc-7 and Unc-9. Members of this family are integral membrane proteins which are involved in the formation of gap junctions. This family has been named the Innexins.. . . .

Manes.11G079700.v6.10.9463821 0.56624 down no Probable inactive shikimate kinase like 1, chloroplasticpfam01202 SKI Shikimate kinase.GO:0009658|chloroplast organization;GO:0010027|thylakoid membrane organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;. .

Manes.11G080200.v6.10.5193934 0.0712 down no . pfam14108 DUF4281 Domain of unknown function (DUF4281). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 147 and 232 amino acids in length. There are two completely conserved residues (W and P) that may be functionally important.. . . .

Manes.11G080300.v6.10.6522837 0.00766 down no . pfam10018 Med4 Vitamin-D-receptor interacting Mediator subunit 4. Members of this family function as part of the Mediator (Med) complex, which links DNA-bound transcriptional regulators and the general transcription machinery, particularly the RNA polymerase II enzyme. They play a role in basal transcription by mediating activation or repression according to the specific complement of transcriptional regulators bound to the promoter.. . . .

Manes.11G080400.v6.10.5226923 4.10E-06 down no Double-stranded RNA-binding protein 5pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.. . GO:0003725|double-stranded RNA binding;.

Manes.11G080500.v6.10.7156598 0.00518 down no Probable protein S-acyltransferase 7pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.11G080800.v6.1Inf 0.35135 up no . pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.11G081200.v6.11.1347723 0.16609 up no tRNA-dihydrouridine(47) synthase [NAD(P)(+)]-likepfam01207 Dus Dihydrouridine synthase (Dus). Members of this family catalyse the reduction of the 5,6-double bond of a uridine residue on tRNA. Dihydrouridine modification of tRNA is widely observed in prokaryotes and eukaryotes, and also in some archae. Most dihydrouridines are found in the D loop of t-RNAs. The role of dihydrouridine in tRNA is currently unknown, but may increase conformational flexibility of the tRNA. It is likely that different family members have different substrate specificities, which may overlap. Dus 1 from Saccharomyces cerevisiae acts on pre-tRNA-Phe, while Dus 2 acts on pre-tRNA-Tyr and pre-tRNA-Leu. Dus 1 is active as a single subunit, requiring NADPH or NADH, and is stimulated by the presence of FAD. Some family members may be targeted to the mitochondria and even have a role in mitochondria.. . GO:0050660|flavin adenine dinucleotide binding;GO:0046872|metal ion binding;GO:0017150|tRNA dihydrouridine synthase activity;K05544

Manes.11G081400.v6.10.8912421 0.27388 down no Protein BASIC PENTACYSTEINE4pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0050793|regulation of developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;.

Manes.11G081500.v6.10.9725015 0.83678 down no V-type proton ATPase subunit c4pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.11G081600.v6.16.6595265 2.04E-66 up yes Arginine decarboxylasepfam02784 Orn_Arg_deC_N Pyridoxal-dependent decarboxylase, pyridoxal binding domain. These pyridoxal-dependent decarboxylases acting on ornithine, lysine, arginine and related substrates This domain has a TIM barrel fold.GO:0006527|arginine catabolic process;GO:0009446|putrescine biosynthetic process;GO:0008295|spermidine biosynthetic process;. GO:0008792|arginine decarboxylase activity;.

Manes.11G081700.v6.11.6422725 4.29E-05 up no 30S ribosomal protein S31, mitochondrialpfam01790 LGT Prolipoprotein diacylglyceryl transferase.. GO:0005739|mitochondrion;GO:0005840|ribosome;. K19033

Manes.11G082300.v6.10.9871422 0.98996 down no . pfam15576 DUF4661 Domain of unknown function (DUF4661). This family of proteins is found in eukaryotes. Proteins in this family are typically between 281 and 302 amino acids in length.. . . .

Manes.11G082400.v6.10.6365783 8.28E-06 down no BEL1-like homeodomain protein 6pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G082900.v6.10.616138 0.00016 down no Coiled-coil domain-containing protein 93pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.GO:0006893|Golgi to plasma membrane transport;GO:0015031|protein transport;GO:0005769|early endosome;. .

Manes.11G083000.v6.11.3122345 0.00257 up no Transcription factor TCP20pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009653|anatomical structure morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G083400.v6.10.6050171 9.46E-06 down no . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.11G084400.v6.10.8964764 0.25469 down no Bifunctional dihydrofolate reductase-thymidylate synthasepfam00303 Thymidylat_synt Thymidylate synthase.GO:0006231|dTMP biosynthetic process;GO:0006545|glycine biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0004146|dihydrofolate reductase activity;GO:0004799|thymidylate synthase activity;K13998

Manes.11G084600.v6.11.0023238 0.95916 up no Phosphatidylinositol/phosphatidylcholine transfer protein SFH8pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.11G084700.v6.11.1221803 0.20173 up no Transcription factor TFIIIB component B''pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006383|transcription from RNA polymerase III promoter;GO:0005634|nucleus;GO:0000126|transcription factor TFIIIB complex;GO:0003677|DNA binding;GO:0001026|TFIIIB-type transcription factor activity;K15198

Manes.11G084900.v6.10.7955304 0.31001 down no . pfam06040 Adeno_E3 Adenovirus E3 protein. This family consists of several Adenovirus E3 proteins. The E3 protein does not seem to be essential for virus replication in cultured cells suggesting that the protein may function in virus-host interactions.. . . .

Manes.11G085000.v6.10.7243667 0.00786 down no Ocs element-binding factor 1pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G085200.v6.10.630238 0.02986 down no . pfam14364 DUF4408 Domain of unknown function (DUF4408). This domain is found at the N-terminus of member of the DUF761 family pfam05553. Many members are plant proteins.. . . .

Manes.11G085500.v6.11.4330473 0.04298 up no Glucose-1-phosphate adenylyltransferase large subunit 3, chloroplasticpfam00483 NTP_transferase Nucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;K00975

Manes.11G085600.v6.10.7335902 0.00146 down no F-box protein At2g16365pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0009658|chloroplast organization;GO:0045893|positive regulation of transcription, DNA-templated;GO:0080167|response to karrikin;. . .

Manes.11G085900.v6.10.9312446 0.62839 down no Probable pinoresinol-lariciresinol reductase 3pfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. . GO:0010283|pinoresinol reductase activity;.

Manes.11G086600.v6.10.4070491 6.88E-06 down yes Transcription factor bHLH63pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009911|positive regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G086700.v6.12.0285576 1.82E-13 up yes rRNA-processing protein FCF1 homologpfam04900 Fcf1 Fcf1. Fcf1 is a nucleolar protein involved in pre-rRNA processing. Depletion of yeast Fcf1 and Fcf2 leads to a decrease in synthesis of the 18S rRNA and results in a deficit in 40S ribosomal subunits.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14566

Manes.11G087100.v6.11.230678 0.02934 up no Probable metal-nicotianamine transporter YSL6pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.11G087200.v6.12.0243546 3.38E-15 up yes Cysteine proteinase RD19apfam00112 Peptidase_C1 Papain family cysteine protease.GO:0042742|defense response to bacterium;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;K01373

Manes.11G087300.v6.10.7711322 0.00694 down no V-type proton ATPase subunit a3pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.GO:0015991|ATP hydrolysis coupled proton transport;GO:0015986|ATP synthesis coupled proton transport;GO:0032119|sequestering of zinc ion;GO:0007035|vacuolar acidification;GO:0070072|vacuolar proton-transporting V-type ATPase complex assembly;GO:0043181|vacuolar sequestering;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0051117|ATPase binding;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0045735|nutrient reservoir activity;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02154

Manes.11G087600.v6.11.2049038 0.0838 up no . pfam03579 SHP Small hydrophobic protein. The small hydrophobic integral membrane protein, SH (previously designated 1A) is found to have a variety of glycosylated forms. This protein is a component of the mature virion.. . . .

Manes.11G087700.v6.10.874232 0.17505 down no Coatomer subunit alpha-1pfam06957 COPI_C Coatomer (COPI) alpha subunit C-terminus. This family represents the C-terminus (approximately 500 residues) of the eukaryotic coatomer alpha subunit. Coatomer (COPI) is a large cytosolic protein complex which forms a coat around vesicles budding from the Golgi apparatus. Such coatomer-coated vesicles have been proposed to play a role in many distinct steps of intracellular transport. Note that many family members also contain the pfam04053 domain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030126|COPI vesicle coat;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005198|structural molecule activity;K05236

Manes.11G088400.v6.10.3770113 0.01856 down yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.11G089400.v6.1NA NA -- no COBRA-like protein 2pfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0016049|cell growth;GO:0010215|cellulose microfibril organization;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;. .

Manes.11G089500.v6.1NA NA -- no . pfam13961 DUF4219 Domain of unknown function (DUF4219). This domain is very short and is found at the N-terminal of many Gag-pol polyprotein and related proteins. There is a highly conserved YxxWxxxM sequence motif.. . . .

Manes.11G089900.v6.11.1008866 0.30851 up no Triosephosphate isomerase, chloroplasticpfam00121 TIM Triosephosphate isomerase.GO:0006096|glycolytic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0004807|triose-phosphate isomerase activity;.

Manes.11G090100.v6.11.7352197 1.68E-06 up no Translocon-associated protein subunit alphapfam03896 TRAP_alpha Translocon-associated protein (TRAP), alpha subunit. The alpha-subunit of the TRAP complex (TRAP alpha) is a single-spanning membrane protein of the endoplasmic reticulum (ER) which is found in proximity of nascent polypeptide chains translocating across the membrane.. GO:0009535|chloroplast thylakoid membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.11G090500.v6.11.9483749 8.46E-10 up no . pfam06273 eIF-4B Plant specific eukaryotic initiation factor 4B. This family consists of several plant specific eukaryotic initiation factor 4B proteins.. . . .

Manes.11G091100.v6.118.375729 0.0058 up yes Probable receptor-like protein kinase At4g39110pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G091500.v6.117.657903 6.09E-44 up yes Late embryogenesis abundant proteinpfam00257 Dehydrin Dehydrin. GO:0006950|response to stress;GO:0009415|response to water;. . .

Manes.11G091600.v6.11.0744366 0.47167 up no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.11G091900.v6.10.7620478 0.06548 down no MATE efflux family protein 4, chloroplasticpfam01554 MatE MatE. The MatE domain. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.11G092000.v6.10.5797959 3.67E-07 down no MATE efflux family protein 4, chloroplasticpfam01554 MatE MatE. The MatE domain. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.11G092400.v6.10.7448317 0.00296 down no . pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.11G092600.v6.10.5578048 3.12E-08 down no Protein root UVB sensitive 1, chloroplasticpfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.GO:0032502|developmental process;GO:0010224|response to UV-B;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.11G092800.v6.10.6135466 0.00059 down no Endoglucanase 24pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;K01179

Manes.11G093000.v6.12.1499851 1.19E-08 up yes Glycine-rich protein 2pfam00313 CSD 'Cold-shock' DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.11G093200.v6.1Inf 0.9009 up no Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G093700.v6.10.6651972 0.04839 down no Auxin-induced protein 15Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G094100.v6.11.7326387 6.73E-10 up no Rac-like GTP-binding protein ARAC3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009734|auxin-activated signaling pathway;GO:0009958|positive gravitropism;GO:0010928|regulation of auxin mediated signaling pathway;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0030427|site of polarized growth;GO:0005819|spindle;GO:0005525|GTP binding;GO:0003924|GTPase activity;K04392

Manes.11G094600.v6.10.2982161 3.15E-09 down yes . pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.. . . .

Manes.11G094800.v6.12.2912685 1.25E-19 up yes Myb-related protein 308pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G094900.v6.11.7113397 1.61E-09 up no Proteasome subunit alpha type-7pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0019773|proteasome core complex, alpha-subunit complex;GO:0004298|threonine-type endopeptidase activity;K02731

Manes.11G095500.v6.12.3206266 0.00113 up yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.11G095600.v6.1NA NA -- no . pfam09043 Lys-AminoMut_A D-Lysine 5,6-aminomutase alpha subunit. Members of his family are involved in the 1,2 rearrangement of the terminal amino group of DL-lysine and of L-beta-lysine, using adenosylcobalamin (AdoCbl) and pyridoxal-5'-phosphate as cofactors. The structure is predominantly a PLP-binding TIM barrel domain, with several additional alpha-helices and beta-strands at the N and C termini. These helices and strands form an intertwined accessory clamp structure that wraps around the sides of the TIM barrel and extends up toward the Ado ligand of the Cbl cofactor, providing most of the interactions observed between the protein and the Ado ligand of the Cbl, suggesting that its role is mainly in stabilizing AdoCbl in the precatalytic resting state.. . . .

Manes.11G095700.v6.10.595785 0.00261 down no Endo-1,4-beta-xylanase Apfam00331 Glyco_hydro_10 Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0031176|endo-1,4-beta-xylanase activity;.

Manes.11G096100.v6.12.7935824 7.30E-09 up yes Probable BOI-related E3 ubiquitin-protein ligase 3pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.11G096300.v6.10.4602765 1.04E-05 down yes . pfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.11G096500.v6.12.3992913 9.84E-18 up yes Heparan-alpha-glucosaminide N-acetyltransferasepfam01757 Acyl_transf_3 Acyltransferase family. This family includes a range of acyltransferase enzymes. This domain is found in many as yet uncharacterized C. elegans proteins and it is approximately 300 amino acids long.GO:0007041|lysosomal transport;GO:0051259|protein oligomerization;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0015019|heparan-alpha-glucosaminide N-acetyltransferase activity;GO:0016746|transferase activity, transferring acyl groups;K10532

Manes.11G096600.v6.11.3247948 0.044 up no Aquaporin PIP2-7pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0009737|response to abscisic acid;GO:0006833|water transport;GO:0046658|anchored component of plasma membrane;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09872

Manes.11G096700.v6.10.9963085 0.99422 down no Pre-mRNA-splicing factor syf2pfam08231 SYF2 SYF2 splicing factor. Proteins in this family are involved in cell cycle progression and pre-mRNA splicing.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;. K12868

Manes.11G096900.v6.12.050756 4.15E-09 up yes . pfam05278 PEARLI-4 Arabidopsis phospholipase-like protein (PEARLI 4). This family contains several phospholipase-like proteins from Arabidopsis thaliana which are homologous to PEARLI 4.. . . .

Manes.11G097000.v6.12.0769342 2.03E-09 up yes . pfam06916 DUF1279 Protein of unknown function (DUF1279). This family represents the C-terminus (approx. 120 residues) of a number of eukaryotic proteins of unknown function.. . . .

Manes.11G097300.v6.10.6016977 5.61E-07 down no Probable protein phosphatase 2C 60pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.11G097400.v6.1Inf 1.50E-05 up yes . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.11G097500.v6.10.5874869 5.97E-06 down no . pfam11833 DUF3353 Protein of unknown function (DUF3353). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 205 to 258 amino acids in length.. . . .

Manes.11G097600.v6.10.8344393 0.14342 down no . pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.. . . .

Manes.11G097800.v6.10.7084064 0.00387 down no INO80 complex subunit Cpfam08265 YL1_C YL1 nuclear protein C-terminal domain. This domain is found in proteins of the YL1 family. These proteins have been shown to be DNA-binding and may be a transcription factor. This domain is found in proteins that are not YL1 proteins.GO:0006338|chromatin remodeling;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0031011|Ino80 complex;GO:0071339|MLL1 complex;GO:0005730|nucleolus;. K11667

Manes.11G097900.v6.11.3864168 0.00029 up no Transportin-1pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006886|intracellular protein transport;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;. K18752

Manes.11G098000.v6.10.3133603 2.83E-09 down yes Hippocampus abundant transcript 1 proteinpfam07690 MFS_1 Major Facilitator Superfamily.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.11G098100.v6.10.9585329 0.71252 down no DDB1- and CUL4-associated factor 8pfam00400 WD40 WD domain, G-beta repeat.GO:0016567|protein ubiquitination;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005634|nucleus;. K11804

Manes.11G098200.v6.11.9970511 4.21E-14 up no Lysine-specific histone demethylase 1 homolog 1pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0016575|histone deacetylation;GO:0051568|histone H3-K4 methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0016491|oxidoreductase activity;K11450

Manes.11G098300.v6.11.1862508 0.08363 up no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .



Manes.11G098500.v6.10.4597534 1.81E-05 down yes Sulfite oxidasepfam00174 Oxidored_molyb Oxidoreductase molybdopterin binding domain. This domain is found in a variety of oxidoreductases. This domain binds to a molybdopterin cofactor. Xanthine dehydrogenases, that also bind molybdopterin, have essentially no similarity.GO:0015994|chlorophyll metabolic process;GO:0042128|nitrate assimilation;GO:0010477|response to sulfur dioxide;GO:0006790|sulfur compound metabolic process;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0030151|molybdenum ion binding;GO:0008482|sulfite oxidase activity;.

Manes.11G098800.v6.10.7186704 0.06185 down no . pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.11G098900.v6.10.5782931 0.00013 down no V-type proton ATPase subunit Dpfam01813 ATP-synt_D ATP synthase subunit D. This is a family of subunit D form various ATP synthases including V-type H+ transporting and Na+ dependent. Subunit D is suggested to be an integral part of the catalytic sector of the V-ATPase.GO:0015992|proton transport;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;K02149

Manes.11G099100.v6.14.2423133 0.00117 up yes . pfam03976 PPK2 Polyphosphate kinase 2 (PPK2). Inorganic polyphosphate (polyP) plays a role in metabolizm and regulation and has been proposed to serve as a energy source in a pre-ATP world. In prokaryotes, the synthesis and utilisation of polyP are catalysed by PPK1, PPK2 and polyphosphatases. Proteins with a single PPK2 domain catalyse polyP-dependent phosphorylation of ADP to ATP, whereas proteins containing 2 fused PPK2 domains phosphorylate AMP to ADP.   The structure of PPK2 from Pseudomonas aeruginosa has revealed a a 3-layer alpha/beta/alpha sandwich fold with an alpha-helical lid similar to the structures of microbial thymidylate kinases.. . . .

Manes.11G099400.v6.10.2986814 4.21E-08 down yes Probable receptor-like protein kinase At1g49730pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G099500.v6.10.2752136 2.95E-14 down yes DnaJ protein homologpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;.

Manes.11G099600.v6.10.7570481 0.00507 down no Protein IQ-DOMAIN 1pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005634|nucleus;. .

Manes.11G099700.v6.10.453773 0.02891 down yes . pfam08058 NPCC Nuclear pore complex component. Proteins containing this domain are components of the nuclear pore complex. One member of this family is Nucleoporin POM34 which is thought to have a role in anchoring peripheral Nups into the pore and mediating pore formation.. . . .

Manes.11G099800.v6.1Inf 0.35135 up no Probable E3 ubiquitin-protein ligase ARI8pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.11G099900.v6.1Inf 0.9009 up no Probable E3 ubiquitin-protein ligase ARI8pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.11G100700.v6.10.8742286 0.20806 down no RNA polymerase II-associated protein 1pfam08621 RPAP1_N RPAP1-like, N-terminal. Inhibition of RPAP1 synthesis in Saccharomyces cerevisiae results in changes in global gene expression that are similar to those caused by the loss of the RNAPII subunit Rpb11. This entry represents the N-terminal region of RPAP-1 that is conserved from yeast to humans.GO:0006366|transcription from RNA polymerase II promoter;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.11G101000.v6.18.1245673 7.71E-06 up yes Protein CHLOROPLAST IMPORT APPARATUS 2pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0045036|protein targeting to chloroplast;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.11G101300.v6.1Inf 0.02421 up yes E3 ubiquitin-protein ligase PUB24pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0006952|defense response;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.11G101400.v6.11.6212368 5.72E-07 up no . pfam03215 Rad17 Rad17 cell cycle checkpoint protein.. . . .

Manes.11G101600.v6.11.4527951 9.63E-05 up no Zinc finger CCCH domain-containing protein 22pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.11G101900.v6.10.8577685 0.11704 down no Cytokinesis protein sepHpfam00069 Pkinase Protein kinase domain.GO:0032147|activation of protein kinase activity;GO:0036089|cleavage furrow formation;GO:0000281|mitotic cytokinesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0023014|signal transduction by protein phosphorylation;GO:0030587|sorocarp development;GO:0031098|stress-activated protein kinase signaling cascade;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G102000.v6.11.6680612 1.33E-08 up no E3 ubiquitin ligase BIG BROTHER-relatedpfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19045

Manes.11G102100.v6.11.6734771 6.65E-09 up no Eukaryotic initiation factor 4A-3pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003743|translation initiation factor activity;.

Manes.11G102800.v6.11.5334012 0.05457 up no . pfam09545 RE_AccI AccI restriction endonuclease. This family includes the AccI (recognizes and cleaves GT^MKAC) restriction endonuclease.. . . .

Manes.11G103400.v6.1NA NA -- no Putative clathrin assembly protein At1g03050pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.11G103500.v6.11.274176 0.0105 up no Putative axial regulator YABBY 2pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0010158|abaxial cell fate specification;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G103700.v6.10.9133603 0.40373 down no . pfam14184 YrvL Regulatory protein YrvL. YrvL prevents expression and activity of the YrvI sigma factor. It may function as an anti-sigma factor. . . .

Manes.11G103900.v6.11.5838012 4.39E-07 up no E3 ubiquitin-protein ligase RHF2Apfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.11G104100.v6.10.4979658 2.72E-05 down yes Wall-associated receptor kinase 2pfam00069 Pkinase Protein kinase domain.GO:0009992|cellular water homeostasis;GO:0009755|hormone-mediated signaling pathway;GO:0009311|oligosaccharide metabolic process;GO:0046777|protein autophosphorylation;GO:0009751|response to salicylic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G104300.v6.11.5464235 4.67E-06 up no Serine/threonine-protein kinase TOUSLEDpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004674|protein serine/threonine kinase activity;K08864

Manes.11G104500.v6.11.2119284 0.04048 up no DNA-binding protein HEXBPpfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.11G104700.v6.10.7003097 0.0215 down no Probable carboxylesterase 15pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.11G104900.v6.11.0547154 0.59135 up no 50S ribosomal protein L12-1, chloroplasticpfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009295|nucleoid;GO:0009506|plasmodesma;GO:0000311|plastid large ribosomal subunit;GO:0009579|thylakoid;GO:0003735|structural constituent of ribosome;K02935

Manes.11G105100.v6.11.0135493 0.87925 up no Beta-glucosidase BoGH3Bpfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0085030|mutualism;GO:2000899|xyloglucan catabolic process;GO:0042597|periplasmic space;GO:0008422|beta-glucosidase activity;.

Manes.11G105400.v6.10.5749569 0.00039 down no Inactive protein RESTRICTED TEV MOVEMENT 2pfam00011 HSP20 Hsp20/alpha crystallin family.GO:0006952|defense response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G105800.v6.15.3151089 3.87E-14 up yes Expansin-like A2pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0019953|sexual reproduction;GO:0005576|extracellular region;. .

Manes.11G105900.v6.10.9229009 0.5244 down no 60S ribosomal protein L2, mitochondrialpfam03947 Ribosomal_L2_C Ribosomal Proteins L2, C-terminal domain.GO:0006412|translation;GO:0015934|large ribosomal subunit;GO:0005739|mitochondrion;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;GO:0016740|transferase activity;.

Manes.11G106300.v6.1#NAME? 0.01825 down yes . pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.11G106400.v6.11.2429105 0.01995 up no Probable serine/threonine-protein kinase At4g35230pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K14500

Manes.11G106500.v6.10.7124127 0.17037 down no . pfam05889 SLA_LP_auto_ag Soluble liver antigen/liver pancreas antigen (SLA/LP autoantigen). This family consists of several eukaryotic and archaeal proteins which are related to the human soluble liver antigen/liver pancreas antigen (SLA/LP autoantigen). Autoantibodies are a hallmark of autoimmune hepatitis, but most are not disease specific. Autoantibodies to soluble liver antigen (SLA) and to liver and pancreas antigen (LP) have been described as disease specific, occurring in about 30% of all patients with autoimmune hepatitis. The function of SLA/LP is unknown, however, it has been suggested that the protein may function as a serine hydroxymethyltransferase and may be an important enzyme in the thus far poorly understood selenocysteine pathway. The archaeal sequences Methanopyrus kandleri spcS and MK0229 are annotated as being pyridoxal phosphate-dependent enzymes.. . . .

Manes.11G106600.v6.11.3292236 0.00172 up no . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.11G106800.v6.11.3874943 0.03741 up no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.11G106900.v6.11.0955256 0.36707 up no Glycerol-3-phosphate acyltransferase 3pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0044255|cellular lipid metabolic process;GO:0046474|glycerophospholipid biosynthetic process;GO:0006654|phosphatidic acid biosynthetic process;GO:0006644|phospholipid metabolic process;GO:0032006|regulation of TOR signaling;GO:0044281|small molecule metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13506

Manes.11G107200.v6.13.7803891 0.05842 up no . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.11G107300.v6.15.5428822 2.19E-12 up yes Cytochrome P450 86B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.11G107600.v6.10.7872271 0.01677 down no ENHANCER OF AG-4 protein 2pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.GO:0030154|cell differentiation;GO:0048497|maintenance of floral organ identity;GO:0006397|mRNA processing;GO:0009910|negative regulation of flower development;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G108000.v6.13.9371456 5.37E-05 up yes Calcium-transporting ATPase 4, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0055081|anion homeostasis;GO:0042742|defense response to bacterium;GO:0043069|negative regulation of programmed cell death;GO:0009624|response to nematode;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.11G108500.v6.11.2536591 0.01325 up no Transcription factor TCP7pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G108700.v6.10.7358108 0.015 down no . pfam10717 ODV-E18 Occlusion-derived virus envelope protein ODV-E18. This family of occlusion-derived viral envelope proteins are detected in viral-induced intranuclear microvesicles and are not detected in the plasma membrane, cytoplasmic membranes, or the nuclear envelope. The ODV-E18 protein is encoded by baculovirus late genes with transcription initiating from a TAAG motif. It exists as a dimer in the ODV envelope and contains a hydrophobic domain which is putatively acting as a target or retention signal for intranuclear microvesicles.. . . .

Manes.11G108800.v6.10.8862416 0.35894 down no . pfam13098 Thioredoxin_2 Thioredoxin-like domain.. . . .

Manes.11G109100.v6.10.7483044 0.03252 down no DNA repair protein RAD51 homolog 3pfam08423 Rad51 Rad51. Rad51 is a DNA repair and recombination protein and is a homologue of the bacterial ATPase RecA protein.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;.

Manes.11G109200.v6.10.5139782 0.01418 down no . pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.11G109700.v6.11.0065069 0.94897 up no Protein S-acyltransferase 11pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.11G110000.v6.10.5708067 4.74E-05 down no Alpha-1,3-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferasepfam03071 GNT-I GNT-I family. Alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase (GNT-I, GLCNAC-T I) EC:2.4.1.101 transfers N-acetyl-D-glucosamine from UDP to high-mannose glycoprotein N-oligosaccharide. This is an essential step in the synthesis of complex or hybrid-type N-linked oligosaccharides. The enzyme is an integral membrane protein localized to the Golgi apparatus, and is probably distributed in all tissues. The catalytic domain is located at the C-terminus.GO:0006972|hyperosmotic response;GO:0006491|N-glycan processing;GO:0006486|protein glycosylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0003827|alpha-1,3-mannosylglycoprotein 2-beta-N-acetylglucosaminyltransferase activity;GO:0046872|metal ion binding;GO:0016262|protein N-acetylglucosaminyltransferase activity;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.11G110100.v6.10.6517513 0.00307 down no Proton-coupled amino acid transporter 3pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0015816|glycine transport;GO:1902600|hydrogen ion transmembrane transport;GO:0015808|L-alanine transport;GO:0035524|proline transmembrane transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015187|glycine transmembrane transporter activity;GO:0015078|hydrogen ion transmembrane transporter activity;GO:0005280|hydrogen:amino acid symporter activity;GO:0015180|L-alanine transmembrane transporter activity;GO:0015193|L-proline transmembrane transporter activity;K14209

Manes.11G110300.v6.127.21785 2.10E-07 up yes EC protein homolog 2pfam02068 Metallothio_PEC Plant PEC family metallothionein.GO:0006829|zinc II ion transport;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.11G110500.v6.14.9115221 1.49E-71 up yes Probable serine/threonine-protein kinase NAKpfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G110800.v6.12.3959504 1.65E-12 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.11G110900.v6.10.7262555 0.02928 down no Protein NLP2pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G111100.v6.10.675618 0.00255 down no SNF1-related protein kinase regulatory subunit beta-3pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0045859|regulation of protein kinase activity;. GO:0019887|protein kinase regulator activity;.

Manes.11G111300.v6.18.1801411 0.01638 up yes Ankyrin repeat-containing protein At5g02620pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G111400.v6.11.0320864 0.72745 up no Serrate RNA effector moleculepfam12066 DUF3546 Domain of unknown function (DUF3546). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 93 to 114 amino acids in length. This domain has two completely conserved Y residues that may be functionally important.GO:0016568|chromatin modification;GO:0006397|mRNA processing;GO:0031053|primary miRNA processing;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:2000011|regulation of adaxial/abaxial pattern formation;GO:0048509|regulation of meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0010445|nuclear dicing body;GO:0016607|nuclear speck;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G111500.v6.11.0878784 0.34544 up no Protein FAR1-RELATED SEQUENCE 3pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0008270|zinc ion binding;.

Manes.11G111600.v6.10.7474163 0.01389 down no (+)-neomenthol dehydrogenasepfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006952|defense response;. GO:0047501|(+)-neomenthol dehydrogenase activity;.

Manes.11G111900.v6.11.0762232 0.4483 up no Non-specific lipid transfer protein GPI-anchored 2pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0042335|cuticle development;GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.11G112200.v6.10.6533984 0.00084 down no . pfam11139 DUF2910 Protein of unknown function (DUF2910). Some members in this bacterial family annotate the proteins as cytochrome C biogenesis proteins however this cannot be confirmed. Currently no function for this family is known.. . . .

Manes.11G112400.v6.12.3447681 1.42E-07 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.11G112500.v6.12.2508515 7.20E-18 up yes rRNA-processing protein UTP23 homologpfam04900 Fcf1 Fcf1. Fcf1 is a nucleolar protein involved in pre-rRNA processing. Depletion of yeast Fcf1 and Fcf2 leads to a decrease in synthesis of the 18S rRNA and results in a deficit in 40S ribosomal subunits.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0070181|small ribosomal subunit rRNA binding;K14773

Manes.11G113100.v6.11.3149354 0.00234 up no Somatic embryogenesis receptor kinase 1pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.11G113500.v6.11.6048617 3.21E-07 up no Ras-related protein RABA5dpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005829|cytosol;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.11G113600.v6.10.5667329 0.00193 down no Pirin-like proteinpfam02678 Pirin Pirin. This family consists of Pirin proteins from both eukaryotes and prokaryotes. The function of Pirin is unknown but the gene coding for this protein is known to be expressed in all tissues in the human body although it is expressed most strongly in the liver and heart. Pirin is known to be a nuclear protein, exclusively localized within the nucleoplasma and predominantly concentrated within dot-like subnuclear structures. A tomato homologue of human Pirin has been found to be induced during programmed cell death. Human Pirin interacts with Bcl-3 and NFI and hence is probably involved in the regulation of DNA transcription and replication. It appears to be an Fe(II)-containing member of the Cupin superfamily.. GO:0005634|nucleus;. K06911

Manes.11G113900.v6.10.4206318 1.05E-12 down yes UDP-glycosyltransferase 92A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.11G114600.v6.13.2348949 2.11E-11 up yes . pfam09801 SYS1 Integral membrane protein S linking to the trans Golgi network. Members of this family are integral membrane proteins involved in protein trafficking between the late Golgi and endosome. They may also serve as a receptor for ADP-ribosylation factor-related protein 1 (ARFRP1). Sys1p is a small integral membrane protein with four predicted transmembrane domains that localizes to the Trans Golgi network TGN in yeast and human cells.. . . .

Manes.11G114700.v6.12.9941828 2.36E-07 up yes . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.11G114800.v6.11.3382255 0.00139 up no Clathrin interactor EPSIN 3pfam01417 ENTH ENTH domain. The ENTH (Epsin N-terminal homology) domain is found in proteins involved in endocytosis and cytoskeletal machinery. The function of the ENTH domain is unknown.GO:0015031|protein transport;GO:0030136|clathrin-coated vesicle;GO:0005794|Golgi apparatus;. K12471

Manes.11G115200.v6.132.596935 1.02E-17 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.11G115300.v6.11.009437 0.89459 up no Solute carrier family 35 member F1pfam06027 DUF914 Eukaryotic protein of unknown function (DUF914). This family consists of several hypothetical proteins of unknown function. Some of the sequences in this family are annotated as being putative membrane proteins.GO:0006810|transport;GO:0016021|integral component of membrane;. K15287

Manes.11G116200.v6.12.3190897 5.47E-19 up yes CMP-sialic acid transporter 2pfam04142 Nuc_sug_transp Nucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:0015739|sialic acid transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.11G116400.v6.14.4819886 1.03E-09 up yes Probable receptor-like protein kinase At1g67000pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G116500.v6.11.0527191 0.67371 up no Glycerophosphodiester phosphodiesterase protein kinase domain-containing GDPDL2pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G116600.v6.10.2971897 4.93E-18 down yes Glycerophosphodiester phosphodiesterase protein kinase domain-containing GDPDL2pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G116700.v6.19.7833208 0.03145 up no . pfam11186 DUF2972 Protein of unknown function (DUF2972). Some members in this family of proteins with unknown function are annotated as sugar transferase proteins, however this cannot be confirmed.. . . .

Manes.11G117400.v6.10.8941885 0.41931 down no INO80 complex subunit Dpfam13891 zf-C3Hc3H Potential DNA-binding domain. This domain is likely to be the DNA-binding domain of chromatin re-modelling proteins and helicases.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.11G117500.v6.10.9855014 0.90203 down no Probable glutathione peroxidase 2pfam00255 GSHPx Glutathione peroxidase.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0004602|glutathione peroxidase activity;K00432

Manes.11G117600.v6.13.3627712 1.96E-13 up yes . pfam07939 DUF1685 Protein of unknown function (DUF1685). The members of this family are hypothetical eukaryotic proteins of unknown function. The region in question is approximately 100 amino acid residues long.. . . .

Manes.11G117700.v6.11.5744085 0.00289 up no Inositol transporter 1pfam00083 Sugar_tr Sugar (and other) transporter.GO:0015798|myo-inositol transport;GO:0015992|proton transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005773|vacuole;GO:0005366|myo-inositol:proton symporter activity;K08150

Manes.11G117800.v6.10.7711767 0.3422 down no . pfam02876 Stap_Strp_tox_C Staphylococcal/Streptococcal toxin, beta-grasp domain.. . . .

Manes.11G117900.v6.10.6899613 0.44452 down no Probable leucine-rich repeat receptor-like protein kinase At1g35710pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G118000.v6.10.5097609 0.01425 down no Probable LRR receptor-like serine/threonine-protein kinase At4g08850pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G118300.v6.10.9669919 0.76365 down no Probable E3 ubiquitin-protein ligase ARI7pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.11G118700.v6.10.2839506 0.03069 down no . pfam02537 CRCB CrcB-like protein. CRCB is a putative integral membrane protein possibly involved in chromosome condensation. Over expression in Escherichia coli also leads to camphor resistance.. . . .

Manes.11G118900.v6.10.6382437 0.00134 down no Probable leucine-rich repeat receptor-like protein kinase At1g35710pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G119200.v6.10.444781 0.0029 down yes Probable leucine-rich repeat receptor-like protein kinase At1g35710pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.11G119700.v6.12.4725624 1.92E-15 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G119800.v6.11.184293 0.23115 up no 3-oxo-Delta(4,5)-steroid 5-beta-reductasepfam07019 Rab5ip Rab5-interacting protein (Rab5ip). This family consists of several Rab5-interacting protein (RIP5 or Rab5ip ) sequences. The ras-related GTPase rab5 is rate-limiting for homotypic early endosome fusion. Rab5ip represents a novel rab5 interacting protein that may function on endocytic vesicles as a receptor for rab5-GDP and participate in the activation of rab5.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.11G120000.v6.11.1037558 0.6281 up no 3-oxo-Delta(4,5)-steroid 5-beta-reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.11G120100.v6.1#NAME? 0.43419 down no Probable 2-oxoglutarate-dependent dioxygenase AOP1.2pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.11G120400.v6.10.6538055 6.03E-05 down no Tetrapyrrole-binding protein, chloroplasticpfam05419 GUN4 GUN4-like. In Arabidopsis, GUN4 is required for the functioning of the plastid mediated repression of nuclear transcription that is involved in controlling the levels of magnesium- protoporphyrin IX. GUN4 binds the product and substrate of Mg-chelatase, an enzyme that produces Mg-Proto, and activates Mg-chelatase. GUN4 is thought to participates in plastid-to-nucleus signaling by regulating magnesium-protoporphyrin IX synthesis or trafficking.GO:0015995|chlorophyll biosynthetic process;GO:0010019|chloroplast-nucleus signaling pathway;GO:0043085|positive regulation of catalytic activity;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0019899|enzyme binding;GO:0046906|tetrapyrrole binding;.

Manes.11G121300.v6.10.8157814 0.67771 down no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G121600.v6.16.110874 0.00021 up yes . pfam15455 Pro-rich_19 Proline-rich 19. This family includes proline-rich protein 19.. . . .

Manes.11G121700.v6.10.8610572 0.26359 down no Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.11G121900.v6.11.5529655 9.33E-05 up no Protein YIF1B-Bpfam03878 YIF1 YIF1. YIF1 (Yip1 interacting factor) is an integral membrane protein that is required for membrane fusion of ER derived vesicles. It also plays a role in the biogenesis of ER derived COPII transport vesicles.. GO:0016021|integral component of membrane;. .

Manes.11G122000.v6.11.3385371 0.00279 up no B-box zinc finger protein 25pfam00643 zf-B_box B-box zinc finger.GO:0010100|negative regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.11G122400.v6.1NA NA -- no . pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.11G123100.v6.10.2588008 0.24759 down no . pfam10329 DUF2417 Region of unknown function (DUF2417). This is a region of a family of proteins conserved in fungi some of whose members also have the Abhydrolase_1, pfam00561, domain in their sequence. The function of this region is not known.. . . .

Manes.11G123200.v6.123.094629 3.64E-17 up yes Probable disease resistance protein RDL6pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G123300.v6.15.1632711 2.06E-26 up yes . pfam13968 DUF4220 Domain of unknown function (DUF4220). This family is found in plants and is often associated with DUF294, pfam04578.. . . .

Manes.11G123500.v6.11.8352167 4.12E-11 up no Electron transfer flavoprotein-ubiquinone oxidoreductase, mitochondrialpfam05187 ETF_QO Electron transfer flavoprotein-ubiquinone oxidoreductase. Electron-transfer flavoprotein-ubiquinone oxidoreductase (ETF-QO) in the inner mitochondrial membrane accepts electrons from electron-transfer flavoprotein which is located in the mitochondrial matrix and reduces ubiquinone in the mitochondrial membrane. The two redox centres in the protein, FAD and a [4Fe4S] cluster, are present in a 64-kDa monomer.GO:0006552|leucine catabolic process;GO:0009646|response to absence of light;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0004174|electron-transferring-flavoprotein dehydrogenase activity;GO:0046872|metal ion binding;K00311

Manes.11G123600.v6.12.1651587 4.63E-18 up yes Probable transcription factor PosF21pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G123800.v6.10.6116624 0.00068 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124100.v6.10.5537442 2.00E-05 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124200.v6.10.8346103 0.1815 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124300.v6.10.5864303 0.00061 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124400.v6.10.6805618 0.01145 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124500.v6.10.2279371 2.75E-11 down yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124700.v6.10.5700287 0.00039 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124900.v6.170.803696 2.97E-07 up yes S-type anion channel SLAH1pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.GO:0006873|cellular ion homeostasis;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008308|voltage-gated anion channel activity;.

Manes.11G125000.v6.114.283076 4.57E-25 up yes Mitogen-activated protein kinase kinase kinase 2pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.11G125100.v6.11.6986099 0.00022 up no Aspartic proteinase A1pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.11G125200.v6.11.1391632 0.18266 up no Probable hydroxyacylglutathione hydrolase 2, chloroplastpfam00753 Lactamase_B Metallo-beta-lactamase superfamily.GO:0006750|glutathione biosynthetic process;GO:0009507|chloroplast;GO:0004416|hydroxyacylglutathione hydrolase activity;GO:0008270|zinc ion binding;K01069

Manes.11G125800.v6.10.6976551 0.01331 down no Ent-kaurenoic acid oxidase 2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009686|gibberellin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0051777|ent-kaurenoate oxidase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K04123

Manes.11G125900.v6.10.7787629 0.04695 down no Protein SHORT-ROOTpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0008356|asymmetric cell division;GO:0055072|iron ion homeostasis;GO:0048366|leaf development;GO:0045930|negative regulation of mitotic cell cycle;GO:0009956|radial pattern formation;GO:0032350|regulation of hormone metabolic process;GO:0006351|transcription, DNA-templated;GO:0005769|early endosome;GO:0005770|late endosome;GO:0005634|nucleus;GO:0055037|recycling endosome;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G126000.v6.10.451629 8.07E-08 down yes . pfam04266 ASCH ASCH domain. The ASCH domain adopts a beta-barrel fold similar to the pfam01472 domain. It is thought to function as an RNA-binding domain during coactivation, RNA-processing and possibly during prokaryotic translation regulation.. . . .

Manes.11G126700.v6.10.7535221 0.01724 down no TBC1 domain family member 15pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0043087|regulation of GTPase activity;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005096|GTPase activator activity;.

Manes.11G127100.v6.1Inf 0.04432 up no Peroxisomal membrane protein 13pfam00577 Usher Outer membrane usher protein. In Gram-negative bacteria the biogenesis of fimbriae (or pili) requires a two- component assembly and transport system which is composed of a periplasmic chaperone and an outer membrane protein which has been termed a molecular 'usher'. The usher protein is rather large (from 86 to 100 Kd) and seems to be mainly composed of membrane-spanning beta-sheets, a structure reminiscent of porins. Although the degree of sequence similarity of these proteins is not very high they share a number of characteristics. One of these is the presence of two pairs of cysteines, the first one located in the N-terminal part and the second at the C-terminal extremity that are probably involved in disulphide bonds. The best conserved region is located in the central part of these proteins.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;. K13344

Manes.11G127200.v6.10.6347231 7.03E-06 down no Uncharacterized GPI-anchored protein At1g61900pfam14750 INTS2 Integrator complex subunit 2. This family of proteins are subunits of the integrator complex involved in snRNA transcription and processing.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.11G127500.v6.10.9446642 0.57469 down no GPI ethanolamine phosphate transferase 3pfam01663 Phosphodiest Type I phosphodiesterase / nucleotide pyrophosphatase. This family consists of phosphodiesterases, including human plasma-cell membrane glycoprotein PC-1 / alkaline phosphodiesterase i / nucleotide pyrophosphatase (nppase). These enzymes catalyse the cleavage of phosphodiester and phosphosulfate bonds in NAD, deoxynucleotides and nucleotide sugars. Also in this family is ATX an autotaxin, tumor cell motility-stimulating protein which exhibits type I phosphodiesterases activity. The alignment encompasses the active site. Also present with in this family is 60-kDa Ca2+-ATPase form F. odoratum.GO:0006501|C-terminal protein lipidation;GO:0044267|cellular protein metabolic process;GO:0006506|GPI anchor biosynthetic process;GO:0043687|post-translational protein modification;GO:0016254|preassembly of GPI anchor in ER membrane;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0051377|mannose-ethanolamine phosphotransferase activity;K05288

Manes.11G127900.v6.11.3448019 0.00462 up no DNA-directed RNA polymerases II and V subunit 8Apfam03870 RNA_pol_Rpb8 RNA polymerase Rpb8. Rpb8 is a subunit common to the three yeast RNA polymerases, pol I, II and III. Rpb8 interacts with the largest subunit Rpb1, and with Rpb3 and Rpb11, two smaller subunits.GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000419|DNA-directed RNA polymerase V complex;. K03016

Manes.11G128100.v6.14.7000904 2.02E-08 up yes . pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helices. . . .

Manes.11G128200.v6.10.2428475 0.40652 down no Endochitinase PR4pfam00182 Glyco_hydro_19 Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.11G128300.v6.10.5734318 0.01968 down no Endochitinase PR4pfam00182 Glyco_hydro_19 Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.11G128500.v6.10.8680077 0.16401 down no Acyl-[acyl-carrier-protein] desaturase, chloroplasticpfam03405 FA_desaturase_2 Fatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0045300|acyl-[acyl-carrier-protein] desaturase activity;GO:0046872|metal ion binding;K03921

Manes.11G128600.v6.10.5939257 0.00109 down no DNA primase small subunitpfam01896 DNA_primase_S Eukaryotic and archaeal DNA primase small subunit. DNA primase synthesizes the RNA primers for the Okazaki fragments in lagging strand DNA synthesis. DNA primase is a heterodimer of large and small subunits. This family also includes baculovirus late expression factor 1 or LEF-1 proteins. Baculovirus LEF-1 is a DNA primase enzyme. Bacterial DNA primase adopts a different fold to archaeal and eukaryotic primases.. GO:0016020|membrane;GO:1990077|primosome complex;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;K02684

Manes.11G128700.v6.10.6448168 8.07E-06 down no . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.11G128800.v6.10.400968 2.33E-05 down yes . pfam03324 Herpes_HEPA Herpesvirus DNA helicase/primase complex associated protein. This family includes HSV UL8, EHV-1 54, VZV 52 AND HCMV 102.. . . .

Manes.11G128900.v6.1Inf 0.18039 up no . pfam08886 GshA Glutamate-cysteine ligase. This is a rare family of glutamate--cysteine ligases, EC:6.3.2.2, demonstrated first in Thiobacillus ferrooxidans and present in a few other Proteobacteria. It is the first of two enzymes for glutathione biosynthesis. It is also called gamma-glutamylcysteine synthetase. The structure of this family has been solved, and is similar to that of human glutathione synthetase and very different to gamma-glutamylcysteine synthetase from Escherichia coli.. . . .

Manes.11G129100.v6.11.9902197 2.08E-12 up no F-box/kelch-repeat protein SKIP25pfam13964 Kelch_6 Kelch motif. GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0005634|nucleus;. .

Manes.11G129300.v6.12.1006254 1.86E-06 up yes Transcription factor bHLH113pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G129700.v6.12.0087054 4.76E-11 up yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G129800.v6.10.722491 0.01508 down no . pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.11G129900.v6.11.0980885 0.54063 up no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G130000.v6.112.769788 2.91E-15 up yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G130500.v6.10.5665611 2.94E-07 down no . pfam15489 CTC1 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. Mutations in human CTC1 have been recognized as contributing to cerebroretinal microangiopathy.. . . .

Manes.11G130700.v6.10.0509091 0.00043 down yes Endochitinase PR4pfam00182 Glyco_hydro_19 Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.11G130800.v6.11.5392219 0.00012 up no Fasciclin-like arabinogalactan protein 4pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0007155|cell adhesion;GO:0009825|multidimensional cell growth;GO:0009651|response to salt stress;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009897|external side of plasma membrane;GO:0005886|plasma membrane;GO:0030247|polysaccharide binding;.

Manes.11G130900.v6.12.4318574 1.32E-10 up yes Probable protein phosphatase 2C 4pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0048366|leaf development;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.11G131600.v6.10.6821456 0.00124 down no Dof zinc finger protein DOF2.2pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G131700.v6.10.7994953 0.15291 down no . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.11G132000.v6.10.4078504 0.00293 down yes CLAVATA3/ESR (CLE)-related protein 46pfam03650 MPC Uncharacterized protein family (UPF0041).GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;. .

Manes.11G132200.v6.10.9135135 0.40069 down no Ubiquitin-conjugating enzyme E2 7pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K10575

Manes.11G132600.v6.19.5367973 0.10882 up no . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.11G133000.v6.10.595377 0.00135 down no . pfam03395 Pox_P4A Poxvirus P4A protein.. . . .

Manes.11G133300.v6.11.783393 7.58E-11 up no Actin-depolymerizing factor 2pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.11G134100.v6.119.509239 1.37E-17 up yes Zinc finger protein ZAT12pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009631|cold acclimation;GO:0042538|hyperosmotic salinity response;GO:0009643|photosynthetic acclimation;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009416|response to light stimulus;GO:0006979|response to oxidative stress;GO:0010224|response to UV-B;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G134200.v6.12.0147258 3.93E-06 up yes . pfam06136 DUF966 Domain of unknown function (DUF966). Family of plant proteins with unknown function.. . . .

Manes.11G134300.v6.10.3420462 1.54E-07 down yes Transcription factor MYB48pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G134400.v6.10.6060945 1.60E-06 down no Very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase 2pfam04387 PTPLA Protein tyrosine phosphatase-like protein, PTPLA. This family includes the mammalian protein tyrosine phosphatase-like protein, PTPLA. A significant variation of PTPLA from other protein tyrosine phosphatases is the presence of proline instead of catalytic arginine at the active site. It is thought that PTPLA proteins have a role in the development, differentiation, and maintenance of a number of tissue types.GO:0030497|fatty acid elongation;GO:0030148|sphingolipid biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0018812|3-hydroxyacyl-CoA dehydratase activity;GO:0019899|enzyme binding;K10703

Manes.11G134500.v6.10.0947557 1.01E-10 down yes . pfam05996 Fe_bilin_red Ferredoxin-dependent bilin reductase. This family consists of several different but closely related proteins which include phycocyanobilin:ferredoxin oxidoreductase EC:1.3.7.5 (PcyA), 15,16-dihydrobiliverdin:ferredoxin oxidoreductase EC:1.3.7.2 (PebA) and phycoerythrobilin:ferredoxin oxidoreductase EC:1.3.7.3 (PebB). Phytobilins are linear tetrapyrrole precursors of the light-harvesting prosthetic groups of the phytochrome photoreceptors of plants and the phycobiliprotein photosynthetic antennae of cyanobacteria, red algae, and cryptomonads. It is known that that phytobilins are synthesized from heme via the intermediary of biliverdin IX alpha (BV), which is reduced subsequently by ferredoxin-dependent bilin reductases with different double-bond specificities.. . . .

Manes.11G134700.v6.11.4570852 0.16319 up no . pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.11G135200.v6.119.199125 8.75E-41 up yes Glutelin type-A 1pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.11G135800.v6.10.3521981 5.62E-06 down yes Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.11G135900.v6.13.3045788 2.26E-34 up yes Exocyst complex component EXO70A1pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.11G136000.v6.11.5812315 1.56E-05 up no 3-ketoacyl-CoA synthase 12pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.11G136100.v6.10.9769143 0.86738 down no Nudix hydrolase 9pfam00293 NUDIX NUDIX domain.. . GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G136200.v6.10.5097015 4.19E-05 down no Ankyrin repeat-containing protein At5g02620pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G136600.v6.10.9873146 0.91107 down no Probable NOT transcription complex subunit VIP2 (Fragment)pfam04153 NOT2_3_5 NOT2 / NOT3 / NOT5 family. NOT1, NOT2, NOT3, NOT4 and NOT5 form a nuclear complex that negatively regulates the basal and activated transcription of many genes. This family includes NOT2, NOT3 and NOT5.GO:0015074|DNA integration;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.11G136700.v6.10.8501426 0.66583 down no 2-alkenal reductase (NADP(+)-dependent)pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.11G136800.v6.10.4683418 6.60E-09 down yes Receptor-like protein kinase HERK 1pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G138200.v6.10.7025638 0.00194 down no Phototropin-1pfam00069 Pkinase Protein kinase domain.GO:0009785|blue light signaling pathway;GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0035556|intracellular signal transduction;GO:0010362|negative regulation of anion channel activity by blue light;GO:0009638|phototropism;GO:0046777|protein autophosphorylation;GO:0018298|protein-chromophore linkage;GO:0010155|regulation of proton transport;GO:0010119|regulation of stomatal movement;GO:0009637|response to blue light;GO:0009986|cell surface;GO:0005737|cytoplasm;GO:0009898|cytoplasmic side of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0010181|FMN binding;GO:0042802|identical protein binding;GO:0016301|kinase activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08282

Manes.11G138300.v6.11.793618 0.00012 up no Probable serine/threonine-protein kinase RLCKVIIpfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G138400.v6.11.0188463 0.8609 up no Probable trans-2-enoyl-CoA reductase, mitochondrialpfam00107 ADH_zinc_N Zinc-binding dehydrogenase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0019166|trans-2-enoyl-CoA reductase (NADPH) activity;GO:0008270|zinc ion binding;K07512

Manes.11G138500.v6.13.8502582 6.88E-31 up yes . pfam13344 Hydrolase_6 Haloacid dehalogenase-like hydrolase. This family is part of the HAD superfamily.. . . .

Manes.11G138700.v6.1Inf 0.17828 up no Receptor protein kinase TMK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.11G138800.v6.173.904078 ####### up yes . pfam12569 NARP1 NMDA receptor-regulated protein 1. This domain family is found in eukaryotes, and is approximately 40 amino acids in length. The family is found in association with pfam07719, pfam00515. There is a single completely conserved residue L that may be functionally important. NARP1 is the mammalian homologue of a yeast N-terminal acetyltransferase that regulates entry into the G(0) phase of the cell cycle.. . . .

Manes.11G139000.v6.195.514056 6.80E-24 up yes . pfam02405 Permease Permease. This domain functions as a permease. In a hypothetical protein from Neisseria it is involved in L-glutamate import into the cell. In Arabidopsis ABC transporter I family member 14 it is involved in lipid transfer within the cell.. . . .

Manes.11G139100.v6.118.625281 6.27E-18 up yes . pfam14351 DUF4401 Domain of unknown function (DUF4401). This family of proteins is found in bacteria. Proteins in this family are typically between 357 and 735 amino acids in length. The family is found in association with pfam09925. There is a single completely conserved residue K that may be functionally important.. . . .

Manes.11G139200.v6.111.33852 1.69E-11 up yes . pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.. . . .

Manes.11G139800.v6.10.5999933 0.05396 down no Protein NRT1/ PTR FAMILY 2.7pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0010447|response to acidic pH;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010542|nitrate efflux transmembrane transporter activity;.

Manes.11G140100.v6.11.1499128 0.12882 up no V-type proton ATPase subunit a1pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.GO:0015991|ATP hydrolysis coupled proton transport;GO:0015986|ATP synthesis coupled proton transport;GO:0070070|proton-transporting V-type ATPase complex assembly;GO:0007035|vacuolar acidification;GO:0070072|vacuolar proton-transporting V-type ATPase complex assembly;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0051117|ATPase binding;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02154

Manes.11G140500.v6.11.2048565 0.28377 up no Tetraspanin-3pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.11G140700.v6.10.6560962 0.02899 down no tRNA-splicing endonuclease subunit Sen2-2pfam01974 tRNA_int_endo tRNA intron endonuclease, catalytic C-terminal domain. Members of this family cleave pre tRNA at the 5' and 3' splice sites to release the intron EC:3.1.27.9.GO:0006397|mRNA processing;GO:0006388|tRNA splicing, via endonucleolytic cleavage and ligation;GO:0005634|nucleus;GO:0016829|lyase activity;GO:0003676|nucleic acid binding;GO:0000213|tRNA-intron endonuclease activity;K15322



Manes.11G141100.v6.10.7568282 0.02861 down no Mitochondrial ribosome-associated GTPase 1pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0006417|regulation of translation;GO:0005743|mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005761|mitochondrial ribosome;GO:0005525|GTP binding;.

Manes.11G141400.v6.10.8335716 0.17756 down no Ribosome biogenesis GTPase Apfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0003723|RNA binding;K14540

Manes.11G141500.v6.11.4114264 0.00148 up no Exonuclease V, chloroplasticpfam09810 Exo5 Exonuclease V - a 5' deoxyribonuclease. Exonuclease V is a monomeric 5' deoxyribonuclease that is localized in the nucleus. It degrades single-stranded, but not double-stranded, DNA from the 5'-end, and the products are dinucleotides, except the 3'-terminal tri- and tetranucleotides, which are not degraded. The initial hydrolytic cut of exonuclease V on the dephosphorylated substrate produces a mixture of dinucleoside monophosphates and trinucleoside diphosphates. The enzyme is processive in action. Exo5 is specific for single-stranded DNA and does not hydrolyze RNA. However, Exo5 has the capacity to slide across 5' double-stranded DNA or 5' RNA sequences and resume cutting two nucleotides downstream of the double-stranded-to-single-stranded junction or RNA-to-DNA junction, respectively.. GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0045145|single-stranded DNA 5'-3' exodeoxyribonuclease activity;K17815

Manes.11G141800.v6.10.5600484 0.00045 down no Pentatricopeptide repeat-containing protein At2g27800, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.11G141900.v6.10.7249312 0.01818 down no . pfam05419 GUN4 GUN4-like. In Arabidopsis, GUN4 is required for the functioning of the plastid mediated repression of nuclear transcription that is involved in controlling the levels of magnesium- protoporphyrin IX. GUN4 binds the product and substrate of Mg-chelatase, an enzyme that produces Mg-Proto, and activates Mg-chelatase. GUN4 is thought to participates in plastid-to-nucleus signaling by regulating magnesium-protoporphyrin IX synthesis or trafficking.. . . .

Manes.11G142100.v6.11.5715561 7.36E-07 up no E3 SUMO-protein ligase SIZ1pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.GO:0051301|cell division;GO:0016049|cell growth;GO:0031668|cellular response to extracellular stimulus;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0010247|detection of phosphate ion;GO:0048589|developmental growth;GO:0009553|embryo sac development;GO:0009908|flower development;GO:0010286|heat acclimation;GO:0009910|negative regulation of flower development;GO:0010113|negative regulation of systemic acquired resistance;GO:0048481|ovule development;GO:0010183|pollen tube guidance;GO:0016925|protein sumoylation;GO:0009787|regulation of abscisic acid-activated signaling pathway;GO:0040008|regulation of growth;GO:0090352|regulation of nitrate assimilation;GO:2000070|regulation of response to water deprivation;GO:0010337|regulation of salicylic acid metabolic process;GO:0050826|response to freezing;GO:0009414|response to water deprivation;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;GO:0008270|zinc ion binding;.

Manes.11G142200.v6.10.7263334 0.01263 down no Isovaleryl-CoA dehydrogenase, mitochondrialpfam00441 Acyl-CoA_dh_1 Acyl-CoA dehydrogenase, C-terminal domain. C-terminal domain of Acyl-CoA dehydrogenase is an all-alpha, four helical up-and-down bundle.GO:1902198|3-methylbut-2-enoyl-CoA(4-) metabolic process;GO:1902196|isovaleryl-CoA(4-) catabolic process;GO:0006552|leucine catabolic process;GO:0005739|mitochondrion;GO:0050660|flavin adenine dinucleotide binding;GO:0008470|isovaleryl-CoA dehydrogenase activity;K00253

Manes.11G142300.v6.10.5387785 9.43E-10 down no Auxin response factor 4pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0010158|abaxial cell fate specification;GO:0009734|auxin-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0010050|vegetative phase change;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G142900.v6.10.7590788 0.0049 down no Zinc finger protein MAGPIEpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G143300.v6.1NA NA -- no Fasciclin-like arabinogalactan protein 12pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.11G143500.v6.1#NAME? 0.02406 down yes Fasciclin-like arabinogalactan protein 11pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.11G144200.v6.10.7872465 0.01623 down no Serine/threonine-protein kinase GRIK2pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0009615|response to virus;GO:0016032|viral process;. GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K07359

Manes.11G144300.v6.10.6538579 0.01899 down no F-box/kelch-repeat protein At5g60570pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. GO:0005634|nucleus;. .

Manes.11G144400.v6.12.1984675 3.35E-18 up yes Probable E3 ubiquitin-protein ligase LOG2pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0080144|amino acid homeostasis;GO:0009737|response to abscisic acid;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.11G144500.v6.10.8603157 0.3438 down no . pfam12906 RINGv RING-variant domain.. . . .

Manes.11G144800.v6.10.2771591 1.45E-06 down yes . pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.11G144900.v6.10.8419225 0.07883 down no Protein disulfide isomerase-like 1-4pfam13848 Thioredoxin_6 Thioredoxin-like domain.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.11G145000.v6.10.912113 0.4197 down no Probable serine/threonine-protein kinase NAKpfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G145500.v6.12.5744285 8.34E-10 up yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.11G145600.v6.10.8724106 1 down no . pfam05007 Mannosyl_trans Mannosyltransferase (PIG-M). PIG-M has a DXD motif. The DXD motif is found in many glycosyltransferases that utilize nucleotide sugars. It is thought that the motif is involved in the binding of a manganese ion that is required for association of the enzymes with nucleotide sugar substrates.. . . .

Manes.11G145800.v6.10.9527624 0.62971 down no Vacuolar fusion protein MON1 homolog Apfam03164 Mon1 Trafficking protein Mon1. Members of this family have been called SAND proteins although these proteins do not contain a SAND domain. In Saccharomyces cerevisiae a protein complex of Mon1 and Ccz1 functions with the small GTPase Ypt7 to mediate vesicle trafficking to the vacuole. The Mon1/Ccz1 complex is conserved in eukaryotic evolution and members of this family (previously known as DUF254) are distant homologues to domains of known structure that assemble into cargo vesicle adapter (AP) complexes. describes orthologues in Fugu rubripes.GO:0009306|protein secretion;GO:0016192|vesicle-mediated transport;GO:0005623|cell;. .

Manes.11G146000.v6.10.6378292 1.29E-05 down no Homeobox-leucine zipper protein REVOLUTApfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0009855|determination of bilateral symmetry;GO:0010014|meristem initiation;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0010089|xylem development;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09338

Manes.11G146100.v6.1Inf 2.69E-05 up yes . pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.11G146200.v6.10.8038326 0.10775 down no CASP-like protein 5A2pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G146400.v6.13.8755413 7.09E-06 up yes Ubiquitin-like protein 5pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006464|cellular protein modification process;GO:0000398|mRNA splicing, via spliceosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0031386|protein tag;K13113

Manes.11G146500.v6.11.3618077 0.0017 up no Auxin response factor 18pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G146600.v6.10.421692 1.92E-07 down yes GATA transcription factor 11pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.11G146800.v6.10.1715188 4.12E-06 down yes . pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.11G147300.v6.11.4063858 0.0024 up no Putative cyclic nucleotide-gated ion channel 15pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.11G147400.v6.10.6882557 0.00037 down no Receptor-like serine/threonine-protein kinase NCRKpfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0010089|xylem development;GO:0012505|endomembrane system;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G147500.v6.11.0018567 1 up no Uncharacterized protein sll0103pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.11G147600.v6.10.4867518 0.01179 down yes . pfam02601 Exonuc_VII_L Exonuclease VII, large subunit. This family consist of exonuclease VII, large subunit EC:3.1.11.6 This enzyme catalyses exonucleolytic cleavage in either 5'->3' or 3'->5' direction to yield 5'-phosphomononucleotides. This exonuclease VII enzyme is composed of one large subunit and 4 small ones.. . . .

Manes.11G148300.v6.1Inf 0.9009 up no Kiwellin pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.11G148400.v6.11.026759 0.80932 up no Kiwellin pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.11G148800.v6.10.2827579 4.94E-09 down yes ABC transporter G family member 28pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G148900.v6.112.311299 6.03E-09 up yes ABC transporter G family member 28pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G149200.v6.10.5282416 9.70E-08 down no RuBisCO large subunit-binding protein subunit alpha, chloroplasticpfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.11G149300.v6.10.7019546 0.00295 down no RuBisCO large subunit-binding protein subunit alpha, chloroplasticpfam00118 Cpn60_TCP1 TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.11G149400.v6.10.6536943 0.03359 down no . pfam13207 AAA_17 AAA domain.. . . .

Manes.11G149600.v6.10.339005 1.09E-06 down yes . pfam05140 ResB ResB-like family. This family includes both ResB and cytochrome c biogenesis proteins. Mutations in ResB indicate that they are essential for growth. ResB is predicted to be a transmembrane protein.. . . .

Manes.11G149800.v6.1NA NA -- no Cation/H(+) antiporter 4pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005451|monovalent cation:proton antiporter activity;GO:0016746|transferase activity, transferring acyl groups;.

Manes.11G150100.v6.12.0315824 3.95E-07 up yes . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.11G150200.v6.15.0612558 2.71E-06 up yes . pfam00777 Glyco_transf_29 Glycosyltransferase family 29 (sialyltransferase). Members of this family belong to glycosyltransferase family 29.. . . .

Manes.11G150300.v6.11.3718833 0.00047 up no Cell division cycle protein 48 homologpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.11G150700.v6.12.4654711 8.28E-06 up yes Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G150800.v6.13.6381709 1.60E-45 up yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.11G150900.v6.11.4026562 0.05726 up no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.11G151200.v6.10.4335148 0.00024 down yes Alpha-L-fucosidase 1pfam01120 Alpha_L_fucos Alpha-L-fucosidase.GO:0005975|carbohydrate metabolic process;GO:0006516|glycoprotein catabolic process;GO:0048046|apoplast;GO:0005773|vacuole;GO:0004560|alpha-L-fucosidase activity;K01206

Manes.11G151300.v6.1Inf 7.01E-06 up yes Serine carboxypeptidase-like 48pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16298

Manes.11G151400.v6.11.3955983 0.00133 up no Vacuolar protein sorting-associated protein 24 homolog 1pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0005829|cytosol;GO:0000815|ESCRT III complex;GO:0005770|late endosome;. K12193

Manes.11G151600.v6.13.7133303 1.28E-24 up yes Probable glucuronoxylan glucuronosyltransferase IRX7pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;.

Manes.11G151700.v6.14.595837 2.47E-13 up yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.11G151900.v6.10.9329306 0.73485 down no . pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.11G152000.v6.11.0783428 0.39923 up no DNA ligase 1 pfam01068 DNA_ligase_A_M ATP dependent DNA ligase domain. This domain belongs to a more diverse superfamily, including pfam01331 and pfam01653.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071897|DNA biosynthetic process;GO:0080111|DNA demethylation;GO:0051103|DNA ligation involved in DNA repair;GO:0006310|DNA recombination;GO:0006260|DNA replication;GO:0006302|double-strand break repair;GO:0006273|lagging strand elongation;GO:0000012|single strand break repair;GO:0005737|cytoplasm;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003910|DNA ligase (ATP) activity;GO:0046872|metal ion binding;K10747

Manes.11G152200.v6.10.6538344 0.00052 down no . pfam06136 DUF966 Domain of unknown function (DUF966). Family of plant proteins with unknown function.. . . .

Manes.11G152600.v6.1Inf 5.33E-10 up yes Zinc finger protein STOP1 homologpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G153000.v6.11.6301266 7.50E-08 up no Chromodomain-helicase-DNA-binding protein 4pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0043044|ATP-dependent chromatin remodeling;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0051225|spindle assembly;GO:0072553|terminal button organization;GO:0006351|transcription, DNA-templated;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0000790|nuclear chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0016581|NuRD complex;GO:0043234|protein complex;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0000980|RNA polymerase II distal enhancer sequence-specific DNA binding;GO:0001103|RNA polymerase II repressing transcription factor binding;GO:0008134|transcription factor binding;GO:0008270|zinc ion binding;K11643

Manes.11G153500.v6.14.6644006 9.40E-37 up yes . pfam02029 Caldesmon Caldesmon. . . . .

Manes.11G153900.v6.11.6663184 0.00014 up no Serine carboxypeptidase-like 51pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K09646

Manes.11G154100.v6.11.2723137 0.00829 up no Vacuolar protein sorting-associated protein 41 homologpfam00637 Clathrin Region in Clathrin and VPS. Each region is about 140 amino acids long. The regions are composed of multiple alpha helical repeats. They occur in the arm region of the Clathrin heavy chain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0005622|intracellular;GO:0008270|zinc ion binding;.

Manes.11G154800.v6.11.3526284 0.00932 up no Aspartic proteinase-like protein 2pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.11G155100.v6.10.9035158 0.36053 down no SRSF protein kinase 1pfam00069 Pkinase Protein kinase domain.GO:0007059|chromosome segregation;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0006397|mRNA processing;GO:0045071|negative regulation of viral genome replication;GO:0045070|positive regulation of viral genome replication;GO:0006468|protein phosphorylation;GO:0050684|regulation of mRNA processing;GO:0048024|regulation of mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0035092|sperm chromatin condensation;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0044822|poly(A) RNA binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K15409

Manes.11G155300.v6.16.6959609 1.95E-06 up yes GDSL esterase/lipase At5g22810pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.11G155500.v6.12.252451 1.22E-18 up yes UDP-D-apiose/UDP-D-xylose synthase 2pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0071555|cell wall organization;GO:0048046|apoplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0003824|catalytic activity;GO:0050662|coenzyme binding;K12449

Manes.11G155700.v6.11.6000303 1.43E-07 up no AP-2 complex subunit alpha-1pfam01602 Adaptin_N Adaptin N terminal region. This family consists of the N terminal region of various alpha, beta and gamma subunits of the AP-1, AP-2 and AP-3 adaptor protein complexes. The adaptor protein (AP) complexes are involved in the formation of clathrin-coated pits and vesicles. The N-terminal region of the various adaptor proteins (APs) is constant by comparison to the C-terminal which is variable within members of the AP-2 family; and it has been proposed that this constant region interacts with another uniform component of the coated vesicles.GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0030131|clathrin adaptor complex;GO:0005905|coated pit;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;GO:0008565|protein transporter activity;K11824

Manes.11G155800.v6.10.334067 2.60E-05 down yes Protein CHROMATIN REMODELING 4pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;.

Manes.11G156300.v6.10.2482515 3.70E-32 down yes Splicing factor U2af small subunit Apfam13893 RRM_5 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12836

Manes.11G156400.v6.10.1732856 5.56E-19 down yes . pfam01559 Zein Zein seed storage protein. Zeins are seed storage proteins. They are unusually rich in glutamine, proline, alanine, and leucine residues and their sequences show a series of tandem repeats.. . . .

Manes.11G157000.v6.11.6544736 0.00096 up no . pfam08324 PUL PUL domain. The PUL (PLAP, Ufd3p and Lub1p) domain is a novel alpha-helical Ub-associated domain. It directly binds to Cdc48, a chaperone-like AAA ATPase that collects ubiquitylated substrates.. . . .

Manes.11G157100.v6.10.1759091 6.83E-15 down yes Putative phytosulfokines 6pfam06404 PSK Phytosulfokine precursor protein (PSK). This family consists of several plant specific phytosulfokine precursor proteins. Phytosulfokines, are active as either a pentapeptide or a C-terminally truncated tetrapeptide. These compounds were first isolated because of their ability to stimulate cell division in somatic embryo cultures of Asparagus officinalis.GO:0030154|cell differentiation;GO:0008283|cell proliferation;GO:0007275|multicellular organismal development;GO:0005576|extracellular region;. .

Manes.11G157300.v6.15.5024999 2.58E-09 up yes Arogenate dehydratase/prephenate dehydratase 6, chloroplasticpfam00800 PDT Prephenate dehydratase. This protein is involved in Phenylalanine biosynthesis. This protein catalyses the decarboxylation of prephenate to phenylpyruvate.GO:0009094|L-phenylalanine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0047769|arogenate dehydratase activity;GO:0004664|prephenate dehydratase activity;K05359

Manes.11G157900.v6.12.3181579 7.24E-12 up yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.11G158100.v6.10.6934467 0.02079 down no . pfam06455 NADH5_C NADH dehydrogenase subunit 5 C-terminus. This family represents the C-terminal region of several NADH dehydrogenase subunit 5 proteins and is found in conjunction with pfam00361 and pfam00662.. . . .

Manes.11G158200.v6.11.1984203 0.04715 up no Uncharacterized protein At5g22580pfam07876 Dabb Stress responsive A/B Barrel Domain. The function of this family is unknown, but it is upregulated in response to salt stress in Populus balsamifera. It is also found at the C-terminus of an fructose 1,6-bisphosphate aldolase from Hydrogenophilus thermoluteolus. Arthrobacter nicotinovorans ORF106 is found in the pA01 plasmid, which encodes genes for molybdopterin uptake and degradation of plant alkaloid nicotine. The structure of one has been solved and the domain forms an a/b barrel dimer. Although there is a clear duplication within the domain it is not obviously detectable in the sequence.. GO:0009507|chloroplast;GO:0046872|metal ion binding;.

Manes.11G158300.v6.10.6885445 0.60229 down no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G159900.v6.13.781902 0.00013 up yes Cytochrome P450 94C1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009611|response to wounding;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0018685|alkane 1-monooxygenase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;.

Manes.11G160000.v6.10.6552018 0.00528 down no Proteinaceous RNase P 2pfam11977 RNase_Zc3h12a Zc3h12a-like Ribonuclease NYN domain. This domain is found in the Zc3h12a protein which has shown to be a ribonuclease that controls the stability of a set of inflammatory genes. It has been suggested that this domain belongs to the PIN domain superfamily. This domain has also been identified as part of the NYN domain family.GO:0006397|mRNA processing;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0043144|snoRNA processing;GO:0001682|tRNA 5'-leader removal;GO:0005634|nucleus;GO:0004526|ribonuclease P activity;K18213

Manes.11G160100.v6.10.7613335 0.02296 down no Probable fatty acyl-CoA reductase 4pfam07993 NAD_binding_4 Male sterility protein. This family represents the C-terminal region of the male sterility protein in a number of arabidopsis and drosophila. A sequence-related jojoba acyl CoA reductase is also included.GO:0006629|lipid metabolic process;GO:0035336|long-chain fatty-acyl-CoA metabolic process;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010345|suberin biosynthetic process;GO:0043231|intracellular membrane-bounded organelle;GO:0080019|fatty-acyl-CoA reductase (alcohol-forming) activity;GO:0050062|long-chain-fatty-acyl-CoA reductase activity;K13356

Manes.11G160700.v6.11.9552258 1.62E-13 up no Zinc finger A20 and AN1 domain-containing stress-associated protein 3pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.11G160800.v6.11.0153641 0.91969 up no CMP-N-acetylneuraminate-beta-galactosamide-alpha-2,3-sialyltransferase 1pfam00777 Glyco_transf_29 Glycosyltransferase family 29 (sialyltransferase). Members of this family belong to glycosyltransferase family 29.GO:0006054|N-acetylneuraminate metabolic process;GO:0006486|protein glycosylation;GO:0006487|protein N-linked glycosylation;GO:0006468|protein phosphorylation;GO:0097503|sialylation;GO:0070062|extracellular exosome;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0016020|membrane;GO:0003836|beta-galactoside (CMP) alpha-2,3-sialyltransferase activity;K00780

Manes.11G161600.v6.11.8397359 4.32E-05 up no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.11G162000.v6.12.9100679 5.80E-19 up yes Glucan endo-1,3-beta-glucosidase 14pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0005634|nucleus;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.11G162600.v6.10.347728 2.29E-09 down yes . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.11G163100.v6.195.341561 4.99E-15 up yes Peroxidase 60pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.11G163500.v6.144.991204 ####### up yes Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G163600.v6.11.1678481 0.21634 up no Vesicle-associated membrane protein 714pfam00957 Synaptobrevin Synaptobrevin.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0009651|response to salt stress;GO:0006906|vesicle fusion;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08515

Manes.11G163700.v6.12.4398803 1.87E-05 up yes Capsanthin/capsorubin synthase, chromoplastpfam05834 Lycopene_cycl Lycopene cyclase protein. This family consists of lycopene beta and epsilon cyclase proteins. Carotenoids with cyclic end groups are essential components of the photosynthetic membranes in all plants, algae, and cyanobacteria. These lipid-soluble compounds protect against photo-oxidation, harvest light for photosynthesis, and dissipate excess light energy absorbed by the antenna pigments. The cyclisation of lycopene (psi, psi-carotene) is a key branch point in the pathway of carotenoid biosynthesis. Two types of cyclic end groups are found in higher plant carotenoids: the beta and epsilon rings. Carotenoids with two beta rings are ubiquitous, and those with one beta and one epsilon ring are common; however, carotenoids with two epsilon rings are rare.GO:0016117|carotenoid biosynthetic process;GO:0009509|chromoplast;GO:0052727|capsanthin synthase activity;GO:0052728|capsorubin synthase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.11G163800.v6.12.5503868 3.88E-21 up yes Mitochondrial fission protein ELM1pfam06258 Mito_fiss_Elm1 Mitochondrial fission ELM1. In plants, this family is involved in mitochondrial fission. It binds to dynamin-related proteins and plays a role in their relocation from the cytosol to mitochondrial fission sites. Its function in bacteria is unknown.GO:0000266|mitochondrial fission;GO:0005741|mitochondrial outer membrane;. .



Manes.11G163900.v6.126.101325 0.00018 up yes Casparian strip membrane protein 3pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G164000.v6.10.8291861 0.06363 down no OTU domain-containing protein 5pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0032496|response to lipopolysaccharide;. GO:0004843|ubiquitin-specific protease activity;.

Manes.11G164500.v6.12.8085488 9.25E-08 up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.11G164600.v6.10.9804493 0.91067 down no . pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.11G164700.v6.11.0080136 0.93558 up no Bifunctional nitrilase/nitrile hydratase NIT4Bpfam00795 CN_hydrolase Carbon-nitrogen hydrolase. This family contains hydrolases that break carbon-nitrogen bonds. The family includes: Nitrilase EC:3.5.5.1, Aliphatic amidase EC:3.5.1.4, Biotidinase EC:3.5.1.12, Beta-ureidopropionase EC:3.5.1.6. Nitrilase-related proteins generally have a conserved E-K-C catalytic triad, and are multimeric alpha-beta-beta-alpha sandwich proteins.GO:0006807|nitrogen compound metabolic process;. GO:0047427|cyanoalanine nitrilase activity;.

Manes.11G164800.v6.11.1536546 0.44004 up no Secoisolariciresinol dehydrogenase (Fragment)pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.11G165000.v6.19.6447562 2.51E-43 up yes Probable CCR4-associated factor 1 homolog 11pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0042742|defense response to bacterium;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0006355|regulation of transcription, DNA-templated;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0000175|3'-5'-exoribonuclease activity;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.11G165200.v6.10.6022746 9.56E-07 down no . pfam06916 DUF1279 Protein of unknown function (DUF1279). This family represents the C-terminus (approx. 120 residues) of a number of eukaryotic proteins of unknown function.. . . .

Manes.11G165300.v6.11.766437 5.06E-08 up no Transcription factor E2FBpfam02319 E2F_TDP E2F/DP family winged-helix DNA-binding domain. This family contains the transcription factor E2F and its dimerization partners TDP1 and TDP2, which stimulate E2F-dependent transcription. E2F binds to DNA as a homodimer or as a heterodimer in association with TDP1/2, the heterodimer having increased binding efficiency. The crystal structure of an E2F4-DP2-DNA complex shows that the DNA-binding domains of the E2F and DP proteins both have a fold related to the winged-helix DNA-binding motif. Recognition of the central c/gGCGCg/c sequence of the consensus DNA-binding site is symmetric, and amino acids that contact these bases are conserved among all known E2F and DP proteins.GO:0007049|cell cycle;GO:0008284|positive regulation of cell proliferation;GO:0051446|positive regulation of meiotic cell cycle;GO:0045893|positive regulation of transcription, DNA-templated;GO:0051302|regulation of cell division;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005667|transcription factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K06620

Manes.11G165700.v6.10.8246159 0.04703 down no Putative vacuolar protein sorting-associated protein 13Cpfam12624 Chorein_N N-terminal region of Chorein, a TM vesicle-mediated sorter. Although mutations in the full-length vacuolar protein sorting 13A (VPS13A) protein in vertebrates lead to the disease of chorea-acanthocytosis, the exact function of any of the regions within the protein is not yet known. This region is the proposed leucine zipper at the N-terminus. The full-length protein is a transmembrane protein with a presumed role in vesicle-mediated sorting and intracellular protein transport.GO:0031154|culmination involved in sorocarp development;GO:0045324|late endosome to vacuole transport;GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;. .

Manes.12G000400.v6.11.0883566 0.36854 up no Type II inositol polyphosphate 5-phosphatase 15pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0046856|phosphatidylinositol dephosphorylation;. GO:0046872|metal ion binding;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.12G000500.v6.10.6540443 9.19E-05 down no Beta-hexosaminidase 3pfam00728 Glyco_hydro_20 Glycosyl hydrolase family 20, catalytic domain. This domain has a TIM barrel fold.GO:0005975|carbohydrate metabolic process;GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0004563|beta-N-acetylhexosaminidase activity;GO:0015929|hexosaminidase activity;K12373

Manes.12G000900.v6.1NA NA -- no . pfam09916 DUF2145 Uncharacterized protein conserved in bacteria (DUF2145). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.12G001500.v6.13.7590717 2.42E-18 up yes Acyl-[acyl-carrier-protein] desaturase, chloroplasticpfam03405 FA_desaturase_2 Fatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0045300|acyl-[acyl-carrier-protein] desaturase activity;GO:0046872|metal ion binding;.

Manes.12G001700.v6.1Inf 0.18198 up no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G002200.v6.10.5557348 0.01023 down no Ycf20-like proteinpfam04483 DUF565 Protein of unknown function (DUF565). Predicted transmembrane protein found in plants, chloroplasts and cyanobacteria. This family is also known as YCF20.GO:0010196|nonphotochemical quenching;GO:0009507|chloroplast;GO:0016021|integral component of membrane;. .

Manes.12G002700.v6.10.6830931 0.0218 down no Endoribonuclease Dicer homolog 2pfam04851 ResIII Type III restriction enzyme, res subunit.GO:0051607|defense response to virus;GO:0010216|maintenance of DNA methylation;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0003723|RNA binding;K11592

Manes.12G003100.v6.11.2437181 0.02804 up no Peptide chain release factor PrfB1, chloroplasticpfam00472 RF-1 RF-1 domain. This domain is found in peptide chain release factors such as RF-1 and RF-2, and a number of smaller proteins of unknown function. This domain contains the peptidyl-tRNA hydrolase activity. The domain contains a highly conserved motif GGQ, where the glutamine is thought to coordinate the water that mediates the hydrolysis.GO:0009657|plastid organization;GO:0006396|RNA processing;GO:0006415|translational termination;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016149|translation release factor activity, codon specific;.

Manes.12G003700.v6.12.0884573 0.00377 up yes . pfam00314 Thaumatin Thaumatin family.. . . .

Manes.12G003800.v6.18.0686509 5.32E-10 up yes Pathogenesis-related protein 5pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.12G004200.v6.13.4312277 2.40E-43 up yes Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2pfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0044267|cellular protein metabolic process;GO:0006488|dolichol-linked oligosaccharide biosynthetic process;GO:0006112|energy reserve metabolic process;GO:0006002|fructose 6-phosphate metabolic process;GO:0006541|glutamine metabolic process;GO:0043687|post-translational protein modification;GO:0006487|protein N-linked glycosylation;GO:0018279|protein N-linked glycosylation via asparagine;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0006047|UDP-N-acetylglucosamine metabolic process;GO:0005829|cytosol;GO:0030246|carbohydrate binding;GO:0004360|glutamine-fructose-6-phosphate transaminase (isomerizing) activity;K00820

Manes.12G004300.v6.13.2184767 5.53E-35 up yes Aspartic proteinase-like protein 2pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.12G004700.v6.10.2851313 3.91E-06 down yes Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.12G005100.v6.10.7207523 0.00547 down no Riboflavin biosynthesis protein PYRR, chloroplasticpfam08719 DUF1768 Domain of unknown function (DUF1768). This is a domain of unknown function. It is alpha helical in structure. The GO annotation for this protein suggests it is involved in nematode larval development and has a positive regulation on growth rate.GO:1901135|carbohydrate derivative metabolic process;GO:0009658|chloroplast organization;GO:0046443|FAD metabolic process;GO:0009644|response to high light intensity;GO:0009231|riboflavin biosynthetic process;GO:0009507|chloroplast;GO:0008703|5-amino-6-(5-phosphoribosylamino)uracil reductase activity;GO:0008835|diaminohydroxyphosphoribosylaminopyrimidine deaminase activity;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;GO:0050661|NADP binding;GO:0008270|zinc ion binding;.

Manes.12G005200.v6.11.4744619 1.91E-05 up no Basic leucine zipper and W2 domain-containing protein 2pfam02020 W2 eIF4-gamma/eIF5/eIF2-epsilon. This domain of unknown function is found at the C-terminus of several translation initiation factors.GO:0030154|cell differentiation;GO:0007399|nervous system development;GO:0016020|membrane;. .

Manes.12G005500.v6.11.2372714 0.02883 up no Isopentenyl-diphosphate Delta-isomerase Ipfam00293 NUDIX NUDIX domain.GO:0015995|chlorophyll biosynthetic process;GO:0050992|dimethylallyl diphosphate biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:0015979|photosynthesis;. GO:0016787|hydrolase activity;GO:0004452|isopentenyl-diphosphate delta-isomerase activity;.

Manes.12G006200.v6.11.6203798 8.20E-08 up no . pfam01169 UPF0016 Uncharacterized protein family UPF0016. This family contains integral membrane proteins of unknown function. Most members of the family contain two copies of a region that contains an EXGD motif. Each of these regions contains three predicted transmembrane regions.. . . .

Manes.12G006500.v6.14.5040761 1.59E-25 up yes . pfam08740 BCS1_N BCS1 N terminal. This domain is found at the N terminal of the mitochondrial ATPase BSC1. It encodes the import and intramitochondrial sorting for the protein.. . . .

Manes.12G006600.v6.11.8605377 2.24E-12 up no Delta(3,5)-Delta(2,4)-dienoyl-CoA isomerase, mitochondrialpfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0006635|fatty acid beta-oxidation;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0016853|isomerase activity;GO:0005102|receptor binding;K12663

Manes.12G006700.v6.11.9181262 3.14E-06 up no Bidirectional sugar transporter SWEET15pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0071215|cellular response to abscisic acid stimulus;GO:0071470|cellular response to osmotic stress;GO:0071446|cellular response to salicylic acid stimulus;GO:0010150|leaf senescence;GO:0015770|sucrose transport;GO:0005887|integral component of plasma membrane;GO:0008515|sucrose transmembrane transporter activity;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.12G007100.v6.10.3421518 5.63E-13 down yes Major pollen allergen Lig v 1pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.12G007600.v6.11.6554297 1.68E-08 up no Bifunctional uridylyltransferase/uridylyl-removing enzymepfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5GO:0009399|nitrogen fixation;GO:0006808|regulation of nitrogen utilization;. GO:0008773|[protein-PII] uridylyltransferase activity;GO:0016597|amino acid binding;GO:0008081|phosphoric diester hydrolase activity;K00990

Manes.12G007700.v6.10.955455 0.67579 down no Transcription factor TCP20pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009653|anatomical structure morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G007800.v6.1Inf 0.9009 up no . pfam12070 DUF3550 Protein of unknown function (DUF3550/UPF0682). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 249 to 606 amino acids in length.. . . .

Manes.12G008000.v6.17.125488 1.73E-43 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.12G008200.v6.10.6628188 0.01546 down no . pfam13102 Phage_int_SAM_5Phage integrase SAM-like domain. A family of uncharacterized proteins found by clustering human gut metagenomic sequences. This family appears related to the N-terminal domain of phage integrases.. . . .

Manes.12G008400.v6.10.5375859 3.00E-06 down no . pfam14033 DUF4246 Protein of unknown function (DUF4246). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and fungi. Proteins in this family are typically between 392 and 644 amino acids in length.. . . .

Manes.12G008600.v6.11.4601197 7.22E-05 up no Sphingosine-1-phosphate lyasepfam00282 Pyridoxal_deC Pyridoxal-dependent decarboxylase conserved domain.GO:0019752|carboxylic acid metabolic process;GO:0030149|sphingolipid catabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0016831|carboxy-lyase activity;GO:0030170|pyridoxal phosphate binding;GO:0008117|sphinganine-1-phosphate aldolase activity;K01634

Manes.12G008700.v6.11.5329698 0.24915 up no Probable WRKY transcription factor 75pfam03106 WRKY WRKY DNA -binding domain.GO:0010055|atrichoblast differentiation;GO:0048527|lateral root development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0043620|regulation of DNA-templated transcription in response to stress;GO:0032107|regulation of response to nutrient levels;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.12G008900.v6.12.1010667 2.65E-13 up yes Probable DNA primase large subunitpfam04104 DNA_primase_lrg Eukaryotic and archaeal DNA primase, large subunit. DNA primase is the polymerase that synthesizes small RNA primers for the Okazaki fragments made during discontinuous DNA replication. DNA primase is a heterodimer of two subunits, the small subunit Pri1 (48 kDa in yeast), and the large subunit Pri2 (58 kDa in the yeast S. cerevisiae). The large subunit of DNA primase forms interactions with the small subunit and the structure implicates that it is not directly involved in catalysis, but plays roles in correctly positioning the primase/DNA complex, and in the transfer of RNA to DNA polymerase.. GO:1990077|primosome complex;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;.

Manes.12G009100.v6.15.236275 2.79E-05 up yes . pfam09678 Caa3_CtaG Cytochrome c oxidase caa3 assembly factor (Caa3_CtaG). Members of this family are the CtaG protein required for assembly of active cytochrome c oxidase of the caa3 type, as found in Bacillus subtilis.. . . .

Manes.12G009300.v6.14.6120377 2.53E-48 up yes . pfam00124 Photo_RC Photosynthetic reaction centre protein.. . . .

Manes.12G009900.v6.11.0219896 0.85512 up no Stress-associated endoplasmic reticulum protein 2pfam06624 RAMP4 Ribosome associated membrane protein RAMP4. This family consists of several ribosome associated membrane protein RAMP4 (or SERP1) sequences. Stabilisation of membrane proteins in response to stress involves the concerted action of a rescue unit in the ER membrane comprised of SERP1/RAMP4, other components of the translocon, and molecular chaperones in the ER.GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.12G010400.v6.11.0358303 0.70685 up no RanBP2-type zinc finger protein At1g67325pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . GO:0008270|zinc ion binding;.

Manes.12G010500.v6.10.8806389 0.27344 down no YTH domain-containing family protein 1pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0045948|positive regulation of translational initiation;GO:0005737|cytoplasm;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;GO:0043022|ribosome binding;.

Manes.12G010600.v6.11.8982255 2.19E-06 up no Non-specific lipid transfer protein GPI-anchored 1pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0042335|cuticle development;GO:0050832|defense response to fungus;GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.12G010700.v6.10.1964909 0.0114 down yes Glucuronoxylan 4-O-methyltransferase 1pfam04669 Polysacc_synt_4 Polysaccharide biosynthesis. This family of proteins plays a role in xylan biosynthesis in plant cell walls. Its precise role in xylan biosynthesis is unknown. Its function in other organisms is unknown.GO:0045491|xylan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030775|glucuronoxylan 4-O-methyltransferase activity;K18801

Manes.12G010800.v6.16.6559224 3.07E-16 up yes . pfam01997 Translin Translin family. Members of this family include Translin that interacts with DNA and forms a ring around the DNA. This family also includes human translin-associated protein X, which was found to interact with translin with yeast two-hybrid screen.. . . .

Manes.12G010900.v6.16.8201259 7.78E-05 up yes . pfam11379 DUF3182 Protein of unknown function (DUF3182). This family of proteins with unknown function appears to be restricted to Proteobacteria.. . . .

Manes.12G011000.v6.11.3004366 0.00387 up no . pfam04359 DUF493 Protein of unknown function (DUF493). This domain is likely to act in a regulatory capacity like pfam01842 domains. This domain has a remarkable property in that the C-terminal residue of every protein in the family lies up in the alignment. This suggests that the C-terminal residue plays some important functional role (Bateman A pers obs).. . . .

Manes.12G011300.v6.12.237135 1.06E-19 up yes F-box protein At1g67340pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.12G011500.v6.10.9888119 0.9497 down no REF/SRPP-like protein At1g67360pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.. GO:0005773|vacuole;. .

Manes.12G011600.v6.14.4968999 1.06E-14 up yes HORMA domain-containing protein 1pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.GO:0042138|meiotic DNA double-strand break formation;GO:0007126|meiotic nuclear division;GO:0051598|meiotic recombination checkpoint;GO:0051177|meiotic sister chromatid cohesion;GO:0048477|oogenesis;GO:0060629|regulation of homologous chromosome segregation;GO:0007283|spermatogenesis;GO:0007130|synaptonemal complex assembly;GO:0005694|chromosome;GO:0005634|nucleus;. .

Manes.12G011700.v6.10.9829723 0.86573 down no CTD small phosphatase-like protein 2pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.. . GO:0004721|phosphoprotein phosphatase activity;K17616

Manes.12G012000.v6.11.1313379 0.55449 up no Transcription and mRNA export factor SUS1pfam10163 EnY2 Transcription factor e(y)2. EnY2 is a small transcription factor which is combined in a complex with the TAFII40 protein. The protein is conserved from paramecium to humans.GO:0016578|histone deubiquitination;GO:0006406|mRNA export from nucleus;GO:0045893|positive regulation of transcription, DNA-templated;GO:0015031|protein transport;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0071819|DUBm complex;GO:0005643|nuclear pore;GO:0000124|SAGA complex;GO:0070390|transcription export complex 2;GO:0003713|transcription coactivator activity;.

Manes.12G012200.v6.10.3899238 1.83E-07 down yes 65-kDa microtubule-associated protein 8pfam03999 MAP65_ASE1 Microtubule associated protein (MAP65/ASE1 family).GO:0000910|cytokinesis;GO:0000226|microtubule cytoskeleton organization;GO:0007067|mitotic nuclear division;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005634|nucleus;GO:0000922|spindle pole;. K16732

Manes.12G012600.v6.11.3824175 0.01469 up no Endoplasmic reticulum metallopeptidase 1pfam04389 Peptidase_M28 Peptidase family M28.GO:0001541|ovarian follicle development;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.12G012800.v6.12.9163016 1.44E-18 up yes Probable signal peptidase complex subunit 1pfam06645 SPC12 Microsomal signal peptidase 12 kDa subunit (SPC12). This family consists of several microsomal signal peptidase 12 kDa subunit proteins. Translocation of polypeptide chains across the endoplasmic reticulum (ER) membrane is triggered by signal sequences. Subsequently, signal recognition particle interacts with its membrane receptor and the ribosome-bound nascent chain is targeted to the ER where it is transferred into a protein-conducting channel. At some point, a second signal sequence recognition event takes place in the membrane and translocation of the nascent chain through the membrane occurs. The signal sequence of most secretory and membrane proteins is cleaved off at this stage. Cleavage occurs by the signal peptidase complex (SPC) as soon as the lumenal domain of the translocating polypeptide is large enough to expose its cleavage site to the enzyme. The signal peptidase complex is possibly also involved in proteolytic events in the ER membrane other than the processing of the signal sequence, for exaGO:0006465|signal peptide processing;GO:0016021|integral component of membrane;GO:0005787|signal peptidase complex;GO:0008233|peptidase activity;K12946

Manes.12G012900.v6.10.2972279 0.00029 down yes Putative ribosome biogenesis GTPase RsgApfam03193 DUF258 Protein of unknown function, DUF258.. . GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;K06949

Manes.12G013000.v6.12.0012138 5.56E-11 up yes . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.12G013200.v6.14.7311209 3.83E-09 up yes . pfam00709 Adenylsucc_synt Adenylosuccinate synthetase.. . . .

Manes.12G013400.v6.12.2254048 2.63E-07 up yes Probable inactive leucine-rich repeat receptor-like protein kinase At1g66830pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.12G013700.v6.18.5443649 4.14E-07 up yes Probable mitochondrial chaperone bcs1pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.12G013800.v6.10.9887401 0.91716 down no Mitochondrial inner membrane protein OXA1pfam02096 60KD_IMP 60Kd inner membrane protein.GO:0051205|protein insertion into membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;. K03217

Manes.12G014200.v6.126.740579 8.06E-05 up yes . pfam11882 DUF3402 Domain of unknown function (DUF3402). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 350 to 473 amino acids in length. This domain is found associated with pfam07923.. . . .

Manes.12G015100.v6.13.0361837 7.13E-05 up yes . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.12G015600.v6.12.091219 5.57E-06 up yes . pfam06522 B12D NADH-ubiquinone reductase complex 1 MLRQ subunit. The MLRQ subunit of mitochondrial NADH-ubiquinone reductase complex I is nuclear and is found in plants, insects, fungi and higher metazoans. It appears to act within the membrane and, in mammals, is highly expressed in muscle and neural tissue, indicative of a role in ATP generation.. . . .

Manes.12G015700.v6.10.4996991 0.00363 down yes ABC transporter C family member 3pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0048046|apoplast;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010290|chlorophyll catabolite transmembrane transporter activity;GO:0015431|glutathione S-conjugate-exporting ATPase activity;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.12G015800.v6.10.4150221 5.67E-05 down yes Mitotic spindle checkpoint protein MAD2pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0007094|mitotic spindle assembly checkpoint;GO:0007346|regulation of mitotic cell cycle;GO:0010369|chromocenter;GO:0000777|condensed chromosome kinetochore;GO:0005737|cytoplasm;GO:0000776|kinetochore;GO:0005828|kinetochore microtubule;GO:0005635|nuclear envelope;GO:0005634|nucleus;GO:0005876|spindle microtubule;. .

Manes.12G016100.v6.10.3833536 5.25E-14 down yes . pfam09588 YqaJ YqaJ-like viral recombinase domain. This protein family is found in many different bacterial species but is of viral origin. The protein forms an oligomer and functions as a processive alkaline exonuclease that digests linear double-stranded DNA in a Mg(2+)-dependent reaction, It has a preference for 5'-phosphorylated DNA ends. It thus forms part of the two-component SynExo viral recombinase functional unit.. . . .

Manes.12G016300.v6.13.0058722 6.73E-29 up yes F-box protein SKIP14pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. . .

Manes.12G017500.v6.11.6864328 5.27E-06 up no Two-component response regulator ARR11pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0010082|regulation of root meristem growth;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.12G017700.v6.10.1991386 2.33E-06 down yes . pfam14950 DUF4502 Domain of unknown function (DUF4502). This family of proteins is found in eukaryotes. Proteins in this family are typically between 181 and 876 amino acids in length.. . . .

Manes.12G017800.v6.10.2430025 5.53E-07 down yes Two-component response regulator ARR11pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0010082|regulation of root meristem growth;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.12G018000.v6.10.5185896 0.00263 down no RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.12G018100.v6.1Inf 0.38692 up no GDSL esterase/lipase At3g48460pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.12G018200.v6.10.7760557 0.00866 down no . pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.12G018300.v6.10.5878352 3.76E-05 down no . pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.12G018600.v6.11.9031048 1.66E-09 up no . pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.12G018700.v6.11.2332927 0.45146 up no . pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.12G018800.v6.10.592285 8.74E-06 down no Photosystem II core complex proteins psbY, chloroplasticpfam06298 PsbY Photosystem II protein Y (PsbY). This family consists of several bacterial and plant photosystem II protein Y (PsbY) sequences. PsbY is a manganese-binding protein that has an L-arginine metabolizing enzyme activity.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0030145|manganese ion binding;.

Manes.12G019000.v6.10.6684468 0.00792 down no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.12G019200.v6.11.28191 0.00745 up no T-complex protein 1 subunit epsilonpfam00118 Cpn60_TCP1 TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0006457|protein folding;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;K09497

Manes.12G019400.v6.10.474703 1.62E-10 down yes Oxysterol-binding protein-related protein 1Dpfam01237 Oxysterol_BP Oxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.12G019500.v6.11.3748068 0.0004 up no Protein SDA1 homologpfam05285 SDA1 SDA1. This family consists of several SDA1 protein homologues. SDA1 is a Saccharomyces cerevisiae protein which is involved in the control of the actin cytoskeleton. The protein is essential for cell viability and is localized in the nucleus.GO:0030036|actin cytoskeleton organization;GO:0015031|protein transport;GO:0042273|ribosomal large subunit biogenesis;GO:0000055|ribosomal large subunit export from nucleus;GO:0005730|nucleolus;. K14856

Manes.12G019800.v6.18.8625913 9.49E-14 up yes Vignain pfam00112 Peptidase_C1 Papain family cysteine protease.. GO:0005788|endoplasmic reticulum lumen;GO:0008234|cysteine-type peptidase activity;.

Manes.12G019900.v6.11.3408254 0.00412 up no . pfam09805 Nop25 Nucleolar protein 12 (25kDa). Members of this family of proteins are part of the yeast nuclear pore complex-associated pre-60S ribosomal subunit. The family functions as a highly conserved exonuclease that is required for the 5'-end maturation of 5.8S and 25S rRNAs, demonstrating that 5'-end processing also has a redundant pathway. Nop25 binds late pre-60S ribosomes, accompanying them from the nucleolus to the nuclear periphery; and there is evidence for both physical and functional links between late 60S subunit processing and export.. . . .

Manes.12G020000.v6.115.366565 2.26E-45 up yes Myosin heavy chain kinase Bpfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.12G020300.v6.11.2764771 0.03006 up no E3 ubiquitin-protein ligase RGLG2pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.12G020700.v6.10.4663848 5.72E-10 down yes Serine/threonine-protein kinase AFC2pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.12G020900.v6.111.798632 ####### up yes Protein-tyrosine-phosphatase MKP1pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0006952|defense response;GO:0000188|inactivation of MAPK activity;GO:0006470|protein dephosphorylation;GO:0009651|response to salt stress;GO:0010224|response to UV-B;GO:0010225|response to UV-C;GO:0005829|cytosol;GO:0017017|MAP kinase tyrosine/serine/threonine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;.

Manes.12G021000.v6.118.52125 5.60E-08 up yes . pfam05067 Mn_catalase Manganese containing catalase. Catalases are important antioxidant metalloenzymes that catalyse disproportionation of hydrogen peroxide, forming dioxygen and water. Two families of catalases are known, one having a heme cofactor, and this family that is a structurally distinct family containing non-heme manganese.. . . .

Manes.12G021100.v6.11.4753677 0.00039 up no . pfam02073 Peptidase_M29 Thermophilic metalloprotease (M29).. . . .

Manes.12G021200.v6.10.8879511 0.22758 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G021500.v6.13.9735437 6.32E-05 up yes GDSL esterase/lipase At5g14450pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.12G021600.v6.10.5830267 7.38E-07 down no Alpha-L-fucosidase 3pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.. GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0004560|alpha-L-fucosidase activity;GO:0016788|hydrolase activity, acting on ester bonds;K01206

Manes.12G022000.v6.12.5139851 0.00038 up yes Probable E3 ubiquitin-protein ligase XERICOpfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.12G022100.v6.19.0792734 3.70E-47 up yes . pfam11013 DUF2851 Protein of unknown function (DUF2851). This bacterial family of proteins has no known function.. . . .

Manes.12G022200.v6.131.46172 ####### up yes . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.12G022300.v6.17.7007492 0.07931 up no . pfam10268 Tmemb_161AB Predicted transmembrane protein 161AB. Transmemb_161AB is a family of conserved proteins found from worms to humans. Members are putative transmembrane proteins but otherwise the function is not known.. . . .

Manes.12G022400.v6.10.4218016 1.18E-07 down yes BTB/POZ domain-containing protein At1g67900pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.12G022700.v6.112.886676 1.37E-26 up yes Non-functional NADPH-dependent codeinone reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.12G022800.v6.115.917675 0.00382 up yes E3 ubiquitin-protein ligase EL5pfam13639 zf-RING_2 Ring finger domain.GO:0051301|cell division;GO:0016567|protein ubiquitination;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16286

Manes.12G022900.v6.10.7089496 0.01373 down no Integrator complex subunit 9 homologpfam10996 Beta-Casp Beta-Casp domain. The beta-CASP domain is found C terminal to the beta-lactamase domain in pre-mRNA 3'-end-processing endonuclease. The active site of this enzyme is located at the interface of these two domains.GO:0016180|snRNA processing;GO:0032039|integrator complex;. K13146

Manes.12G023200.v6.10.4281943 2.02E-15 down yes Inorganic phosphate transporter 2-1, chloroplasticpfam01384 PHO4 Phosphate transporter family. This family includes PHO-4 from Neurospora crassa which is a is a Na(+)-phosphate symporter. This family also contains the leukaemia virus receptor.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0009673|low-affinity phosphate transmembrane transporter activity;GO:0015293|symporter activity;K14640

Manes.12G023700.v6.11.0238093 0.77973 up no Copper methylamine oxidasepfam01179 Cu_amine_oxid Copper amine oxidase, enzyme domain. Copper amine oxidases are a ubiquitous and novel group of quinoenzymes that catalyse the oxidative deamination of primary amines to the corresponding aldehydes, with concomitant reduction of molecular oxygen to hydrogen peroxide. The enzymes are dimers of identical 70-90 kDa subunits, each of which contains a single copper ion and a covalently bound cofactor formed by the post-translational modification of a tyrosine side chain to 2,4,5-trihydroxyphenylalanine quinone (TPQ). This family corresponds to the catalytic domain of the enzyme.GO:0009308|amine metabolic process;. GO:0052595|aliphatic-amine oxidase activity;GO:0052594|aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0005507|copper ion binding;GO:0052596|phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0008131|primary amine oxidase activity;GO:0048038|quinone binding;GO:0052593|tryptamine:oxygen oxidoreductase (deaminating) activity;.

Manes.12G023800.v6.19.2408557 1.36E-08 up yes . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.12G023900.v6.11.3751855 0.01637 up no . pfam08238 Sel1 Sel1 repeat. This short repeat is found in the Sel1 protein. It is related to TPR repeats.. . . .

Manes.12G024000.v6.12.7437527 2.38E-09 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.12G024100.v6.11.1635725 0.17424 up no Glutamate--glyoxylate aminotransferase 2pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0042853|L-alanine catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005777|peroxisome;GO:0008453|alanine-glyoxylate transaminase activity;GO:0047958|glycine:2-oxoglutarate aminotransferase activity;GO:0004021|L-alanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14272

Manes.12G024300.v6.10.8843522 0.23312 down no Anthranilate phosphoribosyltransferasepfam00591 Glycos_transf_3 Glycosyl transferase family, a/b domain. This family includes anthranilate phosphoribosyltransferase (TrpD), thymidine phosphorylase. All these proteins can transfer a phosphorylated ribose substrate.GO:0000162|tryptophan biosynthetic process;. GO:0004048|anthranilate phosphoribosyltransferase activity;GO:0000287|magnesium ion binding;.

Manes.12G024500.v6.10.7056852 0.00048 down no AP-1 complex subunit mu-2pfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030665|clathrin-coated vesicle membrane;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005794|Golgi apparatus;. K12393

Manes.12G025300.v6.12.5587158 5.04E-07 up yes Cysteine-rich receptor-like protein kinase 3pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G025400.v6.11.3137023 0.01596 up no Cysteine-rich receptor-like protein kinase 2pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0010193|response to ozone;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G025500.v6.10.7614372 0.01046 down no 2-phytyl-1,4-beta-naphthoquinone methyltransferase, chloroplasticpfam01209 Ubie_methyltran ubiE/COQ5 methyltransferase family.GO:0032259|methylation;GO:0042372|phylloquinone biosynthetic process;GO:0009507|chloroplast;GO:0052624|2-phytyl-1,4-naphthoquinone methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K03183

Manes.12G025700.v6.12.5423607 2.78E-06 up yes . pfam15037 IL17_R_N Interleukin-17 receptor extracellular region. This domain is found at the N-terminus (extracellular region) of interleukin-17 receptor C and Interleukin-17 receptor E. This is the presumed ligand-binding domain. Human putative interleukin-17 receptor E-like consists only of this domain.. . . .

Manes.12G025800.v6.10.6620601 0.00015 down no Protein trichome birefringence-like 2pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.12G025900.v6.10.4208815 7.55E-17 down yes Protein NSP-INTERACTING KINASE 3pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G026000.v6.10.7923685 0.02771 down no ATP-citrate synthase alpha chain protein 1pfam08442 ATP-grasp_2 ATP-grasp domain.GO:0006629|lipid metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003878|ATP citrate synthase activity;.

Manes.12G026100.v6.10.8084096 0.04368 down no Signal recognition particle receptor subunit betapfam09439 SRPRB Signal recognition particle receptor beta subunit. The beta subunit of the signal recognition particle receptor (SRP) is a transmembrane GTPase which anchors the alpha subunit to the endoplasmic reticulum membrane.GO:0007264|small GTPase mediated signal transduction;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;K12272

Manes.12G026200.v6.10.6460258 0.12534 down no . pfam04750 Far-17a_AIG1 FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.12G026300.v6.10.750342 0.00594 down no CRS2-associated factor 2, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.12G026700.v6.10.6520572 0.01334 down no Probable BOI-related E3 ubiquitin-protein ligase 3pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.12G027100.v6.10.1506866 5.37E-46 down yes Polygalacturonase At1g48100pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.12G027200.v6.11.0117811 0.88634 up no Phosphatidylinositol 3-kinase, root isoformpfam00613 PI3Ka Phosphoinositide 3-kinase family, accessory domain (PIK domain). PIK domain is conserved in all PI3 and PI4-kinases. Its role is unclear but it has been suggested to be involved in substrate presentation.GO:0048015|phosphatidylinositol-mediated signaling;GO:0005622|intracellular;GO:0016303|1-phosphatidylinositol-3-kinase activity;GO:0005524|ATP binding;K00914

Manes.12G027300.v6.11.9957618 5.13E-15 up no ADP-ribosylation factor 1pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07937

Manes.12G027500.v6.11.6879042 0.01165 up no Pantothenate kinase 2pfam03630 Fumble Fumble. Fumble is required for cell division in Drosophila. Mutants lacking fumble exhibit abnormalities in bipolar spindle organisation, chromosome segregation, and contractile ring formation. Analyses have demonstrated that encodes three protein isoforms, all of which contain a domain with high similarity to the pantothenate kinases of A. nidulans and mouse. A role of fumble in membrane synthesis has been proposed.GO:0015937|coenzyme A biosynthetic process;. GO:0005524|ATP binding;GO:0004594|pantothenate kinase activity;K09680

Manes.12G027600.v6.11.3587313 0.00973 up no . pfam02713 DUF220 Domain of unknown function DUF220. This is family consists of a region in several Arabidopsis thaliana hypothetical proteins none of which have any known function. The aligned region contains two cysteine residues.. . . .

Manes.12G027800.v6.11.0836953 0.37518 up no Probable nucleoredoxin 1pfam13905 Thioredoxin_8 Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.GO:0045454|cell redox homeostasis;GO:0009860|pollen tube growth;GO:0010183|pollen tube guidance;GO:0080092|regulation of pollen tube growth;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0047134|protein-disulfide reductase activity;K17609

Manes.12G028400.v6.11.4813334 0.00094 up no Carbonic anhydrase, chloroplasticpfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009570|chloroplast stroma;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;.

Manes.12G028800.v6.10.9664931 0.72172 down no Probable polygalacturonase non-catalytic subunit JP650pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.12G029100.v6.11.8744506 5.32E-12 up no Pre-mRNA-processing factor 17pfam00400 WD40 WD domain, G-beta repeat.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0044822|poly(A) RNA binding;K12816

Manes.12G029300.v6.11.5917323 0.01293 up no . pfam00487 FA_desaturase Fatty acid desaturase.. . . .

Manes.12G029400.v6.11.0916245 0.43153 up no Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 homologpfam01966 HD HD domain. HD domains are metal dependent phosphohydrolases.GO:0051607|defense response to virus;. GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.12G029600.v6.10.6299907 3.23E-06 down no Methyl-CpG-binding domain-containing protein 9pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0016573|histone acetylation;GO:0043966|histone H3 acetylation;GO:0043967|histone H4 acetylation;GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0010223|secondary shoot formation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0004402|histone acetyltransferase activity;GO:0042393|histone binding;GO:0008327|methyl-CpG binding;GO:0008270|zinc ion binding;.

Manes.12G029700.v6.11.2566119 0.0269 up no Equilibrative nucleotide transporter 1pfam01733 Nucleoside_tran Nucleoside transporter. This is a family of nucleoside transporters. In mammalian cells nucleoside transporters transport nucleoside across the plasma membrane and are essential for nucleotide synthesis via the salvage pathways for cells that lack their own de novo synthesis pathways. Also in this family is mouse and human nucleolar protein HNP36, a protein of unknown function; although it has been hypothesised to be a plasma membrane nucleoside transporter.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005337|nucleoside transmembrane transporter activity;K15014

Manes.12G029900.v6.12.481961 0.00184 up yes U-box domain-containing protein 19pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010029|regulation of seed germination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.12G030100.v6.11.4539694 3.17E-05 up no Aldehyde dehydrogenase family 2 member B7, mitochondrialpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. GO:0005759|mitochondrial matrix;GO:0004029|aldehyde dehydrogenase (NAD) activity;K00128

Manes.12G030600.v6.11.280536 0.00792 up no Potassium transporter 6pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.12G031400.v6.11.3281899 0.00199 up no Autophagy-related protein 9pfam04109 APG9 Autophagy protein Apg9. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg9 plays a direct role in the formation of the cytoplasm to vacuole targeting and autophagic vesicles, possibly serving as a marker for a specialized compartment essential for these vesicle-mediated alternative targeting pathways.GO:0031152|aggregation involved in sorocarp development;GO:0019954|asexual reproduction;GO:0000045|autophagosome assembly;GO:0044805|late nucleophagy;GO:0040011|locomotion;GO:0000422|mitophagy;GO:0006909|phagocytosis;GO:0042331|phototaxis;GO:0034727|piecemeal microautophagy of nucleus;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0009617|response to bacterium;GO:0031153|slug development involved in sorocarp development;GO:0031288|sorocarp morphogenesis;GO:0005776|autophagosome;GO:0030659|cytoplasmic vesicle membrane;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0000407|pre-autophagosomal structure;GO:0034045|pre-autophagosomal structure membrane;. K17907

Manes.12G031700.v6.19.5583571 3.42E-08 up yes Ethylene-responsive transcription factor 1Bpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14516

Manes.12G031900.v6.16.5302047 8.20E-55 up yes Probable inorganic phosphate transporter 1-7pfam00083 Sugar_tr Sugar (and other) transporter.GO:1901684|arsenate ion transmembrane transport;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:1901683|arsenate ion transmembrane transporter activity;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.12G032300.v6.11.0494366 0.58092 up no Pre-mRNA-splicing factor SLU7-Apfam11708 Slu7 Pre-mRNA splicing Prp18-interacting factor. The spliceosome, an assembly of snRNAs (U1, U2, U4/U6, and U5) and proteins, catalyses the excision of introns from pre-mRNAs in two successive trans-esterification reactions. Step 2 depends upon integral spliceosome constituents such as U5 snRNA and Prp8 and non-spliceosomal proteins Prp16, Slu7, Prp18, and Prp22. ATP hydrolysis by the DEAH-box enzyme Prp16 promotes a conformational change in the spliceosome that leads to protection of the 3'ss from targeted RNase H cleavage. This change, which probably reflects binding of the 3'ss PyAG in the catalytic centre of the spliceosome, requires the ordered recruitment of Slu7, Prp18, and Prp22 to the spliceosome. There is a close functional relationship between Prp8, Prp18, and Slu7, and Prp18 interacts with Slu7, so that together they recruit Prp22 to the spliceosome. Most members of the family carry a zinc-finger of the CCHC-type upstream of this domain.GO:0006397|mRNA processing;GO:0008284|positive regulation of cell proliferation;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003727|single-stranded RNA binding;GO:0008270|zinc ion binding;K12819

Manes.12G032400.v6.11.6248521 9.12E-08 up no Mitochondrial import inner membrane translocase subunit TIM44-2pfam04280 Tim44 Tim44-like domain. Tim44 is an essential component of the machinery that mediates the translocation of nuclear-encoded proteins across the mitochondrial inner membrane. Tim44 is thought to bind phospholipids of the mitochondrial inner membrane both by electrostatic interactions and by penetrating the polar head group region. This family includes the C-terminal region of Tim44 that has been shown to form a stable proteolytic fragment in yeast. This region is also found in a set of smaller bacterial proteins. The molecular function of the bacterial members of this family is unknown but transport seems likely. The crystal structure of the C terminal of Tim44 has revealed a large hydrophobic pocket which might play an important role in interacting with the acyl chains of lipid molecules in the mitochondrial membrane.GO:0030150|protein import into mitochondrial matrix;GO:0006626|protein targeting to mitochondrion;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;GO:0051087|chaperone binding;GO:0015462|protein-transmembrane transporting ATPase activity;K17804

Manes.12G032800.v6.11.0818307 0.386 up no Structural maintenance of chromosomes protein 1pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0051301|cell division;GO:0007059|chromosome segregation;GO:0006281|DNA repair;GO:0051321|meiotic cell cycle;GO:0007064|mitotic sister chromatid cohesion;GO:0008278|cohesin complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003682|chromatin binding;.

Manes.12G033100.v6.10.5526092 9.48E-09 down no U-box domain-containing protein 3pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.12G033300.v6.11.2599767 0.04435 up no Probable arabinose 5-phosphate isomerasepfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0005975|carbohydrate metabolic process;. GO:0019146|arabinose-5-phosphate isomerase activity;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;K06041

Manes.12G033400.v6.10.4930754 1.48E-11 down yes Putative lysine-specific demethylase JMJ16pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11446

Manes.12G033500.v6.11.2903928 0.27015 up no NAC domain-containing protein 21/22pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009734|auxin-activated signaling pathway;GO:0048527|lateral root development;GO:0010072|primary shoot apical meristem specification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G033600.v6.10.6955612 0.04216 down no Serine/threonine-protein kinase 19 homologpfam10494 Stk19 Serine-threonine protein kinase 19. This serine-threonine protein kinase number 19 is expressed from the MHC and predominantly in the nucleus. Protein kinases are involved in signal transduction pathways and play fundamental roles in the regulation of cell functions. This is a novel Ser/Thr protein kinase, that has Mn2+-dependent protein kinase activity that phosphorylates alpha -casein at Ser/Thr residues and histone at Ser residues. It can be covalently modified by the reactive ATP analogue 5'-p-fluorosulfonylbenzoyladenosine in the absence of ATP, and this modification is prevented in the presence of 1 mM ATP, indicating that the kinase domain of is capable of binding ATP.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08880

Manes.12G033800.v6.10.8783829 0.29581 down no ABC transporter I family member 19pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016887|ATPase activity;K12608

Manes.12G034200.v6.10.8866866 0.38227 down no Vacuolar protein sorting-associated protein 2 homolog 3pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;. K12192

Manes.12G034300.v6.10.28592 1.62E-07 down yes TBC1 domain family member 15pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0043087|regulation of GTPase activity;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005096|GTPase activator activity;.

Manes.12G034500.v6.10.4182118 0.15252 down no Protein TOO MANY MOUTHSpfam13855 LRR_8 Leucine rich repeat.GO:0008356|asymmetric cell division;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;GO:0004872|receptor activity;.

Manes.12G034600.v6.10.3483116 3.96E-07 down yes . pfam03273 Baculo_gp64 Baculovirus gp64 envelope glycoprotein family. This family includes the gp64 glycoprotein from baculovirus as well as other viruses.. . . .

Manes.12G034800.v6.10.737802 0.04129 down no Succinyl-CoA ligase [ADP-forming] subunit beta, mitochondrialpfam08442 ATP-grasp_2 ATP-grasp domain.GO:0046686|response to cadmium ion;GO:0006099|tricarboxylic acid cycle;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0004775|succinate-CoA ligase (ADP-forming) activity;K01900

Manes.12G035000.v6.10.5897214 5.12E-07 down no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.12G035200.v6.10.9422933 0.53934 down no Phospholipid--sterol O-acyltransferasepfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0010150|leaf senescence;GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0080096|phosphatidate-sterol O-acyltransferase activity;GO:0004607|phosphatidylcholine-sterol O-acyltransferase activity;GO:0080095|phosphatidylethanolamine-sterol O-acyltransferase activity;.

Manes.12G035300.v6.10.6804417 0.00233 down no Exocyst complex component EXO84Apfam08700 Vps51 Vps51/Vps67. This family includes a presumed domain found in a number of components of vesicular transport. The VFT tethering complex (also known as GARP complex, Golgi associated retrograde protein complex, Vps53 tethering complex) is a conserved eukaryotic docking complex which is involved recycling of proteins from endosomes to the late Golgi. Vps51 (also known as Vps67) is a subunit of VFT and interacts with the SNARE Tlg1. Cog1_N is the N-terminus of the Cog1 subunit of the eight-unit Conserved Oligomeric Golgi (COG) complex that participates in retrograde vesicular transport and is required to maintain normal Golgi structure and function. The subunits are located in two lobes and Cog1 serves to bind the two lobes together probably via the highly conserved N-terminal domain of approximately 85 residues.GO:0006887|exocytosis;GO:0005623|cell;. .

Manes.12G035400.v6.10.3549606 3.07E-10 down yes Cellulose synthase A catalytic subunit 4 [UDP-forming]pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009834|plant-type secondary cell wall biogenesis;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0046872|metal ion binding;K10683

Manes.12G035600.v6.10.551964 3.73E-07 down no Protein PHR1-LIKE 1pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G035700.v6.10.8123718 0.11164 down no Acid phosphatase 1pfam03767 Acid_phosphat_B HAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.. . GO:0003993|acid phosphatase activity;.

Manes.12G036600.v6.10.7693062 0.0263 down no Putative G3BP-like proteinpfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.12G037500.v6.11.2144389 0.06416 up no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.12G037600.v6.11.0338073 0.82029 up no Vacuolar protein sorting-associated protein 62pfam06101 DUF946 Plant protein of unknown function (DUF946). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.GO:0015031|protein transport;GO:0016021|integral component of membrane;. .

Manes.12G037800.v6.12.6134701 7.80E-22 up yes Auxin-responsive protein IAA11pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.12G038000.v6.10.7499081 0.02776 down no Photosystem II reaction center PSB28 protein, chloroplasticpfam03912 Psb28 Psb28 protein. Psb28 is a 13 kDa soluble protein that is directly assembled in dimeric PSII supercomplexes. The negatively charged N-terminal region is essential for this process. This protein was formerly known as PsbW, but PsbW is now reserved for pfam07123.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009654|photosystem II oxygen evolving complex;. K08903

Manes.12G038200.v6.10.754626 0.03961 down no Xyloglucan galactosyltransferase KATAMARI1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G038300.v6.15.5986035 4.50E-08 up yes . pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.. . . .

Manes.12G038800.v6.10.2916316 0.06822 down no . pfam00621 RhoGEF RhoGEF domain. Guanine nucleotide exchange factor for Rho/Rac/Cdc42-like GTPases Also called Dbl-homologous (DH) domain. It appears that pfam00169 domains invariably occur C-terminal to RhoGEF/DH domains.. . . .

Manes.12G038900.v6.11.5436674 1.76E-06 up no . pfam10269 Tmemb_185A Transmembrane Fragile-X-F protein. This is a family of conserved transmembrane proteins that appear in humans to be expressed from a region upstream of the FragileXF site and to be intimately linked with the Fragile-X syndrome. Absence of TMEM185A does not necessarily lead to developmental delay, but might in combination with other, yet unknown, factors. Otherwise, the lack of the TMEM185A protein is either disposable (redundant) or its function can be complemented by the highly similar chromosome 2 retro-pseudogene product, TMEM185B.. . . .

Manes.12G039800.v6.10.4256929 0.0083 down yes Probable indole-3-pyruvate monooxygenase YUCCA8pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0009851|auxin biosynthetic process;GO:0009742|brassinosteroid mediated signaling pathway;GO:0055114|oxidation-reduction process;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K11816

Manes.12G040000.v6.10.8484446 0.20045 down no Photosystem I reaction center subunit IV A, chloroplasticpfam02427 PSI_PsaE Photosystem I reaction centre subunit IV / PsaE. PsaE is a 69 amino acid polypeptide from photosystem I present on the stromal side of the thylakoid membrane. The structure is comprised of a well-defined five-stranded beta-sheet similar to SH3 domains.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009538|photosystem I reaction center;. .

Manes.12G040300.v6.10.9946841 0.98624 down no Transcription factor HY5-likepfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009585|red, far-red light phototransduction;GO:0080167|response to karrikin;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G040700.v6.1Inf 0.9009 up no . pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. . . .

Manes.12G040800.v6.10.7158731 0.00527 down no . pfam13855 LRR_8 Leucine rich repeat.. . . .



Manes.12G041000.v6.10.4154624 2.13E-13 down yes . pfam12452 DUF3685 Protein of unknown function (DUF3685). This domain family is found in bacteria and eukaryotes, and is approximately 190 amino acids in length. There are two completely conserved residues (L and D) that may be functionally important.. . . .

Manes.12G041300.v6.14.4000339 8.83E-06 up yes RNA-binding protein 38pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0030154|cell differentiation;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.12G041400.v6.11.333998 0.00134 up no Putative vesicle-associated membrane protein 726pfam00957 Synaptobrevin Synaptobrevin.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0006906|vesicle fusion;GO:0009507|chloroplast;GO:0005768|endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08511

Manes.12G041700.v6.10.3103163 2.01E-07 down yes . pfam01594 UPF0118 Domain of unknown function DUF20. This transmembrane region is found in putative permeases and predicted transmembrane proteins it has no known function. It is not clear what source suggested that these proteins may be permeases and this information should be treated with caution.. . . .

Manes.12G041900.v6.10.3650069 7.65E-09 down yes . pfam06003 SMN Survival motor neuron protein (SMN). This family consists of several eukaryotic survival motor neuron (SMN) proteins. The Survival of Motor Neurons (SMN) protein, the product of the spinal muscular atrophy-determining gene, is part of a large macromolecular complex (SMN complex) that functions in the assembly of spliceosomal small nuclear ribonucleoproteins (snRNPs). The SMN complex functions as a specificity factor essential for the efficient assembly of Sm proteins on U snRNAs and likely protects cells from illicit, and potentially deleterious, non-specific binding of Sm proteins to RNAs.. . . .

Manes.12G042000.v6.10.1729752 3.33E-13 down yes . pfam06967 Mo-nitro_C Mo-dependent nitrogenase C-terminus. This family represents the C-terminus (approximately 80 residues) of a number of bacterial Mo-dependent nitrogenases. These are involved in nitrogen fixation in cyanobacteria. Note that many family members are hypothetical proteins.. . . .

Manes.12G042400.v6.10.962806 0.72954 down no Probable serine/threonine-protein kinase DDB_G0272254pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.12G042700.v6.10.4420824 1.62E-06 down yes Probable pectate lyase 15pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;.

Manes.12G043100.v6.11.2390156 0.23771 up no Alcohol dehydrogenase 2pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;.

Manes.12G043800.v6.11.0735668 0.56348 up no Zinc finger HIT domain-containing protein 3pfam04438 zf-HIT HIT zinc finger. This presumed zinc finger contains up to 6 cysteine residues that could coordinate zinc. The domain is named after the HIT protein. This domain is also found in the Thyroid receptor interacting protein 3 (TRIP-3), which specifically interacts with the ligand binding domain of the thyroid receptor.GO:0006355|regulation of transcription, DNA-templated;GO:0005622|intracellular;GO:0046872|metal ion binding;GO:0046966|thyroid hormone receptor binding;.

Manes.12G044200.v6.10.7370115 0.34329 down no . pfam14967 FAM70 FAM70 protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 241 and 349 amino acids in length. The function of this family is unknown.. . . .

Manes.12G045600.v6.10.2030706 3.94E-24 down yes . pfam05288 Pox_A3L Poxvirus A3L Protein. This family consists of several poxvirus A3L or A2_5L proteins.. . . .

Manes.12G045900.v6.10.540765 5.39E-09 down no . pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.12G046000.v6.10.9316399 0.77582 down no Purple acid phosphatase 15pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0009846|pollen germination;GO:0009845|seed germination;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.12G046100.v6.10.3314232 0.04244 down no . pfam13372 Alginate_exp Alginate export. This domain forms an 18-stranded beta-barrel pore which is likely to act as an alginate export channel.. . . .

Manes.12G046200.v6.10.4852573 2.95E-08 down yes Protein XRI1 pfam01594 UPF0118 Domain of unknown function DUF20. This transmembrane region is found in putative permeases and predicted transmembrane proteins it has no known function. It is not clear what source suggested that these proteins may be permeases and this information should be treated with caution.GO:0006281|DNA repair;GO:0007143|female meiotic division;GO:0007140|male meiosis;GO:0009555|pollen development;GO:0010165|response to X-ray;GO:0005634|nucleus;. .

Manes.12G046800.v6.12.3555735 1.09E-20 up yes RPM1-interacting protein 4pfam05627 AvrRpt-cleavage Cleavage site for pathogenic type III effector avirulence factor Avr. This domain is conserved in small families of otherwise unrelated proteins in both mono-cots and di-cots, suggesting that it has a conserved, plant-specific function. It is found both in the plant RIN4 (resistance R membrane-bound host-target protein) where it appears to contribute to the binding of the protein to both RCS (AvrRpt2 auto-cleavage site) and AvrB, the virulence factor from the infecting bacterium. The cleavage site for the AvrRpt2 avirulence protein would appear to be the sequence motifs VPQFGDW and LPKFGEW, both of which are highly conserved within the domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0009816|defense response to bacterium, incompatible interaction;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0009626|plant-type hypersensitive response;GO:0006468|protein phosphorylation;GO:0002237|response to molecule of bacterial origin;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. K13456

Manes.12G046900.v6.10.9878591 0.91612 down no E3 ubiquitin-protein ligase RNF4pfam13639 zf-RING_2 Ring finger domain.GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051865|protein autoubiquitination;GO:0070979|protein K11-linked ubiquitination;GO:0070936|protein K48-linked ubiquitination;GO:0085020|protein K6-linked ubiquitination;GO:0070534|protein K63-linked ubiquitination;GO:0090234|regulation of kinetochore assembly;GO:0090169|regulation of spindle assembly;GO:0046685|response to arsenic-containing substance;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016605|PML body;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0031491|nucleosome binding;GO:0032184|SUMO polymer binding;GO:0008134|transcription factor binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.12G047100.v6.11.1618134 0.25726 up no Membrane protein of ER body-like proteinpfam01988 VIT1 VIT family. This family includes the vacuolar Fe2+/Mn2+ uptake transporter, Ccc1 and the vacuolar iron transporter VIT1.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.12G047300.v6.11.1818398 0.13452 up no DNA-directed RNA polymerase subunit 10-like proteinpfam01194 RNA_pol_N RNA polymerases N / 8 kDa subunit.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03007

Manes.12G047800.v6.10.4230901 0.00026 down yes Galacturonosyltransferase 8pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0007155|cell adhesion;GO:0010289|homogalacturonan biosynthetic process;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;GO:0016757|transferase activity, transferring glycosyl groups;K13648

Manes.12G048000.v6.15.3539667 1.43E-41 up yes Ninja-family protein AFP3pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.. GO:0005634|nucleus;. .

Manes.12G048100.v6.11.390182 0.4555 up no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.12G048200.v6.10.8303562 0.82969 down no Cytochrome P450 82C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071456|cellular response to hypoxia;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.12G048300.v6.1Inf 0.04209 up no . pfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.. . . .

Manes.12G048400.v6.11.3954606 0.64904 up no Cytochrome P450 82C4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.12G048700.v6.13.971076 0.00126 up yes Cytochrome P450 82G1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0046246|terpene biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0097008|(3E)-4,8-dimethyl-1,3,7-nonatriene synthase activity;GO:0097007|4,8,12-trimethyltrideca-1,3,7,11-tetraene synthase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K17961

Manes.12G049100.v6.116.308168 3.98E-27 up yes Chaperone protein dnaJ 20, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.12G049300.v6.11.151791 0.30304 up no . pfam00606 Glycoprotein_B Herpesvirus Glycoprotein B. This family of proteins contains a transmembrane region.. . . .

Manes.12G049700.v6.15.1000404 1.96E-24 up yes Putative quinone-oxidoreductase homolog, chloroplasticpfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.12G050000.v6.11.7017571 1.53E-07 up no Putative quinone-oxidoreductase homolog, chloroplasticpfam13602 ADH_zinc_N_2 Zinc-binding dehydrogenase.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.12G050300.v6.14.2170469 1.93E-07 up yes . pfam05542 DUF760 Protein of unknown function (DUF760). This family contains several uncharacterized plant proteins.. . . .

Manes.12G050400.v6.13.955747 4.57E-33 up yes Probable glucan endo-1,3-beta-glucosidase A6pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0009793|embryo development ending in seed dormancy;GO:0010584|pollen exine formation;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.12G050900.v6.11.2389065 0.02816 up no Probable xyloglucan glycosyltransferase 6pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0048868|pollen tube development;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G051000.v6.11.9829951 1.03E-09 up no Transcription factor bHLH62pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G051100.v6.1Inf 0.9009 up no . pfam01840 TCL1_MTCP1 TCL1/MTCP1 family. Two related oncogenes, TCL-1 and MTCP-1, are overexpressed in T cell prolymphocytic leukaemias as a result of chromosomal rearrangements that involve the translocation of one T cell receptor gene to either chromosome 14q32 or Xq28. This family contains two repeated motifs that form a single globular domain.. . . .

Manes.12G051200.v6.123.210598 ####### up yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.12G051600.v6.18.8024096 2.35E-45 up yes Serine/threonine-protein kinase OXI1pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0006979|response to oxidative stress;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0019901|protein kinase binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G051800.v6.10.4845486 5.22E-08 down yes Auxin-induced in root cultures protein 12pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0009734|auxin-activated signaling pathway;GO:0055114|oxidation-reduction process;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.12G052100.v6.11.0347072 0.70229 up no . pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.12G052200.v6.11.4424499 0.00015 up no Ras-related protein RABA5epfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.12G052500.v6.10.6199289 0.00336 down no EPIDERMAL PATTERNING FACTOR-like protein 9pfam09401 NSP10 RNA synthesis protein NSP10. Non-structural protein 10 (NSP10) is involved in RNA synthesis. it is synthesized as a polyprotein whose cleavage generates many non-structural proteins. NSP10 contains two zinc binding motifs and forms two anti-parallel helices which are stacked against an irregular beta sheet.  A cluster of basic residues on the protein surface suggests a nucleic acid-binding function.GO:0007267|cell-cell signaling;GO:0010052|guard cell differentiation;GO:2000123|positive regulation of stomatal complex development;GO:2000038|regulation of stomatal complex development;GO:0010374|stomatal complex development;GO:0010375|stomatal complex patterning;GO:0048046|apoplast;. .

Manes.12G052700.v6.11.1722346 0.51047 up no dCTP pyrophosphatase 1pfam07314 DUF1461 Protein of unknown function (DUF1461). This family contains a number of hypothetical bacterial proteins of unknown function approximately 200 residues long. These are possibly integral membrane proteins.GO:0009143|nucleoside triphosphate catabolic process;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0042802|identical protein binding;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0032556|pyrimidine deoxyribonucleotide binding;GO:0016462|pyrophosphatase activity;K16904

Manes.12G052800.v6.1Inf 0.08088 up no . pfam07458 SPAN-X Sperm protein associated with nucleus, mapped to X chromosome. This family contains human sperm proteins associated with the nucleus and mapped to the X chromosome (SPAN-X) (approximately 100 residues long). SPAN-X proteins are cancer-testis antigens (CTAs), and thus represent potential targets for cancer immunotherapy because they are widely distributed in tumors but not in normal tissues, except testes. They are highly insoluble, acidic, and polymorphic.. . . .

Manes.12G053700.v6.10.4016103 1.29E-09 down yes . pfam10192 GpcrRhopsn4 Rhodopsin-like GPCR transmembrane domain. This region of 270 amino acids is the seven transmembrane alpha-helical domains included within five GPCRRHODOPSN4 motifs of a G-protein-coupled-receptor (GPCR) protein, conserved from nematodes to humans. GPCRs are integral membrane receptors whose intracellular actions are mediated by signalling pathways involving G proteins and downstream secondary messengers.. . . .

Manes.12G054000.v6.10.2772479 9.82E-14 down yes Putative lipid-transfer protein DIR1pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0048046|apoplast;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005504|fatty acid binding;GO:0043621|protein self-association;GO:0008270|zinc ion binding;.

Manes.12G054100.v6.11.2832825 0.06344 up no Uncharacterized protein At5g48480pfam12681 Glyoxalase_2 Glyoxalase-like domain. This domain is related to the Glyoxalase domain pfam00903.. GO:0005829|cytosol;. .

Manes.12G054200.v6.11.7917031 1.23E-10 up no . pfam09887 DUF2114 Uncharacterized protein conserved in archaea (DUF2114). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.12G054400.v6.12.38678 3.24E-23 up yes Formin-like protein 1pfam02181 FH2 Formin Homology 2 Domain.GO:0030036|actin cytoskeleton organization;GO:0045010|actin nucleation;GO:0051016|barbed-end actin filament capping;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0003779|actin binding;GO:0051015|actin filament binding;.

Manes.12G054500.v6.10.847305 0.12096 down no Acyl-coenzyme A thioesterase 9, mitochondrialpfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.GO:0006637|acyl-CoA metabolic process;GO:0005739|mitochondrion;GO:0003986|acetyl-CoA hydrolase activity;GO:0052689|carboxylic ester hydrolase activity;K17361

Manes.12G054700.v6.1778.72022 0 up yes UDP-glycosyltransferase 74F1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;K13691

Manes.12G054800.v6.1219.59358 2.16E-14 up yes UDP-glycosyltransferase 74E1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G054900.v6.1288.61358 0 up yes UDP-glycosyltransferase 74E2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0071475|cellular hyperosmotic salinity response;GO:0071215|cellular response to abscisic acid stimulus;GO:0070301|cellular response to hydrogen peroxide;GO:0042631|cellular response to water deprivation;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0080024|indolebutyric acid metabolic process;GO:0080167|response to karrikin;GO:0010016|shoot system morphogenesis;GO:0043231|intracellular membrane-bounded organelle;GO:0052638|indole-3-butyrate beta-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.12G055000.v6.1913.15282 3.59E-43 up yes UDP-glycosyltransferase 74E1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G055100.v6.1220.89236 2.89E-92 up yes UDP-glycosyltransferase 74C1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G055600.v6.10.8954972 0.4533 down no Photosystem I reaction center subunit XI, chloroplasticpfam02605 PsaL Photosystem I reaction centre subunit XI. This family consists of the photosystem I reaction centre subunit XI, PsaL, from plants and bacteria. PsaL is one of the smaller subunits in photosystem I with only two transmembrane alpha helices and interacts closely with PsaI.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009538|photosystem I reaction center;GO:0010287|plastoglobule;GO:0009579|thylakoid;. K02699

Manes.12G055800.v6.143.427657 2.59E-45 up yes . pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.12G056200.v6.10.5478319 1.59E-06 down no Putative BPI/LBP family protein At1g04970pfam02886 LBP_BPI_CETP_CLBP / BPI / CETP family, C-terminal domain. The N and C terminal domains of the LBP/BPI/CETP family are structurally similar.. GO:0005615|extracellular space;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0008289|lipid binding;.

Manes.12G056400.v6.10.818486 0.07488 down no Phenylalanine--tRNA ligase, chloroplastic/mitochondrialpfam01409 tRNA-synt_2d tRNA synthetases class II core domain (F). Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only phenylalanyl-tRNA synthetases. This is the core catalytic domain.GO:0006432|phenylalanyl-tRNA aminoacylation;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004826|phenylalanine-tRNA ligase activity;GO:0000049|tRNA binding;K01889

Manes.12G056500.v6.10.420748 4.29E-07 down yes Protein-tyrosine-phosphatase IBR5pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0000188|inactivation of MAPK activity;GO:0035556|intracellular signal transduction;GO:0043407|negative regulation of MAP kinase activity;GO:0006470|protein dephosphorylation;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0005634|nucleus;GO:0033549|MAP kinase phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;K04459

Manes.12G056700.v6.11.5398067 1.95E-06 up no Ubiquitin and WLM domain-containing metalloprotease SPCC1442.07cpfam08325 WLM WLM domain. This is a predicted metallopeptidase domain called WLM (Wss1p-like metalloproteases). These are linked to the Ub-system by virtue of fusions with the UB-binding PUG (PUB), Ub-like, and Little Finger domains. More specifically, genetic evidence implicates the WLM family in de-SUMOylation.GO:0006974|cellular response to DNA damage stimulus;GO:0016925|protein sumoylation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008237|metallopeptidase activity;GO:0008270|zinc ion binding;.

Manes.12G057000.v6.197.951466 1.83E-15 up yes . pfam12694 MoCo_carrier Putative molybdenum carrier. The structure of proteins in this family contain central beta strands with flanking alpha helices. The structure is similar to that of a molybdenum cofactor carrier protein.. . . .

Manes.12G057100.v6.10.7105513 0.00125 down no Mediator of RNA polymerase II transcription subunit 19apfam06011 TRP Transient receptor potential (TRP) ion channel. This family of proteins are transient receptor potential (TRP) ion channels.   They are essential for cellular viability and are involved in cell growth and cell wall synthesis. The genes for these proteins are homologous to polycystic kidney disease related ion channel genes.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.12G057300.v6.10.4864672 0.00043 down yes . pfam07818 HCNGP HCNGP-like protein. This family comprises sequences bearing significant similarity to the mouse transcriptional regulator protein HCNGP. This protein is localized to the nucleus and is thought to be involved in the regulation of beta-2-microglobulin genes.. . . .

Manes.12G057500.v6.10.7962733 0.05845 down no Peroxisomal membrane protein 13pfam05109 Herpes_BLLF1 Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;. K13344

Manes.12G057900.v6.10.540081 0.00019 down no . pfam07818 HCNGP HCNGP-like protein. This family comprises sequences bearing significant similarity to the mouse transcriptional regulator protein HCNGP. This protein is localized to the nucleus and is thought to be involved in the regulation of beta-2-microglobulin genes.. . . .

Manes.12G058000.v6.10.8428272 0.20725 down no GPN-loop GTPase 3pfam03029 ATP_bind_1 Conserved hypothetical ATP binding protein. Members of this family are found in a range of archaea and eukaryotes and have hypothesised ATP binding activity.. . GO:0005525|GTP binding;GO:0016787|hydrolase activity;K06883

Manes.12G058300.v6.10.9309974 0.48404 down no Centromere/kinetochore protein zw10 homologpfam06248 Zw10 Centromere/kinetochore Zw10. Zw10 and rough deal proteins are both required for correct metaphase check-pointing during mitosis. These proteins bind to the centromere/kinetochore.GO:0051301|cell division;GO:0007059|chromosome segregation;GO:0007067|mitotic nuclear division;GO:0015031|protein transport;GO:0000777|condensed chromosome kinetochore;GO:0005789|endoplasmic reticulum membrane;GO:0005634|nucleus;GO:0005819|spindle;. K11578

Manes.12G058600.v6.10.9284551 0.58307 down no . pfam09874 DUF2101 Predicted membrane protein (DUF2101). This domain, found in various archaeal and bacterial proteins, has no known function.. . . .

Manes.12G058700.v6.12.6667545 2.28E-27 up yes . pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.. . . .

Manes.12G059000.v6.11.2374072 0.15528 up no Transcription factor IBH1pfam05891 Methyltransf_PK AdoMet dependent proline di-methyltransferase. This protein is expressed in the tail neuron PVT and in uterine cells in C. elegans [worm-base]. In Saccharomyces cerevisiae this is AdoMet dependent proline di-methyltransferase. This enzyme catalyses the di-methylation of ribosomal proteins Rpl12 and Rps25 at N-terminal proline residues. The methyltransferases described here specifically recognize the N-terminal X-Pro-Lys sequence motif, and they may account for nearly all previously described eukaryotic protein N-terminal methylation reactions. A number of other yeast and human proteins also share the recognition motif and may be similarly modified. As with other methyltransferases, this family carries the characteristic GxGxG motif.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G059100.v6.13.0098486 2.70E-09 up yes . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.12G059200.v6.10.5030986 1.68E-09 down no Monocopper oxidase-like protein SKU5pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.12G059300.v6.10.7720008 0.01171 down no Probable fatty acid methyltransferasepfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;. GO:0008168|methyltransferase activity;.

Manes.12G060300.v6.10.4315037 0.00556 down yes Rho GDP-dissociation inhibitor 1pfam02115 Rho_GDI RHO protein GDP dissociation inhibitor.GO:0009932|cell tip growth;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0005094|Rho GDP-dissociation inhibitor activity;K12462

Manes.12G060400.v6.10.3195045 4.77E-12 down yes Rho GDP-dissociation inhibitor 1pfam02115 Rho_GDI RHO protein GDP dissociation inhibitor.GO:0009932|cell tip growth;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0005094|Rho GDP-dissociation inhibitor activity;K12462

Manes.12G060500.v6.11.0443367 0.83424 up no Fasciclin-like arabinogalactan protein 7pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. .

Manes.12G060700.v6.10.6380673 0.00028 down no BTB/POZ domain-containing protein At2g04740pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . K10520

Manes.12G060800.v6.10.6013094 0.00013 down no TBC1 domain family member 2Apfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0030054|cell junction;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0031410|cytoplasmic vesicle;GO:0045296|cadherin binding;GO:0005096|GTPase activator activity;.

Manes.12G060900.v6.10.5954198 0.00014 down no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G061300.v6.10.3297676 8.03E-09 down yes . pfam05603 DUF775 Protein of unknown function (DUF775). This family consists of several eukaryotic proteins of unknown function.. . . .

Manes.12G061600.v6.10.7143306 0.01256 down no Histidine kinase 2pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0070417|cellular response to cold;GO:0009736|cytokinin-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0034757|negative regulation of iron ion transport;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0010271|regulation of chlorophyll catabolic process;GO:0009909|regulation of flower development;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009884|cytokinin receptor activity;GO:0009927|histidine phosphotransfer kinase activity;GO:0042802|identical protein binding;GO:0019900|kinase binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;K14489

Manes.12G061800.v6.11.0285409 0.80634 up no Transmembrane protein 256 homologpfam04241 DUF423 Protein of unknown function (DUF423). This family of proteins with unknown function is a possible integral membrane protein from Caenorhabditis elegans. This family of proteins has GO references indicating the protein is involved in nematode larval development and is a positive regulator of growth rate.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G061900.v6.10.3352261 4.86E-09 down yes Scarecrow-like transcription factor PAT1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009640|photomorphogenesis;GO:0007165|signal transduction;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0004871|signal transducer activity;.

Manes.12G062100.v6.10.648488 0.00023 down no WRKY transcription factor 1pfam03106 WRKY WRKY DNA -binding domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009863|salicylic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;K18834

Manes.12G062500.v6.10.9279426 0.54491 down no F-box protein At3g07870pfam12937 F-box-like F-box-like. This is an F-box-like family.. GO:0009506|plasmodesma;. .

Manes.12G062600.v6.1Inf 0.35135 up no F-box protein At3g07870pfam12937 F-box-like F-box-like. This is an F-box-like family.. GO:0009506|plasmodesma;. .

Manes.12G062900.v6.112.547977 3.55E-47 up yes Cytochrome b561 and DOMON domain-containing protein At5g47530pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.



Manes.12G063000.v6.121.639752 3.36E-11 up yes Cytochrome b561 and DOMON domain-containing protein At5g35735pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.12G063200.v6.10.7822329 0.52146 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.12G063300.v6.10.8037292 0.0345 down no Uncharacterized protein sll1770pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.12G064000.v6.11.8568144 3.80E-11 up no . pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.12G064100.v6.11.8503162 6.61E-09 up no . pfam11939 DUF3457 Protein of unknown function (DUF3457). This family of proteins are functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 162 to 197 amino acids in length. This protein has a conserved CSL sequence motif.. . . .

Manes.12G064300.v6.10.9421469 0.53723 down no U-box domain-containing protein 3pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.12G064400.v6.11.5169956 3.64E-06 up no . pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.12G064700.v6.10.2888914 0.02331 down yes . pfam14184 YrvL Regulatory protein YrvL. YrvL prevents expression and activity of the YrvI sigma factor. It may function as an anti-sigma factor. . . .

Manes.12G064800.v6.10.1881334 0.00847 down yes Transcriptional regulator STERILE APETALApfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009554|megasporogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G064900.v6.10.4009394 8.41E-05 down yes Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.12G065000.v6.10.7388472 0.04057 down no Putative threonine aspartasepfam01112 Asparaginase_2 Asparaginase.. . GO:0004298|threonine-type endopeptidase activity;.

Manes.12G065100.v6.10.159489 1.02E-05 down yes F-box protein SNEpfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009740|gibberellic acid mediated signaling pathway;GO:0016567|protein ubiquitination;GO:0009937|regulation of gibberellic acid mediated signaling pathway;GO:0048831|regulation of shoot system development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.12G065200.v6.10.5068075 5.77E-09 down no Chaperone protein DnaJpfam11926 DUF3444 Domain of unknown function (DUF3444). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 210 amino acids in length. This domain is found associated with pfam00226. This domain has two conserved sequence motifs: FSH and FSH.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.12G065300.v6.10.9772111 0.79437 down no Zinc finger CCCH domain-containing protein 18pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.12G065600.v6.10.6659457 0.16195 down no SNF1-related protein kinase regulatory subunit beta-2pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;. GO:0005524|ATP binding;.

Manes.12G065700.v6.16.4459517 8.64E-47 up yes Putative pentatricopeptide repeat-containing protein At5g09950pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009451|RNA modification;. . .

Manes.12G065800.v6.10.9546028 0.76056 down no Alpha-1,6-mannosyl-glycoprotein 2-beta-N-acetylglucosaminyltransferasepfam05060 MGAT2 N-acetylglucosaminyltransferase II (MGAT2). UDP-N-acetyl-D-glucosamine:alpha-6-D-mannoside beta-1,2-N- acetylglucosaminyltransferase II (EC 2.4.1.143) (GnT II/MGAT2) is a Golgi resident enzyme that catalyses an essential step in the biosynthetic pathway leading from high mannose to complex N-linked oligosaccharides. Mutations in the MGAT2 gene lead to congenital disorder of glycosylation (CDG IIa). CDG IIa patients have an increased bleeding tendency, unrelated to coagulation factors.GO:0009312|oligosaccharide biosynthetic process;GO:0006487|protein N-linked glycosylation;GO:0018279|protein N-linked glycosylation via asparagine;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0016021|integral component of membrane;GO:0008455|alpha-1,6-mannosylglycoprotein 2-beta-N-acetylglucosaminyltransferase activity;GO:0030246|carbohydrate binding;K00736

Manes.12G066100.v6.10.3891052 1.30E-14 down yes Phytochrome Cpfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.12G066200.v6.10.3428022 1.70E-14 down yes Phytochrome Cpfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.12G066300.v6.10.4568302 8.57E-08 down yes Nuclear transcription factor Y subunit B-3pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G066400.v6.10.8847373 0.78406 down no . pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.12G066600.v6.11.7776375 1.19E-10 up no NEDD8-activating enzyme E1 regulatory subunitpfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0010252|auxin homeostasis;GO:0009734|auxin-activated signaling pathway;GO:0006281|DNA repair;GO:0009965|leaf morphogenesis;GO:0045116|protein neddylation;GO:0007131|reciprocal meiotic recombination;GO:0009735|response to cytokinin;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0019781|NEDD8 activating enzyme activity;GO:0000166|nucleotide binding;.

Manes.12G066700.v6.1Inf 0.04485 up no Probable terpene synthase 12pfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;.

Manes.12G067400.v6.10.8760321 0.67019 down no Uncharacterized membrane protein At3g27390pfam00104 Hormone_recep Ligand-binding domain of nuclear hormone receptor. This all helical domain is involved in binding the hormone in these receptors.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G068100.v6.12.3520998 8.99E-08 up yes Vacuolar cation/proton exchanger 5pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015369|calcium:proton antiporter activity;K07300

Manes.12G068200.v6.10.8757923 0.17153 down no Flowering time control protein FPApfam07744 SPOC SPOC domain. The SPOC (Spen paralogue and orthologue C-terminal) domain is involved in developmental signalling.GO:0030154|cell differentiation;GO:0031048|chromatin silencing by small RNA;GO:0009553|embryo sac development;GO:0009908|flower development;GO:0006378|mRNA polyadenylation;GO:0009911|positive regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0000785|chromatin;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.12G068300.v6.10.6739462 0.00031 down no Protein disulfide-isomerase like 2-2pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0009505|plant-type cell wall;GO:0003756|protein disulfide isomerase activity;K09584

Manes.12G069000.v6.11.2978539 0.02576 up no Zinc finger CCCH domain-containing protein 3pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0003723|RNA binding;.

Manes.12G069100.v6.10.2221835 1.98E-05 down yes . pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. . . .

Manes.12G069400.v6.10.0533617 0.00428 down yes . pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.12G069700.v6.10.5437845 3.57E-05 down no Glucan endo-1,3-beta-glucosidase 3pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.12G069800.v6.12.160147 2.52E-18 up yes . pfam10101 DUF2339 Predicted membrane protein (DUF2339). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.12G070100.v6.10.5800431 0.00627 down no Nucleobase-ascorbate transporter 1pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005215|transporter activity;.

Manes.12G070200.v6.10.8582312 0.30885 down no . pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. . . .

Manes.12G070400.v6.10.9491861 0.65193 down no Bifunctional 3-dehydroquinate dehydratase/shikimate dehydrogenase, chloroplasticpfam01487 DHquinase_I Type I 3-dehydroquinase. Type I 3-dehydroquinase, (3-dehydroquinate dehydratase or DHQase.) Catalyses the cis-dehydration of 3-dehydroquinate via a covalent imine intermediate giving dehydroshikimate. Dehydroquinase functions in the shikimate pathway which is involved in the biosynthesis of aromatic amino acids. Type II 3-dehydroquinase catalyses the trans-dehydration of 3-dehydroshikimate see pfam01220.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009793|embryo development ending in seed dormancy;GO:0019632|shikimate metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003855|3-dehydroquinate dehydratase activity;GO:0050661|NADP binding;GO:0004764|shikimate 3-dehydrogenase (NADP+) activity;K13832

Manes.12G070600.v6.10.2726469 9.66E-11 down yes Endoglucanase 11pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.12G070800.v6.10.7263955 0.01087 down no Protein NRT1/ PTR FAMILY 6.4pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0015293|symporter activity;.

Manes.12G071100.v6.10.9235185 0.39516 down no BAH and coiled-coil domain-containing protein 1pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . GO:0003682|chromatin binding;.

Manes.12G071600.v6.10.5696994 1.01E-06 down no . pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.. . . .

Manes.12G072000.v6.10.4496211 8.70E-06 down yes . pfam05208 ALG3 ALG3 protein. The formation of N-glycosidic linkages of glycoproteins involves the ordered assembly of the common Glc3Man9GlcNAc2 core-oligosaccharide on the lipid carrier dolichyl pyrophosphate. Whereas early mannosylation steps occur on the cytoplasmic side of the endoplasmic reticulum with GDP-Man as donor, the final reactions from Man5GlcNAc2-PP-Dol to Man9GlcNAc2-PP-Dol on the lumenal side use Dol-P-Man. ALG3 gene encodes the Dol-P-Man:Man5GlcNAc2-PP-Dol mannosyltransferase.. . . .

Manes.12G072400.v6.10.9903972 0.94359 down no . pfam04981 NMD3 NMD3 family. The NMD3 protein is involved in nonsense mediated mRNA decay. This amino terminal region contains four conserved CXXC motifs that could be metal binding. NMD3 is involved in export of the 60S ribosomal subunit is mediated by the adapter protein Nmd3p in a Crm1p-dependent pathway.. . . .

Manes.12G072800.v6.12.3827072 2.98E-18 up yes Probable WRKY transcription factor 31pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G072900.v6.16.0467454 2.13E-12 up yes Mitogen-activated protein kinase kinase kinase Apfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0009653|anatomical structure morphogenesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0051403|stress-activated MAPK cascade;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0046872|metal ion binding;.

Manes.12G073000.v6.10.4515091 3.04E-11 down yes . pfam07876 Dabb Stress responsive A/B Barrel Domain. The function of this family is unknown, but it is upregulated in response to salt stress in Populus balsamifera. It is also found at the C-terminus of an fructose 1,6-bisphosphate aldolase from Hydrogenophilus thermoluteolus. Arthrobacter nicotinovorans ORF106 is found in the pA01 plasmid, which encodes genes for molybdopterin uptake and degradation of plant alkaloid nicotine. The structure of one has been solved and the domain forms an a/b barrel dimer. Although there is a clear duplication within the domain it is not obviously detectable in the sequence.. . . .

Manes.12G073200.v6.10.4808164 1.01E-06 down yes MORC family CW-type zinc finger protein 3pfam13589 HATPase_c_3 Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents, additionally, the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0007569|cell aging;GO:0051457|maintenance of protein location in nucleus;GO:0048147|negative regulation of fibroblast proliferation;GO:0018105|peptidyl-serine phosphorylation;GO:0009791|post-embryonic development;GO:0006468|protein phosphorylation;GO:0050821|protein stabilization;GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0016605|PML body;GO:0008270|zinc ion binding;.

Manes.12G073600.v6.11.5377688 1.53E-06 up no ATP-dependent helicase rhp16pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0032508|DNA duplex unwinding;GO:0006289|nucleotide-excision repair;GO:0016567|protein ubiquitination;GO:0006290|pyrimidine dimer repair;GO:0000109|nucleotide-excision repair complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003677|DNA binding;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.12G073700.v6.11.8299624 7.63E-09 up no L-ascorbate oxidase homologpfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.12G074300.v6.10.4281055 4.49E-07 down yes Probable beta-1,3-galactosyltransferase 2pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.12G074900.v6.10.4476923 0.0175 down yes HMG1/2-like proteinpfam00505 HMG_box HMG (high mobility group) box.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0003677|DNA binding;.

Manes.12G075000.v6.10.7904941 0.01471 down no 50S ribosomal protein L6, chloroplasticpfam00347 Ribosomal_L6 Ribosomal protein L6.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02933

Manes.12G075100.v6.10.7496369 0.00719 down no Glutamate receptor 3.7pfam01094 ANF_receptor Receptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.12G075600.v6.11.1341135 0.16693 up no Homeobox-leucine zipper protein HDG2pfam01852 START START domain.GO:0048497|maintenance of floral organ identity;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G075900.v6.10.4814087 6.75E-07 down yes Syntaxin-132 pfam00804 Syntaxin Syntaxin. Syntaxins are the prototype family of SNARE proteins. They usually consist of three main regions - a C-terminal transmembrane region, a central SNARE domain which is characteristic of and conserved in all syntaxins (pfam05739), and an N-terminal domain that is featured in this entry. This domain varies between syntaxin isoforms; in syntaxin 1A it is found as three alpha-helices with a left-handed twist. It may fold back on the SNARE domain to allow the molecule to adopt a 'closed' configuration that prevents formation of the core fusion complex - it thus has an auto-inhibitory role. The function of syntaxins is determined by their localisation. They are involved in neuronal exocytosis, ER-Golgi transport and Golgi-endosome transport, for example. They also interact with other proteins as well as those involved in SNARE complexes. These include vesicle coat proteins, Rab GTPases, and tethering factors.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.12G076000.v6.10.4883925 0.12315 down no Isocitrate lyasepfam00463 ICL Isocitrate lyase family.GO:0006097|glyoxylate cycle;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0004451|isocitrate lyase activity;GO:0046872|metal ion binding;.

Manes.12G076300.v6.11.2106542 0.06728 up no Peroxidase 3 pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0042538|hyperosmotic salinity response;GO:0009409|response to cold;GO:0009269|response to desiccation;GO:0006979|response to oxidative stress;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.12G076400.v6.11.8371619 0.00208 up no Formin-like protein 5pfam02181 FH2 Formin Homology 2 Domain.GO:0030041|actin filament polymerization;GO:0045010|actin nucleation;GO:0009960|endosperm development;GO:0048317|seed morphogenesis;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0009524|phragmoplast;GO:0003779|actin binding;.

Manes.12G076900.v6.169.986508 3.50E-14 up yes Probable terpene synthase 11pfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;K15086

Manes.12G077100.v6.10.5970317 0.00959 down no . pfam12351 Fig1 Ca2+ regulator and membrane fusion protein Fig1. During the mating process of yeast cells, two Ca2+ influx pathways become activated. The resulting elevation of cytosolic free Ca2+ activates downstream signaling factors that promote long term survival of unmated cells. Fig1 is a regulator of the low affinity Ca2+ influx system (LACS), and is also required for efficient membrane fusion during yeast mating.. . . .

Manes.12G077200.v6.10.6062224 0.00995 down no BTB/POZ domain-containing protein At3g22104pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.12G077500.v6.10.0515383 4.53E-08 down yes . pfam12730 ABC2_membrane_4ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.12G078100.v6.10.650089 0.0013 down no B-box zinc finger protein 32pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G078800.v6.10.3156574 1.05E-06 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.12G079100.v6.11.5715898 0.10044 up no B-box zinc finger protein 32pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G079600.v6.11.7819539 5.67E-07 up no H/ACA ribonucleoprotein complex non-core subunit NAF1pfam04410 Gar1 Gar1/Naf1 RNA binding region. Gar1 is a small nucleolar RNP that is required for pre-mRNA processing and pseudouridylation. It is co-immunoprecipitated with the H/ACA families of snoRNAs. This family represents the conserved central region of Gar1. This region is necessary and sufficient for normal cell growth, and specifically binds two snoRNAs snR10 and snR30. This region is also necessary for nucleolar targeting, and it is thought that the protein is co-transported to the nucleolus as part of a nucleoprotein complex. In humans, Gar1 is also component of telomerase in vivo. Naf1 is an essentail protein that plays a role in ribosome biogenesis, modification of spliceosomal small nuclear RNAs and telomere synthesis, and is homologous to Gar1.GO:0001522|pseudouridine synthesis;GO:0042254|ribosome biogenesis;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0003723|RNA binding;K14763

Manes.12G080400.v6.10.930679 0.60232 down no CBS domain-containing protein CBSCBSPB3pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.. GO:0016021|integral component of membrane;. .

Manes.12G080700.v6.10.3722657 3.03E-14 down yes . pfam12906 RINGv RING-variant domain.. . . .

Manes.12G080800.v6.10.9494021 0.59305 down no Long chain base biosynthesis protein 1pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0016049|cell growth;GO:0043067|regulation of programmed cell death;GO:0030148|sphingolipid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0030170|pyridoxal phosphate binding;GO:0004758|serine C-palmitoyltransferase activity;K00654

Manes.12G081100.v6.1Inf 0.1623 up no . pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.12G081300.v6.19.2723001 0.00201 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.12G081800.v6.10.3397321 3.58E-09 down yes Subtilisin-like protease SBT5.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.12G081900.v6.10.2264529 6.03E-20 down yes Uncharacterized GPI-anchored protein At4g28100pfam09591 DUF2463 Protein of unknown function (DUF2463). This protein is found in eukaryotic, parasitic microsporidia. Its function is unknown.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.12G082000.v6.1Inf 0.90364 up no Transcription factor MYB32pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.12G082200.v6.14.0820537 2.39E-06 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.12G082400.v6.13.7533112 0.39312 up no . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.12G082700.v6.15.3401154 2.85E-10 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.12G083000.v6.10.5871057 0.0014 down no . pfam00001 7tm_1 7 transmembrane receptor (rhodopsin family). This family contains, amongst other G-protein-coupled receptors (GCPRs), members of the opsin family, which have been considered to be typical members of the rhodopsin superfamily. They share several motifs, mainly the seven transmembrane helices, GCPRs of the rhodopsin superfamily. All opsins bind a chromophore, such as 11-cis-retinal. The function of most opsins other than the photoisomerases is split into two steps: light absorption and G-protein activation. Photoisomerases, on the other hand, are not coupled to G-proteins - they are thought to generate and supply the chromophore that is used by visual opsins.. . . .

Manes.12G083300.v6.11.2627734 0.01557 up no BRASSINOSTEROID INSENSITIVE 1-associated receptor kinase 1pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004714|transmembrane receptor protein tyrosine kinase activity;.

Manes.12G083500.v6.10.5362374 0.00055 down no Cytochrome b561 and DOMON domain-containing protein At5g47530pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.12G085100.v6.11.5124871 1.02E-05 up no Protein arginine N-methyltransferase 1.5pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0034969|histone arginine methylation;GO:0019918|peptidyl-arginine methylation, to symmetrical-dimethyl arginine;GO:0010220|positive regulation of vernalization response;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008469|histone-arginine N-methyltransferase activity;GO:0008276|protein methyltransferase activity;K02516

Manes.12G085200.v6.11.0555735 0.56809 up no E3 ubiquitin-protein ligase CHFRpfam00097 zf-C3HC4 Zinc finger, C3HC4 type (RING finger). The C3HC4 type zinc-finger (RING finger) is a cysteine-rich domain of 40 to 60 residues that coordinates two zinc ions, and has the consensus sequence: C-X2-C-X(9-39)-C-X(1-3)-H-X(2-3)-C-X2-C-X(4-48)-C-X2-C where X is any amino acid. Many proteins containing a RING finger play a key role in the ubiquitination pathway.GO:0051301|cell division;GO:0007093|mitotic cell cycle checkpoint;GO:0007067|mitotic nuclear division;GO:0019941|modification-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0005634|nucleus;GO:0016605|PML body;GO:0016874|ligase activity;GO:0000166|nucleotide binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10644

Manes.12G085500.v6.10.5118335 9.37E-06 down no Serine/arginine-rich splicing factor SR45apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0009644|response to high light intensity;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.12G086300.v6.10.5677744 0.00014 down no . pfam07138 DUF1386 Protein of unknown function (DUF1386). This family consists of several hypothetical Nucleopolyhedrovirus proteins of around 350 residues in length. The function of this family is unknown.. . . .

Manes.12G087000.v6.11.1443941 0.28142 up no Peroxisomal membrane protein 2pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0043234|protein complex;. K13347

Manes.12G087300.v6.14.8017257 1.84E-21 up yes . pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.12G088000.v6.10.4150478 4.56E-05 down yes . pfam05694 SBP56 56kDa selenium binding protein (SBP56). This family consists of several eukaryotic selenium binding proteins as well as three sequences from archaea. The exact function of this protein is unknown although it is thought that SBP56 participates in late stages of intra-Golgi protein transport. The Lotus japonicus homologue of SBP56, LjSBP is thought to have more than one physiological role and can be implicated in controlling the oxidation/reduction status of target proteins, in vesicular Golgi transport.. . . .

Manes.12G088100.v6.198.272426 0.00225 up yes 3-ketoacyl-CoA synthase 21pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.12G088200.v6.11.3515992 0.00917 up no Cytochrome cpfam00034 Cytochrom_C Cytochrome c. The Pfam entry does not include all Prosite members. The cytochrome 556 and cytochrome c' families are not included. All these are now in a new clan together. The C-terminus of DUF989, pfam06181, has now been merged into this family.GO:0055114|oxidation-reduction process;GO:0005758|mitochondrial intermembrane space;GO:0070469|respiratory chain;GO:0009055|electron carrier activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.12G088300.v6.1Inf 0.9009 up no Putative ribonuclease H protein At1g65750pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.



Manes.12G089200.v6.112.060019 0.01152 up yes Zinc finger CCCH domain-containing protein 2pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0010187|negative regulation of seed germination;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G089700.v6.10.371437 4.26E-08 down yes . pfam02405 Permease Permease. This domain functions as a permease. In a hypothetical protein from Neisseria it is involved in L-glutamate import into the cell. In Arabidopsis ABC transporter I family member 14 it is involved in lipid transfer within the cell.. . . .

Manes.12G089800.v6.10.2744657 1.22E-22 down yes Transcription activator GLK1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:1900056|negative regulation of leaf senescence;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.12G090400.v6.11.3541102 0.00105 up no Receptor-like protein kinase HSL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.12G090600.v6.10.7110252 0.00265 down no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.12G091100.v6.1NA NA -- no CLAVATA3/ESR (CLE)-related protein 7pfam05878 Phyto_Pns9_10 Phytoreovirus nonstructural protein Pns9/Pns10. This family consists of the Phytoreovirus nonstructural proteins Pns9 and Pns10. The function of this family is unknown.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;. .

Manes.12G091300.v6.17.2881536 0.09278 up no Phospholipase A1-II 1pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0005737|cytoplasm;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;.

Manes.12G091400.v6.10.2025165 9.66E-05 down yes Protein trichome birefringence-like 39pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;. .

Manes.12G091500.v6.12.1805197 9.94E-10 up yes Basic leucine zipper 61pfam03131 bZIP_Maf bZIP Maf transcription factor. Maf transcription factors contain a conserved basic region leucine zipper (bZIP) domain, which mediates their dimerization and DNA binding property. Thus, this family is probably related to pfam00170. This family also includes the DNA_binding domain of Skn-1, this domain lacks the leucine zipper found in other bZip domains, and binds DNA is a monomer.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G092000.v6.10.8873966 0.48509 down no . pfam05296 TAS2R Mammalian taste receptor protein (TAS2R). This family consists of several forms of mammalian taste receptor proteins (TAS2Rs). TAS2Rs are G protein-coupled receptors expressed in subsets of taste receptor cells of the tongue and palate epithelia and are organized in the genome in clusters. The proteins are genetically linked to loci that influence bitter perception in mice and humans.. . . .

Manes.12G092100.v6.10.842246 0.14172 down no Ras-related protein RABA1fpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.12G092400.v6.10.4463461 0.01776 down yes E3 ubiquitin-protein ligase RMA1H1pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.12G092600.v6.10.722095 0.00978 down no DTW domain-containing protein YfiPpfam03942 DTW DTW domain. This presumed domain is found in bacterial and eukaryotic proteins. Its function is unknown. The domain contains multiple conserved motifs including a DTXW motif that this domain has been named after.. . . K05812

Manes.12G092800.v6.11.3516795 0.00094 up no Acyl-coenzyme A oxidase 3, peroxisomalpfam01756 ACOX Acyl-CoA oxidase. This is a family of Acyl-CoA oxidases EC:1.3.3.6. Acyl-coA oxidase converts acyl-CoA into trans-2- enoyl-CoA.GO:0006635|fatty acid beta-oxidation;GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0033540|fatty acid beta-oxidation using acyl-CoA oxidase;GO:0055088|lipid homeostasis;GO:0051791|medium-chain fatty acid metabolic process;GO:0005777|peroxisome;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K00232

Manes.12G093600.v6.11.5509991 8.76E-05 up no 50S ribosomal protein L25pfam14693 Ribosomal_TL5_CRibosomal protein TL5, C-terminal domain. This family contains the C-terminal domain of ribosomal protein TL5. The N-terminal domain, which binds to 5S rRNA, is contained in family Ribosomal_L25p, pfam01386. Full length (N- and C-terminal domain) homologues of TL5 are also known as CTC proteins. TL5 or CTC are not found in Eukarya or Archaea. In some Bacteria, including Escherichia coli, this ribosomal subunit occurs as a single domain protein (named Ribosomal subunit L25), where the only domain is homologous to TL5 N-terminal domain (hence included in family pfam01386). The function of the C-terminal domain of TLC is at present unknown.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02897

Manes.12G094500.v6.1NA NA -- no . . . . . . . .

Manes.12G094600.v6.11.5304468 2.38E-05 up no L-ascorbate oxidase homologpfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005615|extracellular space;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.12G094800.v6.13.0296148 1.17E-29 up yes Wall-associated receptor kinase-like 14pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G095700.v6.11.1656502 0.41703 up no Methylesterase 3pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016788|hydrolase activity, acting on ester bonds;GO:0080030|methyl indole-3-acetate esterase activity;GO:0080032|methyl jasmonate esterase activity;K08233

Manes.12G096300.v6.10.8085157 0.06151 down no Dof zinc finger protein DOF1.1pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.12G096500.v6.12.384532 1.76E-21 up yes BEL1-like homeodomain protein 2pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0009965|leaf morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G096700.v6.10.4395719 0.00019 down yes . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.12G097200.v6.10.8364618 0.19129 down no Oxygen-evolving enhancer protein 1, chloroplasticpfam01716 MSP Manganese-stabilizing protein / photosystem II polypeptide. This family consists of the 33 KDa photosystem II polypeptide from the oxygen evolving complex (OEC) of plants and cyanobacteria. The protein is also known as the manganese-stabilizing protein as it is associated with the manganese complex of the OEC and may provide the ligands for the complex.GO:0015979|photosynthesis;GO:0042549|photosystem II stabilization;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0016021|integral component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.12G097500.v6.10.1354365 2.43E-13 down yes BTB/POZ domain-containing protein At5g66560pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.12G098200.v6.12.2559667 3.88E-20 up yes NEDD8-conjugating enzyme Ubc12pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0045116|protein neddylation;GO:0016567|protein ubiquitination;GO:0009733|response to auxin;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0019788|NEDD8 transferase activity;K10579

Manes.12G098600.v6.10.6020321 3.98E-07 down no Geranylgeranyl pyrophosphate synthase, chloroplasticpfam00348 polyprenyl_synt Polyprenyl synthetase.GO:0016117|carotenoid biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0033386|geranylgeranyl diphosphate biosynthetic process;GO:0009507|chloroplast;GO:0004161|dimethylallyltranstransferase activity;GO:0004311|farnesyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;.

Manes.12G098800.v6.11.2593865 0.29297 up no Calcium uniporter protein 2, mitochondrialpfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.12G099800.v6.11.3171247 0.02347 up no . pfam00685 Sulfotransfer_1 Sulfotransferase domain.. . . .

Manes.12G100400.v6.1NA NA -- no . pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.. . . .

Manes.12G100500.v6.10.6181297 7.67E-06 down no Transmembrane protein 131 homologpfam12371 DUF3651 Protein of unknown function (DUF3651). This domain family is found in eukaryotes, and is approximately 70 amino acids in length. This family is frequently annotated as a membrane protein but there is little associated literature to back this up.GO:0002682|regulation of immune system process;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.12G100700.v6.10.2721518 0.00119 down yes . pfam02892 zf-BED BED zinc finger.. . . .

Manes.12G101200.v6.10.7795489 0.01855 down no . pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.12G101300.v6.1Inf 1.52E-11 up yes . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.12G101600.v6.10.6960159 0.03071 down no . pfam04503 SSDP Single-stranded DNA binding protein, SSDP. This is a family of eukaryotic single-stranded DNA binding proteins with specificity to a pyrimidine-rich element found in the promoter region of the alpha2(I) collagen gene.. . . .

Manes.12G101900.v6.11.3328589 0.00611 up no Zinc finger CCCH domain-containing protein 62pfam02037 SAP SAP domain. The SAP (after SAF-A/B, Acinus and PIAS) motif is a putative DNA/RNA binding domain found in diverse nuclear and cytoplasmic proteins.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.12G102000.v6.10.4548348 1.93E-14 down yes CDPK-related protein kinasepfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G102100.v6.10.2251817 1.37E-17 down yes . pfam11019 DUF2608 Protein of unknown function (DUF2608). This family is conserved in Bacteria. The function is not known.. . . .

Manes.12G102400.v6.10.7853981 0.03026 down no . pfam14296 O-ag_pol_Wzy O-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. . . .

Manes.12G102900.v6.11.3154689 0.00573 up no . pfam10776 DUF2600 Protein of unknown function (DUF2600). This is a bacterial family of proteins. Some members in the family are annotated as YtpB however currently no function is known.. . . .

Manes.12G103000.v6.10.7014745 0.014 down no Uncharacterized membrane protein At3g27390pfam07698 7TM-7TMR_HD 7TM receptor with intracellular HD hydrolase. These bacterial 7TM receptor proteins have an intracellular pfam01966. This entry corresponds to the 7 helix transmembrane domain. These proteins also contain an N-terminal extracellular domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G103500.v6.11.8466735 0.00082 up no Protein RALF-like 34pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.12G103600.v6.157.408095 5.68E-27 up yes Mitogen-activated protein kinase kinase kinase NPK1pfam00069 Pkinase Protein kinase domain.GO:0000919|cell plate assembly;GO:0006952|defense response;GO:0005856|cytoskeleton;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.12G104000.v6.11.0045112 0.96142 up no Nicotinate phosphoribosyltransferasepfam04095 NAPRTase Nicotinate phosphoribosyltransferase (NAPRTase) family. Nicotinate phosphoribosyltransferase (EC:2.4.2.11) is the rate limiting enzyme that catalyses the first reaction in the NAD salvage synthesis. This family also includes Pre-B cell enhancing factor that is a cytokine. This family is related to Quinolinate phosphoribosyltransferase pfam01729.GO:0009435|NAD biosynthetic process;GO:0019358|nicotinate nucleotide salvage;GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0004516|nicotinate phosphoribosyltransferase activity;GO:0004514|nicotinate-nucleotide diphosphorylase (carboxylating) activity;K00763

Manes.12G104500.v6.11.406745 0.09735 up no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.12G104600.v6.10.8006027 0.02924 down no PI-PLC X domain-containing protein At5g67130pfam05290 Baculo_IE-1 Baculovirus immediate-early protein (IE-0). The Autographa californica multinucleocapsid nuclear polyhedrosis virus (AcMNPV) ie-1 gene product (IE-1) is thought to play a central role in stimulating early viral transcription. IE-1 has been demonstrated to activate several early viral gene promoters and to negatively regulate the promoters of two other AcMNPV regulatory genes, ie-0 and ie-2. It is thought that that IE-1 negatively regulates the expression of certain genes by binding directly, or as part of a complex, to promoter regions containing a specific IE-1-binding motif (5'-ACBYGTAA-3') near their mRNA start sites.GO:0006629|lipid metabolic process;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008081|phosphoric diester hydrolase activity;.

Manes.12G104900.v6.1Inf 0.08088 up no . pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.12G105100.v6.1NA NA -- no . pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.12G105600.v6.1Inf 0.9009 up no . pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.. . . .

Manes.12G106300.v6.10.6739504 0.00019 down no . pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.. . . .

Manes.12G106800.v6.10.6010498 0.00132 down no CLK4-associating serine/arginine rich proteinpfam09750 DRY_EERY Alternative splicing regulator. This entry represents the conserved N-terminal region of SWAP (suppressor-of-white-apricot protein) proteins. This region contains two highly conserved motifs, viz: DRY and EERY, which appear to be the sites for alternative splicing of exons 2 and 3 of the SWAP mRNA. These proteins are thus thought to be involved in auto-regulation of pre-mRNA splicing. Most family members are associated with two Surp domains pfam01805 and an Arginine- serine-rich binding region towards the C-terminus.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;. K13168

Manes.12G106900.v6.13.5216991 9.17E-07 up yes . pfam04042 DNA_pol_E_B DNA polymerase alpha/epsilon subunit B. This family contains a number of DNA polymerase subunits.  The B subunit of the DNA polymerase alpha plays an essential role at the initial stage of DNA replication in S. cerevisiae and is phosphorylated in a cell cycle-dependent manner. DNA polymerase epsilon is essential for cell viability and chromosomal DNA replication in budding yeast. In addition, DNA polymerase epsilon may be involved in DNA repair and cell-cycle checkpoint control. The enzyme consists of at least four subunits in mammalian cells as well as in yeast. The largest subunit of DNA polymerase epsilon is responsible for polymerase epsilon is responsible for polymerase activity. In mouse, the DNA polymerase epsilon subunit B is the second largest subunit of the DNA polymerase. A part of the N-terminal was found to be responsible for the interaction with SAP18. Experimental evidence suggests that this subunit may recruit histone deacetylase to the replication fork to modify the chromatin structure.. . . .

Manes.12G107100.v6.11.124667 0.26346 up no Probable inactive receptor kinase At5g67200pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.12G107600.v6.10.6319411 0.00059 down no Probable beta-1,4-xylosyltransferase IRX14Hpfam03360 Glyco_transf_43 Glycosyltransferase family 43.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015018|galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.

Manes.12G107800.v6.10.1508745 8.90E-05 down yes UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G108500.v6.17.7158209 ####### up yes Transcription factor MYB44pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.12G109000.v6.10.9212369 0.39526 down no F-box-like/WD repeat-containing protein TBL1XR1pfam00400 WD40 WD domain, G-beta repeat.GO:0060612|adipose tissue development;GO:0060070|canonical Wnt signaling pathway;GO:0060613|fat pad development;GO:0016575|histone deacetylation;GO:0016042|lipid catabolic process;GO:0035264|multicellular organism growth;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030814|regulation of cAMP metabolic process;GO:0010468|regulation of gene expression;GO:0090207|regulation of triglyceride metabolic process;GO:0002021|response to dietary excess;GO:0006351|transcription, DNA-templated;GO:0050872|white fat cell differentiation;GO:0000118|histone deacetylase complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005876|spindle microtubule;GO:0017053|transcriptional repressor complex;GO:0008013|beta-catenin binding;GO:0003677|DNA binding;GO:0042393|histone binding;GO:0047485|protein N-terminus binding;GO:0003714|transcription corepressor activity;GO:0044212|transcription regulatory region DNA binding;K04508

Manes.12G109100.v6.15.3316077 3.89E-13 up yes Zinc finger protein 1pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G109800.v6.10.7105571 0.12782 down no . pfam07728 AAA_5 AAA domain (dynein-related subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.. . . .

Manes.12G109900.v6.18.8338629 0.0498 up no Snakin-1 pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.12G110100.v6.16.3958518 2.37E-35 up yes Probable N-acetyltransferase HLS1-likepfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.12G110200.v6.12.8254017 1.51E-06 up yes Casein kinase II subunit alphapfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G110300.v6.10.5743798 0.00416 down no . pfam10343 DUF2419 Protein of unknown function (DUF2419). This is a family of conserved proteins found from plants to humans. The function is not known. A few members are annotated as being cobyrinic acid a,c-diamide synthetase but this could not be confirmed.. . . .

Manes.12G110400.v6.10.8334326 0.15275 down no . pfam10343 DUF2419 Protein of unknown function (DUF2419). This is a family of conserved proteins found from plants to humans. The function is not known. A few members are annotated as being cobyrinic acid a,c-diamide synthetase but this could not be confirmed.. . . .

Manes.12G110500.v6.10.304323 2.01E-10 down yes Formamidase pfam03069 FmdA_AmdA Acetamidase/Formamidase family. This family includes amidohydrolases of formamide EC:3.5.1.49 and acetamide. Methylophilus methylotrophus fmdA forms a homotrimer suggesting all the members of this family also do.. . GO:0004328|formamidase activity;.

Manes.12G110600.v6.14.8184382 1.18E-28 up yes LOB domain-containing protein 37pfam03195 DUF260 Protein of unknown function DUF260.GO:0006807|nitrogen compound metabolic process;GO:0060776|simple leaf morphogenesis;. . .

Manes.12G110700.v6.1Inf 0.9009 up no . pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.12G111100.v6.13.5847939 1.03E-13 up yes Peroxidase 73pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.12G111300.v6.10.4708967 4.35E-13 down yes BTB/POZ domain-containing protein At5g67385pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.12G111500.v6.10.5185936 0.00028 down no . pfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.. . . .

Manes.12G112100.v6.10.2101496 4.12E-22 down yes Uncharacterized protein ycf36pfam06799 DUF1230 Protein of unknown function (DUF1230). This family consists of several hypothetical plant and photosynthetic bacterial proteins of around 160 residues in length. The function of this family is unknown although looking at the species distribution the protein may play a part in photosynthesis.. GO:0009507|chloroplast;. .

Manes.12G112200.v6.10.5462353 2.30E-05 down no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.12G112300.v6.1NA NA -- no . pfam10714 LEA_6 Late embryogenesis abundant protein 18. This is a family of late embryogenesis-abundant proteins There is high accumulation of this protein in dry seeds, and in the roots of full-grown plants in response to dehydration and ABA (abscisic acid application) treatments. This LEA protein disappears after germination. It accumulates in growing regions of well irrigated hypocotyls and meristems suggesting a role in seedling growth resumption on rehydration. As a group the LEA proteins are highly hydrophilic, contain a high percentage of glycine residues, lack Cys and Trp residues and do not coagulate upon exposure to high temperature, and for these reasons are considered to be members of a group of proteins called hydrophilins. Expression of the protein is negatively regulated during etiolating growth, particularly in roots, in contrast to its expression patterns during normal growth.. . . .

Manes.12G112400.v6.10.9233323 0.60372 down no . pfam15298 AJAP1_PANP_C AJAP1/PANP C-terminus. This family includes the C-terminus of adherens junction-associated protein 1 (AJAP1) and of PILR-associating neural protein (PANP). AJAP1 inhibits cell adhesion and migration. PANP is a ligand for the immune inhibitory receptor paired immunoglobulin-like type 2 receptor alpha.. . . .

Manes.12G112500.v6.10.7278581 0.08491 down no Probable protein phosphatase 2C 63pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.12G112700.v6.10.3778085 0.00187 down yes Probable esterase KAI2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009704|de-etiolation;GO:0009640|photomorphogenesis;GO:0080167|response to karrikin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.12G112800.v6.10.9068411 0.30405 down no Suppressor of RPS4-RLD 1pfam13414 TPR_11 TPR repeat. GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0031348|negative regulation of defense response;GO:0045892|negative regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0032947|protein complex scaffold;.

Manes.12G113000.v6.12.2395212 4.00E-09 up yes . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.12G113300.v6.10.9457847 0.57327 down no Formin-like protein 6pfam02181 FH2 Formin Homology 2 Domain.. GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0003779|actin binding;.

Manes.12G113500.v6.14.6184132 5.62E-69 up yes Calcium-transporting ATPase 2, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006810|transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0015085|calcium ion transmembrane transporter activity;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.12G113700.v6.10.3751389 0.0055 down yes . pfam03251 Tymo_45kd_70kd Tymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.12G113800.v6.10.3113933 4.22E-09 down yes Adenylyl-sulfate kinase, chloroplasticpfam01583 APS_kinase Adenylylsulphate kinase. Enzyme that catalyses the phosphorylation of adenylylsulphate to 3'-phosphoadenylylsulfate. This domain contains an ATP binding P-loop motif.GO:0019344|cysteine biosynthetic process;GO:0070814|hydrogen sulfide biosynthetic process;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;.

Manes.12G113900.v6.11.0363287 0.82468 up no . . . . . . . .

Manes.12G114000.v6.10.7425608 0.00423 down no Peptidyl-prolyl cis-trans isomerase CYP65pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0000209|protein polyubiquitination;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;GO:0034450|ubiquitin-ubiquitin ligase activity;K10598

Manes.12G114200.v6.10.6933298 0.00315 down no . pfam04616 Glyco_hydro_43 Glycosyl hydrolases family 43. The glycosyl hydrolase family 43 contains members that are arabinanase. Rabinanases hydrolyses the alpha-1,5-linked L-arabinofuranoside backbone of plant cell wall arabinans. The structure of arabinanase Arb43A from Cellvibrio japonicus reveals a five-bladed beta-propeller fold. A long V-shaped groove, partially enclosed at one end, forms a single extended substrate-binding surface across the face of the propeller.. . . .

Manes.12G114300.v6.12.8054944 3.75E-22 up yes Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.12G114400.v6.10.5339753 2.52E-05 down no Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.12G114500.v6.11.2430161 0.28317 up no MFP1 attachment factor 1pfam13943 WPP WPP domain.. GO:0005794|Golgi apparatus;GO:0005635|nuclear envelope;GO:0016363|nuclear matrix;. .

Manes.12G114600.v6.13.4881731 2.49E-15 up yes Probable receptor-like protein kinase At5g24010pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.12G115000.v6.10.5002638 3.20E-06 down no ADP-ribosylation factor-like protein 8Apfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0051301|cell division;GO:0007059|chromosome segregation;GO:0007067|mitotic nuclear division;GO:0007264|small GTPase mediated signal transduction;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0005525|GTP binding;K07955

Manes.12G115100.v6.10.4151293 7.42E-12 down yes Telomere repeat-binding factor 2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006334|nucleosome assembly;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0000784|nuclear chromosome, telomeric region;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003691|double-stranded telomeric DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0043047|single-stranded telomeric DNA binding;GO:0042162|telomeric DNA binding;K09422

Manes.12G115300.v6.10.546503 2.55E-07 down no Probable amino-acid acetyltransferase NAGS2, chloroplasticpfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0006526|arginine biosynthetic process;GO:0009507|chloroplast;GO:0004042|acetyl-CoA:L-glutamate N-acetyltransferase activity;.

Manes.12G115600.v6.12.3020919 8.43E-14 up yes . pfam10225 DUF2215 Uncharacterized conserved protein (DUF2215). This entry is the central 200 residues of a family of proteins conserved from worms to humans. The function is unknown.. . . .

Manes.12G115700.v6.11.5548011 0.01269 up no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.12G116000.v6.10.1443379 2.42E-30 down yes Putative glycosyltransferase 7pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G116400.v6.10.6087484 0.00037 down no GTP-binding protein At2g22870pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0000917|barrier septum assembly;. GO:0005525|GTP binding;GO:0046872|metal ion binding;.

Manes.12G116600.v6.10.2739004 1.03E-05 down yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.12G116900.v6.10.5157065 2.59E-06 down no Protein PHLOEM PROTEIN 2-LIKE A10pfam06873 SerH Cell surface immobilisation antigen SerH. This family consists of several cell surface immobilisation antigen SerH proteins which seem to be specific to Tetrahymena thermophila. The SerH locus of Tetrahymena thermophila is one of several paralogous loci with genes encoding variants of the major cell surface protein known as the immobilisation antigen (i-ag).. GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;.

Manes.12G117000.v6.10.8161154 0.25879 down no . pfam14034 Spore_YtrH Sporulation protein YtrH. This family of proteins is involved in sporulation. It may contribute to the formation and stability of the thick peptidoglycan layer between the two membranes of the spore, known as the cortex. In Bacillus subtilis its expression is regulated by sigma-E.. . . .

Manes.12G117200.v6.1Inf 0.9009 up no . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.12G117300.v6.10.8243578 1 down no Basic leucine zipper 43pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G117900.v6.11.9352851 4.64E-07 up no Probably inactive leucine-rich repeat receptor-like protein kinase At5g48380pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G118400.v6.11.6695622 1.49E-08 up no Uncharacterized protein At3g49720pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. GO:0009535|chloroplast thylakoid membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. .

Manes.12G118700.v6.11.5402258 1.29E-06 up no Branched-chain-amino-acid aminotransferase 5, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;.

Manes.12G118800.v6.10.9339049 0.47316 down no Protein CROWDED NUCLEI 4pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0006997|nucleus organization;GO:0097298|regulation of nucleus size;GO:0009507|chloroplast;GO:0010369|chromocenter;GO:0005737|cytoplasm;GO:0005652|nuclear lamina;GO:0031965|nuclear membrane;GO:0034399|nuclear periphery;GO:0005654|nucleoplasm;. K00826

Manes.12G118900.v6.10.2767217 8.62E-10 down yes EPIDERMAL PATTERNING FACTOR-like protein 2pfam00146 NADHdh NADH dehydrogenase.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.12G119300.v6.10.9268179 0.73738 down no Agamous-like MADS-box protein AGL61pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009559|embryo sac central cell differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043078|polar nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G119400.v6.18.4827019 8.07E-08 up yes . pfam00518 E6 Early Protein (E6).. . . .

Manes.12G119500.v6.1NA NA -- no . pfam07716 bZIP_2 Basic region leucine zipper.. . . .

Manes.12G119800.v6.10.435827 2.08E-06 down yes WD repeat-containing protein 5pfam00400 WD40 WD domain, G-beta repeat.GO:0043966|histone H3 acetylation;GO:0051568|histone H3-K4 methylation;GO:0043984|histone H4-K16 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0034968|histone lysine methylation;GO:0031175|neuron projection development;GO:0035948|positive regulation of gluconeogenesis by positive regulation of transcription from RNA polymerase II promoter;GO:0001501|skeletal system development;GO:0006351|transcription, DNA-templated;GO:0005671|Ada2/Gcn5/Ada3 transcription activator complex;GO:0000123|histone acetyltransferase complex;GO:0035097|histone methyltransferase complex;GO:0071339|MLL1 complex;GO:0005634|nucleus;GO:0048188|Set1C/COMPASS complex;GO:0046972|histone acetyltransferase activity (H4-K16 specific);GO:0043995|histone acetyltransferase activity (H4-K5 specific);GO:0043996|histone acetyltransferase activity (H4-K8 specific);GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0035064|methylated histone binding;K14963

Manes.12G119900.v6.10.5024998 0.00051 down no Kinesin-like protein KIF18Bpfam00225 Kinesin Kinesin motor domain.GO:0051301|cell division;GO:0007019|microtubule depolymerization;GO:0007018|microtubule-based movement;GO:0000278|mitotic cell cycle;GO:0000070|mitotic sister chromatid segregation;GO:0051302|regulation of cell division;GO:0000235|astral microtubule;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0019894|kinesin binding;GO:0003774|motor activity;.

Manes.12G120000.v6.11.0837031 0.37112 up no . pfam08243 SPT2 SPT2 chromatin protein. This family includes the Saccharomyces cerevisiae protein SPT2 which is a chromatin protein involved in transcriptional regulation.. . . .

Manes.12G120400.v6.11.5735694 1.81E-06 up no . pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. . . .

Manes.12G120500.v6.10.4275579 0.14784 down no . pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.12G120700.v6.13.8243415 3.57E-27 up yes . pfam00092 VWA von Willebrand factor type A domain.. . . .

Manes.12G120800.v6.11.1111157 0.24164 up no Auxin-responsive protein IAA9pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G120900.v6.12.4107298 5.70E-06 up yes Uncharacterized protein At5g65660pfam01899 MNHE Na+/H+ ion antiporter subunit. Subunit of a Na+/H+ Prokaryotic antiporter complex.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G121300.v6.10.8883553 0.23995 down no Uncharacterized protein At4g37920, chloroplasticpfam04506 Rft-1 Rft protein. . GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;. .

Manes.12G121700.v6.10.608982 0.12023 down no . pfam15459 RRP14 60S ribosome biogenesis protein Rrp14. RRP14 is a family of nucleolar 60S ribosomal biogenesis proteins from eukaryotes. RRP14 functions in ribosome synthesis as it is required for the maturation of both small and large subunit rRNAs and it helps to prevent premature cleavage of the pre-rRNA at site C2. It also plays a role in cell polarity and/or spindle positioning 2],. . . .

Manes.12G122400.v6.10.927931 0.90096 down no TRAF-type zinc finger domain-containing protein 1pfam05502 Dynactin_p62 Dynactin p62 family. Dynactin is a multi-subunit complex and a required cofactor for most, or all, of the cellular processes powered by the microtubule-based motor cytoplasmic dynein. p62 binds directly to the Arp1 subunit of dynactin.GO:0045824|negative regulation of innate immune response;GO:0034097|response to cytokine;. GO:0008270|zinc ion binding;.

Manes.12G122600.v6.10.5880246 0.00018 down no Probable mannitol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.12G122900.v6.10.4368945 2.04E-05 down yes APO protein 4, mitochondrialpfam05634 APO_RNA-bind APO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.12G123000.v6.12.5057636 3.08E-22 up yes Glutamate receptor 2.7pfam01094 ANF_receptor Receptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;.

Manes.12G123100.v6.12.3207072 0.00015 up yes Glutamate receptor 2.8pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.12G123200.v6.13.1773421 0.05888 up no Glutamate receptor 2.8pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.12G123600.v6.1Inf 0.00673 up yes L-type lectin-domain containing receptor kinase IX.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G124000.v6.10.602158 6.49E-06 down no Probable mannitol dehydrogenasepfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.12G124100.v6.12.6189896 1.36E-06 up yes Dof zinc finger protein DOF5.7pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0010052|guard cell differentiation;GO:0045893|positive regulation of transcription, DNA-templated;GO:1902066|regulation of cell wall pectin metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0010118|stomatal movement;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G124200.v6.10.7805227 0.14216 down no Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G124300.v6.14.100969 9.66E-16 up yes Probable 1-deoxy-D-xylulose-5-phosphate synthase 2, chloroplasticpfam13292 DXP_synthase_N 1-deoxy-D-xylulose-5-phosphate synthase. This family contains 1-deoxyxylulose-5-phosphate synthase (DXP synthase), an enzyme which catalyses the thiamine pyrophosphoate-dependent acyloin condensation reaction between carbon atoms 2 and 3 of pyruvate and glyceraldehyde 3-phosphate, to yield 1-deoxy-D- xylulose-5-phosphate, a precursor in the biosynthetic pathway to isoprenoids, thiamine (vitamin B1), and pyridoxol (vitamin B6).GO:0052865|1-deoxy-D-xylulose 5-phosphate biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0008661|1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0046872|metal ion binding;K01662

Manes.12G124500.v6.1NA NA -- no Agglutinin-2 pfam00139 Lectin_legB Legume lectin domain.. . GO:0005537|mannose binding;GO:0046872|metal ion binding;.

Manes.12G124600.v6.10.4054941 6.37E-11 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G124800.v6.13.1938788 0.29728 up no . pfam12400 DUF3661 Vaculolar membrane protein. This domain family is found in eukaryotes, and is typically between 123 and 138 amino acids in length.. . . .

Manes.12G124900.v6.10.0595961 0.00319 down yes Putative UDP-rhamnose:rhamnosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G125400.v6.10.5688302 3.85E-05 down no Receptor-like cytosolic serine/threonine-protein kinase RBK1pfam00069 Pkinase Protein kinase domain.GO:0071369|cellular response to ethylene stimulus;GO:0009814|defense response, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009623|response to parasitic fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0012505|endomembrane system;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G125500.v6.12.1598161 0.00031 up yes AP2-like ethylene-responsive transcription factor AIL6pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.12G125700.v6.10.7675435 0.00788 down no Nucleobase-ascorbate transporter 11pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.12G126100.v6.12.9690436 1.07E-30 up yes . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.12G126200.v6.11.0523038 0.63029 up no Magnesium-dependent phosphatase 1pfam12689 Acid_PPase Acid Phosphatase. This family contains phosphatase enzymes and other proteins of the HAD superfamily. It includes MDP-1 which is a eukaryotic magnesium-dependent acid phosphatase.. GO:0070062|extracellular exosome;GO:0046872|metal ion binding;GO:0004725|protein tyrosine phosphatase activity;K17619

Manes.12G126400.v6.10.615789 0.00028 down no . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.12G126800.v6.10.6400337 6.52E-06 down no MADS-box protein SVPpfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0030154|cell differentiation;GO:0048438|floral whorl development;GO:0009910|negative regulation of flower development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0017148|negative regulation of translation;GO:0009266|response to temperature stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000900|translation repressor activity, nucleic acid binding;.

Manes.12G126900.v6.11.0854685 0.38552 up no Kinesin-like protein KCA1pfam00225 Kinesin Kinesin motor domain.GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0000911|cytokinesis by cell plate formation;GO:0007018|microtubule-based movement;GO:0000913|preprophase band assembly;GO:0016032|viral process;GO:0009504|cell plate;GO:0009941|chloroplast envelope;GO:0005694|chromosome;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;.

Manes.12G127000.v6.110.808915 0.01936 up yes . pfam15640 Tox-MPTase4 Metallopeptidase toxin 4. A zincin-like metallopeptidase domain found in bacterial polymorphic toxin systems.. . . .

Manes.12G127200.v6.10.3024837 0.0615 down no Acyl-CoA--sterol O-acyltransferase 1pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.12G127300.v6.10.8346277 0.18561 down no . pfam01205 UPF0029 Uncharacterized protein family UPF0029.. . . .

Manes.12G127500.v6.13.1044802 1.23E-09 up yes Mitochondrial uncoupling protein 5pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.12G128000.v6.10.2311483 3.17E-08 down yes Cyclin-D2-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. .

Manes.12G128300.v6.10.3466872 2.19E-07 down yes Zinc-finger homeodomain protein 1pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.12G128700.v6.1Inf 0.90364 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G129400.v6.10.4179558 1.38E-08 down yes Probable glucan 1,3-beta-glucosidase Apfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0071555|cell wall organization;GO:0070879|fungal-type cell wall beta-glucan metabolic process;GO:0000272|polysaccharide catabolic process;GO:0000935|barrier septum;GO:0005576|extracellular region;GO:0046557|glucan endo-1,6-beta-glucosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;GO:0046872|metal ion binding;.

Manes.12G129500.v6.10.0749071 7.69E-10 down yes Transcription factor bHLH96pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G129700.v6.10.8136076 0.0383 down no Bifunctional riboflavin biosynthesis protein RIBA 1, chloroplasticpfam00926 DHBP_synthase 3,4-dihydroxy-2-butanone 4-phosphate synthase. 3,4-Dihydroxy-2-butanone 4-phosphate is biosynthesized from ribulose 5-phosphate and serves as the biosynthetic precursor for the xylene ring of riboflavin. Sometimes found as a bifunctional enzyme with pfam00925.GO:0009231|riboflavin biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0008686|3,4-dihydroxy-2-butanone-4-phosphate synthase activity;GO:0005525|GTP binding;GO:0003935|GTP cyclohydrolase II activity;GO:0046872|metal ion binding;K14652

Manes.12G129900.v6.15.1082931 0.0027 up yes . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.12G130000.v6.10.8842679 0.30827 down no LMBR1 domain-containing protein 2 homolog Apfam04791 LMBR1 LMBR1-like membrane protein. Members of this family are integral membrane proteins that are around 500 residues in length. LMBR1 is not involved in preaxial polydactyly, as originally thought. Vertebrate members of this family may play a role in limb development. A member of this family has been shown to be a lipocalin membrane receptor. GO:0016021|integral component of membrane;. .

Manes.12G130200.v6.1Inf 0.38692 up no . pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.. . . .

Manes.12G130400.v6.127.961547 3.43E-23 up yes . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.12G130600.v6.10.7865184 0.0225 down no Serine/threonine-protein kinase SAPK1pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.12G131100.v6.11.3109566 0.06934 up no Ras-related protein Rab11Apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.12G131200.v6.11.2350147 0.56893 up no ABC transporter G family member 11pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.12G131400.v6.11.7039288 7.94E-05 up no ABC transporter G family member 11pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.12G131500.v6.10.5254376 0.30838 down no . pfam04054 Not1 CCR4-Not complex component, Not1. The Ccr4-Not complex is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.. . . .

Manes.12G131900.v6.10.8253783 0.43991 down no UDP-glycosyltransferase 87A2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0009909|regulation of flower development;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.12G133100.v6.10.491655 0.0052 down yes . pfam13947 GUB_WAK_bind Wall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.12G133600.v6.113.155581 0.01139 up yes . pfam09323 DUF1980 Domain of unknown function (DUF1980). Members of this family are found in a set of prokaryotic hypothetical proteins. Their exact function, has not, as yet, been defined.. . . .

Manes.12G134100.v6.10.8501676 0.30173 down no Tubulin-folding cofactor Cpfam07986 TBCC Tubulin binding cofactor C. Members of this family are involved in the folding pathway of tubulins and form a beta helix structure.GO:0000902|cell morphogenesis;GO:0000226|microtubule cytoskeleton organization;GO:0007023|post-chaperonin tubulin folding pathway;GO:0007021|tubulin complex assembly;GO:0005737|cytoplasm;. .

Manes.12G134200.v6.11.1902615 0.06981 up no Ubiquitin carboxyl-terminal hydrolase 3pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;K11842

Manes.12G134400.v6.10.6605284 0.01662 down no Probable mitochondrial adenine nucleotide transporter BTL3pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.12G134500.v6.10.5710667 1.51E-07 down no . pfam06837 Fijivirus_P9-2 Fijivirus P9-2 protein. This family consists of several Fijivirus specific P9-2 proteins from Rice black streaked dwarf virus (RBSDV) and Fiji disease virus. The function of this family is unknown.. . . .

Manes.12G134600.v6.12.5357927 6.03E-08 up yes Ras-related protein RABH1epfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0042147|retrograde transport, endosome to Golgi;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07893

Manes.12G134700.v6.10.7056437 0.00034 down no BTB/POZ domain-containing protein DOT3pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0010588|cotyledon vascular tissue pattern formation;GO:0010305|leaf vascular tissue pattern formation;GO:0010087|phloem or xylem histogenesis;GO:0080022|primary root development;GO:0016567|protein ubiquitination;GO:0048367|shoot system development;. . .

Manes.12G134900.v6.10.8442748 0.13492 down no CMP-sialic acid transporter 5pfam04142 Nuc_sug_transp Nucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:1903857|negative regulation of cytokinin dehydrogenase activity;GO:1903070|negative regulation of ER-associated ubiquitin-dependent protein catabolic process;GO:0010584|pollen exine formation;GO:1902183|regulation of shoot apical meristem development;GO:0015739|sialic acid transport;GO:0015789|UDP-N-acetylgalactosamine transport;GO:1990569|UDP-N-acetylglucosamine transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;GO:0005463|UDP-N-acetylgalactosamine transmembrane transporter activity;K15272

Manes.12G135300.v6.1NA NA -- no . pfam14287 DUF4368 Domain of unknown function (DUF4368). This domain family is found in bacteria, and is approximately 70 amino acids in length. The family is found in association with pfam00239 and pfam07508. There is a single completely conserved residue G that may be functionally important.. . . .

Manes.12G135500.v6.14.6492178 4.45E-13 up yes . pfam12271 Chs3p Chitin synthase III catalytic subunit. This family of proteins is found in eukaryotes. Proteins in this family are typically between 288 and 332 amino acids in length. This family is the catalytic domain of chitin synthase III. Chitin is a major component of fungal cell walls and this enzyme is responsible for its formation.. . . .

Manes.12G135600.v6.10.6551549 0.00162 down no ABC transporter D family member 1pfam06472 ABC_membrane_2ABC transporter transmembrane region 2. This domain covers the transmembrane of a small family of ABC transporters and shares sequence similarity with pfam00664. Mutations in this domain in human ABCD3 (PMP70) are believed responsible for Zellweger Syndrome-2; mutations in human ABCD1 (ALD) are responsible for recessive X-linked adrenoleukodystrophy. A Saccharomyces cerevisiae homolog is involved in the import of long-chain fatty acids.GO:0016042|lipid catabolic process;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005325|peroxisomal fatty-acyl-CoA transporter activity;.

Manes.12G135900.v6.12.0983528 1.84E-16 up yes . pfam06578 YscK YOP proteins translocation protein K (YscK). This family consists of several YscK proteins. The function of this protein is unknown but it belongs to an operon involved in the secretion of Yop proteins across bacterial membranes.. . . .

Manes.12G136100.v6.10.4701058 0.00113 down yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.12G136200.v6.10.5348347 1.04E-06 down no Protein SCO1 homolog 2, mitochondrialpfam02630 SCO1-SenC SCO1/SenC. This family is involved in biogenesis of respiratory and photosynthetic systems. SCO1 is required for a post-translational step in the accumulation of subunits COXI and COXII of cytochrome c oxidase. SenC is required for optimal cytochrome c oxidase activity and maximal induction of genes encoding the light-harvesting and reaction centre complexes of R. capsulatus.GO:0055070|copper ion homeostasis;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K07152



Manes.12G136300.v6.1Inf 0.01316 up yes Inactive TPR repeat-containing thioredoxin TTL3pfam13414 TPR_11 TPR repeat. GO:0009734|auxin-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0045454|cell redox homeostasis;GO:0010305|leaf vascular tissue pattern formation;GO:0006970|response to osmotic stress;GO:0005623|cell;. .

Manes.12G136700.v6.10.4251012 9.89E-10 down yes Probable trehalose-phosphate phosphatase Jpfam02358 Trehalose_PPase Trehalose-phosphatase. This family consist of trehalose-phosphatases EC:3.1.3.12 these enzyme catalyse the de-phosphorylation of trehalose-6-phosphate to trehalose and orthophosphate. The aligned region is present in trehalose-phosphatases and comprises the entire length of the protein it is also found in the C-terminus of trehalose-6-phosphate synthase EC:2.4.1.15 adjacent to the trehalose-6-phosphate synthase domain - pfam00982. It would appear that the two equivalent genes in the Escherichia coli otsBA operon otsA the trehalose-6-phosphate synthase and otsB trehalose-phosphatase (this family) have undergone gene fusion in most eukaryotes. Trehalose is a common disaccharide of bacteria, fungi and invertebrates that appears to play a major role in desiccation tolerance.GO:0046686|response to cadmium ion;GO:0005992|trehalose biosynthetic process;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004805|trehalose-phosphatase activity;.

Manes.12G136800.v6.16.457039 6.70E-53 up yes Ethylene-responsive transcription factor RAP2-4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071472|cellular response to salt stress;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0045595|regulation of cell differentiation;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.12G137000.v6.12.6290656 2.08E-17 up yes Acyl-coenzyme A oxidase, peroxisomalpfam01756 ACOX Acyl-CoA oxidase. This is a family of Acyl-CoA oxidases EC:1.3.3.6. Acyl-coA oxidase converts acyl-CoA into trans-2- enoyl-CoA.GO:0006635|fatty acid beta-oxidation;GO:0009514|glyoxysome;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0050660|flavin adenine dinucleotide binding;.

Manes.12G137200.v6.11.1451122 0.73454 up no Type IV inositol polyphosphate 5-phosphatase 6pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0030154|cell differentiation;GO:0010588|cotyledon vascular tissue pattern formation;GO:0046855|inositol phosphate dephosphorylation;GO:0048016|inositol phosphate-mediated signaling;GO:0032957|inositol trisphosphate metabolic process;GO:0010305|leaf vascular tissue pattern formation;GO:0046856|phosphatidylinositol dephosphorylation;GO:0010067|procambium histogenesis;GO:0009737|response to abscisic acid;GO:0010051|xylem and phloem pattern formation;GO:0005622|intracellular;GO:0046030|inositol trisphosphate phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.12G137300.v6.1Inf 0.35135 up no Protein DOWNSTREAM OF FLCpfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.12G137500.v6.10.3704556 0.03578 down no Probable glucan 1,3-beta-glucosidase Apfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0071555|cell wall organization;GO:0070879|fungal-type cell wall beta-glucan metabolic process;GO:0000272|polysaccharide catabolic process;GO:0000935|barrier septum;GO:0005576|extracellular region;GO:0046557|glucan endo-1,6-beta-glucosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;GO:0046872|metal ion binding;K01210

Manes.12G137900.v6.13.97865 0.39698 up no Chaperone protein dnaJ 20, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.12G138500.v6.15.1987372 1.47E-14 up yes L-ascorbate oxidasepfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0008447|L-ascorbate oxidase activity;K00423

Manes.12G138700.v6.10.9395997 0.53274 down no . pfam09731 Mitofilin Mitochondrial inner membrane protein. Mitofilin controls mitochondrial cristae morphology. Mitofilin is enriched in the narrow space between the inner boundary and the outer membranes, where it forms a homotypic interaction and assembles into a large multimeric protein complex. The first 78 amino acids contain a typical amino-terminal-cleavable mitochondrial presequence rich in positive-charged and hydroxylated residues and a membrane anchor domain. In addition, it has three centrally located coiled coil domains.. . . .

Manes.12G138800.v6.10.7688726 0.02046 down no Synaptotagmin-2pfam00168 C2 C2 domain. GO:0009306|protein secretion;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.12G138900.v6.11.1451016 0.15413 up no Aspartic proteinase-like protein 1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.12G139000.v6.12.5054084 7.10E-10 up yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.12G139300.v6.10.8346248 0.11839 down no NADPH-dependent 1-acyldihydroxyacetone phosphate reductasepfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006654|phosphatidic acid biosynthetic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0000329|fungal-type vacuole membrane;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0000140|acylglycerone-phosphate reductase activity;K06123

Manes.12G139600.v6.12.5970801 2.21E-14 up yes E3 ubiquitin-protein ligase RHA2Apfam13639 zf-RING_2 Ring finger domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16282

Manes.12G139700.v6.13.3157751 2.70E-26 up yes . pfam11882 DUF3402 Domain of unknown function (DUF3402). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 350 to 473 amino acids in length. This domain is found associated with pfam07923.. . . .

Manes.12G140000.v6.1Inf 0.1623 up no . pfam06139 BphX BphX-like. Family of bacterial proteins located in the phenyl dioxygenase (bph) operon. The function of this family is unknown.. . . .

Manes.12G140100.v6.10.4557893 7.70E-11 down yes Transcription factor TGA1pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0042742|defense response to bacterium;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14431

Manes.12G140400.v6.10.6863723 0.00392 down no . pfam02622 DUF179 Uncharacterized ACR, COG1678.. . . .

Manes.12G140900.v6.14.1701694 0.0007 up yes Cytochrome P450 CYP736A12pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.12G141100.v6.11.6055846 4.57E-07 up no Probable inactive receptor kinase At5g10020pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G141400.v6.11.2231321 0.04947 up no Protein CPR-5pfam05474 Semenogelin Semenogelin. This family consists of several mammalian semenogelin (I and II) proteins. Freshly ejaculated human semen has the appearance of a loose gel in which the predominant structural protein components are the seminal vesicle secreted semenogelins (Sg).GO:0006952|defense response;GO:0010150|leaf senescence;GO:0048573|photoperiodism, flowering;GO:0010182|sugar mediated signaling pathway;GO:0009627|systemic acquired resistance;GO:0010090|trichome morphogenesis;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005634|nucleus;. .

Manes.12G141500.v6.12.3446655 1.55E-10 up yes . pfam14265 DUF4355 Domain of unknown function (DUF4355). This family of proteins is found in bacteria and viruses. Proteins in this family are typically between 180 and 214 amino acids in length.. . . .

Manes.12G141700.v6.11.0776322 0.42794 up no Histone-lysine N-methyltransferase ASHH1pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0006281|DNA repair;GO:0009908|flower development;GO:0016571|histone methylation;GO:0010224|response to UV-B;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;.

Manes.12G141800.v6.11.1106805 0.39617 up no E3 ubiquitin-protein ligase RKPpfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.GO:0060154|cellular process regulating host cell cycle in response to virus;GO:0030163|protein catabolic process;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016021|integral component of membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0034450|ubiquitin-ubiquitin ligase activity;GO:0008270|zinc ion binding;.

Manes.12G141900.v6.11.9796659 2.15E-08 up no . pfam06637 PV-1 PV-1 protein (PLVAP). This family consists of several PV-1 (PLVAP) proteins which seem to be specific to mammals. PV-1 is a novel protein component of the endothelial fenestral and stomatal diaphragms. The function of this family is unknown.. . . .

Manes.12G142000.v6.10.4909855 0.03753 down no . pfam00335 Tetraspannin Tetraspanin family.. . . .

Manes.12G142400.v6.10.3124932 2.03E-11 down yes Stress enhanced protein 2, chloroplasticpfam03195 DUF260 Protein of unknown function DUF260.GO:0071486|cellular response to high light intensity;GO:0071492|cellular response to UV-A;GO:0009765|photosynthesis, light harvesting;GO:0009611|response to wounding;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;.

Manes.12G142700.v6.12.5690283 3.09E-22 up yes Cytochrome P450 78A7pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.12G142800.v6.10.4726501 3.91E-05 down yes Shikimate kinase, chloroplasticpfam01202 SKI Shikimate kinase.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004765|shikimate kinase activity;K00891

Manes.12G142900.v6.11.4958455 0.01756 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G143000.v6.12.3013793 9.92E-21 up yes . pfam12803 G-7-MTase mRNA (guanine-7-)methyltransferase (G-7-MTase). The Sendai virus RNA-dependent RNA polymerase complex, which consists of L and P proteins, participates in the synthesis of viral mRNAs that possess a methylated cap structure. The N-terminal of the L protein acts as the RNA-dependent RNA polymerase part of the molecule, family Paramyx_RNA_pol, pfam00946. This domain is the C-terminal part of the L protein and it catalyses cap methylation through its mRNA (guanine-7-)methyltransferase (G-7-MTase) activity.. . . .

Manes.12G143100.v6.10.8761004 0.19171 down no ABC transporter F family member 5pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0009624|response to nematode;. GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;.

Manes.12G143300.v6.17.443078 0.00016 up yes Cytochrome P450 86B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.12G143800.v6.11.0713725 0.43105 up no UPF0202 protein At1g10490pfam13718 GNAT_acetyltr_2 GNAT acetyltransferase 2. This domain has N-acetyltransferase activity. It has a GCN5-related N-acetyltransferase (GNAT) fold.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008080|N-acetyltransferase activity;K14521

Manes.12G144100.v6.10.5711306 0.03019 down no UPF0202 protein At3g57940pfam08351 DUF1726 Domain of unknown function (DUF1726). This domain of unknown function is often found at the N-terminus of proteins containing pfam05127. Its fold resembles that of pfam05127, but it does not appear to bind ATP.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008080|N-acetyltransferase activity;.

Manes.12G144300.v6.10.4357749 3.46E-07 down yes . pfam06455 NADH5_C NADH dehydrogenase subunit 5 C-terminus. This family represents the C-terminal region of several NADH dehydrogenase subunit 5 proteins and is found in conjunction with pfam00361 and pfam00662.. . . .

Manes.12G144600.v6.10.5835436 6.89E-08 down no Spatacsin pfam14649 Spatacsin_C Spatacsin C-terminus. This family includes the C-terminus of spatacsin.. GO:0005737|cytoplasm;GO:0031410|cytoplasmic vesicle;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005730|nucleolus;GO:0005886|plasma membrane;. K19026

Manes.12G144800.v6.11.8660196 2.76E-09 up no Systemin receptor SR160pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0005496|steroid binding;.

Manes.12G145000.v6.10.7970903 0.04938 down no UDP-galactose transporter 2pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.12G146000.v6.15.5101096 1.90E-29 up yes Ethylene-responsive transcription factor ERF114pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G146200.v6.11.8522254 2.38E-08 up no . pfam04367 DUF502 Protein of unknown function (DUF502). Predicted to be an integral membrane protein.. . . .

Manes.12G146400.v6.12.3930456 1.46E-13 up yes . pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. . . .

Manes.12G146500.v6.117.687722 1.62E-23 up yes . pfam00813 FliP FliP family. . . . .

Manes.12G147100.v6.13.4988609 9.59E-42 up yes Lipase-like PAD4pfam01764 Lipase_3 Lipase (class 3).GO:0010618|aerenchyma formation;GO:0071327|cellular response to trehalose stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0002213|defense response to insect;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0016042|lipid catabolic process;GO:0006629|lipid metabolic process;GO:0031348|negative regulation of defense response;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009626|plant-type hypersensitive response;GO:1901183|positive regulation of camalexin biosynthetic process;GO:0010942|positive regulation of cell death;GO:1900426|positive regulation of defense response to bacterium;GO:1900367|positive regulation of defense response to insect;GO:0080151|positive regulation of salicylic acid mediated signaling pathway;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:0080142|regulation of salicylic acid biosynthetic process;GO:2000031|regulation ofGO:0098588|bounding membrane of organelle;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016298|lipase activity;GO:0016740|transferase activity;.

Manes.12G147200.v6.141.327964 1.11E-39 up yes Amino-acid permease BAT1 homologpfam13520 AA_permease_2 Amino acid permease.. GO:0016021|integral component of membrane;GO:0015171|amino acid transmembrane transporter activity;.

Manes.12G147300.v6.11.2866764 0.00582 up no Beta-galactosidase 3pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.12G147600.v6.10.5125017 9.53E-05 down no . pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.12G147700.v6.11.5180782 1.36E-05 up no NAD-dependent protein deacylase SRT2pfam02146 SIR2 Sir2 family. This region is characteristic of Silent information regulator 2 (Sir2) proteins, or sirtuins. These are protein deacetylases that depend on nicotine adenine dinucleotide (NAD). They are found in many subcellular locations, including the nucleus, cytoplasm and mitochondria. Eukaryotic forms play in important role in the regulation of transcriptional repression. Moreover, they are involved in microtubule organisation and DNA damage repair processes.GO:0006471|protein ADP-ribosylation;GO:0005759|mitochondrial matrix;GO:0005634|nucleus;GO:0070403|NAD+ binding;GO:0034979|NAD-dependent protein deacetylase activity;GO:0008270|zinc ion binding;K11414

Manes.12G148000.v6.11.5716776 0.00039 up no WD repeat domain-containing protein 83pfam00400 WD40 WD domain, G-beta repeat.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;. K13124

Manes.12G148100.v6.10.6948132 0.00022 down no Cellulose synthase A catalytic subunit 6 [UDP-forming]pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0016049|cell growth;GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0043622|cortical microtubule organization;GO:0009833|plant-type primary cell wall biogenesis;GO:0010330|cellulose synthase complex;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.12G148400.v6.10.5763032 0.00066 down no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G148500.v6.10.6112588 0.00015 down no . pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. . . .

Manes.12G149400.v6.1Inf 0.00234 up yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G149500.v6.12.059314 1.93E-15 up yes Probable mediator of RNA polymerase II transcription subunit 26cpfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003746|translation elongation factor activity;.

Manes.12G149600.v6.1490.04473 7.23E-15 up yes FAD-dependent urate hydroxylasepfam01494 FAD_binding_3 FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0006144|purine nucleobase metabolic process;GO:0019628|urate catabolic process;. GO:0071949|FAD binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0004846|urate oxidase activity;K16839

Manes.12G149800.v6.10.6340276 3.54E-06 down no Probable cinnamyl alcohol dehydrogenase 9pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.GO:0009809|lignin biosynthetic process;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;K00083

Manes.12G149900.v6.14.2178293 1.60E-06 up yes Fasciclin-like arabinogalactan protein 19pfam04702 Vicilin_N Vicilin N terminal region. This region is found in plant seed storage proteins, N-terminal to the Cupin domain (pfam00190). In Macadamia integrifolia, this region is processed into peptides of approximately 50 amino acids containing a C-X-X-X-C-(10-12)X-C-X-X-X-C motif. These peptides exhibit antimicrobial activity in vitro.. GO:0005576|extracellular region;. .

Manes.12G150200.v6.11.5820459 2.87E-07 up no Trihelix transcription factor GT-2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G150700.v6.14.7181723 1.41E-17 up yes RING-H2 finger protein ATL78pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;K19040

Manes.12G150900.v6.11.2906642 0.00979 up no Autophagy-related protein 13pfam10033 ATG13 Autophagy-related protein 13. Members of this family of phosphoproteins are involved in cytoplasm to vacuole transport (Cvt), and more specifically in Cvt vesicle formation. They are probably involved in the switching machinery regulating the conversion between the Cvt pathway and autophagy. Finally, ATG13 is also required for glycogen storage.GO:0006914|autophagy;GO:0015031|protein transport;GO:0034045|pre-autophagosomal structure membrane;. K08331

Manes.12G151000.v6.11.7158989 0.31666 up no . pfam01528 Herpes_glycop Herpesvirus glycoprotein M. The herpesvirus glycoprotein M (gM) is an integral membrane protein predicted to contain 8 transmembrane segments. Glycoprotein M is not essential for viral replication.. . . .

Manes.12G152200.v6.12.9617668 1.20E-24 up yes U-box domain-containing protein 27pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.12G152300.v6.10.6292025 8.61E-06 down no WD repeat-containing protein 44pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.12G153100.v6.10.5737081 0.0087 down no UDP-glucuronate:xylan alpha-glucuronosyltransferase 1pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0080116|glucuronoxylan glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.12G153200.v6.10.6648359 0.00055 down no Probable pectinesterase/pectinesterase inhibitor 51pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.12G153500.v6.11.005244 0.92927 up no Zinc finger CCCH domain-containing protein 38pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.12G153600.v6.10.8458557 0.08341 down no Cyclin-dependent kinase C-1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K08819

Manes.12G153700.v6.10.8471845 0.09345 down no Bifunctional aspartokinase/homoserine dehydrogenase 1, chloroplasticpfam00742 Homoserine_dh Homoserine dehydrogenase.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009086|methionine biosynthetic process;GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0004072|aspartate kinase activity;GO:0005524|ATP binding;GO:0004412|homoserine dehydrogenase activity;GO:0050661|NADP binding;K12524

Manes.12G153800.v6.16.5094779 1.12E-05 up yes Transcription factor HEC3pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048462|carpel formation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G154100.v6.10.2572184 7.76E-20 down yes Cell wall / vacuolar inhibitor of fructosidase 2pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0080167|response to karrikin;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.12G154200.v6.10.6395246 0.00028 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G154400.v6.12.005432 1.95E-14 up yes Phosphatidylinositol 4-kinase beta 1pfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0006661|phosphatidylinositol biosynthetic process;GO:0046854|phosphatidylinositol phosphorylation;GO:0048015|phosphatidylinositol-mediated signaling;GO:0009860|pollen tube growth;GO:0048768|root hair cell tip growth;GO:0005737|cytoplasm;GO:0030659|cytoplasmic vesicle membrane;GO:0005829|cytosol;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0035619|root hair tip;GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0043424|protein histidine kinase binding;GO:0017137|Rab GTPase binding;K00888

Manes.12G154600.v6.10.9383278 1 down no . pfam07794 DUF1633 Protein of unknown function (DUF1633). This family contains sequences derived from a group of hypothetical proteins expressed by Arabidopsis thaliana. These sequences are highly similar and the region concerned is about 100 residues long.. . . .

Manes.12G154700.v6.10.3522648 1.90E-10 down yes BTB/POZ domain-containing protein At2g13690pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.GO:0016567|protein ubiquitination;. . .

Manes.12G155100.v6.10.8809766 0.451 down no Rhomboid-like protein 14, mitochondrialpfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;GO:0008270|zinc ion binding;K09651

Manes.12G155300.v6.10.3901562 0.10234 down no Callose synthase 5pfam02364 Glucan_synthase 1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0009556|microsporogenesis;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0010208|pollen wall assembly;GO:0008360|regulation of cell shape;GO:0080092|regulation of pollen tube growth;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.12G155400.v6.12.5508939 1.60E-24 up yes 5' exonuclease Apollopfam07522 DRMBL DNA repair metallo-beta-lactamase. The metallo-beta-lactamase fold contains five sequence motifs. The first four motifs are found in pfam00753 and are common to all metallo-beta-lactamases. The fifth motif appears to be specific to function. This entry represents the fifth motif from metallo-beta-lactamases involved in DNA repair.GO:0000075|cell cycle checkpoint;GO:0006281|DNA repair;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0031848|protection from non-homologous end joining at telomere;GO:0000723|telomere maintenance;GO:0031860|telomeric 3' overhang formation;GO:0031627|telomeric loop formation;GO:0005813|centrosome;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0008409|5'-3' exonuclease activity;.

Manes.12G155500.v6.12.6775797 2.30E-29 up yes Mitogen-activated protein kinase kinase kinase YODApfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0010229|inflorescence development;GO:0042981|regulation of apoptotic process;GO:0040008|regulation of growth;GO:0007346|regulation of mitotic cell cycle;GO:0010103|stomatal complex morphogenesis;GO:0051403|stress-activated MAPK cascade;GO:0010098|suspensor development;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.12G155700.v6.11.6990683 1.51E-07 up no WD repeat-containing protein 13pfam00400 WD40 WD domain, G-beta repeat.. GO:0005634|nucleus;. .

Manes.12G155800.v6.10.9120793 0.84995 down no B3 domain-containing protein Os01g0234100pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.12G156300.v6.11.7565358 2.81E-08 up no Ras-related protein RABC1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07910

Manes.12G156700.v6.10.651162 0.00054 down no 2-oxoisovalerate dehydrogenase subunit alpha 2, mitochondrialpfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0003863|3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) activity;GO:0046872|metal ion binding;K00166

Manes.12G157000.v6.12.3145749 2.75E-10 up yes ABC transporter G family member 5pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.12G157300.v6.10.7173055 0.03672 down no . pfam14027 DUF4243 Protein of unknown function (DUF4243). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 348 and 477 amino acids in length.. . . .

Manes.12G157700.v6.12.5427949 0.10528 up no Gibberellin 20 oxidase 1-Bpfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.12G157800.v6.10.838907 0.07081 down no Caffeoylshikimate esterasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.12G157900.v6.129.762366 1.86E-63 up yes Putative methyltransferase DDB_G0268948pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0045335|phagocytic vesicle;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.



Manes.12G158100.v6.1Inf 2.71E-06 up yes . pfam06271 RDD RDD family. This family of proteins contain three highly conserved amino acids: one arginine and two aspartates, hence the name of RDD family. This region contains two predicted transmembrane regions. The arginine occurs at the N terminus of the first helix and the first aspartate occurs in the middle of this helix. The molecular function of this region is unknown. However this region may be involved in transport of an as yet unknown set of ligands (Bateman A pers. obs.).. . . .

Manes.12G158400.v6.10.8343078 0.11645 down no Reticulon-4-interacting protein 1, mitochondrialpfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005739|mitochondrion;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.12G158700.v6.10.5419816 2.19E-08 down no Proline-rich receptor-like protein kinase PERK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G159400.v6.13.5831847 0.00076 up yes Amino-acid permease BAT1 homologpfam13520 AA_permease_2 Amino acid permease.. GO:0016021|integral component of membrane;GO:0015171|amino acid transmembrane transporter activity;.

Manes.12G159500.v6.12.960039 6.87E-32 up yes Lipase-like PAD4pfam01764 Lipase_3 Lipase (class 3).GO:0010618|aerenchyma formation;GO:0071327|cellular response to trehalose stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0002213|defense response to insect;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0016042|lipid catabolic process;GO:0006629|lipid metabolic process;GO:0031348|negative regulation of defense response;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009626|plant-type hypersensitive response;GO:1901183|positive regulation of camalexin biosynthetic process;GO:0010942|positive regulation of cell death;GO:1900426|positive regulation of defense response to bacterium;GO:1900367|positive regulation of defense response to insect;GO:0080151|positive regulation of salicylic acid mediated signaling pathway;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:0080142|regulation of salicylic acid biosynthetic process;GO:2000031|regulation ofGO:0098588|bounding membrane of organelle;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016298|lipase activity;GO:0016740|transferase activity;.

Manes.13G000500.v6.11.4308061 0.02009 up no Acyl-[acyl-carrier-protein] desaturase, chloroplasticpfam03405 FA_desaturase_2 Fatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0045300|acyl-[acyl-carrier-protein] desaturase activity;GO:0046872|metal ion binding;K03921

Manes.13G000900.v6.10.267254 0.00041 down yes Omega-hydroxypalmitate O-feruloyl transferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.13G001000.v6.10.5147021 0.00232 down no Sentrin-specific protease 7pfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.. GO:0005634|nucleus;GO:0008234|cysteine-type peptidase activity;K08596

Manes.13G001200.v6.11.9072526 1.87E-10 up no CMP-sialic acid transporter 2pfam04142 Nuc_sug_transp Nucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:0015739|sialic acid transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.13G001300.v6.11.3800673 0.00036 up no Probable E3 ubiquitin-protein ligase ARI8pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.13G001400.v6.10.8787481 0.17735 down no Gamma-tubulin complex component 2pfam04130 Spc97_Spc98 Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.GO:0048229|gametophyte development;GO:0033566|gamma-tubulin complex localization;GO:0000226|microtubule cytoskeleton organization;GO:0090063|positive regulation of microtubule nucleation;GO:0005938|cell cortex;GO:0055028|cortical microtubule;GO:0005737|cytoplasm;GO:0000930|gamma-tubulin complex;GO:0005635|nuclear envelope;GO:0000922|spindle pole;. K16569

Manes.13G001500.v6.10.6697897 0.02826 down no TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G001600.v6.10.5459205 4.52E-05 down no Ycf20-like proteinpfam04483 DUF565 Protein of unknown function (DUF565). Predicted transmembrane protein found in plants, chloroplasts and cyanobacteria. This family is also known as YCF20.GO:0010196|nonphotochemical quenching;GO:0009507|chloroplast;GO:0016021|integral component of membrane;. .

Manes.13G001900.v6.12.1517874 3.16E-13 up yes Phospholipase A(1) LCAT3pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0016042|lipid catabolic process;GO:0005783|endoplasmic reticulum;GO:0031090|organelle membrane;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008374|O-acyltransferase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;.

Manes.13G003200.v6.10.7322803 0.07758 down no . pfam05226 CHASE2 CHASE2 domain. CHASE2 is an extracellular sensory domain, which is present in various classes of transmembrane receptors that are parts of signal transduction pathways in bacteria. Specifically, CHASE2 domains are found in histidine kinases, adenylate cyclases, serine/threonine kinases and predicted diguanylate cyclases/phosphodiesterases. Environmental factors that are recognized by CHASE2 domains are not known at this time.. . . .

Manes.13G003300.v6.11.8761343 3.65E-10 up no Acyl carrier protein 2, mitochondrialpfam00550 PP-binding Phosphopantetheine attachment site. A 4'-phosphopantetheine prosthetic group is attached through a serine. This prosthetic group acts as a a 'swinging arm' for the attachment of activated fatty acid and amino-acid groups. This domain forms a four helix bundle. This family includes members not included in Prosite. The inclusion of these members is supported by sequence analysis and functional evidence. The related domain of Vibrio anguillarum angR has the attachment serine replaced by an alanine.GO:0006633|fatty acid biosynthetic process;GO:0055114|oxidation-reduction process;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0070469|respiratory chain;GO:0050897|cobalt ion binding;GO:0046872|metal ion binding;K03955

Manes.13G003400.v6.11.6862545 4.19E-09 up no Calreticulin-3 pfam00262 Calreticulin Calreticulin family.GO:0046283|anthocyanin-containing compound metabolic process;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0009626|plant-type hypersensitive response;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005789|endoplasmic reticulum membrane;GO:0005509|calcium ion binding;GO:0030246|carbohydrate binding;.

Manes.13G003800.v6.1Inf 3.44E-07 up yes Zeamatin pfam00314 Thaumatin Thaumatin family.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;. . .

Manes.13G003900.v6.1Inf 2.31E-06 up yes Pathogenesis-related protein 5pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.13G004000.v6.11.4925937 0.0003 up no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.13G004200.v6.10.5643437 0.00077 down no Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G004500.v6.13.4212367 0.0329 up no Glutamine--fructose-6-phosphate aminotransferase [isomerizing] 2pfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0006002|fructose 6-phosphate metabolic process;GO:0006541|glutamine metabolic process;GO:0006487|protein N-linked glycosylation;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0006047|UDP-N-acetylglucosamine metabolic process;. GO:0030246|carbohydrate binding;GO:0004360|glutamine-fructose-6-phosphate transaminase (isomerizing) activity;K00820

Manes.13G004700.v6.10.9001663 0.43917 down no Aspartic proteinase-like protein 2pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.13G005100.v6.11.998623 6.79E-15 up no Basic leucine zipper and W2 domain-containing protein 2pfam02020 W2 eIF4-gamma/eIF5/eIF2-epsilon. This domain of unknown function is found at the C-terminus of several translation initiation factors.GO:0030154|cell differentiation;GO:0007399|nervous system development;GO:0016020|membrane;. .

Manes.13G005200.v6.10.3811395 1.30E-05 down yes Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G005900.v6.10.4576033 0.0002 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G006100.v6.10.4559653 0.05174 down no Dephospho-CoA kinasepfam01121 CoaE Dephospho-CoA kinase. This family catalyses the phosphorylation of the 3'-hydroxyl group of dephosphocoenzyme A to form Coenzyme A EC:2.7.1.24. This enzyme uses ATP in its reaction.GO:0015937|coenzyme A biosynthetic process;GO:0009507|chloroplast;GO:0005777|peroxisome;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004140|dephospho-CoA kinase activity;K00859

Manes.13G006400.v6.10.1939961 0.00025 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G006600.v6.10.5582693 0.00041 down no Pentatricopeptide repeat-containing protein At1g62930, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.13G006700.v6.10.4514637 3.18E-05 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G006800.v6.10.296942 0.00309 down yes Bidirectional sugar transporter SWEET15pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0071215|cellular response to abscisic acid stimulus;GO:0071470|cellular response to osmotic stress;GO:0071446|cellular response to salicylic acid stimulus;GO:0010150|leaf senescence;GO:0015770|sucrose transport;GO:0005887|integral component of plasma membrane;GO:0008515|sucrose transmembrane transporter activity;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.13G007000.v6.10.9797845 0.87297 down no Serine/threonine-protein kinase PBS1pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.13G007200.v6.18.731449 5.85E-06 up yes Glutaredoxin-C3pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.13G007300.v6.10.340168 0.00322 down yes . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.13G007600.v6.10.4976346 8.05E-08 down yes 5'-deoxyadenosine deaminasepfam01979 Amidohydro_1 Amidohydrolase family. This family of enzymes are a a large metal dependent hydrolase superfamily. The family includes Adenine deaminase EC:3.5.4.2 that hydrolyses adenine to form hypoxanthine and ammonia. Adenine deaminases reaction is important for adenine utilisation as a purine and also as a nitrogen source. This family also includes dihydroorotase and N-acetylglucosamine-6-phosphate deacetylases, EC:3.5.1.25 These enzymes catalyse the reaction N-acetyl-D-glucosamine 6-phosphate + H2O <=> D-glucosamine 6-phosphate + acetate. This family includes the catalytic domain of urease alpha subunit. Dihydroorotases (EC:3.5.2.3) are also included.. . GO:0090613|5'-deoxyadenosine deaminase activity;GO:0016810|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0046872|metal ion binding;K12960

Manes.13G007900.v6.10.6912332 0.0092 down no 4-sulfomuconolactone hydrolasepfam04909 Amidohydro_2 Amidohydrolase. These proteins are amidohydrolases that are related to pfam01979.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.13G008200.v6.11.2136601 0.08714 up no Bifunctional uridylyltransferase/uridylyl-removing enzymepfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5GO:0009399|nitrogen fixation;GO:0006808|regulation of nitrogen utilization;. GO:0008773|[protein-PII] uridylyltransferase activity;GO:0016597|amino acid binding;GO:0008081|phosphoric diester hydrolase activity;K00990

Manes.13G008300.v6.13.1895041 8.42E-05 up yes Transcription factor TCP20pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009653|anatomical structure morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G008500.v6.14.1139446 2.79E-05 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.13G009100.v6.1144.07743 3.06E-12 up yes Probable WRKY transcription factor 75pfam03106 WRKY WRKY DNA -binding domain.GO:0010055|atrichoblast differentiation;GO:0048527|lateral root development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0043620|regulation of DNA-templated transcription in response to stress;GO:0032107|regulation of response to nutrient levels;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.13G009200.v6.12.2034228 8.08E-07 up yes . pfam07889 DUF1664 Protein of unknown function (DUF1664). The members of this family are hypothetical plant proteins of unknown function. The region featured in this family is approximately 100 amino acids long.. . . .

Manes.13G009500.v6.14.046227 9.83E-06 up yes . pfam14724 mit_SMPDase Mitochondrial-associated sphingomyelin phosphodiesterase. The GO annotation for this family indicates that it is a single-pass membrane protein, and it appears to be found in mitochondrial membranes. Sphingolipids play important roles in regulating cellular responses, and although mitochondria contain sphingolipids, direct regulation of their levels in mitochondria or mitochondria-associated membranes is mostly unclear. Sphingomyelin phosphodiesterases catalyse the hydrolysis of sphingomyelin to ceramide and phosphocholine, and these metabolites are involved in signalling pathways.. . . .

Manes.13G009900.v6.14.9190904 6.07E-68 up yes . pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.. . . .

Manes.13G010300.v6.10.3689025 4.19E-09 down yes . pfam05703 Auxin_canalis Auxin canalisation. This domain is frequently found at the N-terminus of proteins containing pfam08458 at the C-terminus. It is a component of the auto-regulatory loop which enables auxin canalisation by recruitment of the PIN1 auxin efflux protein to the cell membrane.. . . .

Manes.13G010500.v6.11.7860731 8.83E-10 up no Histidine kinase 3pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0070417|cellular response to cold;GO:0016036|cellular response to phosphate starvation;GO:0071329|cellular response to sucrose stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0010150|leaf senescence;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0034757|negative regulation of iron ion transport;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0010271|regulation of chlorophyll catabolic process;GO:0009909|regulation of flower development;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phoGO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009884|cytokinin receptor activity;GO:0009927|histidine phosphotransfer kinase activity;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;K14489

Manes.13G010600.v6.11.0234065 0.82806 up no . pfam06624 RAMP4 Ribosome associated membrane protein RAMP4. This family consists of several ribosome associated membrane protein RAMP4 (or SERP1) sequences. Stabilisation of membrane proteins in response to stress involves the concerted action of a rescue unit in the ER membrane comprised of SERP1/RAMP4, other components of the translocon, and molecular chaperones in the ER.. . . .

Manes.13G010700.v6.12.3590831 2.44E-20 up yes F-box only protein 6pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0010305|leaf vascular tissue pattern formation;GO:0010928|regulation of auxin mediated signaling pathway;GO:0060776|simple leaf morphogenesis;. . .

Manes.13G010900.v6.10.7032784 0.06017 down no . pfam03284 PHZA_PHZB Phenazine biosynthesis protein A/B.. . . .

Manes.13G011000.v6.10.7025297 0.0048 down no Squamosa promoter-binding-like protein 12pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.13G011200.v6.10.8651584 0.48504 down no RanBP2-type zinc finger protein At1g67325pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . GO:0008270|zinc ion binding;.

Manes.13G011300.v6.10.9096366 0.39403 down no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.13G012000.v6.10.5011628 2.45E-11 down no . pfam10243 MIP-T3 Microtubule-binding protein MIP-T3. This protein, which interacts with both microtubules and TRAF3 (tumor necrosis factor receptor-associated factor 3), is conserved from worms to humans. The N-terminal region is the microtubule binding domain and is well-conserved; the C-terminal 100 residues, also well-conserved, constitute the coiled-coil region which binds to TRAF3. The central region of the protein is rich in lysine and glutamic acid and carries KKE motifs which may also be necessary for tubulin-binding, but this region is the least well-conserved.. . . .

Manes.13G012200.v6.11.227011 0.06234 up no F-box protein At1g67340pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.13G012900.v6.1Inf 0.01233 up yes GDSL esterase/lipase At3g48460pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.13G013000.v6.11.2680113 0.06095 up no RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G013100.v6.10.7707016 0.04185 down no RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G013300.v6.10.5125209 1.97E-09 down no . pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. . . .

Manes.13G013600.v6.114.975007 1.12E-33 up yes DELLA protein RGL1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.13G013700.v6.17.3106285 5.78E-86 up yes Probable carboxylesterase 16pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.13G013900.v6.1NA NA -- no Vinorine synthasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009820|alkaloid metabolic process;. GO:0050636|vinorine synthase activity;.

Manes.13G014300.v6.10.8326156 0.07944 down no Signal recognition particle subunit SRP72pfam08492 SRP72 SRP72 RNA-binding domain. This region has been identified as the binding site of the SRP72 protein to SRP RNA.GO:0042493|response to drug;GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0008312|7S RNA binding;GO:0044822|poly(A) RNA binding;GO:0005047|signal recognition particle binding;K03108

Manes.13G014400.v6.12.650581 1.74E-26 up yes F-box protein SKIP14pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. . .

Manes.13G014500.v6.114.888284 0.0041 up yes . pfam04747 DUF612 Protein of unknown function, DUF612. This family includes several uncharacterized proteins from Caenorhabditis elegans.. . . .

Manes.13G014700.v6.10.4783293 3.42E-08 down yes . pfam09588 YqaJ YqaJ-like viral recombinase domain. This protein family is found in many different bacterial species but is of viral origin. The protein forms an oligomer and functions as a processive alkaline exonuclease that digests linear double-stranded DNA in a Mg(2+)-dependent reaction, It has a preference for 5'-phosphorylated DNA ends. It thus forms part of the two-component SynExo viral recombinase functional unit.. . . .

Manes.13G014900.v6.10.3310904 2.21E-05 down yes Mitotic spindle checkpoint protein MAD2pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0007094|mitotic spindle assembly checkpoint;GO:0007346|regulation of mitotic cell cycle;GO:0010369|chromocenter;GO:0000777|condensed chromosome kinetochore;GO:0005737|cytoplasm;GO:0000776|kinetochore;GO:0005828|kinetochore microtubule;GO:0005635|nuclear envelope;GO:0005634|nucleus;GO:0005876|spindle microtubule;. .

Manes.13G015300.v6.10.7769199 0.04726 down no Pentatricopeptide repeat-containing protein At3g04130, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G015600.v6.1NA NA -- no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.13G015700.v6.11.2328715 0.06922 up no Protein Iojap-related, mitochondrialpfam02410 Oligomerization Oligomerization domain. In yeasts, this domain is required for the oligomerization of ATP synthase subunit 9 into a ring structure.. GO:0005739|mitochondrion;. .

Manes.13G016100.v6.10.636159 0.00066 down no Putative polyketide hydroxylasepfam01494 FAD_binding_3 FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0044550|secondary metabolite biosynthetic process;. GO:0004497|monooxygenase activity;K14672

Manes.13G016600.v6.11.8290532 2.22E-11 up no Adenylate kinase 4pfam00406 ADK Adenylate kinase.GO:0046939|nucleotide phosphorylation;GO:0006163|purine nucleotide metabolic process;GO:0005737|cytoplasm;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;K00939

Manes.13G017000.v6.10.5340784 6.28E-07 down no . pfam10027 DUF2269 Predicted integral membrane protein (DUF2269). Members of this family of bacterial hypothetical integral membrane proteins have no known function.. . . .

Manes.13G017100.v6.11.753482 8.17E-06 up no GDP-mannose transporter GONST3pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0098656|anion transmembrane transport;GO:0008643|carbohydrate transport;GO:0015780|nucleotide-sugar transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.13G017200.v6.10.7873325 0.02017 down no . pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.13G017600.v6.10.6854492 0.00018 down no U-box domain-containing protein 7pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G018100.v6.10.8141468 0.03406 down no Mannosyl-oligosaccharide glucosidase GCS1pfam03200 Glyco_hydro_63 Mannosyl oligosaccharide glucosidase. This is a family of eukaryotic enzymes belonging to glycosyl hydrolase family 63. They catalyse the specific cleavage of the non-reducing terminal glucose residue from Glc(3)Man(9)GlcNAc(2). Mannosyl oligosaccharide glucosidase EC:3.2.1.106 is the first enzyme in the N-linked oligosaccharide processing pathway.GO:0009913|epidermal cell differentiation;GO:0009311|oligosaccharide metabolic process;GO:0006487|protein N-linked glycosylation;GO:0010053|root epidermal cell differentiation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004558|alpha-1,4-glucosidase activity;GO:0004573|mannosyl-oligosaccharide glucosidase activity;K01228

Manes.13G018300.v6.13.0643079 4.07E-35 up yes . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.13G018500.v6.15.607329 1.79E-50 up yes Probable signal peptidase complex subunit 1pfam06645 SPC12 Microsomal signal peptidase 12 kDa subunit (SPC12). This family consists of several microsomal signal peptidase 12 kDa subunit proteins. Translocation of polypeptide chains across the endoplasmic reticulum (ER) membrane is triggered by signal sequences. Subsequently, signal recognition particle interacts with its membrane receptor and the ribosome-bound nascent chain is targeted to the ER where it is transferred into a protein-conducting channel. At some point, a second signal sequence recognition event takes place in the membrane and translocation of the nascent chain through the membrane occurs. The signal sequence of most secretory and membrane proteins is cleaved off at this stage. Cleavage occurs by the signal peptidase complex (SPC) as soon as the lumenal domain of the translocating polypeptide is large enough to expose its cleavage site to the enzyme. The signal peptidase complex is possibly also involved in proteolytic events in the ER membrane other than the processing of the signal sequence, for exaGO:0006465|signal peptide processing;GO:0016021|integral component of membrane;GO:0005787|signal peptidase complex;GO:0008233|peptidase activity;K12946

Manes.13G019000.v6.11.7636653 8.90E-08 up no Very-long-chain 3-oxoacyl-CoA reductase 1pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0009793|embryo development ending in seed dormancy;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0018454|acetoacetyl-CoA reductase activity;GO:0045703|ketoreductase activity;K10251

Manes.13G019200.v6.10.4732343 2.97E-10 down yes Photosystem II core complex proteins psbY, chloroplasticpfam06298 PsbY Photosystem II protein Y (PsbY). This family consists of several bacterial and plant photosystem II protein Y (PsbY) sequences. PsbY is a manganese-binding protein that has an L-arginine metabolizing enzyme activity.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0030145|manganese ion binding;.

Manes.13G019400.v6.10.9110781 0.43529 down no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.13G019700.v6.17.9443184 0.00836 up yes . pfam01422 zf-NF-X1 NF-X1 type zinc finger. This domain is presumed to be a zinc binding domain. The following pattern describes the zinc finger. C-X(1-6)-H-X-C-X3-C(H/C)-X(3-4)-(H/C)-X(1-10)-C Where X can be any amino acid, and numbers in brackets indicate the number of residues. Two position can be either his or cys. The zinc fingers in human NFX1 bind to DNA.. . . .

Manes.13G019800.v6.10.6398717 3.98E-05 down no Cleavage and polyadenylation specificity factor subunit CG7185pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006379|mRNA cleavage;GO:0006397|mRNA processing;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;.

Manes.13G019900.v6.10.7350463 0.02253 down no Actin-related protein 3pfam00022 Actin Actin. GO:0007015|actin filament organization;GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0000902|cell morphogenesis;GO:0007275|multicellular organismal development;GO:0009825|multidimensional cell growth;GO:0010090|trichome morphogenesis;GO:0005885|Arp2/3 protein complex;GO:0005829|cytosol;GO:0005524|ATP binding;K18584

Manes.13G020400.v6.13.2209178 7.34E-16 up yes . pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.13G020800.v6.10.5220284 3.53E-07 down no . pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).. . . .

Manes.13G020900.v6.10.6846673 0.00022 down no Protein GLE1pfam07817 GLE1 GLE1-like protein. The members of this family are sequences that are similar to the human protein GLE1. This protein is localized at the nuclear pore complexes and functions in poly(A)+ RNA export to the cytoplasm.GO:0016973|poly(A)+ mRNA export from nucleus;GO:0015031|protein transport;GO:0048316|seed development;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K18723

Manes.13G021000.v6.10.9529659 0.61418 down no E3 ubiquitin-protein ligase RGLG2pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.13G021300.v6.1Inf 0.90364 up no . pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .



Manes.13G021600.v6.10.7806103 0.08425 down no . pfam01165 Ribosomal_S21 Ribosomal protein S21.. . . .

Manes.13G021700.v6.10.653111 0.08897 down no Cytochrome P450 71B34pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G021800.v6.10.3645794 4.48E-10 down yes Cytochrome P450 71B36pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G022100.v6.10.8771403 0.17673 down no Alpha-galactosidase mel1pfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0046379|extracellular polysaccharide metabolic process;GO:0016139|glycoside catabolic process;GO:0046477|glycosylceramide catabolic process;GO:0005995|melibiose catabolic process;GO:0009311|oligosaccharide metabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005576|extracellular region;GO:0004557|alpha-galactosidase activity;GO:0052692|raffinose alpha-galactosidase activity;K07407

Manes.13G022200.v6.14.4658975 4.03E-20 up yes SufE-like protein 2, chloroplasticpfam02657 SufE Fe-S metabolizm associated domain. This family consists of the SufE-related proteins. These have been implicated in Fe-S metabolizm and export).GO:0016226|iron-sulfur cluster assembly;GO:0043085|positive regulation of catalytic activity;GO:0051176|positive regulation of sulfur metabolic process;GO:0009507|chloroplast;GO:0008047|enzyme activator activity;.

Manes.13G022600.v6.10.2808494 6.23E-09 down yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.13G022800.v6.1Inf 0.9009 up no . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.13G023000.v6.11.3576272 0.00084 up no . pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.13G023100.v6.10.5673247 0.00794 down no Probable E3 ubiquitin-protein ligase XERICOpfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.13G023200.v6.13.6111228 3.04E-27 up yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.13G023300.v6.13.1173274 2.10E-25 up yes . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.13G023400.v6.10.5087374 0.00475 down no Non-functional NADPH-dependent codeinone reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.13G023800.v6.10.6653278 0.07936 down no Non-functional NADPH-dependent codeinone reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.13G023900.v6.127.078575 4.72E-05 up yes Flavonol synthase/flavanone 3-hydroxylasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0045431|flavonol synthase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0045486|naringenin 3-dioxygenase activity;.

Manes.13G024000.v6.118.448362 7.29E-11 up yes Flavonol synthase/flavanone 3-hydroxylasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0045431|flavonol synthase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0045486|naringenin 3-dioxygenase activity;.

Manes.13G024100.v6.12.4431589 8.77E-23 up yes Plant intracellular Ras-group-related LRR protein 3pfam13855 LRR_8 Leucine rich repeat.GO:0046777|protein autophosphorylation;. GO:0004674|protein serine/threonine kinase activity;.

Manes.13G024300.v6.18.788412 ####### up yes . pfam00564 PB1 PB1 domain.. . . .

Manes.13G024400.v6.12.8526678 0.00027 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.13G024700.v6.11.1542536 0.14387 up no ABC transporter B family member 26, chloroplasticpfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;.

Manes.13G024800.v6.10.1349601 0.066 down no . pfam10428 SOG2 RAM signalling pathway protein. SOG2 proteins in Saccharomyces cerevisiae are involved in cell separation and cytokinesis.. . . .

Manes.13G024900.v6.11.1616275 0.2225 up no . pfam13525 YfiO Outer membrane lipoprotein. This outer membrane lipoprotein carries a TPR-like region towards its N-terminal. YfiO in E.coli is one of three outer membrane lipoproteins that form a multicomponent YaeT complex in the outer membrane of Gram-negative bacteria that is involved in the targeting and folding of beta-barrel outer membrane proteins. YfiO is the only essential lipoprotein component of the complex. It is required for the proper assembly and/or targeting of outer membrane proteins to the outer membrane. Through its interactions with NlpB it maintains the functional integrity of the YaeT complex.. . . .

Manes.13G025000.v6.11.5414232 0.1594 up no . pfam05504 Spore_GerAC Spore germination B3/ GerAC like, C-terminal. The GerAC protein of the Bacillus subtilis spore is required for the germination response to L-alanine. Members of this family are thought to be located in the inner spore membrane. Although the function of this family is unclear, they are likely to encode the components of the germination apparatus that respond directly to this germinant, mediating the spore's response.. . . .

Manes.13G025100.v6.11.4097888 0.00025 up no 60S ribosomal protein L27a-3pfam00828 Ribosomal_L18e Ribosomal protein L18e/L15. This family includes eukaryotic L18 as well as prokaryotic L15.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02900

Manes.13G025300.v6.12.6988343 1.09E-26 up yes . pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.13G025500.v6.13.0003596 0.00016 up yes . pfam00361 Oxidored_q1 NADH-Ubiquinone/plastoquinone (complex I), various chains. This family is part of complex I which catalyses the transfer of two electrons from NADH to ubiquinone in a reaction that is associated with proton translocation across the membrane.. . . .

Manes.13G025600.v6.12.1278401 1.06E-10 up yes . pfam07248 DUF1431 Protein of unknown function (DUF1431). This family contains a number of Drosophila melanogaster proteins of unknown function. These contain several conserved cysteine residues.. . . .

Manes.13G026100.v6.10.6722807 0.00135 down no AP-1 complex subunit mu-2pfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030665|clathrin-coated vesicle membrane;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005794|Golgi apparatus;. K12393

Manes.13G026300.v6.13.7166326 0.00222 up yes Probable disease resistance RPP8-like protein 2pfam13855 LRR_8 Leucine rich repeat.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G026900.v6.1Inf 0.35135 up no Putative pectinesterase/pectinesterase inhibitor 28pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.13G027000.v6.12.5438901 0.00103 up yes High affinity nitrate transporter 2.5pfam07690 MFS_1 Major Facilitator Superfamily.GO:0042128|nitrate assimilation;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K02575

Manes.13G027200.v6.10.484533 4.81E-08 down yes 2-phytyl-1,4-beta-naphthoquinone methyltransferase, chloroplasticpfam01209 Ubie_methyltran ubiE/COQ5 methyltransferase family.GO:0032259|methylation;GO:0042372|phylloquinone biosynthetic process;GO:0009507|chloroplast;GO:0052624|2-phytyl-1,4-naphthoquinone methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K03183

Manes.13G027400.v6.11.4348773 0.00145 up no . pfam01723 Chorion_1 Chorion protein. This family consists of the chorion superfamily proteins classes A, B, CA, CB and high-cysteine HCB from silk, gypsy and polyphemus moths. The chorion proteins make up the moths egg shell a complex extracellular structure.. . . .

Manes.13G027500.v6.10.4683 3.96E-08 down yes Protein NSP-INTERACTING KINASE 3pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G027600.v6.10.681379 0.00021 down no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.13G027900.v6.11.6300595 8.54E-07 up no . pfam04750 Far-17a_AIG1 FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.13G028000.v6.10.4903189 6.64E-09 down yes CRS2-associated factor 2, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.13G028200.v6.10.2166281 0.00401 down yes Axial regulator YABBY 4pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G028400.v6.11.1212153 0.37985 up no Pyrrolidone-carboxylate peptidasepfam01470 Peptidase_C15 Pyroglutamyl peptidase.. GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0016920|pyroglutamyl-peptidase activity;K01304

Manes.13G028700.v6.10.0983573 3.06E-05 down yes . pfam00876 Innexin Innexin. This family includes the drosophila proteins Ogre and shaking-B, and the C. elegans proteins Unc-7 and Unc-9. Members of this family are integral membrane proteins which are involved in the formation of gap junctions. This family has been named the Innexins.. . . .

Manes.13G028900.v6.11.5808907 4.65E-07 up no ADP-ribosylation factor 2pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0006886|intracellular protein transport;GO:0006471|protein ADP-ribosylation;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07937

Manes.13G029100.v6.10.4936791 0.00665 down yes . pfam06699 PIG-F GPI biosynthesis protein family Pig-F. PIG-F is involved in glycosylphosphatidylinositol (GPI) anchor biosynthesis.. . . .

Manes.13G029200.v6.11.0365457 0.74483 up no Pantothenate kinase 2pfam03630 Fumble Fumble. Fumble is required for cell division in Drosophila. Mutants lacking fumble exhibit abnormalities in bipolar spindle organisation, chromosome segregation, and contractile ring formation. Analyses have demonstrated that encodes three protein isoforms, all of which contain a domain with high similarity to the pantothenate kinases of A. nidulans and mouse. A role of fumble in membrane synthesis has been proposed.GO:0015937|coenzyme A biosynthetic process;. GO:0005524|ATP binding;GO:0004594|pantothenate kinase activity;K09680

Manes.13G029300.v6.10.193618 1.25E-05 down yes Glucan endo-1,3-beta-glucosidase, acidic isoform GI9pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0005615|extracellular space;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.13G029400.v6.10.6535855 0.05831 down no . pfam03618 Kinase-PPPase Kinase/pyrophosphorylase. This family of regulatory proteins has ADP-dependent kinase and inorganic phosphate-dependent pyrophosphorylase activity.. . . .

Manes.13G029800.v6.13.9536058 1.15E-48 up yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.13G030000.v6.134.248736 3.72E-06 up yes Non-specific lipid-transfer protein 8pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.13G030200.v6.11.8114837 2.06E-11 up no Uncharacterized protein At4g28440pfam06849 DUF1246 Protein of unknown function (DUF1246). This family represents the N-terminus of a number of hypothetical archaeal proteins of unknown function.. GO:0005829|cytosol;. K07466

Manes.13G030600.v6.12.0876739 4.34E-16 up yes Probable polygalacturonase non-catalytic subunit JP650pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.13G030700.v6.11.7746931 0.00024 up no . pfam07109 Mg-por_mtran_C Magnesium-protoporphyrin IX methyltransferase C-terminus. This family represents the C-terminus (approximately 100 residues) of bacterial and eukaryotic Magnesium-protoporphyrin IX methyltransferase (EC:2.1.1.11). This converts magnesium-protoporphyrin IX to magnesium-protoporphyrin IX methylester using S-adenosyl-L-methionine as a cofactor.. . . .

Manes.13G030800.v6.117.380583 ####### up yes Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G031000.v6.10.8310525 0.10307 down no RNA-binding protein 25pfam01480 PWI PWI domain.GO:0006397|mRNA processing;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0042981|regulation of apoptotic process;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K12822

Manes.13G031600.v6.10.7674339 0.00977 down no Serine/arginine-rich splicing factor RSZ22Apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0008270|zinc ion binding;K12896

Manes.13G031700.v6.10.6909893 0.00015 down no Putative potassium transporter 12pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.13G032100.v6.10.3673425 2.63E-14 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G032300.v6.10.3900397 2.87E-12 down yes . pfam05514 HR_lesion HR-like lesion-inducing. Family of plant proteins that are associated with the hypersensitive response (HR) pathway of defence against plant pathogens.. . . .

Manes.13G033100.v6.1Inf 3.50E-34 up yes Ethylene-responsive transcription factor ERF098pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G033200.v6.14.6409752 2.83E-08 up yes Ethylene-responsive transcription factor 1Bpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14516

Manes.13G033400.v6.19.5790362 7.53E-43 up yes Probable inorganic phosphate transporter 1-7pfam00083 Sugar_tr Sugar (and other) transporter.GO:1901684|arsenate ion transmembrane transport;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:1901683|arsenate ion transmembrane transporter activity;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.13G033500.v6.114.667706 6.48E-12 up yes Inorganic phosphate transporter 1-4pfam00083 Sugar_tr Sugar (and other) transporter.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0009737|response to abscisic acid;GO:0055085|transmembrane transport;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.13G033800.v6.117.049323 1.08E-08 up yes . pfam11935 DUF3453 Domain of unknown function (DUF3453). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 239 to 261 amino acids in length.. . . .

Manes.13G033900.v6.128.064557 1.29E-20 up yes Myb-related protein Myb4pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.13G034000.v6.11.498356 7.39E-06 up no Pre-mRNA-splicing factor SLU7-Apfam11708 Slu7 Pre-mRNA splicing Prp18-interacting factor. The spliceosome, an assembly of snRNAs (U1, U2, U4/U6, and U5) and proteins, catalyses the excision of introns from pre-mRNAs in two successive trans-esterification reactions. Step 2 depends upon integral spliceosome constituents such as U5 snRNA and Prp8 and non-spliceosomal proteins Prp16, Slu7, Prp18, and Prp22. ATP hydrolysis by the DEAH-box enzyme Prp16 promotes a conformational change in the spliceosome that leads to protection of the 3'ss from targeted RNase H cleavage. This change, which probably reflects binding of the 3'ss PyAG in the catalytic centre of the spliceosome, requires the ordered recruitment of Slu7, Prp18, and Prp22 to the spliceosome. There is a close functional relationship between Prp8, Prp18, and Slu7, and Prp18 interacts with Slu7, so that together they recruit Prp22 to the spliceosome. Most members of the family carry a zinc-finger of the CCHC-type upstream of this domain.GO:0006397|mRNA processing;GO:0008284|positive regulation of cell proliferation;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003727|single-stranded RNA binding;GO:0008270|zinc ion binding;K12819

Manes.13G034100.v6.16.4447193 1.20E-18 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.13G034300.v6.1Inf 0.35135 up no 11S globulin seed storage protein 2pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0051259|protein oligomerization;GO:0042735|protein body;GO:0045735|nutrient reservoir activity;.

Manes.13G034700.v6.11.3960614 0.00019 up no Target of Myb protein 1pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0005829|cytosol;GO:0005769|early endosome;GO:0070062|extracellular exosome;GO:0016020|membrane;. .

Manes.13G035000.v6.10.5267713 3.08E-09 down no U-box domain-containing protein 3pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G035100.v6.10.6019622 0.0002 down no Protein LIGHT-DEPENDENT SHORT HYPOCOTYLS 3pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0010492|maintenance of shoot apical meristem identity;GO:0009299|mRNA transcription;GO:0010199|organ boundary specification between lateral organs and the meristem;GO:0048441|petal development;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0048834|specification of petal number;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G035400.v6.11.3140302 0.00845 up no H/ACA ribonucleoprotein complex subunit 3-like proteinpfam04135 Nop10p Nucleolar RNA-binding protein, Nop10p family. Nop10p is a nucleolar protein that is specifically associated with H/ACA snoRNAs. It is essential for normal 18S rRNA production and rRNA pseudouridylation by the ribonucleoprotein particles containing H/ACA snoRNAs (H/ACA snoRNPs). Nop10p is probably necessary for the stability of these RNPs.GO:0010197|polar nucleus fusion;GO:0001522|pseudouridine synthesis;GO:0006364|rRNA processing;GO:0072588|box H/ACA RNP complex;GO:0015030|Cajal body;GO:0005730|nucleolus;GO:0030515|snoRNA binding;.

Manes.13G035600.v6.13.1565545 2.04E-18 up yes H/ACA ribonucleoprotein complex subunit 3-like proteinpfam04135 Nop10p Nucleolar RNA-binding protein, Nop10p family. Nop10p is a nucleolar protein that is specifically associated with H/ACA snoRNAs. It is essential for normal 18S rRNA production and rRNA pseudouridylation by the ribonucleoprotein particles containing H/ACA snoRNAs (H/ACA snoRNPs). Nop10p is probably necessary for the stability of these RNPs.GO:0010197|polar nucleus fusion;GO:0001522|pseudouridine synthesis;GO:0006364|rRNA processing;GO:0072588|box H/ACA RNP complex;GO:0015030|Cajal body;GO:0005730|nucleolus;GO:0030515|snoRNA binding;.

Manes.13G035700.v6.11.2521158 0.03946 up no Uncharacterized protein At1g03900pfam07933 DUF1681 Protein of unknown function (DUF1681). This family is composed of sequences derived from a number of hypothetical eukaryotic proteins of unknown function.GO:0006897|endocytosis;GO:0006858|extracellular transport;GO:0055085|transmembrane transport;GO:0005576|extracellular region;GO:0016020|membrane;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;.

Manes.13G035800.v6.10.6074303 2.98E-05 down no Protein CHROMATIN REMODELING 8pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K10841

Manes.13G036300.v6.10.5701684 0.00049 down no TBC1 domain family member 15pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0043087|regulation of GTPase activity;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0005096|GTPase activator activity;.

Manes.13G037200.v6.10.6810822 0.00011 down no . pfam05217 STOP STOP protein. Neurons contain abundant subsets of highly stable microtubules that resist de-polymerising conditions such as exposure to the cold. Stable microtubules are thought to be essential for neuronal development, maintenance, and function. STOP is a major factor responsible for the intriguing stability properties of neuronal microtubules and is important for synaptic plasticity. Additionally knowledge of STOPs function and properties may help in the treatment of neuroleptics in illnesses such as schizophrenia, currently thought to result from synaptic defects.. . . .

Manes.13G037300.v6.10.6717878 0.05935 down no Protein NRT1/ PTR FAMILY 5.2pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042742|defense response to bacterium;GO:0042938|dipeptide transport;GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0080052|response to histidine;GO:0009753|response to jasmonic acid;GO:0043201|response to leucine;GO:0080053|response to phenylalanine;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.13G037400.v6.10.8600336 0.27072 down no Protein BREAST CANCER SUSCEPTIBILITY 1 homologpfam13771 zf-HC5HC2H PHD-like zinc-binding domain. The members of this family are annotated as containing PHD domain, but the zinc-binding region here is not typical of PHD domains. The conformation here is a well-conserved cysteine-histidine rich region spanning 90 residues, where the Cys and His are arranged as HxxC(31)CxxC(6)CxxCxxxxCxxxxHxxC (21)CxxH.GO:0071480|cellular response to gamma radiation;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0000724|double-strand break repair via homologous recombination;GO:0045717|negative regulation of fatty acid biosynthetic process;GO:0035067|negative regulation of histone acetylation;GO:0071158|positive regulation of cell cycle arrest;GO:0035066|positive regulation of histone acetylation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0042127|regulation of cell proliferation;GO:0010332|response to gamma radiation;GO:0070531|BRCA1-A complex;GO:0031436|BRCA1-BARD1 complex;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10683

Manes.13G037800.v6.10.9875884 0.91793 down no Heterogeneous nuclear ribonucleoprotein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.13G038100.v6.10.7759259 0.05683 down no Protein ROOT PRIMORDIUM DEFECTIVE 1pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.13G038200.v6.12.017869 1.44E-15 up yes Activating molecule in BECN1-regulated autophagy protein 1pfam00400 WD40 WD domain, G-beta repeat.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0030154|cell differentiation;GO:0008285|negative regulation of cell proliferation;GO:0043524|negative regulation of neuron apoptotic process;GO:0021915|neural tube development;GO:1903599|positive regulation of mitophagy;GO:0043552|positive regulation of phosphatidylinositol 3-kinase activity;GO:2000785|regulation of autophagosome assembly;GO:0005776|autophagosome;GO:0005930|axoneme;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0045335|phagocytic vesicle;GO:0031625|ubiquitin protein ligase binding;K17985

Manes.13G038300.v6.12.142307 1.13E-07 up yes . pfam03962 Mnd1 Mnd1 family. This family of proteins includes MND1 from S. cerevisiae. The mnd1 protein forms a complex with hop2 to promote homologous chromosome pairing and meiotic double-strand break repair.. . . .

Manes.13G038400.v6.17.2069267 6.25E-35 up yes . pfam05899 Cupin_3 Protein of unknown function (DUF861). This family consists of several proteins which seem to be specific to plants and bacteria. The function of this family is unknown.. . . .

Manes.13G038500.v6.10.9605279 0.69124 down no Alcohol dehydrogenase class-3pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.GO:0006069|ethanol oxidation;GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0051903|S-(hydroxymethyl)glutathione dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G038700.v6.10.5638824 4.25E-08 down no . pfam13136 DUF3984 Protein of unknown function (DUF3984). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 393 and 442 amino acids in length.. . . .

Manes.13G038800.v6.10.8371452 0.09591 down no DENN domain-containing protein 5Bpfam02141 DENN DENN (AEX-3) domain. DENN (after differentially expressed in neoplastic vs normal cells) is a domain which occurs in several proteins involved in Rab- mediated processes or regulation of MAPK signalling pathways.GO:0043547|positive regulation of GTPase activity;GO:0016021|integral component of membrane;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.13G039000.v6.11.2883732 0.01979 up no ABC transporter C family member 5pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0030007|cellular potassium ion homeostasis;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0008281|sulfonylurea receptor activity;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.13G039400.v6.10.3532477 1.49E-10 down yes Subtilisin-like protease SBT1.2pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0042127|regulation of cell proliferation;GO:0010103|stomatal complex morphogenesis;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009897|external side of plasma membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.13G039600.v6.10.929392 0.57333 down no . pfam03070 TENA_THI-4 TENA/THI-4/PQQC family. Members of this family are found in all the three major phyla of life: archaebacteria, eubacteria, and eukaryotes. In Bacillus subtilis, TENA is one of a number of proteins that enhance the expression of extracellular enzymes, such as alkaline protease, neutral protease and levansucrase. The THI-4 protein, which is involved in thiamine biosynthesis, is also a member of this family. The C-terminal part of these proteins consistently show significant sequence similarity to TENA proteins. This similarity was first noted with the Neurospora crassa THI-4. This family includes bacterial coenzyme PQQ synthesis protein C or PQQC proteins. Pyrroloquinoline quinone (PQQ) is the prosthetic group of several bacterial enzymes,including methanol dehydrogenase of methylotrophs and the glucose dehydrogenase of a number of bacteria. PQQC has been found to be required in the synthesis of PQQ but its function is unclear. The exact molecular function of members of this family is uncertain.. . . .

Manes.13G039800.v6.11.9944134 4.02E-07 up no Auxin-responsive protein IAA13pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.13G039900.v6.10.391343 7.80E-08 down yes . pfam06101 DUF946 Plant protein of unknown function (DUF946). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .



Manes.13G040200.v6.10.5626996 0.0007 down no Cysteine-rich repeat secretory protein 56pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0010497|plasmodesmata-mediated intercellular transport;GO:0046739|transport of virus in multicellular host;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.13G040300.v6.11.6776032 0.00055 up no Histone-lysine N-methyltransferase SUVR2pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005694|chromosome;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.13G040900.v6.11.1573312 0.22007 up no . pfam14288 FKS1_dom1 1,3-beta-glucan synthase subunit FKS1, domain-1. The FKS1_dom1 domain is likely to be the 'Class I' region just N-terminal to the first set of transmembrane helices that is involved in 1,3-beta-glucan synthesis itself. This family is found on proteins with family Glucan_synthase, pfam02364.. . . .

Manes.13G041000.v6.11.1709092 0.20018 up no . pfam09511 RNA_lig_T4_1 RNA ligase. Members of this family include T4 phage proteins with ATP-dependent RNA ligase activity. Host defence to phage may include cleavage and inactivation of specific tRNA molecules; members of this family act to reverse this RNA damage. The enzyme is adenylated, transiently, on a Lys residue in a motif KXDGSL. This family also includes fungal tRNA ligases that have adenylyltransferase activity. tRNA ligases are enzymes required for the splicing of precursor tRNA molecules containing introns.. . . .

Manes.13G041100.v6.11.4197358 0.00017 up no NAC domain-containing protein 86pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0090603|sieve element differentiation;GO:0090602|sieve element enucleation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G041200.v6.10.3298326 1.29E-13 down yes . pfam12906 RINGv RING-variant domain.. . . .

Manes.13G041400.v6.1Inf 0.1623 up no Ethylene-responsive transcription factor RAP2-11pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.13G041700.v6.113.79629 6.17E-23 up yes . pfam05617 Prolamin_like Prolamin-like. Both DUF784 and DUF1278 members are found to be expressed in the plant embryo sac and are regulated by the Myb98 transcription factor. Computational analysis has revealed that they are homologous to the plant prolamin superfamily (Protease inhibitor-seed storage-LTP family, pfam00234). In contrast to the typical prolamin members that have eight conserved Cys residues forming four pairs of disulfide bonds, both DUF784 and DUF1278 domains only contain six conserved Cys residues that may form three pairs of disulfide bonds. These two domains may have potential functions in lipid transfer or protection during plant embryo sac development and reproduction. This family has been merged with the DUF1278 family.. . . .

Manes.13G042200.v6.19.923173 2.18E-19 up yes Glutathione transferase GST 23pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0006952|defense response;. GO:0004364|glutathione transferase activity;K00799

Manes.13G042500.v6.10.3036357 0.00012 down yes . pfam06090 Ins_P5_2-kin Inositol-pentakisphosphate 2-kinase. This is a family of inositol-pentakisphosphate 2-kinases (EC 2.7.1.158) (also known as inositol 1,3,4,5,6-pentakisphosphate 2-kinase, Ins(1,3,4,5,6)P5 2-kinase) and InsP5 2-kinase). This enzyme phosphorylates Ins(1,3,4,5,6)P5 to form Ins(1,2,3,4,5,6)P6 (also known as InsP6 or phytate). InsP6 is involved in many processes such as mRNA export, nonhomologous end-joining, endocytosis and ion channel regulation.. . . .

Manes.13G042600.v6.10.4259926 1.46E-13 down yes . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.13G042800.v6.10.7182111 0.0007 down no CLIP-associated proteinpfam12348 CLASP_N CLASP N terminal. This region is found at the N terminal of CLIP-associated proteins (CLASPs).  CLASPs are widely conserved microtubule plus-end-tracking proteins that regulate the stability of dynamic microtubules. In yeast, Drosophila, and Xenopus, a single CLASP orthologue is present. In mammals, a second paralogue (CLASP2) exists which has some functional overlap with CLASP1.GO:0051301|cell division;GO:0016049|cell growth;GO:0043622|cortical microtubule organization;GO:0007067|mitotic nuclear division;GO:0007026|negative regulation of microtubule depolymerization;GO:0050821|protein stabilization;GO:0005938|cell cortex;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005876|spindle microtubule;GO:0051010|microtubule plus-end binding;K16578

Manes.13G043300.v6.15.3158325 4.82E-12 up yes . pfam13337 Lon_2 Putative ATP-dependent Lon protease. This is a family of proteins that are annotated as ATP-dependent Lon proteases.. . . .

Manes.13G043600.v6.119.560962 ####### up yes LRR receptor-like serine/threonine-protein kinase RCH1pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G043700.v6.11.0712602 0.49175 up no Putative kinase-like protein TMKL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G043800.v6.10.4819261 0.02442 down yes E3 ubiquitin-protein ligase RNF181pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.13G043900.v6.11.1192771 0.5518 up no Probable pectate lyase 15pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;.

Manes.13G044000.v6.117.481332 8.69E-16 up yes Zinc finger protein KNUCKLESpfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0010582|floral meristem determinacy;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G044100.v6.11.1027867 0.2929 up no Sterol 3-beta-glucosyltransferase UGT80A2pfam03033 Glyco_transf_28 Glycosyltransferase family 28 N-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). This N-terminal domain contains the acceptor binding site and likely membrane association site. This family also contains a large number of proteins that probably have quite distinct activities.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0030259|lipid glycosylation;GO:0048316|seed development;GO:0016126|sterol biosynthetic process;GO:0016125|sterol metabolic process;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0051507|beta-sitosterol UDP-glucosyltransferase activity;GO:0016906|sterol 3-beta-glucosyltransferase activity;K05841

Manes.13G044300.v6.10.6387703 2.65E-05 down no . pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.13G044400.v6.11.8016134 1.10E-08 up no . pfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. . . .

Manes.13G045000.v6.10.6411791 0.00021 down no . pfam12452 DUF3685 Protein of unknown function (DUF3685). This domain family is found in bacteria and eukaryotes, and is approximately 190 amino acids in length. There are two completely conserved residues (L and D) that may be functionally important.. . . .

Manes.13G045100.v6.10.6746786 0.02159 down no . pfam12231 Rif1_N Rap1-interacting factor 1 N terminal. This domain family is found in eukaryotes, and is typically between 135 and 146 amino acids in length. Rif1 is a protein which interacts with Rap1 to regulate telomere length. Interaction with telomeres limits their length. The N terminal region contains many HEAT- and ARMADILLO- type repeats. These are helical folds which form extended curved proteins or RNA interface surfaces.. . . .

Manes.13G045300.v6.10.741736 0.02342 down no Uncharacterized vacuolar membrane protein YML018Cpfam06027 DUF914 Eukaryotic protein of unknown function (DUF914). This family consists of several hypothetical proteins of unknown function. Some of the sequences in this family are annotated as being putative membrane proteins.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. K15289

Manes.13G045400.v6.10.9405751 0.77808 down no Desumoylating isopeptidase 1pfam05903 Peptidase_C97 PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008233|peptidase activity;.

Manes.13G045700.v6.10.5292523 0.00066 down no BTB/POZ domain-containing protein At5g48800pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.13G045900.v6.10.9555321 0.67874 down no Cytochrome b5pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0055114|oxidation-reduction process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.13G046000.v6.10.6940423 0.00833 down no 60S ribosomal protein L13a-4pfam00572 Ribosomal_L13 Ribosomal protein L13.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0003735|structural constituent of ribosome;K02872

Manes.13G046300.v6.10.7283722 0.22031 down no . pfam11277 Med24_N Mediator complex subunit 24 N-terminal. This subunit of the Mediator complex appears to be conserved only from insects to humans. It is essential for correct retinal development in fish. Subunit composition of the mediator contributes to the control of differentiation in the vertebrate CNS as there are divergent functions of the mediator subunits Crsp34/Med27, Trap100/Med24, and Crsp150/Med14.. . . .

Manes.13G046400.v6.10.8922684 0.2988 down no GPI transamidase component PIG-Tpfam04113 Gpi16 Gpi16 subunit, GPI transamidase component. GPI (glycosyl phosphatidyl inositol) transamidase is a multi-protein complex. Gpi16, Gpi8 and Gaa1 for a sub-complex of the GPI transamidase. GPI transamidase that adds glycosylphosphatidylinositols (GPIs) to newly synthesized proteins. Gpi16 is an essential N-glycosylated transmembrane glycoprotein. Gpi16 is largely found on the lumenal side of the ER. It has a single C-terminal transmembrane domain and a small C-terminal, cytosolic extension with an ER retrieval motif.GO:0016255|attachment of GPI anchor to protein;GO:0051402|neuron apoptotic process;GO:0030182|neuron differentiation;GO:0005737|cytoplasm;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0042765|GPI-anchor transamidase complex;GO:0016020|membrane;. K05292

Manes.13G046800.v6.11.003061 0.95695 up no Protein XRI1 pfam10408 Ufd2P_core Ubiquitin elongating factor core. This is the most conserved part of the core region of Ufd2P ubiquitin elongating factor or E4, running from helix alpha-11 to alpha-38. It consists of 31 helices of variable length connected by loops of variable size forming a compact unit; the helical packing pattern of the compact unit consists of five structural repeats that resemble tandem Armadillo (ARM) repeats. This domain is involved in ubiquitination as it binds Cdc48p and escorts ubiquitinated proteins from Cdc48p to the proteasome for degradation. The core is structurally similar to the nuclear transporter protein importin-alpha. The core is associated with the U-box at the C-terminus, pfam04564, which has ligase activity.GO:0006281|DNA repair;GO:0007143|female meiotic division;GO:0007140|male meiosis;GO:0009555|pollen development;GO:0010165|response to X-ray;GO:0005634|nucleus;. .

Manes.13G046900.v6.10.9898874 0.95059 down no Protein XRI1 pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0006281|DNA repair;GO:0007143|female meiotic division;GO:0007140|male meiosis;GO:0009555|pollen development;GO:0010165|response to X-ray;GO:0005634|nucleus;. .

Manes.13G047500.v6.10.7693596 0.01147 down no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.13G047900.v6.10.7075543 0.0015 down no GPI transamidase component PIG-Spfam10510 PIG-S Phosphatidylinositol-glycan biosynthesis class S protein. PIG-S is one of several key, core, components of the glycosylphosphatidylinositol (GPI) trans-amidase complex that mediates GPI anchoring in the endoplasmic reticulum. Anchoring occurs when a protein's C-terminal GPI attachment signal peptide is replaced with a pre-assembled GPI. Mammalian GPITransamidase consists of at least five components: Gaa1, Gpi8, PIG-S, PIG-T, and PIG-U, all five of which are required for function. It is possible that Gaa1, Gpi8, PIG-S, and PIG-T form a tightly associated core that is only weakly associated with PIG-U. The exact function of PIG-S is unclear.GO:0016255|attachment of GPI anchor to protein;GO:0042765|GPI-anchor transamidase complex;. K05291

Manes.13G048800.v6.11.4368922 0.00052 up no RPM1-interacting protein 4pfam05627 AvrRpt-cleavage Cleavage site for pathogenic type III effector avirulence factor Avr. This domain is conserved in small families of otherwise unrelated proteins in both mono-cots and di-cots, suggesting that it has a conserved, plant-specific function. It is found both in the plant RIN4 (resistance R membrane-bound host-target protein) where it appears to contribute to the binding of the protein to both RCS (AvrRpt2 auto-cleavage site) and AvrB, the virulence factor from the infecting bacterium. The cleavage site for the AvrRpt2 avirulence protein would appear to be the sequence motifs VPQFGDW and LPKFGEW, both of which are highly conserved within the domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0009816|defense response to bacterium, incompatible interaction;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0009626|plant-type hypersensitive response;GO:0006468|protein phosphorylation;GO:0002237|response to molecule of bacterial origin;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. K13456

Manes.13G049000.v6.10.928894 0.54654 down no E3 ubiquitin-protein ligase RNF4pfam13639 zf-RING_2 Ring finger domain.GO:0030521|androgen receptor signaling pathway;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051865|protein autoubiquitination;GO:0070979|protein K11-linked ubiquitination;GO:0070936|protein K48-linked ubiquitination;GO:0085020|protein K6-linked ubiquitination;GO:0070534|protein K63-linked ubiquitination;GO:0090234|regulation of kinetochore assembly;GO:0090169|regulation of spindle assembly;GO:0046685|response to arsenic-containing substance;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016605|PML body;GO:0050681|androgen receptor binding;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0031491|nucleosome binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0032184|SUMO polymer binding;GO:0003713|transcription coactivator activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G049400.v6.10.7724994 0.05711 down no Fork head transcription factor 1pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0009653|anatomical structure morphogenesis;GO:0000917|barrier septum assembly;GO:0030154|cell differentiation;GO:0007067|mitotic nuclear division;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0000982|transcription factor activity, RNA polymerase II core promoter proximal region sequence-specific binding;GO:0000981|RNA polymerase II transcription factor activity, sequence-specific DNA binding;.

Manes.13G049500.v6.10.7991264 0.22196 down no . pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.. . . .

Manes.13G049600.v6.10.6475542 0.00013 down no Ethylene-responsive transcription factor-like protein At4g13040pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G050000.v6.10.754286 0.00418 down no Putative G3BP-like proteinpfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.13G050200.v6.138.59564 6.42E-07 up yes Cytochrome P450 82C4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G050600.v6.112.893458 4.42E-05 up yes Chaperone protein dnaJ 20, chloroplasticpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.13G050900.v6.11.2695351 0.02389 up no Cyclin-C1-2 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;. . .

Manes.13G051600.v6.17.5217176 2.35E-11 up yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.13G051700.v6.11.056068 0.5738 up no . pfam05542 DUF760 Protein of unknown function (DUF760). This family contains several uncharacterized plant proteins.. . . .

Manes.13G051800.v6.12.3811615 2.22E-07 up yes Probable glucan endo-1,3-beta-glucosidase A6pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0009793|embryo development ending in seed dormancy;GO:0010584|pollen exine formation;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.13G052200.v6.11.4330272 0.00208 up no Probable xyloglucan glycosyltransferase 6pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0048868|pollen tube development;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.13G052400.v6.10.5134163 9.76E-07 down no U-box domain-containing protein 9pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G052500.v6.10.662054 0.00242 down no E3 ubiquitin-protein ligase CHIPpfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009266|response to temperature stimulus;. GO:0051087|chaperone binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K09561

Manes.13G052700.v6.10.4388169 0.02406 down yes Auxin-induced in root cultures protein 12pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0009734|auxin-activated signaling pathway;GO:0055114|oxidation-reduction process;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.13G053100.v6.1Inf 0.35135 up no Cytochrome b561 and DOMON domain-containing protein At3g25290pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.13G053300.v6.10.4198454 0.00332 down yes Ras-related protein RABA5epfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.13G053500.v6.10.5006937 1.12E-05 down no EPIDERMAL PATTERNING FACTOR-like protein 9pfam09401 NSP10 RNA synthesis protein NSP10. Non-structural protein 10 (NSP10) is involved in RNA synthesis. it is synthesized as a polyprotein whose cleavage generates many non-structural proteins. NSP10 contains two zinc binding motifs and forms two anti-parallel helices which are stacked against an irregular beta sheet.  A cluster of basic residues on the protein surface suggests a nucleic acid-binding function.GO:0007267|cell-cell signaling;GO:0010052|guard cell differentiation;GO:2000123|positive regulation of stomatal complex development;GO:2000038|regulation of stomatal complex development;GO:0010374|stomatal complex development;GO:0010375|stomatal complex patterning;GO:0048046|apoplast;. .

Manes.13G053600.v6.13.4543874 5.14E-08 up yes dCTP pyrophosphatase 1pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0032556|pyrimidine deoxyribonucleotide binding;K16904

Manes.13G054100.v6.10.9936983 0.95782 down no HAUS augmin-like complex subunit 3pfam14932 HAUS-augmin3 HAUS augmin-like complex subunit 3. This domain is subunit three of the augmin complex found from Drosophila to humans. The HAUS-augmin complex is made up of eight subunits. The augmin complex interacts with gamma-TuRC, and attenuation of this interaction severely impairs spindle MT generation. Furthermore, we provide evidence that human augmin plays critical and non-redundant roles in the kinetochore-MT attachment and also central spindle formation during anaphase in human cells.The HAUS complex is required for mitotic spindle assembly and for maintenance of centrosome integrity.GO:0051301|cell division;GO:0051297|centrosome organization;GO:0007067|mitotic nuclear division;GO:0051225|spindle assembly;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0070652|HAUS complex;GO:0005874|microtubule;GO:0005819|spindle;. K16586

Manes.13G054200.v6.13.8736826 5.68E-05 up yes . pfam00244 2014/3/3 14-3-3 protein.. . . .

Manes.13G054300.v6.10.3607244 0.00052 down yes . pfam15362 Enamelin Enamelin. ENAMELIN is involved in the mineralisation and structural organisation of enamel. It is necessary for the extension of enamel during the secretory stage of dental enamel formation. The proteins are expressed in teeth, particularly in odontoblasts, ameloblasts and cementoblasts.. . . .

Manes.13G054400.v6.111.182606 1.42E-42 up yes Putative lipid-transfer protein DIR1pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0048046|apoplast;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005504|fatty acid binding;GO:0043621|protein self-association;GO:0008270|zinc ion binding;.

Manes.13G054600.v6.11.0960457 0.48887 up no Transcription factor IBH1pfam14572 Pribosyl_synth Phosphoribosyl synthetase-associated domain. This family includes several examples of enzymes from class EC:2.7.6.1, phosphoribosyl-pyrophosphate transferase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G054900.v6.12.1796314 5.54E-15 up yes Serine carboxypeptidase-like 20pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0005777|peroxisome;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.13G055100.v6.10.6584937 0.0005 down no Poly(A)-specific ribonuclease PARN-likepfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006397|mRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.13G055300.v6.11.8267214 1.32E-06 up no Adrenodoxin-like protein, mitochondrialpfam14629 ORC4_C Origin recognition complex (ORC) subunit 4 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 4.GO:0055114|oxidation-reduction process;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.13G055400.v6.10.5959162 4.29E-05 down no Uncharacterized CRM domain-containing protein At3g25440, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.13G056000.v6.11.9375662 4.15E-05 up no Putative pentatricopeptide repeat-containing protein At5g59200, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.13G056100.v6.10.6046086 7.05E-06 down no Retrovirus-related Pol polyprotein from transposon TNT 1-94pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.13G056200.v6.10.5123178 6.80E-05 down no Ubiquitin-like-conjugating enzyme ATG10pfam03987 Autophagy_act_C Autophagocytosis associated protein, active-site domain. Autophagocytosis is a starvation-induced process responsible for transport of cytoplasmic proteins to the vacuole. The cysteine residue within the HPC motif is the putative active-site residue for recognition of the Apg5 subunit of the autophagosome complex.GO:0006914|autophagy;GO:0043482|cellular pigment accumulation;GO:0006995|cellular response to nitrogen starvation;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000786|positive regulation of autophagosome assembly;GO:0090549|response to carbon starvation;GO:0016021|integral component of membrane;GO:0016874|ligase activity;K17888

Manes.13G056600.v6.17.7659977 0.007 up yes UDP-glycosyltransferase 74E1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.13G057400.v6.10.4464771 0.01157 down yes Uncharacterized protein At4g08330, chloroplasticpfam01907 Ribosomal_L37e Ribosomal protein L37e. This family includes ribosomal protein L37 from eukaryotes and archaebacteria. The family contains many conserved cysteines and histidines suggesting that this protein may bind to zinc.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.13G057500.v6.10.2272071 1.62E-12 down yes . pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.13G057600.v6.11.7633807 5.73E-08 up no Peroxisomal membrane protein 13pfam01213 CAP_N Adenylate cyclase associated (CAP) N terminal.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;. K13344

Manes.13G058200.v6.10.8134998 0.07973 down no A/G-specific adenine DNA glycosylasepfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0016798|hydrolase activity, acting on glycosyl bonds;GO:0046872|metal ion binding;K03575

Manes.13G058500.v6.10.3087981 7.84E-11 down yes Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.13G058700.v6.10.7396043 0.00555 down no Elongation factor Ts, mitochondrialpfam00889 EF_TS Elongation factor TS.. GO:0005739|mitochondrion;GO:0003746|translation elongation factor activity;.

Manes.13G059100.v6.10.7133786 0.00486 down no Cytochrome P450 724B1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016132|brassinosteroid biosynthetic process;GO:0006879|cellular iron ion homeostasis;GO:0006826|iron ion transport;GO:0007275|multicellular organismal development;GO:0009647|skotomorphogenesis;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0008199|ferric iron binding;GO:0020037|heme binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0010012|steroid 22-alpha hydroxylase activity;K12639

Manes.13G059300.v6.19.7051781 1.48E-79 up yes . pfam00507 Oxidored_q4 NADH-ubiquinone/plastoquinone oxidoreductase, chain 3.. . . .

Manes.13G059500.v6.148.240493 3.29E-44 up yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.13G059600.v6.1Inf 2.38E-09 up yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.13G059800.v6.12.1880151 6.46E-18 up yes Zinc finger protein CONSTANS-LIKE 9pfam00643 zf-B_box B-box zinc finger.GO:0007623|circadian rhythm;GO:0048579|negative regulation of long-day photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.13G060000.v6.12.2861776 0.00108 up yes Probable E3 ubiquitin-protein ligase XERICOpfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.13G060100.v6.10.6919294 0.00052 down no . pfam06338 ComK ComK protein. This family consists of several bacterial ComK proteins. The ComK protein of Bacillus subtilis positively regulates the transcription of several late competence genes as well as comK itself. It has been found that ClpX plays an important role in the regulation of ComK at the post-transcriptional level.. . . .

Manes.13G060300.v6.11.345761 0.00133 up no . pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.13G060600.v6.10.9773651 0.84488 down no Long chain acyl-CoA synthetase 8pfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0009941|chloroplast envelope;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.13G060700.v6.10.805906 0.02747 down no . pfam07690 MFS_1 Major Facilitator Superfamily.. . . .

Manes.13G061300.v6.110.281368 7.76E-10 up yes Disease resistance protein RPM1pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;K13457

Manes.13G061400.v6.10.5402574 0.00042 down no Nudix hydrolase 2pfam00293 NUDIX NUDIX domain.GO:0006979|response to oxidative stress;. GO:0047631|ADP-ribose diphosphatase activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0000210|NAD+ diphosphatase activity;.

Manes.13G061500.v6.11.0349069 0.81812 up no Nitrile-specifier protein 5pfam13418 Kelch_4 Galactose oxidase, central domain.GO:0019762|glucosinolate catabolic process;GO:0080028|nitrile biosynthetic process;GO:0005829|cytosol;. .

Manes.13G061900.v6.10.0562988 0.00215 down yes . pfam04931 DNA_pol_phi DNA polymerase phi. This family includes the fifth essential DNA polymerase in yeast EC:2.7.7.7. Pol5p is localized exclusively to the nucleolus and binds near or at the enhancer region of rRNA-encoding DNA repeating units.. . . .

Manes.13G062000.v6.10.2840829 0.00021 down yes SNF1-related protein kinase regulatory subunit beta-2pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;. GO:0005524|ATP binding;.



Manes.13G062100.v6.10.5213267 3.62E-08 down no Putative protein FAR1-RELATED SEQUENCE 10pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0008270|zinc ion binding;.

Manes.13G062200.v6.193.380667 1.28E-27 up yes . pfam03185 CaKB Calcium-activated potassium channel, beta subunit.. . . .

Manes.13G062300.v6.10.6396182 9.60E-06 down no Glucose-6-phosphate 1-dehydrogenase, chloroplasticpfam02781 G6PD_C Glucose-6-phosphate dehydrogenase, C-terminal domain.GO:0006006|glucose metabolic process;GO:0006098|pentose-phosphate shunt;GO:0009507|chloroplast;GO:0004345|glucose-6-phosphate dehydrogenase activity;GO:0050661|NADP binding;K00036

Manes.13G062500.v6.10.3322235 5.53E-18 down yes Chaperone protein DnaJpfam11926 DUF3444 Domain of unknown function (DUF3444). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 210 amino acids in length. This domain is found associated with pfam00226. This domain has two conserved sequence motifs: FSH and FSH.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.13G062600.v6.10.7903948 0.07065 down no Zinc finger CCCH domain-containing protein 18pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.13G062700.v6.10.7145396 0.00053 down no Vacuolar protein-sorting-associated protein 11 homologpfam12451 VPS11_C Vacuolar protein sorting protein 11 C terminal. This domain family is found in eukaryotes, and is approximately 50 amino acids in length. Vps 11 is one of the evolutionarily conserved class C vacuolar protein sorting genes (c-vps: vps11, vps16, vps18, and vps33), whose products physically associate to form the c-vps protein complex required for vesicle docking and fusion.GO:0007032|endosome organization;GO:0006886|intracellular protein transport;GO:0007040|lysosome organization;GO:0035542|regulation of SNARE complex assembly;GO:0007033|vacuole organization;GO:0006904|vesicle docking involved in exocytosis;GO:0030897|HOPS complex;GO:0031902|late endosome membrane;GO:0009705|plant-type vacuole membrane;GO:0043234|protein complex;GO:0030674|protein binding, bridging;GO:0008270|zinc ion binding;.

Manes.13G062900.v6.10.2562036 1.58E-13 down yes . pfam15376 DUF4603 Domain of unknown function (DUF4603). This protein family is a domain of unknown function. In particular, this domain lies at the C-terminal end of a protein found in eukaryotes.. . . .

Manes.13G063000.v6.1Inf 0.1623 up no Receptor-like protein 12pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.13G063100.v6.10.1717966 0.00458 down yes . pfam01827 FTH FTH domain. This presumed domain is likely to be a protein-protein interaction module. It is found in many proteins from C. elegans. The domain is found associated with the F-box pfam00646. This domain is named FTH after FOG-2 homology domain.. . . .

Manes.13G063300.v6.12.7009208 5.35E-20 up yes Probable serine/threonine-protein kinase WNK11pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.13G063700.v6.11.1809511 0.14463 up no Transmembrane protein 256 homologpfam04241 DUF423 Protein of unknown function (DUF423). This family of proteins with unknown function is a possible integral membrane protein from Caenorhabditis elegans. This family of proteins has GO references indicating the protein is involved in nematode larval development and is a positive regulator of growth rate.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.13G063800.v6.10.6215897 4.75E-06 down no Histidine kinase 2pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0070417|cellular response to cold;GO:0009736|cytokinin-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0034757|negative regulation of iron ion transport;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0010271|regulation of chlorophyll catabolic process;GO:0009909|regulation of flower development;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009884|cytokinin receptor activity;GO:0009927|histidine phosphotransfer kinase activity;GO:0042802|identical protein binding;GO:0019900|kinase binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;K14489

Manes.13G064300.v6.1Inf 0.00014 up yes . pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.13G064700.v6.11.24001 0.01968 up no Ribonuclease Z, chloroplasticpfam12706 Lactamase_B_2 Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.GO:0042780|tRNA 3'-end processing;GO:0034414|tRNA 3'-trailer cleavage, endonucleolytic;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0042781|3'-tRNA processing endoribonuclease activity;GO:0046872|metal ion binding;K00784

Manes.13G064900.v6.10.9553459 0.71223 down no Protein-tyrosine-phosphatase IBR5pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0000188|inactivation of MAPK activity;GO:0035556|intracellular signal transduction;GO:0043407|negative regulation of MAP kinase activity;GO:0006470|protein dephosphorylation;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0005634|nucleus;GO:0033549|MAP kinase phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;K04459

Manes.13G065400.v6.10.4016792 0.00022 down yes Triacylglycerol lipase 2pfam00561 Abhydrolase_1 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0002213|defense response to insect;GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;GO:0004806|triglyceride lipase activity;.

Manes.13G065600.v6.11.4448513 0.06062 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G065700.v6.112.670075 5.18E-68 up yes Probable tyrosine-protein phosphatase At1g05000pfam03162 Y_phosphatase2 Tyrosine phosphatase family. This family is closely related to the pfam00102 and pfam00782 families.. . GO:0004725|protein tyrosine phosphatase activity;.

Manes.13G065800.v6.12.5725053 1.96E-14 up yes 1-aminocyclopropane-1-carboxylate oxidase 4pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009693|ethylene biosynthetic process;. GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.13G066800.v6.10.6231306 2.37E-05 down no Probable plastidic glucose transporter 1pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.13G067000.v6.10.4413258 3.26E-14 down yes Protein NRT1/ PTR FAMILY 6.4pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0015293|symporter activity;.

Manes.13G067100.v6.10.8972459 0.40404 down no 50S ribosomal protein L30pfam00327 Ribosomal_L30 Ribosomal protein L30p/L7e. This family includes prokaryotic L30 and eukaryotic L7.GO:0006412|translation;GO:0015934|large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02907

Manes.13G067300.v6.11.4691921 4.05E-05 up no Plant UBX domain-containing protein 5pfam08059 SEP SEP domain. The SEP domain is named after Saccharomyces cerevisiae Shp1, Drosophila melanogaster eyes closed gene (eyc), and vertebrate p47. In p47, the SEP domain has been shown to bind to and inhibit the cysteine protease cathepsin L. Most SEP domains are succeeded closely by a UBX domain.GO:0000045|autophagosome assembly;GO:0007030|Golgi organization;GO:0061025|membrane fusion;GO:0031468|nuclear envelope reassembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051117|ATPase binding;GO:0008599|protein phosphatase type 1 regulator activity;GO:0043130|ubiquitin binding;K14012

Manes.13G067500.v6.11.0148557 0.84397 up no Serine/threonine protein phosphatase 2A 59 kDa regulatory subunit B' gamma isoformpfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.GO:0006555|methionine metabolic process;GO:0031348|negative regulation of defense response;GO:0090342|regulation of cell aging;GO:0007165|signal transduction;GO:0010090|trichome morphogenesis;GO:0000159|protein phosphatase type 2A complex;GO:0008266|poly(U) RNA binding;GO:0008601|protein phosphatase type 2A regulator activity;K11584

Manes.13G067600.v6.11.147787 0.28337 up no . pfam05899 Cupin_3 Protein of unknown function (DUF861). This family consists of several proteins which seem to be specific to plants and bacteria. The function of this family is unknown.. . . .

Manes.13G067800.v6.12.1485697 1.10E-06 up yes . pfam09955 DUF2189 Predicted integral membrane protein (DUF2189). Members of this family are found in various hypothetical prokaryotic proteins, as well as putative cytochrome c oxidases. Their exact function has not, as yet, been established.. . . .

Manes.13G067900.v6.11.9190468 0.01013 up no . pfam01773 Nucleos_tra2_N Na+ dependent nucleoside transporter N-terminus. This family consists of nucleoside transport proteins. Rat CNT 2 is a purine-specific Na+-nucleoside cotransporter localized to the bile canalicular membrane. Rat CNT 1 is a a Na+-dependent nucleoside transporter selective for pyrimidine nucleosides and adenosine it also transports the anti-viral nucleoside analogues AZT and ddC. This alignment covers the N terminus of this family. . . .

Manes.13G068000.v6.11.359589 0.00118 up no Aspartic proteinase A1pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.13G068100.v6.110.787157 ####### up yes WRKY transcription factor 6pfam03106 WRKY WRKY DNA -binding domain.GO:0080169|cellular response to boron-containing substance deprivation;GO:0016036|cellular response to phosphate starvation;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.13G068300.v6.11.1224062 0.21597 up no Ubiquitin fusion degradation protein 1 homologpfam03152 UFD1 Ubiquitin fusion degradation protein UFD1. Post-translational ubiquitin-protein conjugates are recognized for degradation by the ubiquitin fusion degradation (UFD) pathway. Several proteins involved in this pathway have been identified. This family includes UFD1, a 40kD protein that is essential for vegetative cell viability. The human UFD1 gene is expressed at high levels during embryogenesis, especially in the eyes and in the inner ear primordia and is thought to be important in the determination of ectoderm-derived structures, including neural crest cells. In addition, this gene is deleted in the CATCH-22 (cardiac defects, abnormal facies, thymic hypoplasia, cleft palate and hypocalcaemia with deletions on chromosome 22) syndrome. This clinical syndrome is associated with a variety of developmental defects, all characterized by microdeletions on 22q11.2. Two such developmental defects are the DiGeorge syndrome OMIM:188400, and the velo-cardio- facial syndrome OMIM:145410. Several of the abnormalities assocGO:0071712|ER-associated misfolded protein catabolic process;GO:0030970|retrograde protein transport, ER to cytosol;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0036501|UFD1-NPL4 complex;GO:0034098|VCP-NPL4-UFD1 AAA ATPase complex;GO:0036435|K48-linked polyubiquitin binding;K14016

Manes.13G068500.v6.10.5547656 0.0001 down no Chitin elicitor receptor kinase 1pfam00069 Pkinase Protein kinase domain.GO:0002752|cell surface pattern recognition receptor signaling pathway;GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0042742|defense response to bacterium;GO:0009817|defense response to fungus, incompatible interaction;GO:0032491|detection of molecule of fungal origin;GO:0032499|detection of peptidoglycan;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0010200|response to chitin;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:2001080|chitosan binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13429

Manes.13G069200.v6.10.9515696 0.65604 down no . pfam07922 Glyco_transf_52 Glycosyltransferase family 52. This family features glycosyltransferases belonging to glycosyltransferase family 52, which have alpha-2,3- sialyltransferase (EC:4.2.99.4) and alpha-glucosyltransferase (EC 2.4.1.-) activity. For example, beta-galactoside alpha-2,3- sialyltransferase expressed by Neisseria meningitidis is a member of this family and is involved in a step of lipooligosaccharide biosynthesis requiring sialic acid transfer; these lipooligosaccharides are thought to be important in the process of pathogenesis. This family includes several bacterial lipooligosaccharide sialyltransferases similar to the Haemophilus ducreyi LST protein. Haemophilus ducreyi is the cause of the sexually transmitted disease chancroid and produces a lipooligosaccharide (LOS) containing a terminal sialyl N-acetyllactosamine trisaccharide.. . . .

Manes.13G069600.v6.10.8114153 0.58779 down no Mitogen-activated protein kinase kinase kinase Apfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0009653|anatomical structure morphogenesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0051403|stress-activated MAPK cascade;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0046872|metal ion binding;.

Manes.13G069700.v6.10.715609 0.00067 down no . pfam04357 DUF490 Family of unknown function (DUF490).. . . .

Manes.13G069800.v6.10.1968783 2.05E-21 down yes Probable beta-1,3-galactosyltransferase 2pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.13G070100.v6.12.5464442 3.31E-20 up yes PRA1 family protein B4pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. .

Manes.13G070300.v6.10.11805 0.00178 down yes . pfam06578 YscK YOP proteins translocation protein K (YscK). This family consists of several YscK proteins. The function of this protein is unknown but it belongs to an operon involved in the secretion of Yop proteins across bacterial membranes.. . . .

Manes.13G070700.v6.10.3805637 0.00015 down yes Septum-promoting GTP-binding protein 1pfam08477 Miro Miro-like protein. Mitochondrial Rho proteins (Miro-1 and Miro-2), are atypical Rho GTPases. They have a unique domain organisation, with tandem GTP-binding domains and two EF hand domains (pfam00036), that may bind calcium. They are also larger than classical small GTPases. It has been proposed that they are involved in mitochondrial homeostasis and apoptosis.GO:0034613|cellular protein localization;GO:0006886|intracellular protein transport;GO:0007067|mitotic nuclear division;GO:0010973|positive regulation of barrier septum assembly;GO:0032482|Rab protein signal transduction;GO:0031028|septation initiation signaling;GO:0044732|mitotic spindle pole body;GO:0005525|GTP binding;GO:0003924|GTPase activity;K06682

Manes.13G070900.v6.11.0511107 0.78733 up no Transmembrane protein 97pfam10914 DUF2781 Protein of unknown function (DUF2781). This is a eukaryotic family of uncharacterized proteins. Some of the proteins in this family are annotated as membrane proteins.GO:0042632|cholesterol homeostasis;GO:0016021|integral component of membrane;GO:0005764|lysosome;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0005791|rough endoplasmic reticulum;. .

Manes.13G071200.v6.10.3461468 2.44E-07 down yes Ras-related protein Rab7pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07897

Manes.13G071800.v6.13.4078198 1.05E-09 up yes U-box domain-containing protein 27pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G072300.v6.13.2721372 1.96E-31 up yes Transcription factor CPCpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009913|epidermal cell differentiation;GO:0007275|multicellular organismal development;GO:0010063|positive regulation of trichoblast fate specification;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.13G072500.v6.1Inf 0.9009 up no . pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.13G072900.v6.18.0121304 0.08735 up no Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16pfam00271 Helicase_C Helicase conserved C-terminal domain. The Prosite family is restricted to DEAD/H helicases, whereas this domain family is found in a wide variety of helicases and helicase related proteins. It may be that this is not an autonomously folding unit, but an integral part of the helicase.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0003676|nucleic acid binding;K12813

Manes.13G073300.v6.10.9908847 0.94014 down no SPX and EXS domain-containing protein 1pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.13G073600.v6.10.5142895 4.52E-08 down no G-type lectin S-receptor-like serine/threonine-protein kinase At4g03230pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G073800.v6.16.9823704 2.72E-84 up yes B-box zinc finger protein 32pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G074000.v6.10.565857 0.00034 down no . pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.13G074700.v6.10.3088099 2.37E-10 down yes Scarecrow-like protein 32pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G074900.v6.10.3669997 4.68E-12 down yes . pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.13G077000.v6.10.6177667 0.0002 down no . pfam03186 CobD_Cbib CobD/Cbib protein. This family includes CobD proteins from a number of bacteria, in Salmonella this protein is called Cbib. Salmonella CobD is a different protein. This protein is involved in cobalamin biosynthesis and is probably an enzyme responsible for the conversion of adenosylcobyric acid to adenosylcobinamide or adenosylcobinamide phosphate.. . . .

Manes.13G077100.v6.10.7308985 0.01513 down no Beta-D-xylosidase 4pfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0009627|systemic acquired resistance;GO:0045493|xylan catabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0009044|xylan 1,4-beta-xylosidase activity;K15920

Manes.13G077800.v6.12.9095448 4.84E-08 up yes . pfam02992 Transposase_21 Transposase family tnp2.. . . .

Manes.13G077900.v6.11.4828131 0.0008 up no Ribosome biogenesis protein TSR3 homologpfam04034 DUF367 Domain of unknown function (DUF367).GO:0030490|maturation of SSU-rRNA;. . K09140

Manes.13G078500.v6.10.6537942 7.07E-05 down no Hepatocyte growth factor-regulated tyrosine kinase substratepfam03127 GAT GAT domain. The GAT domain is responsible for binding of GGA proteins to several members of the ARF family including ARF1 and ARF3. The GAT domain stabilizes membrane bound ARF1 in its GTP bound state, by interfering with GAP proteins.GO:0010324|membrane invagination;GO:0046426|negative regulation of JAK-STAT cascade;GO:1903543|positive regulation of exosomal secretion;GO:0010628|positive regulation of gene expression;GO:0072657|protein localization to membrane;GO:0006622|protein targeting to lysosome;GO:0043405|regulation of MAP kinase activity;GO:0031901|early endosome membrane;GO:0070062|extracellular exosome;GO:0032585|multivesicular body membrane;GO:0046872|metal ion binding;K12182

Manes.13G078700.v6.10.6267736 1.09E-05 down no Retinoblastoma-binding protein 5pfam00400 WD40 WD domain, G-beta repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006325|chromatin organization;GO:0051568|histone H3-K4 methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0043627|response to estrogen;GO:0006351|transcription, DNA-templated;GO:0035097|histone methyltransferase complex;GO:0071339|MLL1 complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0048188|Set1C/COMPASS complex;GO:0035064|methylated histone binding;GO:0044212|transcription regulatory region DNA binding;K14961

Manes.13G078800.v6.10.6326724 0.00268 down no . pfam11894 DUF3414 Protein of unknown function (DUF3414). This family of proteins are functionally uncharacterized. The family is found in eukaryotes and has a conserved LLG sequence motif.. . . .

Manes.13G078900.v6.13.3638128 3.25E-44 up yes . pfam09740 DUF2043 Uncharacterized conserved protein (DUF2043). This is a 100 residue conserved region of a family of proteins found from fungi to humans. This region contains three conserved Cysteines and a motif of {CP}{y/l}{HG}.. . . .

Manes.13G079000.v6.11.1149123 0.27265 up no MACPF domain-containing protein At4g24290pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;GO:0005886|plasma membrane;. .

Manes.13G079100.v6.11.2005795 0.45723 up no Ammonium transporter 3 member 1pfam00909 Ammonium_transpAmmonium Transporter Family.. GO:0016021|integral component of membrane;GO:0008519|ammonium transmembrane transporter activity;K03320

Manes.13G079500.v6.11.0260306 0.82024 up no Fatty acid amide hydrolasepfam01425 Amidase Amidase. GO:0042742|defense response to bacterium;GO:0070291|N-acylethanolamine metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;GO:0047412|N-(long-chain-acyl)ethanolamine deacylase activity;.

Manes.13G080200.v6.10.630957 0.2752 down no Uncharacterized mitochondrial protein AtMg00860pfam13206 VSG_B Trypanosomal VSG domain. This family represents the B-type variant surface glycoproteins from trypanosomal parasites. This family is related to pfam00913.. GO:0005739|mitochondrion;. .

Manes.13G081100.v6.13.2654601 0.00304 up yes Ethylene-responsive transcription factor ABR1pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009738|abscisic acid-activated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0009749|response to glucose;GO:0006970|response to osmotic stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G081200.v6.12.1903736 1.75E-12 up yes U3 small nucleolar RNA-interacting protein 2pfam00400 WD40 WD domain, G-beta repeat.GO:0006364|rRNA processing;GO:0031428|box C/D snoRNP complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;GO:0034511|U3 snoRNA binding;K14793

Manes.13G081700.v6.14.4749924 1.14E-06 up yes Citrate-binding proteinpfam08787 Alginate_lyase2 Alginate lyase. Alginate lyases are enzymes that degrade the linear polysaccharide alignate.  They cleave the glycosidic linkage of alignate through a beta-elimination reaction. This family forms an all beta fold and is different to all alpha fold of pfam05426.. GO:0005773|vacuole;. .

Manes.13G082200.v6.11.0513962 0.98204 up no WAT1-related protein At5g64700pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.13G082400.v6.14.5764165 8.05E-42 up yes Probable pectinesterase/pectinesterase inhibitor 51pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.13G082500.v6.10.6979626 0.03823 down no Protein trichome berefringence-like 7pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.13G082800.v6.19.0834023 3.84E-26 up yes Probable cysteine desulfurasepfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0006534|cysteine metabolic process;. GO:0031071|cysteine desulfurase activity;GO:0030170|pyridoxal phosphate binding;K11717

Manes.13G083400.v6.11.6904757 1.19E-08 up no NAC domain-containing protein 78pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009962|regulation of flavonoid biosynthetic process;GO:0009644|response to high light intensity;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G083500.v6.10.7315448 0.00246 down no BTB/POZ domain-containing protein At2g13690pfam14500 MMS19_N Dos2-interacting transcription regulator of RNA-Pol-II. This domain, along with the C-terminal part, pfam12460, is an essential component of a silencing complex in fission yeast that contains Dos2, Rik1, Mms19 and Cdc20 (the catalytic subunit of DNA polymerase-epsilon). This complex regulates RNA polymerase II (RNA Pol II) activity in heterochromatin and is required for DNA replication and heterochromatin assembly.GO:0016567|protein ubiquitination;. . .

Manes.13G083600.v6.10.7396545 0.01581 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G083900.v6.11.3693146 0.00052 up no DEAD-box ATP-dependent RNA helicase 50pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006968|cellular defense response;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;GO:0003724|RNA helicase activity;K13179

Manes.13G084000.v6.13.6578586 0.00082 up yes Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.13G086200.v6.13.2142583 0.03819 up no . pfam01865 PhoU_div Protein of unknown function DUF47. This family includes prokaryotic proteins of unknown function, as well as a protein annotated as the pit accessory protein from Sinorhizobium meliloti. However, the function of this protein is also unknown (Pit stands for Phosphate transport). It is probably distantly related to pfam01895 (personal obs:Yeats C).. . . .

Manes.13G086300.v6.10.7628264 0.01674 down no DEAD-box ATP-dependent RNA helicase 10pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14777

Manes.13G086400.v6.11.4109754 0.00696 up no Actin-7 pfam00022 Actin Actin. GO:0051301|cell division;GO:0009733|response to auxin;GO:0009416|response to light stimulus;GO:0009611|response to wounding;GO:0048364|root development;GO:0010053|root epidermal cell differentiation;GO:0048767|root hair elongation;GO:0009845|seed germination;GO:0005618|cell wall;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005200|structural constituent of cytoskeleton;K10355

Manes.13G086600.v6.10.8459841 0.09172 down no Probable plastid-lipid-associated protein 7, chloroplasticpfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;. .

Manes.13G086700.v6.12.2209362 1.75E-19 up yes Systemin receptor SR160pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0005496|steroid binding;.

Manes.13G087800.v6.11.617669 1.08E-05 up no . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.13G088200.v6.11.0015078 0.99138 up no . pfam01252 Peptidase_A8 Signal peptidase (SPase) II.. . . .

Manes.13G088300.v6.10.2372449 1.58E-07 down yes . pfam14656 RAB3GAP2_C Rab3 GTPase-activating protein regulatory subunit C-terminus. This family includes the N-terminus of the Rab3 GTPase-activating protein non-catalytic subunit. Rab3 GTPase-activating protein is a GTPase activating protein with specificity for Rab3 subfamily.. . . .

Manes.13G088400.v6.13.0296404 1.25E-12 up yes . pfam04017 DUF366 Domain of unknown function (DUF366). Archaeal domain of unknown function.. . . .

Manes.13G088500.v6.10.9598683 0.69168 down no . pfam12906 RINGv RING-variant domain.. . . .

Manes.13G088600.v6.12.6624766 1.54E-23 up yes Serine/threonine-protein kinase SAPK7pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.13G088700.v6.10.8796285 0.18306 down no Ferrochelatase-2, chloroplasticpfam00762 Ferrochelatase Ferrochelatase.GO:0006783|heme biosynthetic process;GO:0009507|chloroplast;GO:0004325|ferrochelatase activity;.

Manes.13G088800.v6.11.8587143 3.59E-06 up no Probable ADP-ribosylation factor GTPase-activating protein AGD13pfam00168 C2 C2 domain. GO:0009555|pollen development;. GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.13G088900.v6.11.6111878 0.00059 up no tRNA (guanine(9)-N1)-methyltransferasepfam01746 tRNA_m1G_MT tRNA (Guanine-1)-methyltransferase. This is a family of tRNA (Guanine-1)-methyltransferases EC:2.1.1.31. In E.coli K12 this enzyme catalyses the conversion of a guanosine residue to N1-methylguanine in position 37, next to the anticodon, in tRNA.GO:0030488|tRNA methylation;GO:0002939|tRNA N1-guanine methylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0052905|tRNA (guanine(9)-N(1))-methyltransferase activity;K15445



Manes.13G089400.v6.10.5614619 3.34E-07 down no Alanine--glyoxylate aminotransferase 2 homolog 1, mitochondrialpfam00202 Aminotran_3 Aminotransferase class-III.GO:0019544|arginine catabolic process to glutamate;GO:0009853|photorespiration;GO:0046686|response to cadmium ion;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0008453|alanine-glyoxylate transaminase activity;GO:0030170|pyridoxal phosphate binding;GO:0008270|zinc ion binding;K00827

Manes.13G089700.v6.10.7418906 0.24476 down no Transcription factor TGA1pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0042742|defense response to bacterium;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14431

Manes.13G090300.v6.11.2576097 0.08795 up no Photosynthetic NDH subunit of lumenal location 4, chloroplasticpfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0061077|chaperone-mediated protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0006810|transport;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0005737|cytoplasm;GO:0009579|thylakoid;GO:0005528|FK506 binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.13G090600.v6.10.7258255 0.00308 down no U-box domain-containing protein 2pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G090700.v6.1Inf 7.40E-18 up yes . . . . . . . .

Manes.13G090900.v6.10.5960498 0.20595 down no . pfam01510 Amidase_2 N-acetylmuramoyl-L-alanine amidase. This family includes zinc amidases that have N-acetylmuramoyl-L-alanine amidase activity EC:3.5.1.28. This enzyme domain cleaves the amide bond between N-acetylmuramoyl and L-amino acids in bacterial cell walls (preferentially: D-lactyl-L-Ala). The structure is known for the bacteriophage T7 structure and shows that two of the conserved histidines are zinc binding.. . . .

Manes.13G091100.v6.11.12354 0.20781 up no Inositol-3-phosphate synthasepfam07994 NAD_binding_5 Myo-inositol-1-phosphate synthase. This is a family of myo-inositol-1-phosphate synthases. Inositol-1-phosphate catalyses the conversion of glucose-6- phosphate to inositol-1-phosphate, which is then dephosphorylated to inositol. Inositol phosphates play an important role in signal transduction.GO:0006021|inositol biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0005737|cytoplasm;GO:0004512|inositol-3-phosphate synthase activity;.

Manes.13G091300.v6.13.97865 0.39698 up no Zinc finger protein CONSTANS-LIKE 12pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.13G091800.v6.13.6627356 2.76E-14 up yes Protein SCO1 homolog 2, mitochondrialpfam02630 SCO1-SenC SCO1/SenC. This family is involved in biogenesis of respiratory and photosynthetic systems. SCO1 is required for a post-translational step in the accumulation of subunits COXI and COXII of cytochrome c oxidase. SenC is required for optimal cytochrome c oxidase activity and maximal induction of genes encoding the light-harvesting and reaction centre complexes of R. capsulatus.GO:0055070|copper ion homeostasis;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K07152

Manes.13G092000.v6.10.751905 0.03353 down no . pfam01477 PLAT PLAT/LH2 domain. This domain is found in a variety of membrane or lipid associated proteins. It is called the PLAT (Polycystin-1, Lipoxygenase, Alpha-Toxin) domain or LH2 (Lipoxygenase homology) domain. The known structure of pancreatic lipase shows this domain binds to procolipase pfam01114, which mediates membrane association. So it appears possible that this domain mediates membrane attachment via other protein binding partners. The structure of this domain is known for many members of the family and is composed of a beta sandwich.. . . .

Manes.13G092100.v6.11.2134006 0.12573 up no (S)-hydroxynitrile lyasepfam00561 Abhydrolase_1 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052891|aliphatic (S)-hydroxynitrile lyase activity;GO:0052892|aromatic (S)-hydroxynitrile lyase activity;.

Manes.13G092800.v6.1NA NA -- no (S)-hydroxynitrile lyasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0052891|aliphatic (S)-hydroxynitrile lyase activity;GO:0052892|aromatic (S)-hydroxynitrile lyase activity;.

Manes.13G093400.v6.1NA NA -- no . pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.13G094300.v6.10.7711169 0.01957 down no Probable LRR receptor-like serine/threonine-protein kinase At5g10290pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G094500.v6.10.9636316 0.75854 down no Monoacylglycerol lipase ABHD6pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0046464|acylglycerol catabolic process;GO:0060292|long term synaptic depression;GO:0030336|negative regulation of cell migration;GO:0009395|phospholipid catabolic process;GO:0046889|positive regulation of lipid biosynthetic process;GO:2000124|regulation of endocannabinoid signaling pathway;GO:0032281|AMPA glutamate receptor complex;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0047372|acylglycerol lipase activity;GO:0004620|phospholipase activity;K13700

Manes.13G094800.v6.10.7318723 0.0084 down no . pfam06333 Med13_C Mediator complex subunit 13 C-terminal. Mediator is a large complex of up to 33 proteins that is conserved from plants through fungi to humans - the number and representation of individual subunits varying with species. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Med13 is part of the ancillary kinase module, together with Med12, CDK8 and CycC, which in yeast is implicated in transcriptional repression, though most of this activity is likely attributable to the CDK8 kinase. The large Med12 and Med13 proteins are required for specific developmental processes in Drosophila, zebrafish, and Caenorhabditis elegans but their biochemical functions are not understood.. . . .

Manes.13G095000.v6.1Inf 0.0237 up yes 7-deoxyloganetin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.13G095100.v6.11.1432652 0.17584 up no Haloacid dehalogenase-like hydrolase domain-containing protein At4g39970pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.13G095500.v6.10.6712013 0.00171 down no . pfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. . . .

Manes.13G096400.v6.11.5723598 0.00811 up no LanC-like protein GCL1pfam05147 LANC_like Lanthionine synthetase C-like protein. Lanthionines are thioether bridges that are putatively generated by dehydration of Ser and Thr residues followed by addition of cysteine residues within the peptide. This family contains the lanthionine synthetase C-like proteins 1 and 2 which are related to the bacterial lanthionine synthetase components C (LanC). LANCL1 (P40 seven-transmembrane-domain protein) and LANCL2 (testes-specific adriamycin sensitivity protein) are thought to be peptide-modifying enzyme components in eukaryotic cells. Both proteins are produced in large quantities in the brain and testes and may have role in the immune surveillance of these organs. Lanthionines are found in lantibiotics, which are peptide-derived, post-translationally modified antimicrobials produced by several bacterial strains. This region contains seven internal repeats.. GO:0019898|extrinsic component of membrane;. .

Manes.13G096600.v6.11.985105 3.09E-14 up no LMBR1 domain-containing protein 2 homolog Apfam04791 LMBR1 LMBR1-like membrane protein. Members of this family are integral membrane proteins that are around 500 residues in length. LMBR1 is not involved in preaxial polydactyly, as originally thought. Vertebrate members of this family may play a role in limb development. A member of this family has been shown to be a lipocalin membrane receptor. GO:0016021|integral component of membrane;. .

Manes.13G096700.v6.11.0724713 1 up no . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.13G097300.v6.10.7509019 0.73154 down no . pfam02050 FliJ Flagellar FliJ protein.. . . .

Manes.13G097400.v6.11.0952782 0.60659 up no RING-H2 finger protein ATL54pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.13G097900.v6.10.8819171 0.64714 down no Protein TRANSPARENT TESTA 12pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.13G098000.v6.15.889053 9.23E-48 up yes . pfam11914 DUF3432 Domain of unknown function (DUF3432). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 100 amino acids in length. This domain is found associated with pfam00096. This domain has two conserved sequence motifs: YPSPV and PSP.. . . .

Manes.13G098200.v6.10.9524316 0.69684 down no GLABRA2 expression modulatorpfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.GO:0051567|histone H3-K9 methylation;GO:0010482|regulation of epidermal cell division;GO:0048765|root hair cell differentiation;GO:0010026|trichome differentiation;GO:0005829|cytosol;. .

Manes.13G098600.v6.1#NAME? 0.2252 down no Dirigent protein 23pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.13G098700.v6.10.5373313 4.58E-08 down no GPI ethanolamine phosphate transferase 2pfam01663 Phosphodiest Type I phosphodiesterase / nucleotide pyrophosphatase. This family consists of phosphodiesterases, including human plasma-cell membrane glycoprotein PC-1 / alkaline phosphodiesterase i / nucleotide pyrophosphatase (nppase). These enzymes catalyse the cleavage of phosphodiester and phosphosulfate bonds in NAD, deoxynucleotides and nucleotide sugars. Also in this family is ATX an autotaxin, tumor cell motility-stimulating protein which exhibits type I phosphodiesterases activity. The alignment encompasses the active site. Also present with in this family is 60-kDa Ca2+-ATPase form F. odoratum.GO:0006501|C-terminal protein lipidation;GO:0044267|cellular protein metabolic process;GO:0006506|GPI anchor biosynthetic process;GO:0043687|post-translational protein modification;GO:0016254|preassembly of GPI anchor in ER membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0051267|CP2 mannose-ethanolamine phosphotransferase activity;GO:0016780|phosphotransferase activity, for other substituted phosphate groups;K05310

Manes.13G100100.v6.13.5461292 1.48E-20 up yes Uncharacterized isochorismatase family protein PncApfam00857 Isochorismatase Isochorismatase family. This family are hydrolase enzymes.. . GO:0016787|hydrolase activity;.

Manes.13G100300.v6.10.6499419 0.00011 down no . pfam05992 SbmA_BacA SbmA/BacA-like family. The Rhizobium meliloti bacA gene encodes a function that is essential for bacterial differentiation into bacteroids within plant cells in the symbiosis between R. meliloti and alfalfa. An Escherichia coli homolog of BacA, SbmA, is implicated in the uptake of microcins and bleomycin. This family is likely to be a subfamily of the ABC transporter family.. . . .

Manes.13G100400.v6.10.8315291 0.34052 down no Receptor-like cytosolic serine/threonine-protein kinase RBK1pfam00069 Pkinase Protein kinase domain.GO:0071369|cellular response to ethylene stimulus;GO:0009814|defense response, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009623|response to parasitic fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0012505|endomembrane system;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G100500.v6.10.3168781 5.07E-08 down yes . pfam13414 TPR_11 TPR repeat. . . . .

Manes.13G100700.v6.11.2965046 0.005 up no Nucleobase-ascorbate transporter 11pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.13G100900.v6.10.7190995 0.01145 down no . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.13G101200.v6.10.4686523 2.02E-12 down yes Putative UDP-rhamnose:rhamnosyltransferase 1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.13G101500.v6.10.8755182 0.18295 down no RNA-binding protein Nova-2pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.GO:0051252|regulation of RNA metabolic process;GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K14944

Manes.13G101600.v6.13.4015643 3.79E-18 up yes Probable 1-deoxy-D-xylulose-5-phosphate synthase 2, chloroplasticpfam13292 DXP_synthase_N 1-deoxy-D-xylulose-5-phosphate synthase. This family contains 1-deoxyxylulose-5-phosphate synthase (DXP synthase), an enzyme which catalyses the thiamine pyrophosphoate-dependent acyloin condensation reaction between carbon atoms 2 and 3 of pyruvate and glyceraldehyde 3-phosphate, to yield 1-deoxy-D- xylulose-5-phosphate, a precursor in the biosynthetic pathway to isoprenoids, thiamine (vitamin B1), and pyridoxol (vitamin B6).GO:0052865|1-deoxy-D-xylulose 5-phosphate biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0008661|1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0046872|metal ion binding;K01662

Manes.13G101800.v6.10.8049389 0.11972 down no Uncharacterized tRNA/rRNA methyltransferase slr1673pfam00588 SpoU_methylase SpoU rRNA Methylase family. This family of proteins probably use S-AdoMet.GO:0006396|RNA processing;. GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;K03437

Manes.13G102000.v6.10.4596696 0.00029 down yes Kinesin-4 pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;K10406

Manes.13G102200.v6.10.5337845 0.05316 down no Probable mannitol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G102300.v6.10.2232816 0.00037 down yes Probable mannitol dehydrogenasepfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G102800.v6.10.2637545 3.08E-05 down yes Rhamnogalacturonate lyase Bpfam06045 Rhamnogal_lyase Rhamnogalacturonate lyase family. Rhamnogalacturonate lyase (EC:4.2.2.-) degrades the rhamnogalacturonan I (RG-I) backbone of pectin. This family contains mainly members from plants, but also contains the plant pathogen Erwinia chrysanthemi.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0016837|carbon-oxygen lyase activity, acting on polysaccharides;K18195

Manes.13G103500.v6.19.5905068 9.13E-05 up yes . pfam04892 VanZ VanZ like family. This family contains several examples of the VanZ protein, but also contains examples of phosphotransbutyrylases.. . . .

Manes.13G103900.v6.10.9802105 0.85505 down no Organellar oligopeptidase A, chloroplastic/mitochondrialpfam01432 Peptidase_M3 Peptidase family M3. This is the Thimet oligopeptidase family, large family of mammalian and bacterial oligopeptidases that cleave medium sized peptides. The group also contains mitochondrial intermediate peptidase which is encoded by nuclear DNA but functions within the mitochondria to remove the leader sequence.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005759|mitochondrial matrix;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K01414

Manes.13G104000.v6.16.6310833 0.13453 up no ABC transporter G family member 17pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.13G104700.v6.10.4593879 2.24E-13 down yes Auxin-responsive protein IAA9pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G104900.v6.10.1555332 2.66E-14 down yes . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.13G105100.v6.10.4964598 0.00015 down yes . pfam05300 DUF737 Protein of unknown function (DUF737). This family consists of several uncharacterized mammalian proteins of unknown function.. . . .

Manes.13G105300.v6.10.7657077 0.01804 down no Probable starch synthase 4, chloroplastic/amyloplasticpfam08323 Glyco_transf_5 Starch synthase catalytic domain.GO:0019252|starch biosynthetic process;GO:0005982|starch metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;.

Manes.13G105600.v6.10.793347 0.06808 down no . pfam12854 PPR_1 PPR repeat. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. . . .

Manes.13G105700.v6.130.635584 1.04E-05 up yes Transcription factor bHLH25pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G106000.v6.10.6971994 0.00086 down no Malate dehydrogenase, glyoxysomalpfam00056 Ldh_1_N lactate/malate dehydrogenase, NAD binding domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes. N-terminus (this family) is a Rossmann NAD-binding fold. C-terminus is an unusual alpha+beta fold.GO:0006097|glyoxylate cycle;GO:0006108|malate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0030060|L-malate dehydrogenase activity;.

Manes.13G106300.v6.11.2097812 0.03697 up no Tubulin alpha chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.13G106400.v6.10.2915888 0.00088 down yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.13G106600.v6.12.4474091 0.0251 up yes . pfam09346 SMI1_KNR4 SMI1 / KNR4 family (SUKH-1). Proteins in this family are involved in the regulation of 1,3-beta-glucan synthase activity and cell-wall formation. Genome contextual information showed that SMI1 are primary immunity proteins in bacterial toxin systems.. . . .

Manes.13G106700.v6.11.2527221 0.02574 up no Cytochrome c oxidase subunit 6a, mitochondrialpfam02046 COX6A Cytochrome c oxidase subunit VIa.. GO:0005751|mitochondrial respiratory chain complex IV;GO:0005739|mitochondrion;GO:0004129|cytochrome-c oxidase activity;.

Manes.13G107300.v6.116.568652 0.00099 up yes . pfam11437 Vanabin-2 Vanadium-binding protein 2. The Vanadium binding protein, Vanabin2, contains four alpha-helices connected by nine disulphide bonds. Vanadium accumulates in Ascidians however the biological reason remains unclear.. . . .

Manes.13G108400.v6.10.5887221 1.96E-05 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G108700.v6.10.5288347 2.04E-05 down no Trans-resveratrol di-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G108800.v6.10.7287859 0.03063 down no AP2-like ethylene-responsive transcription factor ANTpfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009908|flower development;GO:0010492|maintenance of shoot apical meristem identity;GO:0042127|regulation of cell proliferation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.13G109400.v6.10.9664356 0.8982 down no Basic leucine zipper 43pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G109600.v6.12.1228549 0.00018 up yes . pfam06404 PSK Phytosulfokine precursor protein (PSK). This family consists of several plant specific phytosulfokine precursor proteins. Phytosulfokines, are active as either a pentapeptide or a C-terminally truncated tetrapeptide. These compounds were first isolated because of their ability to stimulate cell division in somatic embryo cultures of Asparagus officinalis.. . . .

Manes.13G109700.v6.11.4789878 2.05E-05 up no . pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.13G110200.v6.11.4711782 0.00019 up no RuvB-like 2 pfam06068 TIP49 TIP49 C-terminus. This family consists of the C-terminal region of several eukaryotic and archaeal RuvB-like 1 (Pontin or TIP49a) and RuvB-like 2 (Reptin or TIP49b) proteins. The N-terminal domain contains the pfam00004 domain. In zebrafish, the liebeskummer (lik) mutation, causes development of hyperplastic embryonic hearts. lik encodes Reptin, a component of a DNA-stimulated ATPase complex. Beta-catenin and Pontin, a DNA-stimulated ATPase that is often part of complexes with Reptin, are in the same genetic pathways. The Reptin/Pontin ratio serves to regulate heart growth during development, at least in part via the beta-catenin pathway. TBP-interacting protein 49 (TIP49) was originally identified as a TBP-binding protein, and two related proteins are encoded by individual genes, tip49a and b. Although the function of this gene family has not been elucidated, they are supposed to play a critical role in nuclear events because they interact with various kinds of nuclear factors and have DNA helicase activitieGO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0071339|MLL1 complex;GO:0000812|Swr1 complex;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;.

Manes.13G110300.v6.10.4525134 2.14E-11 down yes Putative glycosyltransferase 7pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.13G110600.v6.12.2175409 0.35162 up no Cysteine-rich repeat secretory protein 38pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0009737|response to abscisic acid;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.13G110700.v6.11.6045932 3.89E-05 up no . pfam05287 PMG PMG protein. This family consists of several mouse anagen-specific protein mKAP13 (PMG1 and PMG2). PMG1 and 2 contain characteristic repeats reminiscent of the keratin-associated proteins (KAPs). Both genes are expressed in growing hair follicles in skin as well as in sebaceous and eccrine sweat glands. Interestingly, expression is also detected in the mammary epithelium where it is limited to the onset of the pubertal growth phase and is independent of ovarian hormones. Their broad, developmentally controlled expression pattern, together with their unique amino acid composition, demonstrate that pmg-1 and pmg-2 constitute a novel KAP gene family participating in the differentiation of all epithelial cells forming the epidermal appendages.. . . .

Manes.13G110900.v6.11.5950448 2.86E-07 up no NADH dehydrogenase [ubiquinone] iron-sulfur protein 4, mitochondrialpfam04800 ETC_C1_NDUFA4ETC complex I subunit conserved region. Family of pankaryotic NADH-ubiquinone oxidoreductase subunits (EC:1.6.5.3) (EC:1.6.99.3) from complex I of the electron transport chain initially identified in Neurospora crassa as a 21 kDa protein.GO:0009631|cold acclimation;GO:0022900|electron transport chain;GO:0006970|response to osmotic stress;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0050897|cobalt ion binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;K03937

Manes.13G111100.v6.10.5498668 2.01E-05 down no Telomere repeat-binding factor 2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006334|nucleosome assembly;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0000784|nuclear chromosome, telomeric region;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003691|double-stranded telomeric DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0043047|single-stranded telomeric DNA binding;GO:0042162|telomeric DNA binding;K09422

Manes.13G111300.v6.10.931061 0.45183 down no Pentatricopeptide repeat-containing protein At5g67570, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0042793|transcription from plastid promoter;GO:0009507|chloroplast;. .

Manes.13G111500.v6.10.2476253 1.52E-20 down yes . pfam04616 Glyco_hydro_43 Glycosyl hydrolases family 43. The glycosyl hydrolase family 43 contains members that are arabinanase. Rabinanases hydrolyses the alpha-1,5-linked L-arabinofuranoside backbone of plant cell wall arabinans. The structure of arabinanase Arb43A from Cellvibrio japonicus reveals a five-bladed beta-propeller fold. A long V-shaped groove, partially enclosed at one end, forms a single extended substrate-binding surface across the face of the propeller.. . . .

Manes.13G111600.v6.10.9654884 0.82842 down no Protein SHORT-ROOTpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0008356|asymmetric cell division;GO:0055072|iron ion homeostasis;GO:0048366|leaf development;GO:0045930|negative regulation of mitotic cell cycle;GO:0009956|radial pattern formation;GO:0032350|regulation of hormone metabolic process;GO:0006351|transcription, DNA-templated;GO:0005769|early endosome;GO:0005770|late endosome;GO:0005634|nucleus;GO:0055037|recycling endosome;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G111900.v6.10.5017784 2.01E-05 down no Adenylyl-sulfate kinase, chloroplasticpfam01583 APS_kinase Adenylylsulphate kinase. Enzyme that catalyses the phosphorylation of adenylylsulphate to 3'-phosphoadenylylsulfate. This domain contains an ATP binding P-loop motif.GO:0019344|cysteine biosynthetic process;GO:0070814|hydrogen sulfide biosynthetic process;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;.

Manes.13G112200.v6.10.4030918 0.00028 down yes Calcium-transporting ATPase 2, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006810|transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0015085|calcium ion transmembrane transporter activity;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.13G112500.v6.119.661717 1.55E-19 up yes BTB/POZ and TAZ domain-containing protein 4pfam02135 zf-TAZ TAZ zinc finger. The TAZ2 domain of CBP binds to other transcription factors such as the p53 tumor suppressor protein, E1A oncoprotein, MyoD, and GATA-1. The zinc coordinating motif that is necessary for binding to target DNA sequences consists of HCCC.GO:0016567|protein ubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0009739|response to gibberellin;GO:0042542|response to hydrogen peroxide;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005774|vacuolar membrane;GO:0005516|calmodulin binding;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.

Manes.13G112800.v6.10.3033405 0.00186 down yes Probable N-acetyltransferase HLS1-likepfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.13G113000.v6.13.5570445 2.08E-43 up yes LOB domain-containing protein 37pfam03195 DUF260 Protein of unknown function DUF260.GO:0006807|nitrogen compound metabolic process;GO:0060776|simple leaf morphogenesis;. . .

Manes.13G113300.v6.10.2284923 4.08E-06 down yes Peroxidase 51pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.13G113400.v6.11.5150451 4.63E-06 up no . pfam11899 DUF3419 Protein of unknown function (DUF3419). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 398 to 802 amino acids in length.. . . .

Manes.13G113500.v6.11.4051076 0.00017 up no Ribonuclease 3pfam00636 Ribonuclease_3 Ribonuclease III domain.GO:0006397|mRNA processing;GO:0016075|rRNA catabolic process;GO:0006364|rRNA processing;GO:0008033|tRNA processing;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0019843|rRNA binding;K03685

Manes.13G113700.v6.11.6415391 0.0046 up no Acyl-CoA-binding domain-containing protein 3pfam00887 ACBP Acyl CoA binding protein.GO:0006810|transport;GO:0005615|extracellular space;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.13G113900.v6.12.1088518 4.16E-16 up yes Subtilisin-like protease SBT1.7pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.13G114000.v6.10.3953999 2.34E-14 down yes . pfam10222 DUF2152 Uncharacterized conserved protein (DUF2152). This is a family of proteins conserved from worms to humans. Its function is unknown.. . . .

Manes.13G114200.v6.19.0623132 0.05007 up no Probable esterase KAI2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009704|de-etiolation;GO:0009640|photomorphogenesis;GO:0080167|response to karrikin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.13G114300.v6.15.1338328 0.22741 up no Probable esterase D14Lpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;.

Manes.13G114800.v6.15.9382821 0.01252 up yes . pfam09170 STN1_2 CST, Suppressor of cdc thirteen homolog, complex subunit STN1. STN1 is a component of the CST complex, a complex that binds to single-stranded DNA and is required for protecting telomeres from DNA degradation. The CST complex binds single-stranded DNA with high affinity in a sequence-independent manner, while isolated subunits bind DNA with low affinity on their own. In addition to telomere protection, the CST complex probably has a more general role in DNA metabolizm at non-telomeric sites.. . . .

Manes.13G114900.v6.10.7678955 0.65562 down no Tetratricopeptide repeat protein 1pfam13414 TPR_11 TPR repeat. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;GO:0051082|unfolded protein binding;.



Manes.13G115000.v6.11.3374385 0.00662 up no . pfam04828 GFA Glutathione-dependent formaldehyde-activating enzyme.. . . .

Manes.13G115200.v6.11.0945864 0.60704 up no DNA damage-binding protein 2pfam14580 LRR_9 Leucine-rich repeat.GO:0006281|DNA repair;GO:0035518|histone H2A monoubiquitination;GO:0006289|nucleotide-excision repair;GO:0000718|nucleotide-excision repair, DNA damage removal;GO:0051865|protein autoubiquitination;GO:0000209|protein polyubiquitination;GO:0006290|pyrimidine dimer repair;GO:0009411|response to UV;GO:0070914|UV-damage excision repair;GO:0030054|cell junction;GO:0031465|Cul4B-RING E3 ubiquitin ligase complex;GO:0005654|nucleoplasm;GO:0043234|protein complex;GO:0003684|damaged DNA binding;GO:0003677|DNA binding;K10140

Manes.13G115800.v6.11.0772657 0.42178 up no FRIGIDA-like protein 3pfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.13G115900.v6.10.4788225 8.57E-07 down yes Metal transporter Nramp3pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0042742|defense response to bacterium;GO:0055072|iron ion homeostasis;GO:0006828|manganese ion transport;GO:2000379|positive regulation of reactive oxygen species metabolic process;GO:0009617|response to bacterium;GO:0010043|response to zinc ion;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005215|transporter activity;K12347

Manes.13G116400.v6.10.3894851 1.09E-07 down yes Pentatricopeptide repeat-containing protein ELI1, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:1900865|chloroplast RNA modification;GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.13G116500.v6.10.6994154 0.01074 down no F-box-like/WD repeat-containing protein TBL1XR1-Apfam00400 WD40 WD domain, G-beta repeat.GO:0045444|fat cell differentiation;GO:0016575|histone deacetylation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0043627|response to estrogen;GO:0006351|transcription, DNA-templated;GO:0000118|histone deacetylase complex;GO:0005667|transcription factor complex;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0003714|transcription corepressor activity;K04508

Manes.13G117000.v6.11.0476187 0.82611 up no Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.13G117100.v6.10.2395785 1.19E-13 down yes Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.13G117800.v6.10.3989292 0.31504 down no Probable cinnamyl alcohol dehydrogenase 1pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.GO:0009809|lignin biosynthetic process;. GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G117900.v6.11.4177069 0.00023 up no Mortality factor 4-like protein 1pfam05712 MRG MRG. This family consists of three different eukaryotic proteins (mortality factor 4 (MORF4/MRG15), male-specific lethal 3(MSL-3) and ESA1-associated factor 3(EAF3)). It is thought that the MRG family is involved in transcriptional regulation via histone acetylation. It contains 2 chromo domains and a leucine zipper motif.GO:0008283|cell proliferation;GO:0006338|chromatin remodeling;GO:0006342|chromatin silencing;GO:0000724|double-strand break repair via homologous recombination;GO:0016575|histone deacetylation;GO:0043968|histone H2A acetylation;GO:0043967|histone H4 acetylation;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0035267|NuA4 histone acetyltransferase complex;GO:0016580|Sin3 complex;GO:0003682|chromatin binding;K11339

Manes.13G118000.v6.124.898214 0.00746 up yes . pfam11041 DUF2612 Protein of unknown function (DUF2612). This is a phage protein family expressed from a range of Proteobacteria species. The function is not known.. . . .

Manes.13G118400.v6.14.7857 2.06E-33 up yes Transcription factor MYB44pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.13G118500.v6.11.7884203 2.44E-08 up no Probable LRR receptor-like serine/threonine-protein kinase At4g37250pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G118700.v6.1Inf 0.35135 up no . pfam01994 Trm56 tRNA ribose 2'-O-methyltransferase, aTrm56. This family is an aTrm56 that catalyses the 2'-O-methylation of the cytidine residue in archaeal tRNA, using S-adenosyl-L-methionine. Biochemical assays showed that aTrm56 forms a dimer and prefers the L-shaped tRNA to the lambda form as its substrate. aTrm56 consists of the SPOUT domain, which contains the characteristic deep trefoil knot for AdoMet binding, and a unique C-terminal beta-hairpin.. . . .

Manes.13G119100.v6.10.6722 0.00119 down no Cyclin-D3-2 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.13G119200.v6.10.9812467 0.97189 down no F-box protein SKIP2pfam12937 F-box-like F-box-like. This is an F-box-like family.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G119300.v6.10.8479289 0.16821 down no Protein RER1Apfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.13G119600.v6.11.8231488 3.20E-11 up no Probable beta-1,4-xylosyltransferase IRX14Hpfam03360 Glyco_transf_43 Glycosyltransferase family 43.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015018|galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.

Manes.13G119700.v6.13.1346044 1.00E-36 up yes Probable WRKY transcription factor 7pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G119900.v6.10.6218385 0.00014 down no Probable 2-oxoglutarate-dependent dioxygenase At3g49630pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.13G120200.v6.11.3045943 0.00315 up no SUMO-conjugating enzyme SCE1pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0009793|embryo development ending in seed dormancy;GO:0016925|protein sumoylation;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;K10577

Manes.13G120500.v6.11.1720572 0.10725 up no CBS domain-containing protein CBSX1, chloroplasticpfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0045454|cell redox homeostasis;GO:0009507|chloroplast;. .

Manes.13G120700.v6.10.6394442 0.00375 down no Floral homeotic protein APETALA 2pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0010073|meristem maintenance;GO:0048481|ovule development;GO:0048316|seed development;GO:0010093|specification of floral organ identity;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09284

Manes.13G120800.v6.10.7409809 0.01742 down no OTU domain-containing protein 3pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0035871|protein K11-linked deubiquitination;GO:0044313|protein K6-linked deubiquitination;. GO:0004843|ubiquitin-specific protease activity;K13717

Manes.13G121100.v6.11.0256521 0.79312 up no . pfam03598 CdhC CO dehydrogenase/acetyl-CoA synthase complex beta subunit.. . . .

Manes.13G121200.v6.18.9870931 3.35E-35 up yes BAHD acyltransferase DCRpfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0010143|cutin biosynthetic process;GO:0051179|localization;GO:0090626|plant epidermis morphogenesis;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.13G121300.v6.11.4148527 0.00027 up no Uncharacterized acetyltransferase At3g50280pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.13G121800.v6.1Inf 0.9009 up no . pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.13G122500.v6.10.6275941 6.08E-06 down no Histone-lysine N-methyltransferase CLFpfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0030154|cell differentiation;GO:0009294|DNA mediated transformation;GO:0009908|flower development;GO:0016571|histone methylation;GO:0009965|leaf morphogenesis;GO:0045857|negative regulation of molecular function, epigenetic;GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0031519|PcG protein complex;GO:0018024|histone-lysine N-methyltransferase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0003727|single-stranded RNA binding;K11430

Manes.13G122800.v6.13.0497898 1.85E-27 up yes E3 ubiquitin-protein ligase MBR2pfam13639 zf-RING_2 Ring finger domain.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.13G123000.v6.11.7339913 6.38E-05 up no Probable serine/threonine-protein kinase At1g01540pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G123200.v6.10.4892459 5.69E-05 down yes Subtilisin-like protease SBT1.7pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.13G123700.v6.119.809611 6.80E-56 up yes Transcription factor HEC2pfam03137 OATP Organic Anion Transporter Polypeptide (OATP) family. This family consists of several eukaryotic Organic-Anion-Transporting Polypeptides (OATPs). Several have been identified mostly in human and rat. Different OATPs vary in tissue distribution and substrate specificity. Since the numbering of different OATPs in particular species was based originally on the order of discovery, similarly numbered OATPs in humans and rats did not necessarily correspond in function, tissue distribution and substrate specificity (in spite of the name, some OATPs also transport organic cations and neutral molecules). Thus, Tamai et al. initiated the current scheme of using digits for rat OATPs and letters for human ones. Prostaglandin transporter (PGT) proteins are also considered to be OATP family members. In addition, the methotrexate transporter OATK is closely related to OATPs. This family also includes several predicted proteins from Caenorhabditis elegans and Drosophila melanogaster. This similarity was not previously noted. GO:0048462|carpel formation;GO:0080126|ovary septum development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G124000.v6.10.4565259 6.73E-09 down yes Remorin pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.13G124100.v6.10.7844146 0.03553 down no Zeaxanthin epoxidase, chloroplasticpfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0009688|abscisic acid biosynthetic process;GO:0009507|chloroplast;GO:0016020|membrane;GO:0052663|antheraxanthin epoxidase activity;GO:0009540|zeaxanthin epoxidase [overall] activity;GO:0052662|zeaxanthin epoxidase activity;.

Manes.13G124500.v6.16.3655195 1.27E-36 up yes Heat shock factor protein HSF24pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G124900.v6.11.1252884 0.2747 up no Caltractin pfam13499 EF-hand_7 EF-hand domain pair.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005509|calcium ion binding;.

Manes.13G125000.v6.14.4944371 1.36E-09 up yes Pentatricopeptide repeat-containing protein At3g09040, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G125300.v6.10.9596724 0.86395 down no Peroxidase 10pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.13G125400.v6.110.399418 1.64E-06 up yes . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.13G125700.v6.16.1980635 5.44E-05 up yes . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.13G126000.v6.10.6064334 4.34E-07 down no CDPK-related protein kinasepfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G126100.v6.10.4842295 1.58E-08 down yes Very-long-chain 3-oxoacyl-CoA reductasepfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006703|estrogen biosynthetic process;GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004303|estradiol 17-beta-dehydrogenase activity;.

Manes.13G126200.v6.11.119905 0.25263 up no . pfam04053 Coatomer_WDADCoatomer WD associated region. This region is composed of WD40 repeats.. . . .

Manes.13G126500.v6.1NA NA -- no . pfam05110 AF-4 AF-4 proto-oncoprotein. This family consists of AF4 (Proto-oncogene AF4) and FMR2 (Fragile X E mental retardation syndrome) nuclear proteins. These proteins have been linked to human diseases such as acute lymphoblastic leukaemia and mental retardation. The family also contains a Drosophila AF4 protein homologue Lilliputian which contains an AT-hook domain. Lilliputian represents a novel pair-rule gene that acts in cytoskeleton regulation, segmentation and morphogenesis in Drosophila.. . . .

Manes.13G127100.v6.10.5946533 3.38E-07 down no Cyclin-dependent kinase inhibitor 7pfam02234 CDI Cyclin-dependent kinase inhibitor. Cell cycle progression is negatively controlled by cyclin-dependent kinases inhibitors (CDIs). CDIs are involved in cell cycle arrest at the G1 phase.GO:0007050|cell cycle arrest;GO:0045736|negative regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0001673|male germ cell nucleus;GO:0005654|nucleoplasm;GO:0004861|cyclin-dependent protein serine/threonine kinase inhibitor activity;.

Manes.13G127200.v6.1Inf 0.00699 up yes Uncharacterized membrane protein At3g27390pfam12950 TaqI_C TaqI-like C-terminal specificity domain. This domain is found at the C-terminus of the TaqI protein and is involved in DNA-binding and substrate recognition.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.13G127300.v6.12.8529849 4.17E-31 up yes B3 domain-containing protein Os01g0234100pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G127400.v6.10.3248299 0.00011 down yes . pfam15327 Tankyrase_bdg_C Tankyrase binding protein C terminal domain. This protein domain family is found at the C-terminal end of the Tankyrase binding protein in eukaryotes. The precise function of this protein is still unknown. However, it is known interacts with the enzyme tankyrase, a telomeric poly(ADP-ribose) polymerase, by binding to it. Tankyrin catalyses poly(ADP-ribose) chain formation onto proteins. More specifically, it binds to the ankyrin domain in tankyrase. The protein domain is approximately 170 amino acids in length and contains two conserved sequence motifs: FPG and LKA.. . . .

Manes.13G127800.v6.11.7123249 7.86E-05 up no Multidrug and toxin extrusion protein 1pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.13G128300.v6.11.7124982 8.93E-09 up no Transcription factor BOApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G128400.v6.12.0169302 2.42E-15 up yes Serine/threonine-protein kinase SAPK10pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.13G128500.v6.17.6060796 4.52E-16 up yes . pfam06317 Arena_RNA_pol Arenavirus RNA polymerase. This family consists of several Arenavirus RNA polymerase proteins (EC:2.7.7.48).. . . .

Manes.13G128600.v6.10.7447627 0.00459 down no Probable disease resistance protein At5g66900pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G129200.v6.10.811169 0.13206 down no . pfam07855 DUF1649 Protein of unknown function (DUF1649). This family is made up of sequences derived from hypothetical eukaryotic proteins of unknown function.. . . .

Manes.13G129300.v6.10.4715309 0.06344 down no Methylesterase 10pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;.

Manes.13G129700.v6.10.5965966 0.02391 down no Methylesterase 10pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;.

Manes.13G129900.v6.11.4046722 0.00027 up no Methylesterase 3pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016788|hydrolase activity, acting on ester bonds;GO:0080030|methyl indole-3-acetate esterase activity;GO:0080032|methyl jasmonate esterase activity;K08233

Manes.13G130000.v6.10.5922833 0.00447 down no . pfam14695 LINES_C Lines C-terminus. This family represents the C-terminus of protein lines. In Drosophila this protein is involved in embryonic segmentation and may function as a transcriptional regulator.. . . .

Manes.13G130100.v6.10.6807518 0.00095 down no Nuclear pore complex protein NUP58pfam14296 O-ag_pol_Wzy O-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.GO:0051028|mRNA transport;GO:0006913|nucleocytoplasmic transport;GO:0015031|protein transport;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14307

Manes.13G130200.v6.1NA NA -- no Glucan endo-1,3-beta-glucosidase, basic isoformpfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0009607|response to biotic stimulus;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.13G130700.v6.11.9860414 2.78E-07 up no Protease 2 pfam02897 Peptidase_S9_N Prolyl oligopeptidase, N-terminal beta-propeller domain. This unusual 7-stranded beta-propeller domain protects the catalytic triad of prolyl oligopeptidase (see pfam00326), excluding larger peptides and proteins from proteolysis in the cytosol.. . GO:0004252|serine-type endopeptidase activity;GO:0070008|serine-type exopeptidase activity;K01354

Manes.13G130900.v6.10.1967427 8.37E-18 down yes B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.13G131200.v6.12.714441 0.00765 up yes Cytochrome P450 82C4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G131300.v6.10.7684752 0.02657 down no Protein root UVB sensitive 4pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. GO:0016021|integral component of membrane;. .

Manes.13G131600.v6.10.8906038 0.27123 down no . pfam04973 NMN_transporter Nicotinamide mononucleotide transporter. Members of this family are integral membrane proteins that are involved in transport of nicotinamide mononucleotide.. . . .

Manes.13G132100.v6.10.7024193 0.00637 down no . . . . . . . .

Manes.13G132200.v6.11.3331409 0.00165 up no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.13G132500.v6.12.0026923 3.16E-10 up yes Cold-regulated 413 plasma membrane protein 2pfam05562 WCOR413 Cold acclimation protein WCOR413. This family consists of several WCOR413-like plant cold acclimation proteins.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. .

Manes.13G132600.v6.14.0904322 5.32E-06 up yes . pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.13G132700.v6.10.6545317 0.01177 down no Oxygen-evolving enhancer protein 1, chloroplasticpfam01716 MSP Manganese-stabilizing protein / photosystem II polypeptide. This family consists of the 33 KDa photosystem II polypeptide from the oxygen evolving complex (OEC) of plants and cyanobacteria. The protein is also known as the manganese-stabilizing protein as it is associated with the manganese complex of the OEC and may provide the ligands for the complex.GO:0015979|photosynthesis;GO:0042549|photosystem II stabilization;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0016021|integral component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.13G133000.v6.13.2631511 0.00339 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.13G133100.v6.10.2750183 0.01084 down yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.13G133200.v6.10.6634114 0.00041 down no . pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in ti. . . .

Manes.13G133400.v6.10.941816 0.60077 down no Cinnamoyl-CoA reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.13G133500.v6.10.7870077 0.02112 down no Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G133600.v6.10.6489155 0.00234 down no Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G133700.v6.10.5403551 0.00012 down no Cinnamoyl-CoA reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.13G133900.v6.10.3755092 9.54E-10 down yes Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.13G134100.v6.10.4484963 5.66E-10 down yes . pfam02033 RBFA Ribosome-binding factor A.. . . .

Manes.13G134200.v6.10.3453772 1.30E-22 down yes Putative disease resistance protein RGA4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G134300.v6.11.0712731 0.44664 up no Histone-lysine N-methyltransferase SUVR5pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005694|chromosome;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.13G134400.v6.10.3358182 8.17E-24 down yes BTB/POZ domain-containing protein At3g50780pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . .

Manes.13G134600.v6.10.2009851 0.02635 down yes . pfam05021 NPL4 NPL4 family. The HRD4 gene was identical to NPL4, a gene previously implicated in nuclear transport. Using a diverse set of substrates and direct ubiquitination assays, analysis revealed that HRD4/NPL4 is required for a poorly characterized step in ER-associated degradation after ubiquitination of target proteins but before their recognition by the 26S proteasome. Npl4p physically associates with Cdc48p via Ufd1p to form a Cdc48p-Ufd1p-Npl4p complex. The Cdc48-Ufd1-Npl4 complex functions in the recognition of several polyubiquitin-tagged proteins and facilitates their presentation to the 26S proteasome for processive degradation or even more specific processing.. . . .

Manes.13G134800.v6.115.905479 0.03431 up no Chitin elicitor receptor kinase 1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0002752|cell surface pattern recognition receptor signaling pathway;GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0042742|defense response to bacterium;GO:0009817|defense response to fungus, incompatible interaction;GO:0032491|detection of molecule of fungal origin;GO:0032499|detection of peptidoglycan;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0010200|response to chitin;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:2001080|chitosan binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13429

Manes.13G134900.v6.13.5730827 1.78E-11 up yes LysM domain receptor-like kinase 4pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G135000.v6.18.3499099 ####### up yes LysM domain receptor-like kinase 4pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G135200.v6.11.7646328 0.00279 up no Probable calcium-binding protein CML41pfam13833 EF-hand_8 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448



Manes.13G135500.v6.12.355055 0.00129 up yes Probable galacturonosyltransferase-like 1pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0052386|cell wall thickening;GO:0010417|glucuronoxylan biosynthetic process;GO:0048366|leaf development;GO:0032504|multicellular organism reproduction;GO:0045489|pectin biosynthetic process;GO:0010051|xylem and phloem pattern formation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.13G135600.v6.12.2366255 6.31E-15 up yes E3 ubiquitin-protein ligase RNF5pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0006914|autophagy;GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10666

Manes.13G135900.v6.14.2561897 3.81E-34 up yes Calcium uniporter protein 2, mitochondrialpfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.13G136100.v6.11.4821983 1.40E-05 up no UPF0496 protein At2g18630pfam05055 DUF677 Protein of unknown function (DUF677). This family consists of AT14A like proteins from Arabidopsis thaliana. At14a has a small domain that has sequence similarities to integrins from fungi, insects and humans. Transcripts of At14a are found in all Arabidopsis tissues and localizes partly to the plasma membrane.. GO:0016021|integral component of membrane;GO:0005777|peroxisome;. .

Manes.13G136300.v6.11.4820916 1.63E-05 up no NEDD8-conjugating enzyme Ubc12pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0045116|protein neddylation;GO:0016567|protein ubiquitination;GO:0009733|response to auxin;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0019788|NEDD8 transferase activity;K10579

Manes.13G136500.v6.11.9515004 1.80E-13 up no BES1/BZR1 homolog protein 2pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0003677|DNA binding;.

Manes.13G136600.v6.115.121852 7.96E-26 up yes Anthocyanidin 3-O-glucosyltransferase 5pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.13G136800.v6.111.271265 5.36E-26 up yes Homeobox-leucine zipper protein ATHB-21pfam00046 Homeobox Homeobox domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.13G136900.v6.11.0880687 0.35794 up no G-box-binding factor 1pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0010629|negative regulation of gene expression;GO:0090342|regulation of cell aging;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09060

Manes.13G137000.v6.10.7525299 0.04998 down no HVA22-like protein kpfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . K17279

Manes.13G137200.v6.13.6984158 0.16591 up no Vicilin pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0033095|aleurone grain;GO:0005773|vacuole;GO:0045735|nutrient reservoir activity;.

Manes.13G137400.v6.13.5844841 5.00E-46 up yes Zinc finger protein MAGPIEpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.13G137500.v6.10.9825923 0.89364 down no Splicing factor U2af large subunit Bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.13G137900.v6.10.9468644 0.63897 down no Adaptin ear-binding coat-associated protein 2pfam07933 DUF1681 Protein of unknown function (DUF1681). This family is composed of sequences derived from a number of hypothetical eukaryotic proteins of unknown function.GO:0006897|endocytosis;GO:0015031|protein transport;GO:0030125|clathrin vesicle coat;GO:0005905|coated pit;GO:0005622|intracellular;GO:0005886|plasma membrane;. .

Manes.13G138000.v6.11.4510594 3.47E-05 up no . pfam05088 Bac_GDH Bacterial NAD-glutamate dehydrogenase. This family consists of several bacterial proteins which are closely related to NAD-glutamate dehydrogenase found in Streptomyces clavuligerus. Glutamate dehydrogenases (GDHs) are a broadly distributed group of enzymes that catalyse the reversible oxidative deamination of glutamate to ketoglutarate and ammonia.. . . .

Manes.13G138100.v6.10.5595623 8.22E-07 down no . pfam08598 Sds3 Sds3-like. Repression of gene transcription is mediated by histone deacetylases containing repressor-co-repressor complexes, which are recruited to promoters of target genes via interactions with sequence-specific transcription factors. The co-repressor complex contains a core of at least seven proteins.  This family represents the conserved region found in Sds3, Dep1 and BRMS1-homologue p40 proteins.. . . .

Manes.13G138800.v6.10.9996048 1 down no . pfam04305 DUF455 Protein of unknown function (DUF455).. . . .

Manes.13G139000.v6.121.749967 1.92E-20 up yes . pfam05262 Borrelia_P83 Borrelia P83/100 protein. This family consists of several Borrelia P83/P100 antigen proteins.. . . .

Manes.13G139300.v6.17.5827592 0.08485 up no Senescence-specific cysteine protease SAG12pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0007568|aging;GO:0009817|defense response to fungus, incompatible interaction;GO:0010623|developmental programmed cell death;GO:0080187|floral organ senescence;GO:0010150|leaf senescence;GO:0009626|plant-type hypersensitive response;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0009750|response to fructose;GO:0009749|response to glucose;GO:0009744|response to sucrose;GO:0010224|response to UV-B;GO:1990169|stress response to copper ion;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0010282|senescence-associated vacuole;GO:0004197|cysteine-type endopeptidase activity;.

Manes.13G139600.v6.10.8086253 0.1038 down no Pentatricopeptide repeat-containing protein At1g06270pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0042170|plastid membrane;. .

Manes.13G139800.v6.10.8225607 0.26907 down no Glucosidase 2 subunit betapfam12999 PRKCSH-like Glucosidase II beta subunit-like. The sequences found in this family are similar to a region found in the beta-subunit of glucosidase II, which is also known as protein kinase C substrate 80K-H (PRKCSH). The enzyme catalyses the sequential removal of two alpha-1,3-linked glucose residues in the second step of N-linked oligosaccharide processing. The beta subunit is required for the solubility and stability of the heterodimeric enzyme, and is involved in retaining the enzyme within the endoplasmic reticulum.GO:0042742|defense response to bacterium;GO:0005783|endoplasmic reticulum;. K08288

Manes.13G140000.v6.11.2781452 0.01369 up no GTP-binding protein TypA/BipA homologpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. . GO:0005525|GTP binding;GO:0003924|GTPase activity;K06207

Manes.13G140300.v6.10.2076987 1.01E-08 down yes Optic atrophy 3 protein homologpfam07047 OPA3 Optic atrophy 3 protein (OPA3). This family consists of several optic atrophy 3 (OPA3) proteins. OPA3 deficiency causes type III 3-methylglutaconic aciduria (MGA) in humans. This disease manifests with early bilateral optic atrophy, spasticity, extrapyramidal dysfunction, ataxia, and cognitive deficits, but normal longevity.GO:0007626|locomotory behavior;GO:0050881|musculoskeletal movement;GO:0031413|regulation of buoyancy;GO:0005739|mitochondrion;. .

Manes.13G140400.v6.10.498379 0.0225 down yes Trans-resveratrol di-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G140900.v6.16.793981 3.46E-46 up yes Trans-resveratrol di-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G141000.v6.11.278636 0.01146 up no . pfam15229 POM121 POM121 family.. . . .

Manes.13G141200.v6.12.4904091 2.19E-09 up yes Fasciclin-like arabinogalactan protein 6pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.13G141300.v6.11.665321 2.54E-08 up no Prohibitin-1, mitochondrialpfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.. GO:0016021|integral component of membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;. K17081

Manes.13G141400.v6.124.429905 ####### up yes Glutaredoxin-C9pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0009867|jasmonic acid mediated signaling pathway;GO:0009751|response to salicylic acid;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.13G141500.v6.15.9747108 5.67E-23 up yes Zinc finger protein MAGPIEpfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.13G141700.v6.10.4364978 0.12873 down no . pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.13G141800.v6.10.9018861 0.28682 down no . pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.. . . .

Manes.13G142000.v6.12.2034848 5.36E-08 up yes DnaJ homolog subfamily B member 13pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;. . K09519

Manes.13G142100.v6.13.0554007 9.62E-08 up yes . pfam06524 NOA36 NOA36 protein. This family consists of several NOA36 proteins which contain 29 highly conserved cysteine residues. The function of this protein is unknown.. . . .

Manes.13G142200.v6.10.5817934 1.46E-07 down no Transcription activator GLK1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:1900056|negative regulation of leaf senescence;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G142500.v6.12.1526669 3.53E-17 up yes DDB1- and CUL4-associated factor 13pfam04158 Sof1 Sof1-like domain. Sof1 is essential for cell growth and is a component of the nucleolar rRNA processing machinery.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0016567|protein ubiquitination;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005730|nucleolus;GO:0032040|small-subunit processome;. K11806

Manes.13G142600.v6.10.7379607 0.00629 down no Nuclear cap-binding protein subunit 2pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006370|7-methylguanosine mRNA capping;GO:0045292|mRNA cis splicing, via spliceosome;GO:0000398|mRNA splicing, via spliceosome;GO:0031053|primary miRNA processing;GO:0016070|RNA metabolic process;GO:0000394|RNA splicing, via endonucleolytic cleavage and ligation;GO:0005737|cytoplasm;GO:0005845|mRNA cap binding complex;GO:0005846|nuclear cap binding complex;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0000339|RNA cap binding;K12883

Manes.13G142700.v6.11.9540213 2.00E-05 up no . pfam09561 RE_HpaII HpaII restriction endonuclease. This family includes the HpaII (recognizes and cleaves C^CGG) restriction endonuclease.. . . .

Manes.13G143400.v6.11.2890682 0.04032 up no Probable aminotransferase TAT2pfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0006520|cellular amino acid metabolic process;GO:0010189|vitamin E biosynthetic process;. GO:0004838|L-tyrosine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00815

Manes.13G143500.v6.134.532237 ####### up yes Ethylene-responsive transcription factor 9pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.13G143600.v6.11.4651789 0.00556 up no Phospholipid-transporting ATPase 2pfam13246 Hydrolase_like2 Putative hydrolase of sodium-potassium ATPase alpha subunit. This is a putative hydrolase of the sodium-potassium ATPase alpha subunit.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K01530

Manes.13G143700.v6.113.107806 4.07E-31 up yes Zinc finger CCCH domain-containing protein 2pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0010187|negative regulation of seed germination;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G143900.v6.13.9922559 2.64E-46 up yes Probable protein phosphatase 2C 58pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.13G144400.v6.10.8292971 0.43216 down no Squamosa promoter-binding-like protein 4pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010321|regulation of vegetative phase change;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G144700.v6.111.381112 6.41E-09 up yes Pollen-specific leucine-rich repeat extensin-like protein 1pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.13G144800.v6.10.9523515 0.66344 down no Transmembrane E3 ubiquitin-protein ligase 1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0043162|ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0044695|Dsc E3 ubiquitin ligase complex;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G144900.v6.10.62294 0.00022 down no RNA polymerase II subunit 5-mediating protein homologpfam02996 Prefoldin Prefoldin subunit. This family comprises of several prefoldin subunits. The biogenesis of the cytoskeletal proteins actin and tubulin involves interaction of nascent chains of each of the two proteins with the oligomeric protein prefoldin (PFD) and their subsequent transfer to the cytosolic chaperonin CCT (chaperonin containing TCP-1). Electron microscopy shows that eukaryotic PFD, which has a similar structure to its archaeal counterpart, interacts with unfolded actin along the tips of its projecting arms. In its PFD-bound state, actin seems to acquire a conformation similar to that adopted when it is bound to CCT.GO:0010923|negative regulation of phosphatase activity;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006457|protein folding;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0009615|response to virus;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0016272|prefoldin complex;GO:0003682|chromatin binding;GO:0019212|phosphatase inhibitor activity;GO:0001106|RNA polymerase II transcription corepressor activity;K17560

Manes.13G145000.v6.10.8653537 0.14298 down no Switch 2 pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006281|DNA repair;GO:0016020|membrane;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.13G145200.v6.10.1654215 0.0081 down yes Probable bifunctional methylthioribulose-1-phosphate dehydratase/enolase-phosphatase E1 2pfam00596 Aldolase_II Class II Aldolase and Adducin N-terminal domain. This family includes class II aldolases and adducins which have not been ascribed any enzymatic function.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0043715|2,3-diketo-5-methylthiopentyl-1-phosphate enolase activity;GO:0043716|2-hydroxy-3-keto-5-methylthiopentenyl-1-phosphate phosphatase activity;GO:0043874|acireductone synthase activity;GO:0000287|magnesium ion binding;GO:0046570|methylthioribulose 1-phosphate dehydratase activity;GO:0008270|zinc ion binding;K16054

Manes.13G145800.v6.10.6000835 0.01387 down no . pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.13G146100.v6.10.1254117 3.73E-05 down yes . pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.13G146200.v6.10.3116038 6.26E-19 down yes Mannan endo-1,4-beta-mannosidase 2pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.13G146300.v6.10.2223383 7.58E-14 down yes . pfam12906 RINGv RING-variant domain.. . . .

Manes.13G146400.v6.10.8282903 0.04672 down no Two pore calcium channel protein 1pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0034220|ion transmembrane transport;GO:0086010|membrane depolarization during action potential;GO:0080141|regulation of jasmonic acid biosynthetic process;GO:0010119|regulation of stomatal movement;GO:0009845|seed germination;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0005245|voltage-gated calcium channel activity;K16900

Manes.13G146600.v6.11.7232054 5.16E-09 up no Callose synthase 12pfam02364 Glucan_synthase 1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0006952|defense response;GO:0052542|defense response by callose deposition;GO:0052544|defense response by callose deposition in cell wall;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009965|leaf morphogenesis;GO:0010150|leaf senescence;GO:0009555|pollen development;GO:0008360|regulation of cell shape;GO:0000003|reproduction;GO:0009620|response to fungus;GO:0009863|salicylic acid mediated signaling pathway;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.13G146700.v6.11.8359986 5.77E-12 up no . pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.13G147000.v6.10.4887121 3.23E-08 down yes . pfam07344 Amastin Amastin surface glycoprotein. This family contains the eukaryotic surface glycoprotein amastin (approximately 180 residues long).In Trypanosoma cruzi, amastin is particularly abundant during the amastigote stage.. . . .

Manes.13G147200.v6.13.7862365 1.28E-51 up yes E3 ubiquitin-protein ligase RMA1H1pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G147300.v6.11.15407 0.18104 up no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.13G147500.v6.11.4646806 6.32E-05 up no Tetraspanin-19pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.13G147600.v6.1Inf 0.9009 up no . pfam05880 Fiji_64_capsid Fijivirus 64 kDa capsid protein. This family consists of several Fijivirus 64 kDa capsid proteins.. . . .

Manes.13G147700.v6.10.2788569 5.55E-31 down yes Expansin-B3 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0071555|cell wall organization;GO:0019953|sexual reproduction;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009506|plasmodesma;. .

Manes.13G147800.v6.10.9584932 0.79628 down no LanC-like protein GCL2pfam05147 LANC_like Lanthionine synthetase C-like protein. Lanthionines are thioether bridges that are putatively generated by dehydration of Ser and Thr residues followed by addition of cysteine residues within the peptide. This family contains the lanthionine synthetase C-like proteins 1 and 2 which are related to the bacterial lanthionine synthetase components C (LanC). LANCL1 (P40 seven-transmembrane-domain protein) and LANCL2 (testes-specific adriamycin sensitivity protein) are thought to be peptide-modifying enzyme components in eukaryotic cells. Both proteins are produced in large quantities in the brain and testes and may have role in the immune surveillance of these organs. Lanthionines are found in lantibiotics, which are peptide-derived, post-translationally modified antimicrobials produced by several bacterial strains. This region contains seven internal repeats.. GO:0019898|extrinsic component of membrane;GO:0046872|metal ion binding;.

Manes.13G148000.v6.10.8761577 0.3159 down no Probable polyol transporter 4pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.13G148200.v6.10.5400928 1.17E-09 down no Protochlorophyllide reductase, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0016630|protochlorophyllide reductase activity;K00218

Manes.13G148300.v6.15.8684659 6.68E-26 up yes Ethylene-responsive transcription factor ERF053pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:2000070|regulation of response to water deprivation;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G148400.v6.11.7839992 1.80E-08 up no G-type lectin S-receptor-like serine/threonine-protein kinase At1g34300pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G149300.v6.14.7368035 2.68E-09 up yes . pfam05975 EcsB Bacterial ABC transporter protein EcsB. This family consists of several bacterial ABC transporter proteins which are homologous to the EcsB protein of Bacillus subtilis. EcsB is thought to encode a hydrophobic protein with six membrane-spanning helices in a pattern found in other hydrophobic components of ABC transporters.. . . .

Manes.13G149400.v6.10.8407789 0.15983 down no . pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.13G149500.v6.10.3963414 6.94E-15 down yes Probable indole-3-acetic acid-amido synthetase GH3.5pfam03321 GH3 GH3 auxin-responsive promoter.GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0009694|jasmonic acid metabolic process;GO:2000030|regulation of response to red or far red light;GO:0009733|response to auxin;GO:0009416|response to light stimulus;GO:0010046|response to mycotoxin;GO:0010224|response to UV-B;GO:0009611|response to wounding;. GO:0080123|jasmonate-amino synthetase activity;K14506

Manes.13G150100.v6.11.3209951 0.00309 up no Secretory carrier-associated membrane protein 1pfam04144 SCAMP SCAMP family. In vertebrates, secretory carrier membrane proteins (SCAMPs) 1-3 constitute a family of putative membrane-trafficking proteins composed of cytoplasmic N-terminal sequences with NPF repeats, four central transmembrane regions (TMRs), and a cytoplasmic tail. SCAMPs probably function in endocytosis by recruiting EH-domain proteins to the N-terminal NPF repeats but may have additional functions mediated by their other sequences.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0030658|transport vesicle membrane;. .

Manes.13G150300.v6.12.1352463 2.70E-07 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G150500.v6.18.2834075 1.44E-14 up yes . pfam12009 Telomerase_RBD Telomerase ribonucleoprotein complex - RNA binding domain. Telomeres in most organisms are comprised of tandem simple sequence repeats. The total length of telomeric repeat sequence at each chromosome end is determined in a balance of sequence loss and sequence addition. One major influence on telomere length is the enzyme telomerase. It is a reverse transcriptase that adds these simple sequence repeats to chromosome ends by copying a template sequence within the RNA component of the enzyme. The RNA binding domain of telomerase - TRBD - is made up of twelve alpha helices and two short beta sheets. How telomerase and associated regulatory factors physically interact and function with each other to maintain appropriate telomere length is poorly understood. It is known however that TRBD is involved in formation of the holoenzyme (which performs the telomere extension) in addition to recognition and binding of RNA.. . . .

Manes.13G150600.v6.11.2779669 0.02073 up no Protein ULTRAPETALA 1pfam00131 Metallothio Metallothionein.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G150900.v6.10.6015218 0.00016 down no . pfam07837 FTCD_N Formiminotransferase domain, N-terminal subdomain. The formiminotransferase (FT) domain of formiminotransferase- cyclodeaminase (FTCD) forms a homodimer, and each protomer comprises two subdomains. The N-terminal subdomain is made up of a six-stranded mixed beta-pleated sheet and five alpha helices, which are arranged on the external surface of the beta sheet. This, in turn, faces the beta-sheet of the C-terminal subdomain to form a double beta-sheet layer. The two subdomains are separated by a short linker sequence, which is not thought to be any more flexible than the remainder of the molecule. The substrate is predicted to form a number of contacts with residues found in both the N-terminal and C-terminal subdomains.. . . .

Manes.13G151400.v6.10.6483372 3.41E-05 down no External alternative NAD(P)H-ubiquinone oxidoreductase B1, mitochondrialpfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0055114|oxidation-reduction process;GO:0005743|mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005777|peroxisome;GO:0005509|calcium ion binding;GO:0050660|flavin adenine dinucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.13G151700.v6.10.111677 2.57E-10 down yes . pfam05131 Pep3_Vps18 Pep3/Vps18/deep orange family. This region is found in a number of protein identified as involved in golgi function and vacuolar sorting. The molecular function of this region is unknown. The members of this family contain a C-terminal ring finger domain.. . . .

Manes.13G151800.v6.199.074769 2.58E-35 up yes . pfam03223 V-ATPase_C V-ATPase subunit C.. . . .

Manes.13G152300.v6.112.541643 9.52E-18 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.13G152500.v6.13.6587087 1.17E-20 up yes Diacylglycerol kinase 5pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;. GO:0005524|ATP binding;GO:0004143|diacylglycerol kinase activity;K00901

Manes.13G152700.v6.10.2968499 5.76E-13 down yes Uncharacterized GPI-anchored protein At4g28100pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.13G152800.v6.10.2210414 8.94E-08 down yes Equilibrative nucleotide transporter 3pfam01733 Nucleoside_tran Nucleoside transporter. This is a family of nucleoside transporters. In mammalian cells nucleoside transporters transport nucleoside across the plasma membrane and are essential for nucleotide synthesis via the salvage pathways for cells that lack their own de novo synthesis pathways. Also in this family is mouse and human nucleolar protein HNP36, a protein of unknown function; although it has been hypothesised to be a plasma membrane nucleoside transporter.GO:1901642|nucleoside transmembrane transport;GO:0015858|nucleoside transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005337|nucleoside transmembrane transporter activity;K15014

Manes.13G153000.v6.10.5273821 1.40E-05 down no Protein DYADpfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0007066|female meiosis sister chromatid cohesion;GO:0007065|male meiosis sister chromatid cohesion;GO:0007275|multicellular organismal development;GO:0007131|reciprocal meiotic recombination;GO:0005634|nucleus;. .

Manes.13G153400.v6.10.6612892 0.01498 down no Putative pentatricopeptide repeat-containing protein At5g08490pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005739|mitochondrion;. .

Manes.13G153500.v6.11.7261254 1.46E-05 up no RNA-binding protein 24pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0003228|atrial cardiac muscle tissue development;GO:0072358|cardiovascular system development;GO:0030154|cell differentiation;GO:0048702|embryonic neurocranium morphogenesis;GO:0001947|heart looping;GO:0006397|mRNA processing;GO:0043488|regulation of mRNA stability;GO:0010830|regulation of myotube differentiation;GO:0060297|regulation of sarcomere organization;GO:0007519|skeletal muscle tissue development;GO:0001756|somitogenesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0000166|nucleotide binding;.

Manes.13G153700.v6.10.7356848 0.0026 down no PHD finger protein At1g33420pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.13G154500.v6.1Inf 0.08088 up no . pfam11467 LEDGF Lens epithelium-derived growth factor (LEDGF). LEDGF is a chromatin-associated protein that protects cells from stress-induced apoptosis. It is the binding partner of HIV-1 integrase in human cells. The integrase binding domain (IBD) of LEDGF is a compact right-handed bundle composed of five alpha-helices. The residues essential for the interaction with the integrase are present in the inter-helical loop regions of the bundle structure.. . . .

Manes.13G155500.v6.10.7199773 0.00382 down no . pfam01713 Smr Smr domain. This family includes the Smr (Small MutS Related) proteins, and the C-terminal region of the MutS2 protein. It has been suggested that this domain interacts with the MutS1 protein in the case of Smr proteins and with the N-terminal MutS related region of MutS2. This domain exhibits nicking endonuclease activity that might have a role in mismatch repair or genetic recombination. It shows no significant double strand cleavage or exonuclease activity. The full-length human NEDD4-binding protein 2 also has the polynucleotide kinase activity.. . . .



Manes.14G000100.v6.10.7846553 0.0132 down no Phosphatidylcholine transfer proteinpfam01852 START START domain.GO:0008203|cholesterol metabolic process;GO:0015914|phospholipid transport;GO:0005737|cytoplasm;GO:0031210|phosphatidylcholine binding;GO:0008525|phosphatidylcholine transporter activity;.

Manes.14G000200.v6.10.817711 0.03867 down no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;.

Manes.14G000300.v6.11.0505366 0.60886 up no Organic cation/carnitine transporter 7pfam00083 Sugar_tr Sugar (and other) transporter.GO:2001143|N-methylnicotinate transport;GO:2001142|nicotinate transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0090417|N-methylnicotinate transporter activity;GO:0090416|nicotinate transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.14G000400.v6.10.8023182 0.16417 down no . pfam14389 Lzipper-MIP1 Leucine-zipper of ternary complex factor MIP1. This leucine-zipper is towards the N-terminus of MIP1 proteins. These proteins, here largely from plants, are subunits of the TORC2 (rictor-mTOR) protein complex controlling cell growth and proliferation. The leucine-zipper is likely to be the region that interacts with plant MADS-box factors,. . . .

Manes.14G000500.v6.10.7572895 0.07431 down no . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.14G001000.v6.10.9420377 0.53796 down no Zinc finger A20 and AN1 domain-containing stress-associated protein 4pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.14G001200.v6.10.4031902 0.00086 down yes . pfam04791 LMBR1 LMBR1-like membrane protein. Members of this family are integral membrane proteins that are around 500 residues in length. LMBR1 is not involved in preaxial polydactyly, as originally thought. Vertebrate members of this family may play a role in limb development. A member of this family has been shown to be a lipocalin membrane receptor. . . .

Manes.14G002200.v6.10.54229 1.54E-08 down no Aldehyde dehydrogenase family 3 member F1pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.14G002300.v6.11.5093601 5.31E-06 up no Nucleolar GTP-binding protein 1pfam06858 NOG1 Nucleolar GTP-binding protein 1 (NOG1). This family represents a conserved region of approximately 60 residues in length within nucleolar GTP-binding protein 1 (NOG1). In S. cerevisiae, the NOG1 gene has been shown to be essential for cell viability, suggesting that NOG1 may play an important role in nucleolar functions. Family members include eukaryotic, bacterial and archaeal proteins.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005525|GTP binding;K06943

Manes.14G002800.v6.10.7238873 0.08972 down no . pfam02341 RcbX RbcX protein. The RBCX protein has been identified as having a possible chaperone-like function. The rbcX gene is juxtaposed to and cotranscribed with rbcL and rbcS encoding RuBisCO in Anabaena sp. CA. RbcX has been shown to possess a chaperone-like function assisting correct folding of RuBisCO in Escherichia coli expression studies and is needed for RuBisCO to reach its maximal activity.. . . .

Manes.14G003000.v6.14.0062263 7.84E-06 up yes . pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.14G003100.v6.10.788513 0.03643 down no Nuclear transcription factor Y subunit A-9pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009555|pollen development;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.14G003900.v6.13.8762679 1.28E-35 up yes NAD(H) kinase 1pfam01513 NAD_kinase ATP-NAD kinase. Members of this family include ATP-NAD kinases EC:2.7.1.23, which catalyses the phosphorylation of NAD to NADP utilizing ATP and other nucleoside triphosphates as well as inorganic polyphosphate as a source of phosphorus. Also includes NADH kinases EC:2.7.1.86.GO:0019674|NAD metabolic process;GO:0006741|NADP biosynthetic process;. GO:0005524|ATP binding;GO:0003951|NAD+ kinase activity;GO:0042736|NADH kinase activity;.

Manes.14G004100.v6.11.9303338 2.16E-05 up no ABC transporter G family member 15pfam01061 ABC2_membrane ABC-2 type transporter.GO:0080167|response to karrikin;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.14G004300.v6.10.7105894 0.22264 down no . pfam07672 MFS_MycoplasmaMycoplasma MFS transporter. These proteins share some similarity with members of the Major Facilitator Superfamily (MFS).. . . .

Manes.14G004400.v6.11.4720033 1.99E-05 up no RNA-binding protein 8Apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0006417|regulation of translation;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.14G004500.v6.14.2489672 1.35E-06 up yes . pfam03341 Pox_mRNA-cap Poxvirus mRNA capping enzyme, small subunit. The small subunit of the poxvirus mRNA capping enzyme has been found to have a structure which suggests that it started life as an RNA cap 2-prime O-methyltransferase. It has subsequently evolved to a catalytically inactive form that has been retained in order to help stabilize the large subunit, D1, and to enhance its methyltransferase activity through an allosteric mechanism.. . . .

Manes.14G005100.v6.10.6863615 0.00012 down no Inactive TPR repeat-containing thioredoxin TTL3pfam13414 TPR_11 TPR repeat. GO:0009734|auxin-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0045454|cell redox homeostasis;GO:0010305|leaf vascular tissue pattern formation;GO:0006970|response to osmotic stress;GO:0005623|cell;. .

Manes.14G005300.v6.10.7932675 0.01573 down no . pfam03435 Saccharop_dh Saccharopine dehydrogenase. This family comprised of three structural domains that can not be separated in the linear sequence. In some organisms this enzyme is found as a bifunctional polypeptide with lysine ketoglutarate reductase. The saccharopine dehydrogenase can also function as a saccharopine reductase.. . . .

Manes.14G005700.v6.10.7931834 0.01723 down no Magnesium-chelatase subunit ChlD, chloroplasticpfam13519 VWA_2 von Willebrand factor type A domain.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0010007|magnesium chelatase complex;GO:0005524|ATP binding;GO:0016851|magnesium chelatase activity;K03404

Manes.14G005800.v6.10.5264923 3.30E-09 down no Nucleosome-remodeling factor subunit BPTFpfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0009952|anterior/posterior pattern specification;GO:0007420|brain development;GO:0006338|chromatin remodeling;GO:0001892|embryonic placenta development;GO:0007492|endoderm development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0016589|NURF complex;GO:0043565|sequence-specific DNA binding;GO:0008134|transcription factor binding;GO:0008270|zinc ion binding;K11728

Manes.14G006200.v6.10.5924412 0.00034 down no Protein BOBBER 2pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.GO:0007275|multicellular organismal development;GO:0005737|cytoplasm;. .

Manes.14G006500.v6.1Inf 4.18E-06 up yes B3 domain-containing protein At1g05920pfam03754 DUF313 Domain of unknown function (DUF313). Family of proteins from Arabidopsis thaliana with uncharacterized function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G006800.v6.10.9432731 0.59613 down no Beta-amyrin synthasepfam13249 Prenyltrans_2 Prenyltransferase-like.GO:0019745|pentacyclic triterpenoid biosynthetic process;. GO:0042300|beta-amyrin synthase activity;.

Manes.14G007100.v6.112.400886 3.48E-07 up yes Multiple C2 and transmembrane domain-containing protein 1pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.14G007200.v6.10.536077 0.00142 down no . pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.14G007600.v6.10.8413048 0.08987 down no Uncharacterized membrane protein At1g16860pfam02652 Lactate_perm L-lactate permease. L-lactate permease is an integral membrane protein probably involved in L-lactate transport.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.14G007700.v6.1NA NA -- no . pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. . . .

Manes.14G007800.v6.12.0084623 5.44E-08 up yes . pfam03035 RNA_capsid Calicivirus putative RNA polymerase/capsid protein.. . . .

Manes.14G008100.v6.11.0062797 0.94369 up no Protein FAM32A-likepfam08555 DUF1754 Eukaryotic family of unknown function (DUF1754). This is a eukaryotic protein family of unknown function.GO:0006915|apoptotic process;GO:0007049|cell cycle;GO:0005634|nucleus;. K13120

Manes.14G008200.v6.11.1695355 0.08184 up no V-type proton ATPase catalytic subunit Apfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.14G008500.v6.10.5448808 9.72E-05 down no . pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.14G009200.v6.11.6214364 1.54E-07 up no Peroxisomal 2,4-dienoyl-CoA reductasepfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0008670|2,4-dienoyl-CoA reductase (NADPH) activity;K13237

Manes.14G009400.v6.11.5237224 0.00249 up no SKP1-like protein 14pfam01466 Skp1 Skp1 family, dimerization domain.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;. K03094

Manes.14G009500.v6.10.6677012 0.00115 down no Nuclear transcription factor Y subunit C-2pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G010000.v6.11.1068852 0.49419 up no . pfam00564 PB1 PB1 domain.. . . .

Manes.14G010100.v6.10.5592855 2.90E-08 down no Probable tyrosine-protein kinase DDB_G0283397pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;.

Manes.14G010800.v6.12.466288 6.86E-11 up yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.14G010900.v6.10.9394343 0.60688 down no . pfam14286 DHHW DHHW protein. This family of proteins is found in bacteria. Proteins in this family are typically between 366 and 404 amino acids in length. There is a conserved DHHW motif.. . . .

Manes.14G011100.v6.14.210413 2.34E-36 up yes . pfam00393 6PGD 6-phosphogluconate dehydrogenase, C-terminal domain. This family represents the C-terminal all-alpha domain of 6-phosphogluconate dehydrogenase.   The domain contains two structural repeats of 5 helices each.. . . .

Manes.14G011200.v6.11.1540889 0.11908 up no Nucleolar complex protein 3 homologpfam07540 NOC3p Nucleolar complex-associated protein. Nucleolar complex-associated protein (Noc3p) is conserved in eukaryotes and has essential roles in replication and rRNA processing in Saccharomyces cerevisiae.GO:0007517|muscle organ development;GO:0019216|regulation of lipid metabolic process;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003682|chromatin binding;K14834

Manes.14G011300.v6.14.4220249 1.27E-12 up yes Auxin-induced protein X15pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.14G011400.v6.10.5821263 0.01979 down no . pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.14G011700.v6.10.8025851 0.28036 down no Protein unc-45 homolog Apfam13414 TPR_11 TPR repeat. GO:0030154|cell differentiation;GO:0007517|muscle organ development;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.14G011800.v6.10.8454817 0.08185 down no Cyclin-T1-5 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.14G012100.v6.11.0632511 0.72393 up no . pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.. . . .

Manes.14G012200.v6.10.4069339 0.09509 down no . pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.14G012400.v6.1Inf 0.9009 up no Feruloyl CoA ortho-hydroxylase 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.14G012900.v6.10.9627684 0.73025 down no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.14G013200.v6.11.1039313 0.3154 up no DNA-damage-repair/toleration protein DRT100pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.14G013300.v6.10.3328322 1.90E-19 down yes Transcription factor bHLH130pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G013500.v6.10.3453126 0.0008 down yes Proline-rich receptor-like protein kinase PERK12pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0032502|developmental process;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G013700.v6.10.4195708 6.53E-15 down yes . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.14G013800.v6.16.7770607 0.00417 up yes Putative lysine-specific demethylase JMJD5pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.GO:0007623|circadian rhythm;GO:0070544|histone H3-K36 demethylation;GO:0010452|histone H3-K36 methylation;GO:0042752|regulation of circadian rhythm;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G013900.v6.19.763383 3.66E-09 up yes Putative lysine-specific demethylase JMJD5pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.GO:0007623|circadian rhythm;GO:0070544|histone H3-K36 demethylation;GO:0010452|histone H3-K36 methylation;GO:0042752|regulation of circadian rhythm;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G014200.v6.15.8733529 1.17E-11 up yes Long-chain-fatty-acid--AMP ligase FadD26pfam00501 AMP-binding AMP-binding enzyme.GO:0006633|fatty acid biosynthetic process;GO:0008610|lipid biosynthetic process;. GO:0016874|ligase activity;K12426

Manes.14G014500.v6.10.9387371 0.5631 down no DNA topoisomerase 6 subunit Bpfam09239 Topo-VIb_trans Topoisomerase VI B subunit, transducer. Members of this family adopt a structure consisting of a four-stranded beta-sheet backed by three alpha-helices, the last of which is over 50 amino acids long and extends from the body of the protein by several turns. This domain has been proposed to mediate intersubunit communication by structurally transducing signals from the ATP binding and hydrolysis domains to the DNA binding and cleavage domains of the gyrase holoenzyme.GO:0000902|cell morphogenesis;GO:0042023|DNA endoreduplication;GO:0006265|DNA topological change;GO:0007389|pattern specification process;GO:0009741|response to brassinosteroid;GO:0006412|translation;GO:0010026|trichome differentiation;GO:0009330|DNA topoisomerase complex (ATP-hydrolyzing);GO:0005634|nucleus;GO:0015935|small ribosomal subunit;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003918|DNA topoisomerase type II (ATP-hydrolyzing) activity;GO:0042802|identical protein binding;GO:0003735|structural constituent of ribosome;.

Manes.14G014600.v6.124.544894 0.00011 up yes Beta-glucosidase 12pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0033907|beta-D-fucosidase activity;GO:0004565|beta-galactosidase activity;GO:0080083|beta-gentiobiose beta-glucosidase activity;GO:0008422|beta-glucosidase activity;GO:0047701|beta-L-arabinosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;K01188

Manes.14G015400.v6.10.9773053 0.82458 down no . pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.14G015500.v6.10.5888601 6.49E-05 down no . pfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . . .

Manes.14G015600.v6.10.9029399 0.31722 down no Pentatricopeptide repeat-containing protein At1g79080, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.14G015700.v6.10.1868198 2.29E-08 down yes Protein ALTERED XYLOGLUCAN 4-likepfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.14G015800.v6.1Inf 1.86E-05 up yes Putative pumilio homolog 21pfam00806 PUF Pumilio-family RNA binding repeat. Puf repeats (aka PUM-HD, Pumilio homology domain) are necessary and sufficient for sequence specific RNA binding in fly Pumilio and worm FBF-1 and FBF-2. Both proteins function as translational repressors in early embryonic development by binding sequences in the 3' UTR of target mRNAs (e.g. the nanos response element (NRE) in fly Hunchback mRNA, or the point mutation element (PME) in worm fem-3 mRNA). Other proteins that contain Puf domains are also plausible RNA binding proteins. S. cerevisiae JSN1, for instance, appears to also contain a single RRM domain by HMM analysis. Puf domains usually occur as a tandem repeat of 8 domains. The Pfam model does not necessarily recognize all 8 repeats in all sequences; some sequences appear to have 5 or 6 repeats on initial analysis, but further analysis suggests the presence of additional divergent repeats. Structures of PUF repeat proteins show they consist of a two helix structure.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003723|RNA binding;.

Manes.14G015900.v6.10.880898 0.19565 down no . pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.. . . .

Manes.14G016200.v6.11.4125262 0.00013 up no Serine/arginine-rich splicing factor SR45pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14325

Manes.14G016300.v6.13.2001441 6.38E-20 up yes . pfam02600 DsbB Disulfide bond formation protein DsbB. This family consists of disulfide bond formation protein DsbB from bacteria. The DsbB protein oxidizes the periplasmic protein DsbA which in turn oxidizes cysteines in other periplasmic proteins in order to make disulfide bonds. DsbB acts as a redox potential transducer across the cytoplasmic membrane and is an integral membrane protein. DsbB posses six cysteines four of which are necessary for it proper function in vivo.. . . .

Manes.14G016900.v6.10.9887969 0.95867 down no Elongation factor 2pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K03234

Manes.14G017200.v6.15.9535786 6.55E-07 up yes . pfam10110 GPDPase_memb Membrane domain of glycerophosphoryl diester phosphodiesterase. Members of this family comprise the membrane domain of the prokaryotic enzyme glycerophosphoryl diester phosphodiesterase.. . . .

Manes.14G017800.v6.11.0053921 0.98233 up no Probable protein phosphatase 2C 76pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17506

Manes.14G017900.v6.10.3702497 8.92E-07 down yes Probable trehalose-phosphate phosphatase 7pfam02358 Trehalose_PPase Trehalose-phosphatase. This family consist of trehalose-phosphatases EC:3.1.3.12 these enzyme catalyse the de-phosphorylation of trehalose-6-phosphate to trehalose and orthophosphate. The aligned region is present in trehalose-phosphatases and comprises the entire length of the protein it is also found in the C-terminus of trehalose-6-phosphate synthase EC:2.4.1.15 adjacent to the trehalose-6-phosphate synthase domain - pfam00982. It would appear that the two equivalent genes in the Escherichia coli otsBA operon otsA the trehalose-6-phosphate synthase and otsB trehalose-phosphatase (this family) have undergone gene fusion in most eukaryotes. Trehalose is a common disaccharide of bacteria, fungi and invertebrates that appears to play a major role in desiccation tolerance.GO:0005992|trehalose biosynthetic process;. GO:0004805|trehalose-phosphatase activity;K01087

Manes.14G018100.v6.11.2168508 0.03366 up no ATP-dependent zinc metalloprotease FTSH 11, chloroplastic/mitochondrialpfam01434 Peptidase_M41 Peptidase family M41.GO:0010304|PSII associated light-harvesting complex II catabolic process;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.14G018500.v6.10.4973246 3.91E-10 down yes RNA polymerase sigma factor sigE, chloroplastic/mitochondrialpfam04539 Sigma70_r3 Sigma-70 region 3. Region 3 forms a discrete compact three helical domain within the sigma-factor. Region is not normally involved in the recognition of promoter DNA, but as some specific bacterial promoters containing an extended -10 promoter element, residues within region 3 play an important role. Region 3 primarily is involved in binding the core RNA polymerase in the holoenzyme.GO:0071483|cellular response to blue light;GO:0009658|chloroplast organization;GO:0006352|DNA-templated transcription, initiation;GO:0010207|photosystem II assembly;GO:0045893|positive regulation of transcription, DNA-templated;GO:2001141|regulation of RNA biosynthetic process;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;K03093

Manes.14G018600.v6.10.4059503 0.02002 down yes Probable WRKY transcription factor 41pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G019000.v6.12.5854418 1.36E-07 up yes Ethylene-responsive transcription factor CRF4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G019100.v6.11.67148 2.22E-08 up no Ubiquitin-conjugating enzyme E2 10pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G019500.v6.11.6399588 6.03E-05 up no . pfam15600 Imm39 Immunity protein 39. A predicted immunity protein with an alpha+beta fold and a conserved DxEA motif and arginine residue. Proteins containing this domain are present in bacterial polymorphic toxin systems as an immediate gene neighbor of the toxin gene, which usually contains toxin domains of the Tox-ColD family.. . . .

Manes.14G019600.v6.10.9084132 0.39065 down no Probable beta-1,3-galactosyltransferase 11pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:1990714|hydroxyproline O-galactosyltransferase activity;.

Manes.14G019700.v6.12.1162645 5.50E-16 up yes ABC transporter C family member 10pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.14G019800.v6.10.7004985 0.00088 down no . pfam11341 DUF3143 Protein of unknown function (DUF3143). This family of proteins has no known function.. . . .

Manes.14G019900.v6.10.8329114 0.10518 down no Plastidial pyruvate kinase 2pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006633|fatty acid biosynthetic process;GO:0006096|glycolytic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0048316|seed development;GO:0010431|seed maturation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.14G020200.v6.13.1357641 1.42E-16 up yes Probable membrane-associated kinase regulator 6pfam08000 bPH_1 Bacterial PH domain. This family contains many bacterial hypothetical proteins. The structures of PDB:3HSA, and PDB:3DCX, show similarities to the PH or pleckstrin homology domain. First evidence of PH-like domains in bacteria suggests role in cell envelope stress response.GO:0009738|abscisic acid-activated signaling pathway;GO:0005886|plasma membrane;. .

Manes.14G020300.v6.10.3410828 0.00191 down yes S-type anion channel SLAH3pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.GO:0006873|cellular ion homeostasis;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008308|voltage-gated anion channel activity;.

Manes.14G020600.v6.10.395271 5.70E-11 down yes Probable membrane-associated kinase regulator 5pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. GO:0005886|plasma membrane;. .

Manes.14G020800.v6.10.8473654 0.35585 down no UDP-glycosyltransferase 88A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0005829|cytosol;GO:0043231|intracellular membrane-bounded organelle;GO:0080045|quercetin 3'-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080046|quercetin 4'-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.14G021300.v6.11.302492 0.00333 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G021400.v6.10.6814573 8.32E-05 down no Uncharacterized protein At3g49140pfam07778 CENP-I Mis6. Mis6 is an essential centromere connector protein acting during G1-S phase of the cell cycle. Mis6 is thought to be required for recruiting CENP-A, the centromere- specific histone H3 variant, an important event for centromere function and chromosome segregation during mitosis.. . GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.14G021500.v6.10.4998313 0.00019 down yes Uncharacterized protein P11E10.01pfam02423 OCD_Mu_crystall Ornithine cyclodeaminase/mu-crystallin family. This family contains the bacterial Ornithine cyclodeaminase enzyme EC:4.3.1.12, which catalyses the deamination of ornithine to proline. This family also contains mu-Crystallin the major component of the eye lens in several Australian marsupials, mRNA for this protein has also been found in human retina.. GO:0005737|cytoplasm;. .

Manes.14G021600.v6.16.2073033 0.04753 up no DUF21 domain-containing protein At5g52790pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;. K16302



Manes.14G021700.v6.10.6313605 3.97E-06 down no Uncharacterized protein PAM68-likepfam11947 DUF3464 Protein of unknown function (DUF3464). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 137 to 196 amino acids in length.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. .

Manes.14G021800.v6.117.29333 6.69E-07 up yes Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.14G021900.v6.15.5040757 2.17E-85 up yes . pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.14G022100.v6.16.2292731 1.57E-41 up yes Protein REVEILLE 6pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G022400.v6.10.8756659 0.61283 down no Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.14G023000.v6.10.6078571 0.00045 down no . pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with the. . . .

Manes.14G023300.v6.11.0928957 0.33619 up no Proline--tRNA ligasepfam09180 ProRS-C_1 Prolyl-tRNA synthetase, C-terminal. Members of this family are predominantly found in prokaryotic prolyl-tRNA synthetase. They contain a zinc binding site, and adopt a structure consisting of alpha helices and antiparallel beta sheets arranged in 2 layers, in a beta-alpha-beta-alpha-beta motif.GO:0006433|prolyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004827|proline-tRNA ligase activity;K01881

Manes.14G023500.v6.14.503828 4.75E-60 up yes Scarecrow-like protein 8pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G023800.v6.11.5366594 7.51E-05 up no 30S ribosomal protein S9pfam00380 Ribosomal_S9 Ribosomal protein S9/S16. This family includes small ribosomal subunit S9 from prokaryotes and S16 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02996

Manes.14G023900.v6.12.2898229 5.78E-10 up yes . pfam00168 C2 C2 domain. . . . .

Manes.14G024100.v6.10.3926442 5.54E-18 down yes Sec-independent protein translocase protein TATB, chloroplasticpfam02416 MttA_Hcf106 mttA/Hcf106 family. Members of this protein family are involved in a sec independent translocation mechanism. This pathway has been called the DeltapH pathway in chloroplasts. Members of this family in E.coli are involved in export of redox proteins with a "twin arginine" leader motif.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009306|protein secretion;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;GO:0009977|proton motive force dependent protein transmembrane transporter activity;.

Manes.14G024200.v6.11.1471075 0.15053 up no Uncharacterized protein At1g76660pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. GO:0005886|plasma membrane;. .

Manes.14G024400.v6.11.4623528 6.56E-05 up no Short-chain dehydrogenase TIC 32, chloroplasticpfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.

Manes.14G024500.v6.10.6222136 1.63E-05 down no SKP1-like protein 21pfam01466 Skp1 Skp1 family, dimerization domain.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.14G024600.v6.10.6197356 1.68E-05 down no . pfam09847 DUF2074 Predicted permease (DUF2074). This domain, found in various archaeal hypothetical proteins, has no known function.. . . .

Manes.14G024800.v6.11.0200533 0.8339 up no U-box domain-containing protein 32pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004672|protein kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G025000.v6.10.6195025 5.55E-06 down no 60S ribosomal protein L36-1pfam01158 Ribosomal_L36e Ribosomal protein L36e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02920

Manes.14G025600.v6.11.1839892 0.12785 up no Uncharacterized protein C683.02cpfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005730|nucleolus;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K17578

Manes.14G025800.v6.10.305674 6.86E-12 down yes O-glucosyltransferase rumi homologpfam05686 Glyco_transf_90 Glycosyl transferase family 90. This family of glycosyl transferases are specifically (mannosyl) glucuronoxylomannan/galactoxylomannan -beta 1,2-xylosyltransferases, EC:2.4.2.-.GO:0006486|protein glycosylation;GO:0005576|extracellular region;GO:0016757|transferase activity, transferring glycosyl groups;K13667

Manes.14G026100.v6.10.8666883 0.44068 down no Remorin pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.14G026400.v6.10.4308907 0.00727 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G026700.v6.10.5559346 8.62E-05 down no Flap endonuclease GEN-like 2pfam00867 XPG_I XPG I-region.GO:0006281|DNA repair;GO:0005634|nucleus;GO:0008821|crossover junction endodeoxyribonuclease activity;GO:0003677|DNA binding;GO:0046872|metal ion binding;K15338

Manes.14G027100.v6.10.6048133 9.56E-06 down no Methyl-CpG-binding domain-containing protein 13pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008327|methyl-CpG binding;.

Manes.14G027200.v6.10.9388629 0.69576 down no ADP-ribosylation factor-related protein 1pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0007369|gastrulation;GO:0043001|Golgi to plasma membrane protein transport;GO:0034067|protein localization to Golgi apparatus;GO:0042147|retrograde transport, endosome to Golgi;GO:0007264|small GTPase mediated signal transduction;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005525|GTP binding;K07952

Manes.14G027400.v6.15.1987618 5.34E-05 up yes . pfam05756 S-antigen S-antigen protein. S-antigens are heat stable proteins that are found in the blood of individuals infected with malaria.. . . .

Manes.14G027500.v6.116.139388 0.00254 up yes . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.14G027700.v6.10.6218288 0.00045 down no Heat stress transcription factor B-2apfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0010200|response to chitin;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.14G027900.v6.10.7802566 0.02901 down no E3 ubiquitin-protein ligase XBAT33pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19044

Manes.14G028700.v6.12.3149626 0.00042 up yes F-box protein PP2-A13pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.14G028800.v6.11.3986472 0.0002 up no Probable transcriptional regulator SLK2pfam01803 LIM_bind LIM-domain binding protein. The LIM-domain binding protein, binds to the LIM domain pfam00412 of LIM homeodomain proteins which are transcriptional regulators of development. Nuclear LIM interactor (NLI) / LIM domain-binding protein 1 (LDB1) is located in the nuclei of neuronal cells during development, it is co-expressed with Isl1 in early motor neuron differentiation and has a suggested role in the Isl1 dependent development of motor neurons. It is suggested that these proteins act synergistically to enhance transcriptional efficiency by acting as co-factors for LIM homeodomain and Otx class transcription factors both of which have essential roles in development. The Drosophila protein Chip is required for segmentation and activity of a remote wing margin enhancer. Chip is a ubiquitous chromosomal factor required for normal expression of diverse genes at many stages of development. It is suggested that Chip cooperates with different LIM domain proteins and other factors to structurally support remote enhancGO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048467|gynoecium development;GO:1901001|negative regulation of response to salt stress;GO:0048481|ovule development;GO:0047484|regulation of response to osmotic stress;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.14G028900.v6.15.8158777 1.54E-08 up yes . pfam04209 HgmA homogentisate 1,2-dioxygenase. Homogentisate dioxygenase cleaves the aromatic ring during the metabolic degradation of Phe and Tyr. Homogentisate dioxygenase deficiency causes alkaptonuria. The structure of homogentisate dioxygenase shows that the enzyme forms a hexamer arrangement comprised of a dimer of trimers. The active site iron ion is coordinated near the interface between the trimers.. . . .

Manes.14G029000.v6.10.4713948 6.34E-11 down yes BAG family molecular chaperone regulator 1pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. GO:0005739|mitochondrion;. .

Manes.14G029100.v6.13.3453821 0.00425 up yes MATE efflux family protein 9pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.14G029500.v6.18.831047 5.61E-36 up yes Ethylene-responsive transcription factor ERF025pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.14G029600.v6.113.875419 1.21E-11 up yes Dehydration-responsive element-binding protein 1Apfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009631|cold acclimation;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.14G029700.v6.10.5079681 0.00417 down no Post-GPI attachment to proteins factor 3pfam04080 Per1 Per1-like. PER1 is required for GPI-phospholipase A2 activity and is involved in lipid remodelling of GPI-anchored proteins.GO:0006506|GPI anchor biosynthetic process;GO:0006505|GPI anchor metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.14G030000.v6.11.0875612 0.37662 up no Calcium-dependent protein kinase 34pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004672|protein kinase activity;K13412

Manes.14G030100.v6.12.9720067 0.00256 up yes . pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.. . . .

Manes.14G030400.v6.10.6081146 0.01575 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G031000.v6.10.6820684 0.00229 down no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.14G031200.v6.10.2370864 1.42E-24 down yes Gibberellin 20 oxidase 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0048366|leaf development;GO:0009739|response to gibberellin;GO:0048575|short-day photoperiodism, flowering;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.14G031400.v6.186.25186 2.60E-23 up yes Carboxylesterase 1pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.14G031700.v6.10.4569084 2.78E-10 down yes Alpha-L-fucosidase 1pfam01120 Alpha_L_fucos Alpha-L-fucosidase.GO:0005975|carbohydrate metabolic process;GO:0006516|glycoprotein catabolic process;GO:0048046|apoplast;GO:0005773|vacuole;GO:0004560|alpha-L-fucosidase activity;K01206

Manes.14G031900.v6.11.0124606 0.90444 up no . pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.14G032300.v6.10.8442855 0.11249 down no K(+) efflux antiporter 5pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0016021|integral component of membrane;GO:0015299|solute:proton antiporter activity;.

Manes.14G032800.v6.11.2043547 0.37397 up no . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.14G033000.v6.10.5385218 1.93E-05 down no Protein trichome birefringence-like 18pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.14G033100.v6.10.9385002 0.59521 down no AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.14G033200.v6.13.1955108 3.39E-13 up yes Enolase pfam00113 Enolase_C Enolase, C-terminal TIM barrel domain.GO:0006096|glycolytic process;GO:0000015|phosphopyruvate hydratase complex;GO:0000287|magnesium ion binding;GO:0004634|phosphopyruvate hydratase activity;.

Manes.14G033500.v6.10.3959679 6.27E-12 down yes Protein NSP-INTERACTING KINASE 2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G033900.v6.11.4214233 0.00304 up no Protein EXORDIUM-like 3pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0080167|response to karrikin;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.14G034000.v6.10.662551 5.73E-05 down no Protein LOW PSII ACCUMULATION 2, chloroplasticpfam04494 TFIID_90kDa WD40 associated region in TFIID subunit. This region, possibly a domain is found in subunits of transcription factor TFIID. The function of this region is unknown.GO:0010207|photosystem II assembly;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0042651|thylakoid membrane;. .

Manes.14G034100.v6.10.3741928 1.47E-08 down yes Pheophytinase, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.14G034200.v6.10.4411113 4.24E-08 down yes Probable mitochondrial intermediate peptidase, mitochondrialpfam01432 Peptidase_M3 Peptidase family M3. This is the Thimet oligopeptidase family, large family of mammalian and bacterial oligopeptidases that cleave medium sized peptides. The group also contains mitochondrial intermediate peptidase which is encoded by nuclear DNA but functions within the mitochondria to remove the leader sequence.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0005739|mitochondrion;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K01410

Manes.14G034600.v6.15.9578071 4.48E-48 up yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.14G034700.v6.14.7309165 7.85E-07 up yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.14G034900.v6.168.490181 ####### up yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.14G035000.v6.10.5782999 6.26E-05 down no . pfam07086 DUF1352 Protein of unknown function (DUF1352). This family consists of several hypothetical eukaryotic proteins of around 190 residues in length. The function of this family is unknown.. . . .

Manes.14G035200.v6.12.9793851 3.70E-09 up yes Monocopper oxidase-like protein SKS2pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.14G035300.v6.15.0955674 4.61E-72 up yes Trehalose-phosphate phosphatase Apfam02358 Trehalose_PPase Trehalose-phosphatase. This family consist of trehalose-phosphatases EC:3.1.3.12 these enzyme catalyse the de-phosphorylation of trehalose-6-phosphate to trehalose and orthophosphate. The aligned region is present in trehalose-phosphatases and comprises the entire length of the protein it is also found in the C-terminus of trehalose-6-phosphate synthase EC:2.4.1.15 adjacent to the trehalose-6-phosphate synthase domain - pfam00982. It would appear that the two equivalent genes in the Escherichia coli otsBA operon otsA the trehalose-6-phosphate synthase and otsB trehalose-phosphatase (this family) have undergone gene fusion in most eukaryotes. Trehalose is a common disaccharide of bacteria, fungi and invertebrates that appears to play a major role in desiccation tolerance.GO:0016311|dephosphorylation;GO:0005992|trehalose biosynthetic process;. GO:0004805|trehalose-phosphatase activity;K01087

Manes.14G035700.v6.18.9379655 8.45E-11 up yes . pfam00002 7tm_2 7 transmembrane receptor (Secretin family). This family is known as Family B, the secretin-receptor family or family 2 of the G-protein-coupled receptors (GCPRs).They have been described in many animal species, but not in plants, fungi or prokaryotes. Three distinct sub-families are recognized. Subfamily B1 contains classical hormone receptors, such as receptors for secretin and glucagon, that are all involved in cAMP-mediated signalling pathways. Subfamily B2 contains receptors with long extracellular N-termini, such as the leukocyte cell-surface antigen CD97; calcium-independent receptors for latrotoxin, and brain-specific angiogenesis inhibitors amongst others. Subfamily B3 includes Methuselah and other Drosophila proteins. Other than the typical seven-transmembrane region, characteristic structural features include an amino-terminal extracellular domain involved in ligand binding, and an intracellular loop (IC3) required for specific G-protein coupling.. . . .

Manes.14G035800.v6.10.8402713 0.12461 down no E3 ubiquitin protein ligase RIN2pfam13639 zf-RING_2 Ring finger domain.GO:0009626|plant-type hypersensitive response;GO:0034052|positive regulation of plant-type hypersensitive response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10636

Manes.14G036300.v6.12.5653297 0.00234 up yes Dynein light chain, cytoplasmicpfam01221 Dynein_light Dynein light chain type 1.GO:0007017|microtubule-based process;GO:0005737|cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0003774|motor activity;K10418

Manes.14G036700.v6.10.4232216 2.63E-09 down yes Pentatricopeptide repeat-containing protein At5g64320, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.14G037200.v6.10.7976872 0.05283 down no Protein RFT1 homologpfam04506 Rft-1 Rft protein. GO:0034203|glycolipid translocation;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005319|lipid transporter activity;K06316

Manes.14G037800.v6.151.959375 1.58E-15 up yes Protein DYADpfam15294 Leu_zip Leucine zipper. This family includes Leucine zipper transcription factor-like protein 1 (LZTFL1) and Leucine zipper protein 2 (LUZP2).GO:0007066|female meiosis sister chromatid cohesion;GO:0007065|male meiosis sister chromatid cohesion;GO:0007275|multicellular organismal development;GO:0007131|reciprocal meiotic recombination;GO:0005634|nucleus;. .

Manes.14G038800.v6.10.8570233 0.14636 down no ATP-dependent 6-phosphofructokinase 4, chloroplasticpfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.14G038900.v6.13.0445035 3.74E-36 up yes Ethylene-responsive transcription factor ERF106pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G039000.v6.17.3833839 2.72E-19 up yes Ethylene-responsive transcription factor ERF105pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G039100.v6.15.1619707 8.47E-14 up yes Oleosin 1 pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.14G039200.v6.10.6726756 0.00017 down no Polycomb group protein EMBRYONIC FLOWER 2pfam09733 VEFS-Box VEFS-Box of polycomb protein. The VEFS-Box (VRN2-EMF2-FIS2-Su(z)12) box is the C-terminal region of these proteins, characterized by an acidic cluster and a tryptophan/methionine-rich sequence, the acidic-W/M domain. Some of these sequences are associated with a zinc-finger domain about 100 residues towards the N-terminus. This protein is one of the polycomb cluster of proteins which control HOX gene transcription as it functions in heterochromatin-mediated repression.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009910|negative regulation of flower development;GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G039400.v6.10.8177402 0.76433 down no Transcription factor MYB1R1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G039900.v6.10.7263061 0.04867 down no Cyclin-U4-1 pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;. . .

Manes.14G040300.v6.10.8509715 0.37211 down no . pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.14G040400.v6.10.6137859 0.02068 down no . pfam07944 DUF1680 Putative glycosyl hydrolase of unknown function (DUF1680). The members of this family are sequences derived from hypothetical bacterial and eukaryotic proteins of unknown function. One members of this family is annotated as a possible arabinosidase, but no references were found to back this. These proteins are related to a large family of glycosyl hydrolases.. . . .

Manes.14G040800.v6.10.5849933 0.01884 down no . pfam07515 DUF1528 Protein of unknown function (DUF1528).. . . .

Manes.14G041000.v6.127.656443 0.00011 up yes Ankyrin repeat-containing protein At2g01680pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.14G041100.v6.10.956548 0.64255 down no . pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.14G041200.v6.17.2953477 0.00189 up yes . pfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.. . . .

Manes.14G041300.v6.113.144172 1.79E-52 up yes Glutamate dehydrogenase 2pfam00208 ELFV_dehydrog Glutamate/Leucine/Phenylalanine/Valine dehydrogenase.GO:0006520|cellular amino acid metabolic process;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005507|copper ion binding;GO:0004352|glutamate dehydrogenase (NAD+) activity;GO:0004353|glutamate dehydrogenase [NAD(P)+] activity;GO:0008270|zinc ion binding;K00261

Manes.14G041500.v6.10.7887101 0.02209 down no Polyadenylate-binding protein 2pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14396

Manes.14G041900.v6.1NA NA -- no Pectinesterase PPME1pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0050829|defense response to Gram-negative bacterium;GO:0045490|pectin catabolic process;GO:0009860|pollen tube growth;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0090406|pollen tube;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;K01051

Manes.14G042100.v6.10.8332392 0.07164 down no Putative pterin-4-alpha-carbinolamine dehydratasepfam01329 Pterin_4a Pterin 4 alpha carbinolamine dehydratase. Pterin 4 alpha carbinolamine dehydratase is also known as DCoH (dimerization cofactor of hepatocyte nuclear factor 1-alpha).GO:0006729|tetrahydrobiopterin biosynthetic process;. GO:0008124|4-alpha-hydroxytetrahydrobiopterin dehydratase activity;K01724

Manes.14G042400.v6.11.4241921 8.15E-05 up no Chaperone protein ClpD, chloroplasticpfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0034214|protein hexamerization;GO:0019538|protein metabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0042803|protein homodimerization activity;.

Manes.14G042900.v6.10.199027 9.26E-11 down yes Inositol polyphosphate multikinase betapfam03770 IPK Inositol polyphosphate kinase. ArgRIII has has been demonstrated to be an inositol polyphosphate kinase.GO:0009793|embryo development ending in seed dormancy;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0009555|pollen development;GO:0010183|pollen tube guidance;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0090406|pollen tube;GO:0005524|ATP binding;GO:0000824|inositol tetrakisphosphate 3-kinase activity;GO:0047326|inositol tetrakisphosphate 5-kinase activity;GO:0051765|inositol tetrakisphosphate kinase activity;GO:0051766|inositol trisphosphate kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0008440|inositol-1,4,5-trisphosphate 3-kinase activity;GO:0000823|inositol-1,4,5-trisphosphate 6-kinase activity;K00915

Manes.14G043300.v6.10.8026809 0.03663 down no Calnexin homologpfam00262 Calreticulin Calreticulin family.GO:0006457|protein folding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0030246|carbohydrate binding;K08054

Manes.14G043800.v6.10.8526333 0.20341 down no Chromophore lyase CRL, chloroplasticpfam06206 CpeT CpeT/CpcT family (DUF1001). This family consists of proteins of proteins belonging to the CpeT/CpcT family. These proteins are around 200 amino acids in length. The proteins contain a conserved motif PYR in the amino terminal half of the protein that may be functionally important. The species distribution of the family is interesting. So far it is restricted to cyanobacteria, cryptomonads and plants. It has been shown that CpcT encodes a bilin lyase responsible for attachment of phycocyanobilin to the beta subunit of phycocyanin.GO:0007049|cell cycle;GO:0051301|cell division;GO:0098586|cellular response to virus;GO:0010020|chloroplast fission;GO:0006952|defense response;GO:0007275|multicellular organismal development;GO:0043572|plastid fission;GO:0017009|protein-phycocyanobilin linkage;GO:0051302|regulation of cell division;GO:0000302|response to reactive oxygen species;GO:0046741|transport of virus in host, tissue to tissue;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0016829|lyase activity;.

Manes.14G044100.v6.10.3759984 2.37E-09 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .



Manes.14G044400.v6.11.0031012 0.95396 up no Lysine-specific demethylase JMJ25pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0033169|histone H3-K9 demethylation;GO:0060969|negative regulation of gene silencing;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0032454|histone demethylase activity (H3-K9 specific);GO:0046872|metal ion binding;.

Manes.14G044800.v6.12.0564854 3.87E-16 up yes Protein BONZAI 1pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0006952|defense response;GO:0060548|negative regulation of cell death;GO:0045793|positive regulation of cell size;GO:0009270|response to humidity;GO:0009266|response to temperature stimulus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005544|calcium-dependent phospholipid binding;.

Manes.14G044900.v6.10.3701609 5.71E-11 down yes . pfam10539 Dev_Cell_Death Development and cell death domain. The DCD domain is found in plant proteins involved in development and cell death. The DCD domain is an approximately 130 amino acid long stretch that contains several mostly invariable motifs. These include a FGLP and a LFL motif at the N-terminus and a PAQV and a PLxE motif towards the C-terminus of the domain. The DCD domain is present in proteins with different architectures. Some of these proteins contain additional recognisable motifs, like the KELCH repeats or the ParB domain.. . . .

Manes.14G045000.v6.10.9824435 0.87607 down no Protein MEI2-like 1pfam04059 RRM_2 RNA recognition motif 2.GO:0051321|meiotic cell cycle;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.14G045500.v6.10.7618096 0.00733 down no Auxin response factor 2pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0010227|floral organ abscission;GO:0010047|fruit dehiscence;GO:0010150|leaf senescence;GO:0008285|negative regulation of cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0009911|positive regulation of flower development;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G046200.v6.11.291136 0.00886 up no Poly(A) polymerase Ipfam01743 PolyA_pol Poly A polymerase head domain. This family includes nucleic acid independent RNA polymerases, such as Poly(A) polymerase, which adds the poly (A) tail to mRNA EC:2.7.7.19. This family also includes the tRNA nucleotidyltransferase that adds the CCA to the 3' of the tRNA EC:2.7.7.25. This family is part of the nucleotidyltransferase superfamily.GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0006276|plasmid maintenance;GO:0009451|RNA modification;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;K00970

Manes.14G046500.v6.10.7723619 0.06067 down no . pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.14G046600.v6.12.6343619 3.58E-16 up yes Long chain base biosynthesis protein 2apfam00155 Aminotran_1_2 Aminotransferase class I and II.GO:0009640|photomorphogenesis;GO:0009555|pollen development;GO:0043067|regulation of programmed cell death;GO:0046512|sphingosine biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005773|vacuole;GO:0030170|pyridoxal phosphate binding;GO:0004758|serine C-palmitoyltransferase activity;K00654

Manes.14G047000.v6.10.7232074 0.00346 down no . pfam13915 DUF4210 Domain of unknown function (DUF4210). This short domain is found in fungi, plants and animals, and the proteins appear to be necessary for chromosome segregation during meiosis.. . . .

Manes.14G047700.v6.11.323142 0.14157 up no Bidirectional sugar transporter SWEET10pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0015770|sucrose transport;GO:0005887|integral component of plasma membrane;GO:0008515|sucrose transmembrane transporter activity;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.14G048000.v6.10.4186665 9.78E-10 down yes Membrane-anchored ubiquitin-fold protein 3pfam13881 Rad60-SLD_2 Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.14G049200.v6.10.6466243 9.11E-06 down no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.14G049500.v6.10.7500368 0.02708 down no SUMO-activating enzyme subunit 1B-2pfam05237 MoeZ_MoeB MoeZ/MoeB domain. This putative domain is found in the MoeZ protein and the MoeB protein. The domain has two CXXC motifs that are only partly conserved.GO:0016925|protein sumoylation;GO:0007346|regulation of mitotic cell cycle;GO:0005829|cytosol;GO:0005634|nucleus;GO:0019948|SUMO activating enzyme activity;K10684

Manes.14G049600.v6.10.2824089 0.00035 down yes . pfam00510 COX3 Cytochrome c oxidase subunit III.. . . .

Manes.14G049800.v6.1125.92918 3.39E-82 up yes . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.14G049900.v6.1Inf 0.1623 up no Agamous-like MADS-box protein AGL19pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009908|flower development;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G050200.v6.11.0962268 0.32027 up no CBS domain-containing protein CBSCBSPB5pfam00564 PB1 PB1 domain.. GO:0016021|integral component of membrane;. .

Manes.14G050300.v6.10.7220697 0.00193 down no Non-specific phospholipase C6pfam04185 Phosphoesterase Phosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.. GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K01114

Manes.14G050400.v6.11.2427758 0.03568 up no Mediator of RNA polymerase II transcription subunit 30pfam08781 DP Transcription factor DP. DP forms a heterodimer with E2F and regulates genes involved in cell cycle progression. The transcriptional activity of E2F is inhibited by the retinoblastoma protein which binds to the E2F-DP heterodimer and negatively regulates the G1-S transition.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.14G050500.v6.10.9316628 0.55915 down no Thylakoid lumenal 17.9 kDa protein, chloroplasticpfam01547 SBP_bac_1 Bacterial extracellular solute-binding protein. This family also includes the bacterial extracellular solute-binding protein family POTD/POTF.. GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.14G050600.v6.11.9565016 0.00195 up no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.14G050800.v6.11.0643557 0.6911 up no DnaJ homolog subfamily B member 4pfam11926 DUF3444 Domain of unknown function (DUF3444). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 210 amino acids in length. This domain is found associated with pfam00226. This domain has two conserved sequence motifs: FSH and FSH.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0051087|chaperone binding;K09510

Manes.14G051100.v6.10.8203348 0.08032 down no TITAN-like proteinpfam14968 CCDC84 Coiled coil protein 84. The function of this coiled-coil domain-containing family is not known. It is found in eukaryotes.GO:0009793|embryo development ending in seed dormancy;GO:0009960|endosperm development;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.14G051200.v6.16.4329041 1.56E-77 up yes . pfam14346 DUF4398 Domain of unknown function (DUF4398). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 127 and 269 amino acids in length.. . . .

Manes.14G051300.v6.13.088437 2.81E-10 up yes F-box protein At1g67340pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.14G051400.v6.10.204467 7.70E-19 down yes Serine/threonine-protein kinase RIO1pfam01163 RIO1 RIO1 family. This is a family of atypical serine kinases which are found in archaea, bacteria and eukaryotes.   Activity of Rio1 is vital in Saccharomyces cerevisiae for the processing of ribosomal RNA, as well as for proper cell cycle progression and chromosome maintenance. The structure of RIO1 has been determined.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K07178

Manes.14G051600.v6.10.8467701 0.21617 down no COMM domain-containing protein 9pfam07258 HCaRG HCaRG protein. This family consists of several mammalian HCaRG(hypertension-related, calcium-regulated gene) proteins. HCaRG is negatively regulated by extracellular calcium concentration, and its basal mRNA levels are higher in hypertensive animals. HCaRG is a nuclear protein potentially involved in the control of cell proliferation.GO:0006355|regulation of transcription, DNA-templated;GO:0006814|sodium ion transport;GO:0006351|transcription, DNA-templated;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0005634|nucleus;. .

Manes.14G051900.v6.1Inf 0.9009 up no . pfam10553 MSV199 MSV199 domain. This domain was identified by Iyer and colleagues.. . . .

Manes.14G052000.v6.11.2457925 0.06778 up no 60S ribosomal protein L17pfam00237 Ribosomal_L22 Ribosomal protein L22p/L17e. This family includes L22 from prokaryotes and chloroplasts and L17 from eukaryotes.GO:0006412|translation;GO:0015934|large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02880

Manes.14G052600.v6.125.269739 2.28E-10 up yes . pfam13254 DUF4045 Domain of unknown function (DUF4045). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is typically between 384 and 430 amino acids in length.. . . .

Manes.14G052700.v6.11.2598836 0.01019 up no Ribonuclease Jpfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0004534|5'-3' exoribonuclease activity;GO:0004521|endoribonuclease activity;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12574

Manes.14G052900.v6.11.6425155 0.02167 up no Protein ROOT INITIATION DEFECTIVE 3pfam00400 WD40 WD domain, G-beta repeat.GO:1902184|negative regulation of shoot apical meristem development;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;. .

Manes.14G053000.v6.10.771242 0.07337 down no Probable adenylate kinase 7, mitochondrialpfam00406 ADK Adenylate kinase.GO:0006354|DNA-templated transcription, elongation;GO:0005739|mitochondrion;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;.

Manes.14G053200.v6.11.8888052 1.93E-09 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.14G053300.v6.11.4647957 2.14E-05 up no Nucleolar protein 56pfam01798 Nop Putative snoRNA binding domain. This family consists of various Pre RNA processing ribonucleoproteins. The function of the aligned region is unknown however it may be a common RNA or snoRNA or Nop1p binding domain. Nop5p (Nop58p) from yeast is the protein component of a ribonucleoprotein protein required for pre-18s rRNA processing and is suggested to function with Nop1p in a snoRNA complex. Nop56p and Nop5p interact with Nop1p and are required for ribosome biogenesis. Prp31p is required for pre-mRNA splicing in S. cerevisiae.GO:0000154|rRNA modification;GO:0006364|rRNA processing;GO:0031428|box C/D snoRNP complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0032040|small-subunit processome;GO:0030515|snoRNA binding;K14564

Manes.14G053900.v6.10.6894285 0.00418 down no . pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.14G054000.v6.114.84038 1.45E-06 up yes . pfam01536 SAM_decarbox Adenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.. . . .

Manes.14G054200.v6.13.0893979 0.04377 up no . pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.14G054500.v6.1Inf 0.00126 up yes . pfam04918 DltD_M DltD central region. DltD is and integral membrane protein involved in the biosynthesis of D-alanyl-lipoteichoic acid. This is important in controlling the net ionic charge in lipoteichoic acid (LTA). This family is found in bacteria of the Bacillus/Clostridium group. DltD binds Dcp and ligates it with D-alanine. DltD does not ligate acyl carrier protein (ACP) with D-alanine. It also has thioesterase activity for mischarged D-alanyl-acyl carrier protein (ACP). DltD is thought to be responsible for discriminating between Dcp involved in the D-alanylation of LTA, and ACP involved in fatty acid biosynthesis. This family consists of the central region of DltD.. . . .

Manes.14G055000.v6.11.2976834 0.00699 up no Nucleoside diphosphate kinase 2, chloroplasticpfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004550|nucleoside diphosphate kinase activity;.

Manes.14G055200.v6.10.7228969 0.00155 down no Uncharacterized aarF domain-containing protein kinase 1pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. GO:0005576|extracellular region;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.14G055400.v6.10.8590704 0.22346 down no . pfam06664 MIG-14_Wnt-bd Wnt-binding factor required for Wnt secretion. MIG-14 is a Wnt-binding factor. Newly synthesized EGL-20/Wnt binds to MIG-14 in the Golgi, targetting the Wnt to the cell membrane for secretion. AP-2-mediated endocytosis and retromer retrieval at the sorting endosome would recycle MIG-14 to the Golgi, where it can bind to EGL-20/Wnt for next cycle of secretion.. . . .

Manes.14G055800.v6.10.9754906 0.82603 down no Zinc finger CCCH domain-containing protein 43pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.14G056000.v6.11.5120264 0.00055 up no DNA-(apurinic or apyrimidinic site) lyasepfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006281|DNA repair;GO:0009507|chloroplast;GO:0005730|nucleolus;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.14G056200.v6.13.157043 7.59E-26 up yes . pfam10168 Nup88 Nuclear pore component. Nup88 can be divided into two structural domains; the N-terminal two-thirds of the protein has no obvious structural motifs but is the region for binding to Nup98, one of the components of the nuclear pore. the C-terminal end is a predicted coiled-coil domain. Nup88 is overexpressed in tumor cells.. . . .

Manes.14G056400.v6.10.2337526 3.94E-11 down yes Probable pectate lyase 5pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.14G056500.v6.13.9829749 3.32E-10 up yes BTB/POZ and TAZ domain-containing protein 1pfam02135 zf-TAZ TAZ zinc finger. The TAZ2 domain of CBP binds to other transcription factors such as the p53 tumor suppressor protein, E1A oncoprotein, MyoD, and GATA-1. The zinc coordinating motif that is necessary for binding to target DNA sequences consists of HCCC.GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0016567|protein ubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0042542|response to hydrogen peroxide;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.

Manes.14G056700.v6.11.6847468 0.03526 up no Vignain pfam00112 Peptidase_C1 Papain family cysteine protease.. GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0008234|cysteine-type peptidase activity;K16292

Manes.14G057500.v6.12.7017157 0.14627 up no Protein-L-isoaspartate O-methyltransferase 1pfam01135 PCMT Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PCMT).GO:0007568|aging;GO:0006479|protein methylation;GO:0030091|protein repair;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004719|protein-L-isoaspartate (D-aspartate) O-methyltransferase activity;.

Manes.14G057900.v6.11.306579 0.00312 up no E3 ubiquitin-protein ligase RGLG1pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.14G058400.v6.10.5638766 2.47E-05 down no Transcription factor TCP4pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G058500.v6.10.6541876 0.00702 down no Probable ubiquitin-like-specific protease 2Apfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0016926|protein desumoylation;. GO:0016929|SUMO-specific protease activity;K08596

Manes.14G058600.v6.10.9622152 0.72093 down no 26S proteasome non-ATPase regulatory subunit 6 homologpfam10602 RPN7 26S proteasome subunit RPN7. RPN7 (known as the non ATPase regulatory subunit 6 in higher eukaryotes) is one of the lid subunits of the 26S proteasome and has been shown in Saccharomyces cerevisiae to be required for structural integrity. The 26S proteasome is is involved in the ATP-dependent degradation of ubiquitinated proteins.GO:0030163|protein catabolic process;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0000502|proteasome complex;. K03037

Manes.14G058800.v6.10.2661813 4.54E-07 down yes . pfam01059 Oxidored_q5_N NADH-ubiquinone oxidoreductase chain 4, amino terminus.. . . .

Manes.14G059000.v6.11.9094189 0.00072 up no Cytochrome P450 71A24pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.14G059300.v6.10.5013447 2.16E-05 down no Cytochrome P450 71A26pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.14G059400.v6.10.4661577 2.52E-09 down yes Cytochrome P450 71A4pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.14G059500.v6.11.0242373 0.78874 up no Serine/threonine-protein kinase AFC2pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.14G059600.v6.141.449984 3.08E-27 up yes Cytochrome P450 71A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.14G059800.v6.16.796989 3.83E-05 up yes High-affinity nitrate transporter 3.1pfam10342 GPI-anchored Ser-Thr-rich glycosyl-phosphatidyl-inositol-anchored membrane family. Some members of this family appear to be serine- threonine-rich membrane-anchored proteins, anchored by glycosyl-phosphatidylinositol. In A. fumigatus these proteins play a role in fungal cell wall organisation. In Lentinula edodes this family is involved in fruiting body formation, and may have a more general role in signalling in other organisms as it interacts with MAPK. The family is also found in archaea and bacteria.GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0010167|response to nitrate;GO:0009611|response to wounding;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;.

Manes.14G060100.v6.10.9021599 0.30462 down no Elongation factor Tu, chloroplasticpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.14G060200.v6.10.4633924 1.54E-05 down yes . pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.. . . .

Manes.14G060300.v6.10.8018724 0.03851 down no Elongation factor Tu, chloroplasticpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.14G060400.v6.10.852237 0.48817 down no . pfam05605 zf-Di19 Drought induced 19 protein (Di19), zinc-binding. This family consists of several drought induced 19 (Di19) like proteins. Di19 has been found to be strongly expressed in both the roots and leaves of Arabidopsis thaliana during progressive drought. This domain is a zinc-binding domain.. . . .

Manes.14G060900.v6.10.3969732 4.90E-15 down yes Plant intracellular Ras-group-related LRR protein 9pfam13855 LRR_8 Leucine rich repeat.GO:0055046|microgametogenesis;GO:0009555|pollen development;. . .

Manes.14G061200.v6.10.4307961 1.66E-08 down yes L-type lectin-domain containing receptor kinase S.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G061300.v6.11.19239 0.17752 up no U-box domain-containing protein 33pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G061600.v6.13.3470597 2.99E-40 up yes . pfam01602 Adaptin_N Adaptin N terminal region. This family consists of the N terminal region of various alpha, beta and gamma subunits of the AP-1, AP-2 and AP-3 adaptor protein complexes. The adaptor protein (AP) complexes are involved in the formation of clathrin-coated pits and vesicles. The N-terminal region of the various adaptor proteins (APs) is constant by comparison to the C-terminal which is variable within members of the AP-2 family; and it has been proposed that this constant region interacts with another uniform component of the coated vesicles.. . . .

Manes.14G061800.v6.11.0754511 0.46549 up no Histone deacetylase 6pfam00850 Hist_deacetyl Histone deacetylase domain. Histones can be reversibly acetylated on several lysine residues. Regulation of transcription is caused in part by this mechanism. Histone deacetylases catalyse the removal of the acetyl group. Histone deacetylases are related to other proteins.GO:0009793|embryo development ending in seed dormancy;GO:0016458|gene silencing;GO:0016575|histone deacetylation;GO:0016441|posttranscriptional gene silencing;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0009941|chloroplast envelope;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004407|histone deacetylase activity;GO:0032041|NAD-dependent histone deacetylase activity (H3-K14 specific);K06067

Manes.14G062100.v6.10.6673928 0.01627 down no Protein LATERAL ORGAN BOUNDARIESpfam03195 DUF260 Protein of unknown function DUF260.GO:0010199|organ boundary specification between lateral organs and the meristem;. . .

Manes.14G062400.v6.10.5082719 1.21E-07 down no Tryptophan aminotransferase-related protein 2pfam04864 Alliinase_C Allinase. Allicin is a thiosulphinate that gives rise to dithiines, allyl sulphides and ajoenes, the three groups of active compounds in Allium species. Allicin is synthesized from sulfoxide cysteine derivatives by alliinase (EC:4.4.1.4), whose C-S lyase activity cleaves C(beta)-S(gamma) bonds. It is thought that this enzyme forms part of a primitive plant defence system.GO:0009851|auxin biosynthetic process;GO:0043562|cellular response to nitrogen levels;GO:0042742|defense response to bacterium;GO:0009908|flower development;GO:0048467|gynoecium development;GO:0048527|lateral root development;GO:0010078|maintenance of root meristem identity;GO:0010087|phloem or xylem histogenesis;GO:0009958|positive gravitropism;GO:0009723|response to ethylene;GO:0048367|shoot system development;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016846|carbon-sulfur lyase activity;GO:0050362|L-tryptophan:2-oxoglutarate aminotransferase activity;GO:0080097|L-tryptophan:pyruvate aminotransferase activity;K16903

Manes.14G062900.v6.10.3617067 1.27E-08 down yes . pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.. . . .

Manes.14G063000.v6.10.4087148 1.70E-06 down yes . pfam04593 SelP_C Selenoprotein P, C terminal region. SelP is the only known eukaryotic selenoprotein that contains multiple selenocysteine (Sec) residues, and accounts for more than 50% of the selenium content of rat and human plasma. It is thought to be glycosylated. SelP may have antioxidant properties. It can attach to epithelial cells, and may protect vascular endothelial cells against peroxynitrite toxicity. The high selenium content of SelP suggests that it may be involved in selenium intercellular transport or storage. The promoter structure of bovine SelP suggest that it may be involved in countering heavy metal intoxication, and may also have a developmental function. The N terminal region always contains one Sec residue, and this is separated from the C terminal region (9-16 sec residues) by a histidine-rich sequence. The large number of Sec residues in the C-terminal portion of SelP suggest CC that it may be involved in selenium transport or storage. However, it is also possible that this region has a redox functio. . . .

Manes.14G063100.v6.13.6586511 0.00099 up yes . pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.14G063300.v6.10.8405763 0.15015 down no SEC14 cytosolic factorpfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005215|transporter activity;.

Manes.14G063400.v6.11.2476498 0.02685 up no Heme-binding protein 2pfam04832 SOUL SOUL heme-binding protein. This family represents a group of putative heme-binding proteins. Our family includes archaeal and bacterial homologues.GO:0010917|negative regulation of mitochondrial membrane potential;GO:0035794|positive regulation of mitochondrial membrane permeability;GO:0010940|positive regulation of necrotic cell death;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;. .

Manes.14G063500.v6.10.5171197 0.00045 down no Probable apyrase 7pfam01150 GDA1_CD39 GDA1/CD39 (nucleoside phosphatase) family.GO:0009901|anther dehiscence;GO:0010584|pollen exine formation;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.14G063600.v6.10.8444013 0.29576 down no DNA-directed RNA polymerase I subunit RPA12pfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0006353|DNA-templated transcription, termination;GO:0006363|termination of RNA polymerase I transcription;GO:0006360|transcription from RNA polymerase I promoter;GO:0005829|cytosol;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03000

Manes.14G064200.v6.11.6876846 1.60E-06 up no . pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.. . . .

Manes.14G064300.v6.13.2154311 3.32E-33 up yes U3 small nucleolar ribonucleoprotein protein MPP10pfam04006 Mpp10 Mpp10 protein. This family includes proteins related to Mpp10 (M phase phosphoprotein 10). The U3 small nucleolar ribonucleoprotein (snoRNP) is required for three cleavage events that generate the mature 18S rRNA from the pre-rRNA. In Saccharomyces cerevisiae, depletion of Mpp10, a U3 snoRNP-specific protein, halts 18S rRNA production and impairs cleavage at the three U3 snoRNP-dependent sites.GO:0010923|negative regulation of phosphatase activity;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0000375|RNA splicing, via transesterification reactions;GO:0006364|rRNA processing;GO:0005694|chromosome;GO:0034457|Mpp10 complex;GO:0005730|nucleolus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14559

Manes.14G064400.v6.11.429378 9.86E-05 up no Pleckstrin homology domain-containing family M member 3pfam13901 DUF4206 Domain of unknown function (DUF4206). This is a family of cysteine-rich proteins. Many members also carry a pleckstrin-homology domain, pfam00169GO:0035556|intracellular signal transduction;GO:0005622|intracellular;GO:0008270|zinc ion binding;.

Manes.14G064500.v6.16.8587967 5.47E-21 up yes . pfam04750 Far-17a_AIG1 FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.14G064600.v6.10.7878637 0.0842 down no Protein ApaGpfam04379 DUF525 Protein of unknown function (DUF525). Members of this family include the bacterial protein ApaG and the C termini of some F-box proteins (pfam00646). F-box proteins contain a carboxyl-terminal domain that interacts with protein substrates, so this family may be involved in protein-protein interaction. The function of ApaG proteins is unknown, but mutations in the Salmonella typhimurium ApaG homologue corD gives a phenotype of low-level cobalt resistance and decreased magnesium efflux by effects on the CorA magnesium transport system.. . . K06195

Manes.14G064700.v6.11.8212859 1.97E-08 up no Probable BOI-related E3 ubiquitin-protein ligase 3pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.14G064800.v6.11.4632882 2.88E-05 up no Phosphoenolpyruvate/phosphate translocator 1, chloroplasticpfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:1990570|GDP-mannose transmembrane transport;GO:0089722|phosphoenolpyruvate transmembrane transport;GO:0015714|phosphoenolpyruvate transport;GO:0015713|phosphoglycerate transport;GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0009528|plastid inner membrane;GO:0005338|nucleotide-sugar transmembrane transporter activity;GO:0015121|phosphoenolpyruvate:phosphate antiporter activity;GO:0015120|phosphoglycerate transmembrane transporter activity;K15283

Manes.14G065200.v6.11.0690348 0.51054 up no Pantothenate kinase 2pfam03630 Fumble Fumble. Fumble is required for cell division in Drosophila. Mutants lacking fumble exhibit abnormalities in bipolar spindle organisation, chromosome segregation, and contractile ring formation. Analyses have demonstrated that encodes three protein isoforms, all of which contain a domain with high similarity to the pantothenate kinases of A. nidulans and mouse. A role of fumble in membrane synthesis has been proposed.GO:0015937|coenzyme A biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004594|pantothenate kinase activity;.

Manes.14G065500.v6.10.5523524 0.01038 down no 50S ribosomal protein L7/L12pfam00542 Ribosomal_L12 Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.14G065800.v6.13.275849 8.79E-29 up yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .



Manes.14G066100.v6.1Inf 0.17669 up no Beta carbonic anhydrase 2, chloroplasticpfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0031969|chloroplast membrane;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;.

Manes.14G066300.v6.11.2069284 0.08312 up no Putative exosome complex component rrp40pfam15156 CLN6 Ceroid-lipofuscinosis neuronal protein 6. This family of proteins is found in eukaryotes. Proteins in this family are typically between 190 and 310 amino acids in length.GO:0071034|CUT catabolic process;GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0000467|exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035|nuclear polyadenylation-dependent rRNA catabolic process;GO:0071038|nuclear polyadenylation-dependent tRNA catabolic process;GO:0071049|nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0034427|nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071051|polyadenylation-dependent snoRNA 3'-end processing;GO:0034475|U4 snRNA 3'-end processing;GO:0000177|cytoplasmic exosome (RNase complex);GO:0000176|nuclear exosome (RNase complex);GO:0005730|nucleolus;GO:0003723|RNA binding;K03681

Manes.14G066400.v6.10.4129791 9.98E-12 down yes Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G066600.v6.11.7838841 2.99E-08 up no Protein EXECUTER 1, chloroplasticpfam12014 DUF3506 Domain of unknown function (DUF3506). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 131 to 148 amino acids in length. This domain has a conserved KLTGD sequence motif.GO:0010343|singlet oxygen-mediated programmed cell death;GO:0009507|chloroplast;GO:0042651|thylakoid membrane;. .

Manes.14G066800.v6.115.701717 1.25E-08 up yes Polyamine oxidasepfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.. . GO:0052898|N1-acetylspermidine:oxygen oxidoreductase (propane-1,3-diamine-forming) activity;GO:0052893|N1-acetylspermine:oxygen oxidoreductase (propane-1,3-diamine-forming) activity;GO:0052897|N8-acetylspermidine:oxygen oxidoreductase (propane-1,3-diamine-forming) activity;GO:0052896|spermidine oxidase (propane-1,3-diamine-forming) activity;GO:0052900|spermine oxidase (propane-1,3-diamine-forming) activity;K13366

Manes.14G067000.v6.14.5343093 1.52E-51 up yes . pfam04656 Pox_E6 Pox virus E6 protein. Family of pox virus E6 proteins.. . . .

Manes.14G067600.v6.10.6762077 0.00188 down no Aldehyde dehydrogenase family 2 member B4, mitochondrialpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0046686|response to cadmium ion;GO:0009507|chloroplast;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005524|ATP binding;K00128

Manes.14G067900.v6.14.6671355 1.49E-47 up yes . pfam15058 Speriolin_N Speriolin N terminus. This family represents the N-terminus of the sperm centrosome protein speriolin.. . . .

Manes.14G068600.v6.10.4333432 1.93E-13 down yes Protease Do-like 9pfam00089 Trypsin Trypsin. . GO:0009507|chloroplast;GO:0005730|nucleolus;GO:0004252|serine-type endopeptidase activity;.

Manes.14G068700.v6.10.7234943 0.02424 down no Rac-like GTP-binding protein 3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005525|GTP binding;K04392

Manes.14G068900.v6.10.8285205 0.0524 down no . pfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the . . . .

Manes.14G069400.v6.11.8154224 3.00E-07 up no LIM domain-containing protein WLIM1pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.14G070200.v6.10.6216673 0.00061 down no Alpha-N-acetylglucosaminidasepfam05089 NAGLU Alpha-N-acetylglucosaminidase (NAGLU) tim-barrel domain. Alpha-N-acetylglucosaminidase, a lysosomal enzyme required for the stepwise degradation of heparan sulfate. Mutations on the alpha-N-acetylglucosaminidase (NAGLU) gene can lead to Mucopolysaccharidosis type IIIB (MPS IIIB; or Sanfilippo syndrome type B) characterized by neurological dysfunction but relatively mild somatic manifestations. The structure shows that the enzyme is composed of three domains. This central domain has a tim barrel fold.GO:0005975|carbohydrate metabolic process;GO:0021680|cerebellar Purkinje cell layer development;GO:0006027|glycosaminoglycan catabolic process;GO:0030203|glycosaminoglycan metabolic process;GO:0060119|inner ear receptor cell development;GO:0045475|locomotor rhythm;GO:0007040|lysosome organization;GO:0042474|middle ear morphogenesis;GO:0007399|nervous system development;GO:0046548|retinal rod cell development;GO:0044281|small molecule metabolic process;GO:0070062|extracellular exosome;GO:0043202|lysosomal lumen;GO:0005764|lysosome;GO:0004561|alpha-N-acetylglucosaminidase activity;K01205

Manes.14G070600.v6.10.7327969 0.41252 down no Betaine aldehyde dehydrogenase 1, chloroplasticpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0019285|glycine betaine biosynthetic process from choline;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0009516|leucoplast;GO:0008802|betaine-aldehyde dehydrogenase activity;.

Manes.14G070700.v6.10.7400372 0.00449 down no Mannose-1-phosphate guanyltransferase alphapfam00483 NTP_transferase Nucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0009298|GDP-mannose biosynthetic process;. GO:0004475|mannose-1-phosphate guanylyltransferase activity;K00966

Manes.14G070800.v6.10.5001791 7.23E-06 down no E2F transcription factor-like E2FEpfam02319 E2F_TDP E2F/DP family winged-helix DNA-binding domain. This family contains the transcription factor E2F and its dimerization partners TDP1 and TDP2, which stimulate E2F-dependent transcription. E2F binds to DNA as a homodimer or as a heterodimer in association with TDP1/2, the heterodimer having increased binding efficiency. The crystal structure of an E2F4-DP2-DNA complex shows that the DNA-binding domains of the E2F and DP proteins both have a fold related to the winged-helix DNA-binding motif. Recognition of the central c/gGCGCg/c sequence of the consensus DNA-binding site is symmetric, and amino acids that contact these bases are conserved among all known E2F and DP proteins.GO:0042023|DNA endoreduplication;GO:0032876|negative regulation of DNA endoreduplication;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005667|transcription factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G071200.v6.13.560907 0.03141 up no . pfam11878 DUF3398 Domain of unknown function (DUF3398). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is about 100 amino acids in length.. . . .

Manes.14G071300.v6.11.7519446 0.00076 up no Two-component response regulator ARR6pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.14G071400.v6.10.5016049 0.00301 down no Formin-like protein 8pfam02181 FH2 Formin Homology 2 Domain.GO:0045010|actin nucleation;GO:0009932|cell tip growth;GO:0005911|cell-cell junction;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0003779|actin binding;GO:0051015|actin filament binding;GO:0005522|profilin binding;.

Manes.14G071700.v6.10.6521903 0.00886 down no Microtubule-associated protein TORTIFOLIA1pfam09507 CDC27 DNA polymerase subunit Cdc27. This protein forms the C subunit of DNA polymerase delta. It carries the essential residues for binding to the Pol1 subunit of polymerase alpha, from residues 293-332, which are characterized by the motif D--G--VT, referred to as the DPIM motif. The first 160 residues of the protein form the minimal domain for binding to the B subunit, Cdc1, of polymerase delta, the final 10 C-terminal residues, 362-372, being the DNA sliding clamp, PCNA, binding motif.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.14G071900.v6.12.4275475 2.57E-11 up yes Transcription factor MYB1R1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G072000.v6.10.8199194 0.41029 down no . pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.14G072100.v6.10.8675652 0.18161 down no Polynucleotide 5'-hydroxyl-kinase NOL9pfam06807 Clp1 Pre-mRNA cleavage complex II protein Clp1. This family consists of several pre-mRNA cleavage complex II Clp1 (or HeaB) proteins. Six different protein factors are required in vitro for 3' end formation of mammalian pre-mRNAs by endonucleolytic cleavage and polyadenylation. Clp1 is a subunit of cleavage complex IIA, which is required for cleavage, but not for polyadenylation of pre-mRNA.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005524|ATP binding;GO:0051731|polynucleotide 5'-hydroxyl-kinase activity;K06947

Manes.14G072400.v6.1Inf 0.18198 up no 40S ribosomal protein S16pfam00380 Ribosomal_S9 Ribosomal protein S9/S16. This family includes small ribosomal subunit S9 from prokaryotes and S16 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.14G072900.v6.11.0827454 0.38895 up no Probable beta-1,3-galactosyltransferase 19pfam00337 Gal-bind_lectin Galactoside-binding lectin. This family contains galactoside binding lectins.   The family also includes enzymes such as human eosinophil lysophospholipase (EC:3.1.1.5).GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.14G073100.v6.10.784011 0.02532 down no . pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.. . . .

Manes.14G073200.v6.122.087793 0.00014 up yes Probable mitochondrial chaperone BCS1-Bpfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.14G073300.v6.11.4622407 0.00015 up no HIPL1 proteinpfam07995 GSDH Glucose / Sorbosone dehydrogenase. Members of this family are glucose/sorbosone dehydrogenases that possess a beta-propeller fold.GO:0005975|carbohydrate metabolic process;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0016901|oxidoreductase activity, acting on the CH-OH group of donors, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.14G073400.v6.11.3205159 0.00242 up no . pfam09429 Wbp11 WW domain binding protein 11. The WW domain is a small protein module with a triple-stranded beta-sheet fold. This is a family of WW domain binding proteins.. . . .

Manes.14G073500.v6.10.7550061 0.09015 down no . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.14G074000.v6.10.7570009 0.00385 down no Protein NRT1/ PTR FAMILY 2.11pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:1901349|glucosinolate transport;GO:0090449|phloem glucosinolate loading;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0090448|glucosinolate:proton symporter activity;.

Manes.14G074100.v6.10.6852604 0.62805 down no Protein NRT1/ PTR FAMILY 2.11pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:1901349|glucosinolate transport;GO:0090449|phloem glucosinolate loading;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0090448|glucosinolate:proton symporter activity;.

Manes.14G074200.v6.10.5696559 1.46E-07 down no LRR receptor-like serine/threonine-protein kinase FEI 1pfam00069 Pkinase Protein kinase domain.GO:0030244|cellulose biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G074500.v6.11.4499068 6.72E-05 up no Homeobox-leucine zipper protein HOX20pfam00046 Homeobox Homeobox domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.14G074700.v6.11.176887 0.07921 up no ATP-dependent Clp protease proteolytic subunit 6, chloroplasticpfam00574 CLP_protease Clp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009570|chloroplast stroma;GO:0004252|serine-type endopeptidase activity;.

Manes.14G075000.v6.10.6013052 9.76E-06 down no C2 and GRAM domain-containing protein At1g03370pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).. GO:0016021|integral component of membrane;. .

Manes.14G075200.v6.10.4977286 4.32E-10 down yes Isochorismate synthase 2, chloroplasticpfam00425 Chorismate_bind chorismate binding enzyme. This family includes the catalytic regions of the chorismate binding enzymes anthranilate synthase, isochorismate synthase, aminodeoxychorismate synthase and para-aminobenzoate synthase.GO:0006952|defense response;GO:0042372|phylloquinone biosynthetic process;GO:0009697|salicylic acid biosynthetic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0008909|isochorismate synthase activity;K02552

Manes.14G075300.v6.10.600941 0.08272 down no . pfam03637 Mob1_phocein Mob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . . .

Manes.14G075600.v6.12.041101 0.00294 up yes . pfam00983 Tymo_coat Tymovirus coat protein.. . . .

Manes.14G075700.v6.10.9973579 1 down no Probable aldehyde dehydrogenasepfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. . GO:0004029|aldehyde dehydrogenase (NAD) activity;.

Manes.14G075900.v6.11.5961697 3.29E-07 up no Ubiquitin-conjugating enzyme E2 2pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006281|DNA repair;GO:0033523|histone H2B ubiquitination;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10573

Manes.14G076200.v6.1Inf 0.00686 up yes Protein kinase 2B, chloroplasticpfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K04733

Manes.14G076400.v6.10.308233 7.65E-08 down yes F-box/kelch-repeat protein SKIP11pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.14G076900.v6.11.0303059 0.76564 up no Microtubule-associated protein RP/EB family member 1Apfam03271 EB1 EB1-like C-terminal motif. This motif is found at the C-terminus of proteins that are related to the EB1 protein. The EB1 proteins contain an N-terminal CH domain pfam00307. The human EB1 protein was originally discovered as a protein interacting with the C-terminus of the APC protein. This interaction is often disrupted in colon cancer, due to deletions affecting the APC C-terminus. Several EB1 orthologues are also included in this family. The interaction between EB1 and APC has been shown to have a potent synergistic effect on microtubule polymerization. Neither of EB1 or APC alone has this effect. It is thought that EB1 targets APC to the + ends of microtubules, where APC promotes microtubule polymerization. This process is regulated by APC phosphorylation by Cdc2, which disrupts APC-EB1 binding. Human EB1 protein can functionally substitute for the yeast EB1 homologue Mal3. In addition, Mal3 can substitute for human EB1 in promoting microtubule polymerization with APC.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0009652|thigmotropism;GO:0016032|viral process;GO:0010005|cortical microtubule, transverse to long axis;GO:0005815|microtubule organizing center;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0005876|spindle microtubule;GO:0000922|spindle pole;GO:0008017|microtubule binding;K10436

Manes.14G077000.v6.10.7726626 0.02375 down no HVA22-like protein apfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;. .

Manes.14G077100.v6.10.4723095 3.75E-13 down yes Transcription factor bHLH47pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010106|cellular response to iron ion starvation;GO:0055072|iron ion homeostasis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G077200.v6.11.7291244 2.15E-09 up no Transcription factor TCP14pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0008283|cell proliferation;GO:0010229|inflorescence development;GO:0031347|regulation of defense response;GO:0010029|regulation of seed germination;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G077300.v6.11.6157131 1.51E-07 up no NAP1-related protein 2pfam00956 NAP Nucleosome assembly protein (NAP). NAP proteins are involved in moving histones into the nucleus, nucleosome assembly and chromatin fluidity. They affect the transcription of many genes.GO:0006334|nucleosome assembly;GO:0016444|somatic cell DNA recombination;GO:0005737|cytoplasm;GO:0005634|nucleus;. K11290

Manes.14G077500.v6.10.5973223 0.20428 down no Probable methyltransferase PMT2pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.14G077800.v6.11.2999318 0.54163 up no Mini zinc finger protein 1pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0007275|multicellular organismal development;GO:0043392|negative regulation of DNA binding;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0048509|regulation of meristem development;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.14G077900.v6.10.4683205 6.09E-10 down yes Gibberellin-regulated protein 6pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0009740|gibberellic acid mediated signaling pathway;GO:0009750|response to fructose;GO:0009749|response to glucose;GO:0080167|response to karrikin;GO:0009744|response to sucrose;GO:0005576|extracellular region;. .

Manes.14G078200.v6.10.8478756 0.11753 down no Probable E3 ubiquitin ligase SUD1pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.14G078900.v6.10.3192873 0.00037 down yes . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.14G079000.v6.14.3900223 1.38E-61 up yes Cyclic dof factor 3pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G079200.v6.1Inf 0.00225 up yes . pfam13434 K_oxygenase L-lysine 6-monooxygenase (NADPH-requiring). This is family of Rossmann fold oxidoreductases that catalyses the NADPH-dependent hydroxylation of lysine at the N6 position, EC:1.14.13.59.. . . .

Manes.14G079300.v6.10.5750084 3.79E-05 down no . pfam01844 HNH HNH endonuclease.. . . .

Manes.14G079900.v6.10.0817256 2.38E-07 down yes Expansin-A15pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.14G080000.v6.1Inf 5.02E-10 up yes . pfam03395 Pox_P4A Poxvirus P4A protein.. . . .

Manes.14G080100.v6.16.1366161 4.44E-35 up yes Thioredoxin-like 1-1, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.14G080200.v6.133.990022 5.20E-30 up yes Probable carboxylesterase 17pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.14G080400.v6.114.808899 1.05E-26 up yes NAC domain-containing protein 100pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G080500.v6.10.0523196 1.70E-11 down yes Transcription factor MYB28pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010438|cellular response to sulfur starvation;GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0010439|regulation of glucosinolate biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009617|response to bacterium;GO:0009739|response to gibberellin;GO:0009625|response to insect;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.14G080700.v6.10.859338 0.17692 down no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.14G080800.v6.10.7651889 0.01785 down no Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4pfam00639 Rotamase PPIC-type PPIASE domain. Rotamases increase the rate of protein folding by catalyzing the interconversion of cis-proline and trans-proline.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005759|mitochondrial matrix;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0030684|preribosome;GO:0005819|spindle;GO:0003681|bent DNA binding;GO:0003677|DNA binding;GO:0003690|double-stranded DNA binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;GO:0044822|poly(A) RNA binding;K09579

Manes.14G081100.v6.10.6814898 0.00138 down no NEP1-interacting protein-like 2pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.14G081300.v6.10.2959949 2.18E-06 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G081500.v6.11.0682103 0.4771 up no Two-component response regulator-like APRR1pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0007623|circadian rhythm;GO:0010031|circumnutation;GO:0009908|flower development;GO:0010629|negative regulation of gene expression;GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12127

Manes.14G081800.v6.11.1188911 0.2467 up no Putative glycosyltransferase 3pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0010411|xyloglucan metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;K08238

Manes.14G081900.v6.10.6900718 0.00097 down no LON peptidase N-terminal domain and RING finger protein 1pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.. . GO:0004176|ATP-dependent peptidase activity;GO:0008270|zinc ion binding;.

Manes.14G082200.v6.11.0410055 0.65798 up no Formin-like protein 20pfam02181 FH2 Formin Homology 2 Domain.. . GO:0004721|phosphoprotein phosphatase activity;.

Manes.14G082600.v6.115.788895 ####### up yes Probable LRR receptor-like serine/threonine-protein kinase At1g74360pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G082700.v6.11.887444 0.00882 up no dCTP pyrophosphatase 1pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0000166|nucleotide binding;K16904

Manes.14G082800.v6.11.0121373 0.88765 up no . pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.14G082900.v6.10.3006528 0.00013 down yes Flavin-containing monooxygenase FMO GS-OX-like 9pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.. . GO:0050660|flavin adenine dinucleotide binding;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;.

Manes.14G083000.v6.10.6695604 0.00081 down no . pfam13445 zf-RING_UBOX RING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.. . . .

Manes.14G083100.v6.16.4811221 8.51E-11 up yes . pfam07839 CaM_binding Plant calmodulin-binding domain. The sequences featured in this family are found repeated in a number of plant calmodulin-binding proteins and are thought to constitute the calmodulin-binding domains. Binding of the proteins to calmodulin depends on the presence of calcium ions. These proteins are thought to be involved in various processes, such as plant defence responses and stolonisation or tuberization.. . . .

Manes.14G083300.v6.10.1650887 4.41E-09 down yes . pfam12783 Sec7_N Guanine nucleotide exchange factor in Golgi transport N-terminal. The full-length Sec7 functions proximally in the secretory pathway as a protein binding scaffold for the coat protein complexes COPII-COPI. The COPII-COPI-protein switch is necessary for maturation of the vesicular-tubular cluster, VTC, intermediate compartments for Golgi compartment biogenesis. This N-terminal domain however does not appear to be binding either of the COP or the ARF.. . . .

Manes.14G083400.v6.10.6380527 0.03152 down no . pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.14G083600.v6.11.7431444 0.0005 up no LYR motif-containing protein 4pfam13232 Complex1_LYR_1Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.. GO:0005739|mitochondrion;GO:0005634|nucleus;. .

Manes.14G083700.v6.17.8897653 0.00215 up yes . pfam11368 DUF3169 Protein of unknown function (DUF3169). Some members in this family of proteins are annotated as membrane proteins however this cannot be confirmed. Currently there is no known function.. . . .

Manes.14G083800.v6.12.6126762 5.22E-21 up yes SNAP25 homologous protein SNAP33pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0000911|cytokinesis by cell plate formation;GO:0061025|membrane fusion;GO:0015031|protein transport;GO:0009737|response to abscisic acid;GO:0009612|response to mechanical stimulus;GO:0051707|response to other organism;GO:0016192|vesicle-mediated transport;GO:0009504|cell plate;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005484|SNAP receptor activity;.

Manes.14G084000.v6.12.169654 7.10E-16 up yes . pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.14G084300.v6.10.4792588 6.92E-08 down yes Diacylglycerol kinase 1pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0016301|kinase activity;K00901

Manes.14G084600.v6.10.5109076 3.45E-11 down no . pfam10452 TCO89 TORC1 subunit TCO89. TC089 is a component of the TORC1 complex. TORC1 is responsible for a wide range of rapamycin-sensitive cellular activities.. . . .

Manes.14G084700.v6.10.3776429 0.00042 down yes . pfam10131 PTPS_related 6-pyruvoyl-tetrahydropterin synthase related domain; membrane protein. This domain is found in various bacterial hypothetical membrane proteins, as well as in tetratricopeptide TPR_2 repeat protein. The exact function of the domain has not, as yet, been established.. . . .

Manes.14G084800.v6.1Inf 0.04357 up no . pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.14G084900.v6.11.7697371 1.60E-05 up no RNA polymerase-associated protein LEO1pfam04004 Leo1 Leo1-like protein. Members of this family are part of the Paf1/RNA polymerase II complex. The Paf1 complex probably functions during the elongation phase of transcription. The Leo1 subunit of the yeast Paf1-complex binds RNA and contributes to complex recruitment. The subunit acts by co-ordinating co-transcriptional chromain modifications and helping recruitment of mRNA 3prime-end processing factors.GO:0048701|embryonic cranial skeleton morphogenesis;GO:0021782|glial cell development;GO:0007507|heart development;GO:0016570|histone modification;GO:0030318|melanocyte differentiation;GO:0014032|neural crest cell development;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0021529|spinal cord oligodendrocyte cell differentiation;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0050936|xanthophore differentiation;GO:0016593|Cdc73/Paf1 complex;GO:0005634|nucleus;. K15177

Manes.14G085200.v6.10.2841542 4.18E-12 down yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .



Manes.14G085700.v6.11.2638625 0.03003 up no Phosphoserine phosphatase, chloroplasticpfam12710 HAD haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0009793|embryo development ending in seed dormancy;GO:0006564|L-serine biosynthetic process;GO:0006563|L-serine metabolic process;GO:0009555|pollen development;GO:0048364|root development;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005509|calcium ion binding;GO:0000287|magnesium ion binding;GO:0004647|phosphoserine phosphatase activity;K01079

Manes.14G085900.v6.11.4582034 0.00046 up no Glycine-rich RNA-binding protein 3, mitochondrialpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0080156|mitochondrial mRNA modification;GO:0009409|response to cold;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0003723|RNA binding;K12741

Manes.14G086100.v6.10.6172658 0.00468 down no Glycerophosphodiester phosphodiesterase GDPD5pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0008889|glycerophosphodiester phosphodiesterase activity;K01126

Manes.14G086500.v6.10.669522 0.01937 down no Transcription factor TCP5pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G086600.v6.10.9801818 0.85978 down no Protein LONGIFOLIA 2pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0008017|microtubule binding;.

Manes.14G087300.v6.10.7397723 0.02047 down no Rhomboid protein 1, mitochondrialpfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.GO:0010821|regulation of mitochondrion organization;GO:0006465|signal peptide processing;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0004252|serine-type endopeptidase activity;K09650

Manes.14G087500.v6.10.6096895 0.00219 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.14G087800.v6.10.5649578 0.00053 down no COBRA-like protein 4pfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0016049|cell growth;GO:0010215|cellulose microfibril organization;GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. .

Manes.14G088100.v6.13.458188 8.24E-30 up yes Alpha-1,4-glucan-protein synthase [UDP-forming] 2pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.14G088300.v6.1Inf 1.52E-06 up yes . pfam06333 Med13_C Mediator complex subunit 13 C-terminal. Mediator is a large complex of up to 33 proteins that is conserved from plants through fungi to humans - the number and representation of individual subunits varying with species. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Med13 is part of the ancillary kinase module, together with Med12, CDK8 and CycC, which in yeast is implicated in transcriptional repression, though most of this activity is likely attributable to the CDK8 kinase. The large Med12 and Med13 proteins are required for specific developmental processes in Drosophila, zebrafish, and Caenorhabditis elegans but their biochemical functions are not understood.. . . .

Manes.14G088500.v6.11.7183266 0.62111 up no Agamous-like MADS-box protein AGL8 homologpfam01486 K-box K-box region. The K-box region is commonly found associated with SRF-type transcription factors see pfam00319. The K-box is a possible coiled-coil structure. Possible role in multimer formation.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09264

Manes.14G089200.v6.10.3600138 1.51E-08 down yes . pfam10261 Scs3p Inositol phospholipid synthesis and fat-storage-inducing TM. This is a family of transmembrane proteins which are variously annotated as possibly being inositol phospholipid synthesis protein and fat-storage-inducing. The members are conserved from yeasts to humans and are localized to the endoplasmic reticulum where they are involved in triglyceride lipid droplet formation.. . . .

Manes.14G089300.v6.10.7168737 0.02575 down no Dof zinc finger protein DOF5.4pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.14G089400.v6.10.757589 0.07316 down no . pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.14G089500.v6.10.4672851 9.50E-13 down yes Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.14G089900.v6.10.5692153 0.03025 down no UDP-glycosyltransferase 89B1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0047893|flavonol 3-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080046|quercetin 4'-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.14G090100.v6.11.7080849 2.52E-08 up no E3 ubiquitin-protein ligase RING1pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.14G090200.v6.10.7319574 0.02298 down no . pfam15351 JCAD Junctional protein associated with coronary artery disease. JCAD is a component of VE-cadherin-based cell-cell junctions in endothelial cells. The cell-cell or adherens junction is an adhesion complex that plays a crucial role in the organisation and function of epithelial and endothelial cellular sheets. These junctions join the actin cytoskeleton to the plasma membrane to form adhesive contacts between cells or between cells and extracellular matrix. The junctions also mediate both cell adhesion and cell-signalling. JCAD localizes close to the apical membrane in epithelial cells. This family is found in eukaryotes.. . . .

Manes.14G090300.v6.10.4877124 1.04E-09 down yes . pfam07946 DUF1682 Protein of unknown function (DUF1682). The members of this family are all hypothetical eukaryotic proteins of unknown function. One member is described as being an adipocyte-specific protein, but no evidence of this was found.. . . .

Manes.14G090700.v6.10.7125753 0.00269 down no Transcription factor BIM2pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G090800.v6.10.8795097 0.54348 down no Probable UMP/CMP kinase 4pfam00406 ADK Adenylate kinase.GO:0006207|'de novo' pyrimidine nucleobase biosynthetic process;GO:0006221|pyrimidine nucleotide biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004127|cytidylate kinase activity;GO:0009041|uridylate kinase activity;K13800

Manes.14G091100.v6.12.7441355 6.88E-19 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G091200.v6.14.2598256 3.46E-09 up yes GDSL esterase/lipase At2g03980pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.14G091700.v6.11.5191186 1.02E-05 up no DNA-directed RNA polymerase 1B, mitochondrialpfam00940 RNA_pol DNA-dependent RNA polymerase. This is a family of single chain RNA polymerases.GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.14G092000.v6.18.7182299 2.74E-15 up yes Redox-regulatory protein FAM213Apfam13911 AhpC-TSA_2 AhpC/TSA antioxidant enzyme. This family contains proteins related to alkyl hydro-peroxide reductase (AhpC) and thiol specific antioxidant (TSA).GO:0055114|oxidation-reduction process;GO:0045670|regulation of osteoclast differentiation;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0016209|antioxidant activity;.

Manes.14G092100.v6.10.5746588 0.00955 down no . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.14G092300.v6.10.4938655 8.35E-05 down yes . pfam04580 Pox_D3 Chordopoxvirinae D3 protein. Chordopoxvirinae D3 protein conserved region. Region occupies entire length of D3 protein.. . . .

Manes.14G092600.v6.10.2773399 5.70E-11 down yes Basic leucine zipper 43pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G092700.v6.126.154932 2.42E-08 up yes . pfam06404 PSK Phytosulfokine precursor protein (PSK). This family consists of several plant specific phytosulfokine precursor proteins. Phytosulfokines, are active as either a pentapeptide or a C-terminally truncated tetrapeptide. These compounds were first isolated because of their ability to stimulate cell division in somatic embryo cultures of Asparagus officinalis.. . . .

Manes.14G092900.v6.11.0470096 0.60876 up no 6-phosphogluconate dehydrogenase, decarboxylating 1pfam00393 6PGD 6-phosphogluconate dehydrogenase, C-terminal domain. This family represents the C-terminal all-alpha domain of 6-phosphogluconate dehydrogenase.   The domain contains two structural repeats of 5 helices each.GO:0019521|D-gluconate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0050661|NADP binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;.

Manes.14G093300.v6.1NA NA -- no Exopolygalacturonase clone GBGE184pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;K01213

Manes.14G093700.v6.10.7456715 0.03087 down no . pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.14G093800.v6.10.3225924 8.29E-12 down yes Protein NSP-INTERACTING KINASE 1pfam00069 Pkinase Protein kinase domain.GO:0051607|defense response to virus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G094400.v6.11.0373484 0.90822 up no . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.14G094500.v6.13.6589619 0.00354 up yes . pfam06880 DUF1262 Protein of unknown function (DUF1262). This family represents a conserved region within a number of proteins of unknown function that seem to be specific to Arabidopsis thaliana. Note that some family members contain more than one copy of this region.. . . .

Manes.14G095100.v6.123.194992 0.00012 up yes . pfam15272 BBP1_C Spindle pole body component BBP1, C-terminal. This C-terminal domain of BBP1, a spindle pole body component, carries coiled-coils that are necessary for the localisation of BBP1 to the spindle pole body (SPB). Although not a membrane protein itself, BBP1 binds to Mps2 as well as to Spc29 and the half-bridge protein Kar1, thus providing a model for how the SPB core is tethered within the nuclear envelope and to the half-bridge. . . .

Manes.14G095800.v6.11.0491356 0.67667 up no ABC transporter G family member 21pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.14G096200.v6.10.1892627 4.68E-10 down yes Piriformospora indica-insensitive protein 2pfam13855 LRR_8 Leucine rich repeat.GO:0009610|response to symbiotic fungus;GO:0044403|symbiosis, encompassing mutualism through parasitism;GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.14G097200.v6.11.6521288 6.39E-05 up no RING finger protein Bpfam10269 Tmemb_185A Transmembrane Fragile-X-F protein. This is a family of conserved transmembrane proteins that appear in humans to be expressed from a region upstream of the FragileXF site and to be intimately linked with the Fragile-X syndrome. Absence of TMEM185A does not necessarily lead to developmental delay, but might in combination with other, yet unknown, factors. Otherwise, the lack of the TMEM185A protein is either disposable (redundant) or its function can be complemented by the highly similar chromosome 2 retro-pseudogene product, TMEM185B.. GO:0005737|cytoplasm;GO:0008270|zinc ion binding;.

Manes.14G097400.v6.10.5779156 0.00012 down no NAC domain-containing protein 8pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G097500.v6.1Inf 0.02254 up yes . . . . . . . .

Manes.14G097600.v6.14.8773898 5.43E-70 up yes . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.14G097800.v6.12.659171 5.88E-27 up yes Probable galacturonosyltransferase-like 3pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.14G097900.v6.11.5037094 4.33E-05 up no Putative leucine-rich repeat receptor-like serine/threonine-protein kinase At2g14440pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G098000.v6.116.126429 1.85E-64 up yes AP2/ERF and B3 domain-containing transcription repressor TEM1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009873|ethylene-activated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09287

Manes.14G098100.v6.11.3274271 0.00299 up no Methionine aminopeptidase 1B, chloroplasticpfam00557 Peptidase_M24 Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0031365|N-terminal protein amino acid modification;GO:0070084|protein initiator methionine removal;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.14G098200.v6.113.371827 0.01058 up yes Allene oxide cyclase 3, chloroplasticpfam06351 Allene_ox_cyc Allene oxide cyclase. This family consists of several plant specific allene oxide cyclase proteins (EC:5.3.99.6). The allene oxide cyclase (AOC)-catalysed step in jasmonate (JA) biosynthesis is important in the wound response of tomato.GO:0009695|jasmonic acid biosynthetic process;GO:0009620|response to fungus;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0046423|allene-oxide cyclase activity;K10525

Manes.14G098400.v6.112.176093 3.64E-58 up yes Transcription factor BOApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G098600.v6.11.2447124 0.01574 up no Mediator of RNA polymerase II transcription subunit 25pfam11265 Med25_VWA Mediator complex subunit 25 von Willebrand factor type A. The overall function of the full-length Med25 is efficiently to coordinate the transcriptional activation of RAR/RXR (retinoic acid receptor/retinoic X receptor) in higher eukaryotic cells. Human Med25 consists of several domains with different binding properties, the N-terminal, VWA domain which is this one, an SD2 domain from residues 229-381, a PTOV(B) or ACID domain from 395-545, an SD2 domain from residues 564-645 and a C-terminal NR box-containing domain (646-650) from 646-747. This VWA or von Willebrand factor type A domain when bound to RAR and the histone acetyltransferase CBP is responsible for recruiting Med1 to the rest of the Mediator complex.GO:0050832|defense response to fungus;GO:0009908|flower development;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031349|positive regulation of defense response;GO:0009911|positive regulation of flower development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003713|transcription coactivator activity;K15168

Manes.14G098700.v6.1Inf 0.00021 up yes Lysine histidine transporter-like 6pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.14G098800.v6.10.8335838 0.07459 down no ATP-dependent Clp protease adapter protein ClpSpfam02617 ClpS ATP-dependent Clp protease adaptor protein ClpS. In the bacterial cytosol, ATP-dependent protein degradation is performed by several different chaperone-protease pairs, including ClpAP. ClpS directly influences the ClpAP machine by binding to the N-terminal domain of the chaperone ClpA. The degradation of ClpAP substrates, both SsrA-tagged proteins and ClpA itself, is specifically inhibited by ClpS. ClpS modifies ClpA substrate specificity, potentially redirecting degradation by ClpAP toward aggregated proteins.GO:0030163|protein catabolic process;GO:0006508|proteolysis;. . K06891

Manes.14G099200.v6.152.019202 1.31E-08 up yes Transcription factor HBP-1b(c38)pfam14401 RLAN RimK-like ATPgrasp N-terminal domain. An uncharacterized alpha+beta fold domain that is mostly fused to a RimK-like ATP-grasp and is found in bacteria and euryarchaea. Members of this family are almost always associated in gene neighborhoods with a GNAT-like acetyltransferase fused to a papain-like petidase. Additionally M20-like peptidases, GCS2, 4Fe-4S Ferredoxins, a distinct metal-sulfur cluster protein and ribosomal proteins are found in the gene neighborhoods. Contextual analysis suggests a role for these in peptide biosynthesis.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G099300.v6.1Inf 7.08E-17 up yes . pfam11455 DUF3018 Protein of unknown function (DUF3018). This is a bacterial family of uncharacterized proteins.. . . .

Manes.14G099400.v6.15.6726311 2.63E-32 up yes Protein PLANT CADMIUM RESISTANCE 12pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.14G099500.v6.14.3251096 7.82E-11 up yes Probable carboxylesterase 6pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.14G099900.v6.10.3346054 1.17E-11 down yes 30S ribosomal protein 3, chloroplasticpfam04839 PSRP-3_Ycf65 Plastid and cyanobacterial ribosomal protein (PSRP-3 / Ycf65). This small acidic protein is found in 30S ribosomal subunit of cyanobacteria and plant plastids.   In plants it has been named plastid-specific ribosomal protein 3 (PSRP-3), and in cyanobacteria it is named Ycf65. Plastid-specific ribosomal proteins may mediate the effects of nuclear factors on plastid translation. The acidic PSRPs are thought to contribute to protein-protein interactions in the 30S subunit, and are not thought to bind RNA.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.14G100200.v6.114.072122 1.37E-26 up yes . pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.14G100500.v6.13.7041131 1.85E-06 up yes . pfam09721 Exosortase_EpsH Transmembrane exosortase (Exosortase_EpsH). Members of this family are designated exosortase, analogous to sortase in cell wall sorting mediated by LPXTG domains in Gram-positive bacteria. The phylogenetic distribution of the proteins in this entry is nearly perfectly correlated with the distribution of the proteins having the PEP-CTERM anchor motif, IPR013424. Members of this entry are integral membrane proteins with eight predicted transmembrane helices in common. Some members of this family have long trailing sequences past the region described by this model. This model does not include the region of the first predicted transmembrane region. The best characterized member is EpsH of Methylobacillus sp. 12S, where it is part of a locus associated with biosynthesis of the exopolysaccharide methanol-an.. . . .

Manes.14G100700.v6.12.7922304 3.45E-30 up yes . pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.14G101100.v6.10.5773483 0.04394 down no Protein NRT1/ PTR FAMILY 3.1pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.14G101400.v6.12.7071174 9.05E-24 up yes . pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.14G101800.v6.12.7101284 7.75E-17 up yes . pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. . . .

Manes.14G101900.v6.12.4228093 9.37E-22 up yes Ethylene-responsive transcription factor ERF119pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G102000.v6.15.8686191 1.59E-18 up yes . pfam06699 PIG-F GPI biosynthesis protein family Pig-F. PIG-F is involved in glycosylphosphatidylinositol (GPI) anchor biosynthesis.. . . .

Manes.14G102100.v6.11.4975193 6.62E-06 up no 3-ketoacyl-CoA synthase 6pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0009826|unidimensional cell growth;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.14G102500.v6.1Inf 0.34098 up no . pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.14G102800.v6.13.1165611 8.61E-39 up yes . pfam14033 DUF4246 Protein of unknown function (DUF4246). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and fungi. Proteins in this family are typically between 392 and 644 amino acids in length.. . . .

Manes.14G103200.v6.10.579813 0.00015 down no Caffeoylshikimate esterasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.14G103400.v6.1176.53539 2.29E-26 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.14G103500.v6.170.464704 6.50E-35 up yes . pfam14339 DUF4394 Domain of unknown function (DUF4394). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 262 and 476 amino acids in length.. . . .

Manes.14G103900.v6.11.5618551 0.00463 up no Universal stress protein YxiEpfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;. . .

Manes.14G104000.v6.10.6169737 0.00024 down no . pfam13279 4HBT_2 Thioesterase-like superfamily. This family contains a wide variety of enzymes, principally thioesterases. These enzymes are part of the Hotdog fold superfamily.. . . .

Manes.14G104400.v6.1NA NA -- no Protein Ycf2 pfam05451 Phytoreo_Pns Phytoreovirus nonstructural protein Pns10/11. This family consists of Phytoreovirus nonstructural proteins Pns10 and Pns11. Genome segment S11 of rice gall dwarf virus (RGDV), a member of Phytoreovirus encodes a putative protein of 40 kDa that exhibits approximately 37% homology at the amino acid level to the nonstructural proteins Pns10 of rice dwarf and wound tumor viruses, which are other members of Phytoreovirus.. GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.

Manes.14G105000.v6.10.8725133 0.18466 down no Chaperone protein dnaJ 15pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0009958|positive gravitropism;GO:0042026|protein refolding;GO:0005856|cytoskeleton;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0051087|chaperone binding;GO:0008092|cytoskeletal protein binding;GO:0051082|unfolded protein binding;.

Manes.14G105300.v6.1Inf 0.00011 up yes . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.14G105400.v6.12.9331404 1.33E-06 up yes . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.14G105700.v6.11.7809033 7.17E-11 up no Nicotinamide adenine dinucleotide transporter 2, mitochondrialpfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0015297|antiporter activity;GO:0051724|NAD transporter activity;K15115

Manes.14G105800.v6.14.34754 2.09E-25 up yes Probable serine/threonine-protein kinase At1g18390pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G105900.v6.111.108451 1.52E-54 up yes Probable serine/threonine-protein kinase At1g18390pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G106000.v6.110.796932 3.87E-19 up yes Probable receptor-like protein kinase At5g39020pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G106100.v6.121.334098 1.53E-26 up yes Probable serine/threonine-protein kinase At1g18390pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G106200.v6.13.8616511 5.76E-26 up yes Probable receptor-like protein kinase At1g67000pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G106300.v6.19.099591 0.15947 up no . pfam10011 DUF2254 Predicted membrane protein (DUF2254). Members of this family of bacterial proteins comprises various hypothetical and putative membrane proteins. Their exact function, has not, as yet, been defined.. . . .

Manes.14G106500.v6.114.740301 0.0004 up yes Protein NtpR pfam07722 Peptidase_C26 Peptidase C26. These peptidases have gamma-glutamyl hydrolase activity; that is they catalyse the cleavage of the gamma-glutamyl bond in poly-gamma-glutamyl substrates. They are structurally related to pfam00117, but contain extensions in four loops and at the C terminus.GO:0006541|glutamine metabolic process;. GO:0016787|hydrolase activity;K07010

Manes.14G107000.v6.11.8696876 8.45E-12 up no Probable inactive leucine-rich repeat receptor-like protein kinase At1g66830pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.14G107100.v6.111.964157 1.87E-31 up yes Auxin-responsive protein IAA32pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0009555|pollen development;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G107200.v6.11.2505934 0.02418 up no . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.14G107400.v6.13.1676861 0.26026 up no . pfam04561 RNA_pol_Rpb2_2RNA polymerase Rpb2, domain 2. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). Rpb2 is the second largest subunit of the RNA polymerase. This domain forms one of the two distinctive lobes of the Rpb2 structure. This domain is also known as the lobe domain. DNA has been demonstrated to bind to the concave surface of the lobe domain, and plays a role in maintaining the transcription bubble. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 1 (DRI).. . . .



Manes.14G107500.v6.12.7497017 8.13E-31 up yes . pfam00564 PB1 PB1 domain.. . . .

Manes.14G107600.v6.11.1497846 0.21979 up no Lipid phosphate phosphatase 1pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0016311|dephosphorylation;GO:0009626|plant-type hypersensitive response;GO:0010224|response to UV-B;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.14G107700.v6.12.0311446 3.17E-05 up yes Lipid phosphate phosphatase 2pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0016311|dephosphorylation;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0003993|acid phosphatase activity;GO:0008195|phosphatidate phosphatase activity;.

Manes.14G107900.v6.1Inf 0.00699 up yes . pfam09756 DDRGK DDRGK domain. This is a family of proteins of approximately 300 residues, found in plants and vertebrates. They contain a highly conserved DDRGK motif.. . . .

Manes.14G108100.v6.1NA NA -- no . pfam09438 DUF2017 Domain of unknown function (DUF2017). This is an alpha-helical domain found in gene neighborhoods that contain genes encoding ubiquitin, cysteine synthases and JAB peptidases.. . . .

Manes.14G108200.v6.13.1624862 1.04E-28 up yes Putative zinc finger protein At1g68190pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.14G108600.v6.11.3158049 0.01293 up no E3 ubiquitin-protein ligase RHA2Apfam13639 zf-RING_2 Ring finger domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16282

Manes.14G108800.v6.10.7432847 0.00857 down no Uncharacterized PKHD-type hydroxylase At1g22950pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.14G109100.v6.12.2998422 0.00024 up yes . pfam00798 Arena_glycoprot Arenavirus glycoprotein.. . . .

Manes.14G109300.v6.15.6490923 2.21E-80 up yes CDP-diacylglycerol--serine O-phosphatidyltransferase 1pfam03034 PSS Phosphatidyl serine synthase. Phosphatidyl serine synthase is also known as serine exchange enzyme. This family represents eukaryotic PSS I and II which are membrane bound proteins which catalyses the replacement of the head group of a phospholipid (phosphotidylcholine or phosphotidylethanolamine) by L-serine.GO:0009556|microsporogenesis;GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0006659|phosphatidylserine biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0003882|CDP-diacylglycerol-serine O-phosphatidyltransferase activity;.

Manes.14G109500.v6.10.6662401 4.88E-05 down no Sec-independent protein translocase protein TATC, chloroplasticpfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;. .

Manes.14G109600.v6.12.3981422 5.26E-09 up yes Cyclin-D1-binding protein 1 homologpfam13324 GCIP Grap2 and cyclin-D-interacting. GCIP, or Grap2 and cyclin-D-interacting protein, is found in eukaryotes, and in the human protein CCNDBP1, residues 149-190 constitute a helix-loop-helix domain, residues 190-240 an acidic region, and 240-261 a leucine zipper domain. GCIP interacts with full-length Grap2 protein and with the COOH-terminal unique and SH3 domains (designated QC domain) of Grap2. It is potentially involved in the regulation of cell differentiation and proliferation through Grap2 and cyclin D-mediated signalling pathways. In mice, it is involved in G1/S-phase progression of hepatocytes, which in older animals is associated with the development of liver tumors. In vitro it acts as an inhibitory HLH protein, for example, blocking transcription of the HNF-4 promoter. In its function as a cyclin D1-binding protein it is able to reduce CDK4-mediated phosphorylation of the retinoblastoma protein and to inhibit E2F-mediated transcriptional activity. GCIP has also been shown to have interact physically witGO:0007049|cell cycle;GO:0051726|regulation of cell cycle;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.14G109800.v6.11.6367834 6.82E-08 up no MATE efflux family protein 9pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.14G110500.v6.10.4753857 0.00026 down yes Probable lipid-A-disaccharide synthase, mitochondrialpfam02684 LpxB Lipid-A-disaccharide synthetase. This is a family of lipid-A-disaccharide synthetases, EC:2.4.2.128. These enzymes catalyse the reaction: UDP-2,3-bis(3-hydroxytetradecanoyl) glucosamine + 2,3-bis(3-hydroxytetradecanoyl)-beta-D-glucosaminyl 1-phosphate <=> UDP + 2,3-bis(3-hydroxytetradecanoyl)-D-glucosaminyl-1,6 -beta-D-2,3-bis(3-hydroxytetradecanoyl)-beta-D-glucosaminyl 1-phosphate. These enzymes catalyse the fist disaccharide step in the synthesis of lipid-A-disaccharide.GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0008915|lipid-A-disaccharide synthase activity;K00748

Manes.14G111700.v6.10.929547 0.44909 down no FIP1[V]-like proteinpfam05182 Fip1 Fip1 motif. This short motif is about 40 amino acids in length. In the Fip1 protein that is a component of a yeast pre-mRNA polyadenylation factor that directly interacts with poly(A) polymerase. This region of Fip1 is needed for the interaction with the Th1 subunit of the complex and for specific polyadenylation of the cleaved mRNA precursor.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0003723|RNA binding;.

Manes.14G112400.v6.14.6233381 8.41E-66 up yes Transcription factor bHLH66pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0080147|root hair cell development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G112700.v6.12.2193672 2.52E-18 up yes DNA-directed RNA polymerase 3, chloroplasticpfam00940 RNA_pol DNA-dependent RNA polymerase. This is a family of single chain RNA polymerases.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K10908

Manes.14G112800.v6.11.1340365 0.16609 up no Pentatricopeptide repeat-containing protein At4g30825, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0007049|cell cycle;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.14G113100.v6.11.2195662 0.02921 up no Serine carboxypeptidase-like 29pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.14G113300.v6.10.655506 0.02037 down no . pfam04108 APG17 Autophagy protein Apg17. Apg17 is required for activating Apg1 protein kinases.. . . .

Manes.14G113500.v6.11.9092796 6.50E-13 up no . pfam11957 efThoc1 THO complex subunit 1 transcription elongation factor. The THO complex plays a role in coupling transcription elongation to mRNA export. It is composed of subunits THP2, HPR1, THO2 and MFT1. The THO complex is a nuclear complex that is required for transcription elongation through genes containing tandemly repeated DNA sequences. The THO complex is also part of the TREX (TRanscription EXport) complex that is involved in coupling transcription to export of mRNAs to the cytoplasm.. . . .

Manes.14G113700.v6.10.8337182 0.15575 down no Nuclear pore complex protein NUP43pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0009507|chloroplast;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. .

Manes.14G114100.v6.10.4119484 0.00025 down yes S-adenosylmethionine decarboxylase proenzymepfam01536 SAM_decarbox Adenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.GO:0006557|S-adenosylmethioninamine biosynthetic process;GO:0008295|spermidine biosynthetic process;GO:0006597|spermine biosynthetic process;. GO:0004014|adenosylmethionine decarboxylase activity;K01611

Manes.14G114800.v6.10.9847257 0.90214 down no BRCA1-associated proteinpfam02148 zf-UBP Zn-finger in ubiquitin-hydrolases and other protein.GO:0000165|MAPK cascade;GO:0009968|negative regulation of signal transduction;GO:0016567|protein ubiquitination;GO:0007265|Ras protein signal transduction;GO:0005737|cytoplasm;GO:0031965|nuclear membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0008139|nuclear localization sequence binding;GO:0000166|nucleotide binding;GO:0043130|ubiquitin binding;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.14G114900.v6.10.8833336 0.19904 down no Topless-related protein 4pfam00400 WD40 WD domain, G-beta repeat.GO:0010072|primary shoot apical meristem specification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.14G115000.v6.10.6590741 0.0008 down no . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.14G115300.v6.11.6333028 3.72E-08 up no TBC1 domain family member 15pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0043087|regulation of GTPase activity;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005096|GTPase activator activity;.

Manes.14G115500.v6.1Inf 0.9009 up no . pfam06471 NSP11 NSP11. This region of coronavirus polyproteins encodes the NSP11 protein.. . . .

Manes.14G115700.v6.10.0946377 2.39E-53 down yes . pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.. . . .

Manes.14G116000.v6.12.5929402 8.21E-10 up yes Receptor-like serine/threonine-protein kinase At3g01300pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G116200.v6.11.1519583 0.25996 up no pEARLI1-like lipid transfer protein 1pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.GO:0070417|cellular response to cold;GO:0009631|cold acclimation;GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0009626|plant-type hypersensitive response;GO:0009627|systemic acquired resistance;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0043621|protein self-association;.

Manes.14G116500.v6.12.2431477 1.60E-15 up yes . pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.14G116700.v6.11.5624747 9.80E-07 up no Putative clathrin assembly protein At5g35200pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.14G117000.v6.11.1730123 0.08971 up no Probable sucrose-phosphate synthase 1pfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0005986|sucrose biosynthetic process;. GO:0046524|sucrose-phosphate synthase activity;.

Manes.14G117200.v6.11.6831121 1.69E-07 up no Putative chloride channel-like protein CLC-gpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.14G117400.v6.10.8981207 0.30208 down no Synaptotagmin-5pfam00168 C2 C2 domain. . GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.14G117500.v6.10.5740162 0.01632 down no . pfam04541 Herpes_U34 Herpesvirus virion protein U34. The virion proteins in this family include membrane phosphoprotein-like proteins such as UL34, Epstein-Barr and R50, from dsDNA viruses, no RNA stage, Herpesvirales. The family Herpes_BFRF1, pfam05900, has been merged in.. . . .

Manes.14G117600.v6.10.8601723 0.12469 down no Translocase of chloroplast 90, chloroplasticpfam11886 DUF3406 Domain of unknown function (DUF3406). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is about 270 amino acids in length. This domain is found associated with pfam04548.GO:0045036|protein targeting to chloroplast;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.14G117800.v6.10.541648 1.78E-05 down no Ubiquitin carboxyl-terminal hydrolase 22pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;GO:0008270|zinc ion binding;K11366

Manes.14G118100.v6.14.2403069 2.54E-47 up yes Monogalactosyldiacylglycerol synthase 3, chloroplasticpfam06925 MGDG_synth Monogalactosyldiacylglycerol (MGDG) synthase. This family represents a conserved region of approximately 180 residues within plant and bacterial monogalactosyldiacylglycerol (MGDG) synthase (EC:2.4.1.46). In Arabidopsis, there are two types of MGDG synthase which differ in their N-terminal portion: type A and type B.GO:0016036|cellular response to phosphate starvation;GO:0006631|fatty acid metabolic process;GO:0019374|galactolipid metabolic process;GO:0009247|glycolipid biosynthetic process;GO:0030259|lipid glycosylation;GO:0009707|chloroplast outer membrane;GO:0046509|1,2-diacylglycerol 3-beta-galactosyltransferase activity;GO:0030246|carbohydrate binding;K03715

Manes.14G118200.v6.10.8176215 0.16687 down no . pfam10551 MULE MULE transposase domain. This domain was identified by Babu and colleagues.. . . .

Manes.14G118300.v6.11.4262756 0.00531 up no . pfam12678 zf-rbx1 RING-H2 zinc finger. There are 8 cysteine/ histidine residues which are proposed to be the conserved residues involved in zinc binding. The protein, of which this domain is the conserved region, participates in diverse functions relevant to chromosome metabolizm and cell cycle control.. . . .

Manes.14G118800.v6.11.0643929 0.60044 up no Heparanase-like protein 3pfam03662 Glyco_hydro_79n Glycosyl hydrolase family 79, N-terminal domain. Family of endo-beta-N-glucuronidase, or heparanase. Heparan sulfate proteoglycans (HSPGs) play a key role in the self- assembly, insolubility and barrier properties of basement membranes and extracellular matrices. Hence, cleavage of heparan sulfate (HS) affects the integrity and functional state of tissues and thereby fundamental normal and pathological phenomena involving cell migration and response to changes in the extracellular micro-environment. Heparanase degrades HS at specific intra-chain sites. The enzyme is synthesized as a latent approximately 65 kDa protein that is processed at the N-terminus into a highly active approximately 50 kDa form. Experimental evidence suggests that heparanase may facilitate both tumor cell invasion and neovascularization, both critical steps in cancer progression. The enzyme is also involved in cell migration associated with inflammation and autoimmunity.. GO:0005576|extracellular region;GO:0005765|lysosomal membrane;GO:0009505|plant-type cell wall;GO:0004566|beta-glucuronidase activity;.

Manes.14G118900.v6.119.718804 4.29E-38 up yes FAD-dependent urate hydroxylasepfam01494 FAD_binding_3 FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0006144|purine nucleobase metabolic process;GO:0019628|urate catabolic process;. GO:0071949|FAD binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0004846|urate oxidase activity;K16839

Manes.14G119300.v6.10.8605185 0.13342 down no . pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.14G119400.v6.10.8202208 0.14992 down no . pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . .

Manes.14G119500.v6.10.2787479 2.91E-25 down yes Protein unc-45 homolog Apfam13414 TPR_11 TPR repeat. GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0007517|muscle organ development;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;. .

Manes.14G120300.v6.10.2987897 1.15E-15 down yes . pfam08847 DUF1817 Domain of unknown function (DUF1817). Members of this family are functionally uncharacterized.. . . .

Manes.14G120400.v6.112.521051 0.05646 up no Probable flavin-containing monooxygenase 1pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0071456|cellular response to hypoxia;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0055114|oxidation-reduction process;GO:0009626|plant-type hypersensitive response;GO:0051707|response to other organism;GO:0009627|systemic acquired resistance;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K00485

Manes.14G120900.v6.13.3859165 4.42E-41 up yes . pfam09658 Cas_Csx9 CRISPR-associated protein (Cas_Csx9). Clusters of short DNA repeats with nonhomologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This entry describes archaeal proteins encoded in cas gene regions.. . . .

Manes.14G121000.v6.110.348624 0.00209 up yes . pfam13972 TetR Bacterial transcriptional repressor. This family of bacterial transcriptional repressors is characterized by the short approximately 50 amino acid stretch of residues constituting the helix-turn-helix DNA binding motif, around the YRFhY motif. The target proteins that are repressed are involved in the transcriptional control of multi-drug efflux pumps, pathways for the biosynthesis of antibiotics, response to osmotic stress and toxic chemicals, control of catabolic pathways, differentiation processes, and pathogenicity. The regulatory network in which TetR itself is involved is in being released in the presence of tetracycline, binding to the target operator, and repressing tetA transcription.. . . .

Manes.14G121800.v6.11.0848536 0.35715 up no Mediator of RNA polymerase II transcription subunit 13pfam06333 Med13_C Mediator complex subunit 13 C-terminal. Mediator is a large complex of up to 33 proteins that is conserved from plants through fungi to humans - the number and representation of individual subunits varying with species. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Med13 is part of the ancillary kinase module, together with Med12, CDK8 and CycC, which in yeast is implicated in transcriptional repression, though most of this activity is likely attributable to the CDK8 kinase. The large Med12 and Med13 proteins are required for specific developmental processes in Drosophila, zebrafish, and Caenorhabditis elegans but their biochemical functions are not understood.GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K15164

Manes.14G121900.v6.15.3987595 0.01745 up yes EPIDERMAL PATTERNING FACTOR-like protein 8pfam03825 Nuc_H_symport Nucleoside H+ symporter.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.14G122200.v6.17.0089338 0.19095 up no Cationic amino acid transporter 1pfam13520 AA_permease_2 Amino acid permease.. GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;.

Manes.14G122400.v6.12.1402662 1.41E-16 up yes Ceramide-1-phosphate transfer proteinpfam08718 GLTP Glycolipid transfer protein (GLTP). GLTP is a cytosolic protein that catalyses the intermembrane transfer of glycolipids.GO:1902389|ceramide 1-phosphate transport;GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005640|nuclear outer membrane;GO:0005886|plasma membrane;GO:1902387|ceramide 1-phosphate binding;GO:1902388|ceramide 1-phosphate transporter activity;GO:0051861|glycolipid binding;GO:0017089|glycolipid transporter activity;GO:0005543|phospholipid binding;GO:0005548|phospholipid transporter activity;.

Manes.14G122600.v6.10.6824067 0.05337 down no DNA-damage-repair/toleration protein DRT111, chloroplasticpfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.GO:0006281|DNA repair;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12840

Manes.14G122700.v6.10.6696266 0.03903 down no Beta-amylase 7pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0000272|polysaccharide catabolic process;GO:0048831|regulation of shoot system development;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016161|beta-amylase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G122800.v6.10.7612731 0.01596 down no . pfam10241 KxDL Uncharacterized conserved protein. This is a family of short proteins which are conserved over a region of 80 residues. There is a characteristic KxDL motif towards the C-terminus. The function is unknown.. . . .

Manes.14G123000.v6.10.9115169 0.40074 down no Nuclear transcription factor Y subunit A-7pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G123300.v6.10.9355279 0.53989 down no ADP-ribosylation factor GTPase-activating protein AGD12pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0006886|intracellular protein transport;GO:0043547|positive regulation of GTPase activity;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;K12486

Manes.14G123400.v6.11.9270584 6.57E-09 up no . pfam05609 LAP1C Lamina-associated polypeptide 1C (LAP1C). This family contains rat LAP1C proteins and several uncharacterized highly related sequences from both mice and humans. LAP1s (lamina-associated polypeptide 1s) are type 2 integral membrane proteins with a single membrane-spanning region of the inner nuclear membrane. LAP1s bind to both A- and B-type lamins and have a putative role in the membrane attachment and assembly of the nuclear lamina.. . . .

Manes.14G123500.v6.12.9938722 1.09E-07 up yes Caffeoylshikimate esterasepfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.14G123600.v6.10.8250608 0.11672 down no WPP domain-associated protein (Fragment)pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. GO:0005794|Golgi apparatus;. .

Manes.14G123800.v6.10.4316893 1.07E-06 down yes Probable receptor-like protein kinase At1g30570pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G123900.v6.10.8176128 0.03577 down no GDP-L-galactose phosphorylase 1pfam07368 DUF1487 Protein of unknown function (DUF1487). This family consists of several uncharacterized proteins from Drosophila melanogaster. The function of this family is unknown.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009408|response to heat;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010475|galactose-1-phosphate guanylyltransferase (GDP) activity;GO:0080048|GDP-D-glucose phosphorylase activity;GO:0010472|GDP-galactose:glucose-1-phosphate guanylyltransferase activity;GO:0010471|GDP-galactose:mannose-1-phosphate guanylyltransferase activity;GO:0010473|GDP-galactose:myoinositol-1-phosphate guanylyltransferase activity;GO:0010474|glucose-1-phosphate guanylyltransferase (GDP) activity;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0016787|hydrolase activity;GO:0008928|mannose-1-phosphate guanylyltransferase (GDP) activity;GO:0000166|nucleotide binding;GO:0080046|quercetin 4'-O-glucosyltransferase activity;K14190

Manes.14G124100.v6.10.7012015 0.00308 down no Probable 3-hydroxyisobutyrate dehydrogenase, mitochondrialpfam03446 NAD_binding_2 NAD binding domain of 6-phosphogluconate dehydrogenase. The NAD binding domain of 6-phosphogluconate dehydrogenase adopts a Rossmann fold.GO:0006574|valine catabolic process;GO:0005739|mitochondrion;GO:0008442|3-hydroxyisobutyrate dehydrogenase activity;GO:0051287|NAD binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;K00020

Manes.14G124400.v6.1Inf 0.9009 up no Putative germin-like protein 2-1pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.14G124700.v6.12.6234681 7.50E-18 up yes . pfam05571 DUF766 Protein of unknown function (DUF766). This family consists of several eukaryotic proteins of unknown function.. . . .

Manes.14G124900.v6.13.8575895 2.33E-07 up yes . pfam11992 DUF3488 Domain of unknown function (DUF3488). This presumed domain is functionally uncharacterized. This domain is found in bacteria. This domain is typically between 323 to 339 amino acids in length. This domain is found associated with pfam01841. This domain has a conserved PLW sequence motif. This domain contains 6 transmembrane helices.. . . .

Manes.14G125700.v6.11.1186752 0.21339 up no Twinkle homolog protein, chloroplastic/mitochondrialpfam13662 Toprim_4 Toprim domain. The toprim domain is found in a wide variety of enzymes involved in nucleic acid manipulation.GO:0032508|DNA duplex unwinding;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:1990077|primosome complex;GO:0043139|5'-3' DNA helicase activity;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;GO:0003697|single-stranded DNA binding;K17680

Manes.14G125900.v6.1Inf 0.9009 up no Transcription factor bHLH52pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G126400.v6.10.5906431 0.00385 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G126500.v6.10.1406336 1.23E-16 down yes Protein LIGHT-DEPENDENT SHORT HYPOCOTYLS 4pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0009299|mRNA transcription;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G126700.v6.12.0044806 3.94E-12 up yes Pentatricopeptide repeat-containing protein At1g30610, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;GO:0009507|chloroplast;. .

Manes.14G126800.v6.11.780077 1.71E-07 up no UDP-arabinose 4-epimerase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0019567|arabinose biosynthetic process;GO:0045227|capsule polysaccharide biosynthetic process;GO:0006012|galactose metabolic process;GO:0009832|plant-type cell wall biogenesis;GO:0033358|UDP-L-arabinose biosynthetic process;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050373|UDP-arabinose 4-epimerase activity;GO:0003978|UDP-glucose 4-epimerase activity;K12448

Manes.14G127000.v6.11.5794954 9.67E-07 up no Small nuclear ribonucleoprotein-associated protein B'pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:1903146|regulation of mitophagy;GO:0000387|spliceosomal snRNP assembly;GO:0071013|catalytic step 2 spliceosome;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0034709|methylosome;GO:0034719|SMN-Sm protein complex;GO:0005685|U1 snRNP;GO:0005689|U12-type spliceosomal complex;GO:0005687|U4 snRNP;GO:0005683|U7 snRNP;GO:0071208|histone pre-mRNA DCP binding;GO:0044822|poly(A) RNA binding;.

Manes.14G127100.v6.10.4902184 0.00548 down yes Beta-amyrin 28-oxidasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.14G127400.v6.10.4142152 8.55E-07 down yes Pentatricopeptide repeat-containing protein At5g55740, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0016556|mRNA modification;GO:0009507|chloroplast;. .

Manes.14G127500.v6.10.6644203 0.00191 down no Transcription factor PCL1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0009909|regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G127800.v6.10.1373631 0.00779 down yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.14G128000.v6.10.3111284 4.10E-10 down yes . . . . . . . .

Manes.14G128100.v6.10.9878232 0.93205 down no Probable histone H2A variant 3pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0042742|defense response to bacterium;GO:0009266|response to temperature stimulus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;K11251

Manes.14G128300.v6.12.417338 0.02184 up yes EG45-like domain containing protein 2pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.GO:0010230|alternative respiration;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.14G128800.v6.12.5994221 7.63E-16 up yes GTP-binding nuclear protein Ran-3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006606|protein import into nucleus;GO:0000054|ribosomal subunit export from nucleus;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07936

Manes.14G128900.v6.1583.6709 5.51E-70 up yes . pfam05988 DUF899 Bacterial protein of unknown function (DUF899). This family consists of several uncharacterized bacterial proteins of unknown function.. . . .

Manes.14G129000.v6.14.348785 1.55E-14 up yes Cytochrome P450 734A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0009741|response to brassinosteroid;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0008395|steroid hydroxylase activity;K15639

Manes.14G129100.v6.10.5898989 0.0002 down no . pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.14G129300.v6.11.0882079 0.40155 up no Protein arginine N-methyltransferase PRMT10pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005829|cytosol;GO:0016277|[myelin basic protein]-arginine N-methyltransferase activity;GO:0008469|histone-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;GO:0035241|protein-arginine omega-N monomethyltransferase activity;K11434



Manes.14G129500.v6.12.2266939 5.44E-20 up yes . pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.14G129800.v6.10.8046043 0.1583 down no Protein kinase PINOID 2pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0048825|cotyledon development;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G130600.v6.10.6707226 0.33541 down no . pfam01177 Asp_Glu_race Asp/Glu/Hydantoin racemase. This family contains aspartate racemase, maleate isomerases EC:5.2.1.1, glutamate racemase, hydantoin racemase and arylmalonate decarboxylase EC:4.1.1.76.. . . .

Manes.14G130900.v6.154.835633 2.08E-06 up yes . pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . . .

Manes.14G131100.v6.10.8814388 0.43959 down no . pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.. . . .

Manes.14G131200.v6.10.4572117 0.00057 down yes . pfam11391 DUF2798 Protein of unknown function (DUF2798). This family of proteins has no known function.. . . .

Manes.14G131300.v6.10.6615993 0.00018 down no . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.14G131500.v6.11.4695742 9.78E-05 up no Ribosome biogenesis regulatory protein homologpfam04939 RRS1 Ribosome biogenesis regulatory protein (RRS1). This family consists of several eukaryotic ribosome biogenesis regulatory (RRS1) proteins. RRS1 is a nuclear protein that is essential for the maturation of 25 S rRNA and the 60 S ribosomal subunit assembly in Saccharomyces cerevisiae.GO:0042254|ribosome biogenesis;GO:0005730|nucleolus;. K14852

Manes.14G131600.v6.1Inf 0.00413 up yes EG45-like domain containing proteinpfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.14G131700.v6.11.906615 4.17E-12 up no Chaperone protein dnaJ 49pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;. K09518

Manes.14G131800.v6.12.0685883 3.11E-11 up yes NHP2-like protein 1pfam01248 Ribosomal_L7Ae Ribosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006397|mRNA processing;GO:0042254|ribosome biogenesis;GO:0008380|RNA splicing;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12845

Manes.14G131900.v6.10.574725 0.00014 down no Protein NRT1/ PTR FAMILY 6.2pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0006857|oligopeptide transport;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0016021|integral component of membrane;GO:0015293|symporter activity;.

Manes.14G132300.v6.10.6661376 0.00808 down no . pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.14G132400.v6.11.4658312 0.00024 up no Heme oxygenase 1, chloroplasticpfam01126 Heme_oxygenase Heme oxygenase.GO:0016117|carotenoid biosynthetic process;GO:0071494|cellular response to UV-C;GO:0010019|chloroplast-nucleus signaling pathway;GO:0009813|flavonoid biosynthetic process;GO:0006788|heme oxidation;GO:0015979|photosynthesis;GO:0010024|phytochromobilin biosynthetic process;GO:0010075|regulation of meristem growth;GO:0009507|chloroplast;GO:0020037|heme binding;GO:0004392|heme oxygenase (decyclizing) activity;GO:0046872|metal ion binding;K00510

Manes.14G132600.v6.19.5994166 ####### up yes SPX domain-containing protein 2pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.14G133100.v6.14.9923238 2.62E-52 up yes EIN3-binding F-box protein 1pfam13705 TRC8_N TRC8 N-terminal domain. This region is found at the N-terminus of the TRC8 protein. TRC8 is an E3 ubiquitin-protein ligase also known as RNF139. This region contains 12 transmembrane domains. This region has been suggested to contain a sterol sensing domain. It has been found that TRC8 protein levels are sterol responsive and that it binds and stimulates ubiquitylation of the endoplasmic reticulum anchor protein INSIG.GO:0009873|ethylene-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009723|response to ethylene;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;. K14515

Manes.14G133200.v6.12.1695416 4.95E-10 up yes Pentatricopeptide repeat-containing protein At1g11710, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.14G133300.v6.13.719045 2.31E-15 up yes . pfam13414 TPR_11 TPR repeat. . . . .

Manes.14G133600.v6.11.2019497 0.04274 up no Axial regulator YABBY 5pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0009944|polarity specification of adaxial/abaxial axis;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G133800.v6.10.6967072 0.01332 down no Thylakoid lumenal 16.5 kDa protein, chloroplasticpfam07103 DUF1365 Protein of unknown function (DUF1365). This family consists of several bacterial and plant proteins of around 250 residues in length. The function of this family is unknown.GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.14G134000.v6.11.2709848 0.47902 up no Blue copper proteinpfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.14G134600.v6.10.4056716 2.66E-13 down yes BTB/POZ domain-containing protein At1g30440pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.14G135000.v6.13.2408722 9.31E-37 up yes Protein kinase PINOIDpfam00069 Pkinase Protein kinase domain.GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0048825|cotyledon development;GO:0035556|intracellular signal transduction;GO:0048827|phyllome development;GO:0009958|positive gravitropism;GO:0006468|protein phosphorylation;GO:0009733|response to auxin;GO:0080167|response to karrikin;GO:0048767|root hair elongation;GO:0048766|root hair initiation;GO:0009986|cell surface;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G135400.v6.10.7844377 0.01348 down no . pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.. . . .

Manes.14G135500.v6.10.66616 0.00583 down no Probable ribose-5-phosphate isomerase 2pfam06026 Rib_5-P_isom_A Ribose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0008219|cell death;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.14G136100.v6.110.309383 8.22E-58 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.14G136900.v6.1Inf 0.38692 up no Serine/threonine-protein kinase BRI1-like 2pfam13855 LRR_8 Leucine rich repeat.GO:0009734|auxin-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0010305|leaf vascular tissue pattern formation;GO:0010233|phloem transport;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0010051|xylem and phloem pattern formation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G137600.v6.11.2638407 0.086 up no 40S ribosomal protein S11pfam00366 Ribosomal_S17 Ribosomal protein S17.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02949

Manes.14G137800.v6.1Inf 6.98E-33 up yes Acetylajmalan esterasepfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0009820|alkaloid metabolic process;. GO:0033879|acetylajmaline esterase activity;.

Manes.14G138600.v6.114.374071 4.61E-58 up yes . pfam09804 DUF2347 Uncharacterized conserved protein (DUF2347). Members of this family of hypothetical proteins have no known function.. . . .

Manes.14G138700.v6.10.9542705 0.71359 down no Homeobox protein knotted-1-like 3pfam05920 Homeobox_KN Homeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G138800.v6.119.466909 0.00104 up yes . pfam00888 Cullin Cullin family.. . . .

Manes.14G139100.v6.11.3942189 0.17371 up no . pfam02057 Glyco_hydro_59 Glycosyl hydrolase family 59.. . . .

Manes.14G139500.v6.11.4702167 2.05E-05 up no Tuftelin-interacting protein 11pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.GO:0031214|biomineral tissue development;GO:0030154|cell differentiation;GO:0030198|extracellular matrix organization;GO:0006355|regulation of transcription, DNA-templated;GO:0000390|spliceosomal complex disassembly;GO:0071013|catalytic step 2 spliceosome;GO:0005737|cytoplasm;GO:0005622|intracellular;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005578|proteinaceous extracellular matrix;GO:0005681|spliceosomal complex;GO:0071008|U2-type post-mRNA release spliceosomal complex;GO:0003677|DNA binding;K13103

Manes.14G139600.v6.12.0127082 2.29E-15 up yes Transmembrane 9 superfamily member 11pfam02990 EMP70 Endomembrane protein 70.. GO:0010008|endosome membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.14G139800.v6.10.2570844 6.73E-12 down yes Sugar carrier protein Apfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.14G139900.v6.11.2933779 0.01513 up no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.14G140000.v6.11.0283694 0.75928 up no Protein ENHANCED DISEASE RESISTANCE 2pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.

Manes.14G140600.v6.15.8452648 2.82E-23 up yes ATPase 6, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;K01535

Manes.14G140800.v6.14.0316945 9.66E-08 up yes DCN1-like protein 4pfam03556 Cullin_binding Cullin binding. This domain binds to cullins and to Rbx-1, components of an E3 ubiquitin ligase complex for neddylation. Neddylation is the process by which the C-terminal glycine of the ubiquitin-like protein Nedd8 is covalently linked to lysine residues in a protein through an isopeptide bond. The structure of this domain is composed entirely of alpha helices.. GO:0005634|nucleus;. K17824

Manes.14G141000.v6.10.7263113 0.04098 down no Chitinase-3-like protein 2pfam00704 Glyco_hydro_18 Glycosyl hydrolases family 18.GO:0005975|carbohydrate metabolic process;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0030246|carbohydrate binding;GO:0008061|chitin binding;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;K17523

Manes.14G141100.v6.10.5687967 0.0011 down no Probable UDP-3-O-acylglucosamine N-acyltransferase 2, mitochondrialpfam00132 Hexapep Bacterial transferase hexapeptide (six repeats).GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0016410|N-acyltransferase activity;GO:0043764|UDP-3-O-[3-hydroxymyristoyl] glucosamine N-acyltransferase activity;.

Manes.14G141200.v6.10.4200685 4.27E-05 down yes . pfam10131 PTPS_related 6-pyruvoyl-tetrahydropterin synthase related domain; membrane protein. This domain is found in various bacterial hypothetical membrane proteins, as well as in tetratricopeptide TPR_2 repeat protein. The exact function of the domain has not, as yet, been established.. . . .

Manes.14G141400.v6.12.2637971 1.96E-14 up yes Outer membrane lipoprotein Blcpfam08212 Lipocalin_2 Lipocalin-like domain. Lipocalins are transporters for small hydrophobic molecules, such as lipids, steroid hormones, bilins, and retinoids. The structure is an eight-stranded beta barrel.. GO:0009279|cell outer membrane;GO:0008289|lipid binding;GO:0005215|transporter activity;.

Manes.14G141700.v6.16.4496588 6.74E-14 up yes . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.14G141900.v6.10.5339523 0.00396 down no Alpha/beta hydrolase domain-containing protein 17Cpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . GO:0016787|hydrolase activity;.

Manes.14G142200.v6.11.9102099 1.20E-06 up no . pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.14G142500.v6.11.4537587 0.00047 up no Vacuolar protein sorting-associated protein 9Apfam02204 VPS9 Vacuolar sorting protein 9 (VPS9) domain. This domain acts as a GDP-GTP exchange factor (GEF). It activates Rab GTPases by stimulating the release of GDP and allowing GTP to bind.GO:0000919|cell plate assembly;GO:0042546|cell wall biogenesis;GO:0009793|embryo development ending in seed dormancy;GO:0043547|positive regulation of GTPase activity;GO:0048528|post-embryonic root development;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0005096|GTPase activator activity;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.14G142700.v6.11.5889324 4.26E-06 up no . pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.14G142800.v6.10.8684567 0.21289 down no Uncharacterized protein Cbei_0202pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.. . . K07137

Manes.14G143400.v6.10.9448512 0.55421 down no Translation initiation factor IF-3pfam00707 IF3_C Translation initiation factor IF-3, C-terminal domain.. GO:0005737|cytoplasm;GO:0003743|translation initiation factor activity;K02520

Manes.14G143600.v6.12.3216366 9.64E-09 up yes . pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.14G143900.v6.10.9527634 0.62861 down no 1-acyl-sn-glycerol-3-phosphate acyltransferase 1, chloroplasticpfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;.

Manes.14G144400.v6.11.4080634 0.00014 up no Signal recognition particle receptor subunit alpha homologpfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0007409|axonogenesis;GO:0050708|regulation of protein secretion;GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0012505|endomembrane system;GO:0005789|endoplasmic reticulum membrane;GO:0005811|lipid particle;GO:0005785|signal recognition particle receptor complex;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003723|RNA binding;GO:0005047|signal recognition particle binding;K13431

Manes.14G144500.v6.118.902337 8.15E-06 up yes Protein YIF1Bpfam03878 YIF1 YIF1. YIF1 (Yip1 interacting factor) is an integral membrane protein that is required for membrane fusion of ER derived vesicles. It also plays a role in the biogenesis of ER derived COPII transport vesicles.. GO:0016021|integral component of membrane;. .

Manes.14G144800.v6.10.6925499 0.01478 down no . pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.14G145200.v6.10.8223305 0.06551 down no F-box protein SKIP1pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.14G145600.v6.11.5260279 3.01E-06 up no Eukaryotic translation initiation factor isoform 4G-1pfam02854 MIF4G MIF4G domain. MIF4G is named after Middle domain of eukaryotic initiation factor 4G (eIF4G). Also occurs in NMD2p and CBP80. The domain is rich in alpha-helices and may contain multiple alpha-helical repeats. In eIF4G, this domain binds eIF4A, eIF3, RNA and DNA.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003743|translation initiation factor activity;K03260

Manes.14G145700.v6.115.217243 0.04398 up no Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G145800.v6.126.899906 4.02E-59 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G145900.v6.10.6155578 0.18947 down no . pfam03350 UPF0114 Uncharacterized protein family, UPF0114.. . . .

Manes.14G146000.v6.129.021015 ####### up yes Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G146100.v6.118.225082 5.91E-24 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G147200.v6.10.48122 0.16622 down no . pfam06161 DUF975 Protein of unknown function (DUF975). Family of uncharacterized bacterial proteins.. . . .

Manes.14G147600.v6.13.0765438 1.03E-37 up yes UDP-glucuronate 4-epimerase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.14G148200.v6.149.055753 0.00662 up yes . pfam06941 NT5C 5' nucleotidase, deoxy (Pyrimidine), cytosolic type C protein (NT5C). This family consists of several 5' nucleotidase, deoxy (Pyrimidine), cytosolic type C (NT5C) proteins. 5'(3')-Deoxyribonucleotidase is a ubiquitous enzyme in mammalian cells whose physiological function is not known.. . . .

Manes.14G148300.v6.11.9859878 2.90E-09 up no RING-H2 finger protein ATL13pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.14G148400.v6.10.4822379 2.81E-09 down yes E3 ubiquitin-protein ligase XBAT32pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0010311|lateral root formation;GO:0010366|negative regulation of ethylene biosynthetic process;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009733|response to auxin;GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19044

Manes.14G148500.v6.10.6194824 0.01186 down no Probable E3 ubiquitin-protein ligase XBOS32pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19044

Manes.14G148800.v6.10.6238103 0.02237 down no TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.14G148900.v6.11.1986209 0.17029 up no Tetratricopeptide repeat protein 1pfam13414 TPR_11 TPR repeat. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;GO:0051082|unfolded protein binding;.

Manes.14G149000.v6.10.5594319 1.72E-05 down no Pentatricopeptide repeat-containing protein At4g18975, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.14G149800.v6.10.7483961 0.00997 down no 18.5 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.14G150200.v6.11.8009503 1.64E-08 up no Lactation elevated protein 1pfam03969 AFG1_ATPase AFG1-like ATPase. This family of proteins contains a P-loop motif and are predicted to be ATPases.. GO:0005739|mitochondrion;GO:0005524|ATP binding;K18798

Manes.14G150500.v6.11.7135811 2.44E-08 up no Protein YIPF6 homologpfam04893 Yip1 Yip1 domain. The Yip1 integral membrane domain contains four transmembrane alpha helices. The domain is characterized by the motifs DLYGP and GY. The Yip1 protein is a golgi protein involved in vesicular transport that interacts with GTPases.. GO:0016021|integral component of membrane;. .

Manes.14G150900.v6.1NA NA -- no Nicotianamine synthasepfam03059 NAS Nicotianamine synthase protein. Nicotianamine synthase EC:2.5.1.43 catalyses the trimerization of S-adenosylmethionine to yield one molecule of nicotianamine. Nicotianamine has an important role in plant iron uptake mechanisms. Plants adopt two strategies (termed I and II) of iron acquisition. Strategy I is adopted by all higher plants except graminaceous plants, which adopt strategy II. In strategy I plants, the role of nicotianamine is not fully determined: possible roles include the formation of more stable complexes with ferrous than with ferric ion, which might serve as a sensor of the physiological status of iron within a plant, or which might be involved in the transport of iron. In strategy II (graminaceous) plants, nicotianamine is the key intermediate (and nicotianamine synthase the key enzyme) in the synthesis of the mugineic family (the only known family in plants) of phytosiderophores. Phytosiderophores are iron chelators whose secretion by the roots is greatly increased in instances of iron defiGO:0030418|nicotianamine biosynthetic process;. GO:0030410|nicotianamine synthase activity;K05953

Manes.14G151400.v6.11.2176919 0.59374 up no 4-coumarate--CoA ligase 2pfam00501 AMP-binding AMP-binding enzyme.GO:0009698|phenylpropanoid metabolic process;. GO:0016207|4-coumarate-CoA ligase activity;GO:0005524|ATP binding;.

Manes.14G151700.v6.14.1043683 0.00393 up yes . pfam08270 PRD_Mga M protein trans-acting positive regulator (MGA) PRD domain. Mga is a DNA-binding protein that activates the expression of several important virulence genes in group A streptococcus in response to changing environmental conditions. This corresponds to the PRD like region.. . . .

Manes.14G152100.v6.17.9094758 1.69E-10 up yes Xyloglucan endotransglucosylase/hydrolase protein 22pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0009664|plant-type cell wall organization;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009612|response to mechanical stimulus;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K14504

Manes.14G152200.v6.114.307724 2.94E-39 up yes Xyloglucan endotransglucosylase/hydrolase protein 22pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0009664|plant-type cell wall organization;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009612|response to mechanical stimulus;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K14504

Manes.14G152400.v6.10.2103165 0.02973 down no Ankyrin repeat-containing protein At3g12360pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.GO:0034613|cellular protein localization;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.14G152700.v6.10.8716355 0.14978 down no Probable cinnamyl alcohol dehydrogenase 1pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.GO:0009809|lignin biosynthetic process;GO:0005829|cytosol;GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;K00083

Manes.14G152800.v6.10.8429234 0.18423 down no N-lysine methyltransferase SETD6pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0032088|negative regulation of NF-kappaB transcription factor activity;GO:0018026|peptidyl-lysine monomethylation;GO:0050727|regulation of inflammatory response;GO:0005634|nucleus;GO:0016279|protein-lysine N-methyltransferase activity;.

Manes.14G154200.v6.10.0431427 0.00047 down yes . pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.14G155000.v6.10.8167631 0.04333 down no Probable receptor-like serine/threonine-protein kinase At5g57670pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G155900.v6.10.7299415 0.00313 down no Regulatory protein NPR3pfam12313 NPR1_like_C NPR1/NIM1 like defence protein C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 251 and 588 amino acids in length. The family is found in association with pfam00023, pfam00651. There are two conserved sequence motifs: LENRV and DLN. NPR1 (NIM1) is a defence protein in many plant species.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0080185|effector dependent induction by symbiont of host immune response;GO:0016567|protein ubiquitination;GO:0009627|systemic acquired resistance;GO:0005634|nucleus;GO:1901149|salicylic acid binding;K14508

Manes.14G156200.v6.10.5166324 0.00074 down no . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.14G156300.v6.10.7750156 0.01364 down no Plasma membrane ATPase 4pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;.



Manes.14G156700.v6.10.4003544 3.68E-14 down yes NifU-like protein 3, chloroplasticpfam01106 NifU NifU-like domain. This is an alignment of the carboxy-terminal domain. This is the only common region between the NifU protein from nitrogen-fixing bacteria and rhodobacterial species. The biochemical function of NifU is unknown.GO:0016226|iron-sulfur cluster assembly;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005506|iron ion binding;GO:0051536|iron-sulfur cluster binding;GO:0005198|structural molecule activity;.

Manes.14G156800.v6.11.4217415 0.00207 up no . pfam14774 FAM177 FAM177 family. This family of proteins is found in eukaryotes. Proteins in this family are typically between 134 and 205 amino acids in length.. . . .

Manes.14G157000.v6.10.5776298 0.14317 down no Homeobox protein knotted-1-like 6pfam03791 KNOX2 KNOX2 domain. The MEINOX region is comprised of two domains, KNOX1 and KNOX2. KNOX1 plays a role in suppressing target gene expression. KNOX2, essential for function, is thought to be necessary for homo-dimerization.GO:0010073|meristem maintenance;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G157100.v6.14.0621608 1.34E-08 up yes . pfam14627 DUF4453 Domain of unknown function (DUF4453). This short domain is found only on a small subgroup of proteins from Gram-negative Proteobacteria that also carry a YARHG domain, pfam13308. They carry three conserved tryptophan and three conserved cysteine residues.. . . .

Manes.14G157400.v6.10.5507585 4.74E-05 down no Subtilisin-like protease SBT1.7pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.14G157900.v6.11.0023037 1 up no TBC1 domain family member 5pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0010508|positive regulation of autophagy;GO:0002092|positive regulation of receptor internalization;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0042147|retrograde transport, endosome to Golgi;GO:0005776|autophagosome;GO:0031410|cytoplasmic vesicle;GO:0010008|endosome membrane;GO:0030904|retromer complex;GO:0035612|AP-2 adaptor complex binding;GO:0005096|GTPase activator activity;K18469

Manes.14G158100.v6.10.2971934 0.00413 down yes Putative clathrin assembly protein At5g57200pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.14G158300.v6.10.6786299 0.00084 down no Pathogenesis-related homeodomain proteinpfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006952|defense response;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.14G158600.v6.10.4626064 0.15253 down no . pfam02076 STE3 Pheromone A receptor.. . . .

Manes.14G158800.v6.11.1631404 0.10437 up no DNA ligase 4 pfam04679 DNA_ligase_A_C ATP dependent DNA ligase C terminal region. This region is found in many but not all ATP-dependent DNA ligase enzymes (EC:6.5.1.1). It is thought to constitute part of the catalytic core of ATP dependent DNA ligase.GO:0006974|cellular response to DNA damage stimulus;GO:0071897|DNA biosynthetic process;GO:0051103|DNA ligation involved in DNA repair;GO:0006310|DNA recombination;GO:0006260|DNA replication;GO:0006302|double-strand break repair;GO:0006303|double-strand break repair via nonhomologous end joining;GO:0006297|nucleotide-excision repair, DNA gap filling;GO:0010165|response to X-ray;GO:0048046|apoplast;GO:0005737|cytoplasm;GO:0032807|DNA ligase IV complex;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003910|DNA ligase (ATP) activity;GO:0046872|metal ion binding;K10777

Manes.14G159100.v6.11.6089758 1.19E-07 up no Villin-4 pfam02209 VHP Villin headpiece domain.GO:0051017|actin filament bundle assembly;GO:0051693|actin filament capping;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.14G159300.v6.10.5504201 0.00421 down no Protein CHLOROPLAST IMPORT APPARATUS 2pfam04163 Tht1 Tht1-like nuclear fusion protein.GO:0045036|protein targeting to chloroplast;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.14G159400.v6.12.0815707 7.20E-17 up yes . pfam10253 PRCC Mitotic checkpoint regulator, MAD2B-interacting. This family constitutes the major, conserved, portion of PRCC proteins. In humans this family interacts with MAD2B, the mitotic checkpoint protein.     #=GF CC    In Schizosaccharomyces pombe this protein is part of the Cwf-complex that is known to be involved in pre-mRNA splicing.. . . .

Manes.14G159600.v6.10.4416681 0.00016 down yes . pfam00261 Tropomyosin Tropomyosin.. . . .

Manes.14G160800.v6.10.6775897 0.0004 down no Cleavage stimulation factor subunit 77pfam05843 Suf Suppressor of forked protein (Suf). This family consists of several eukaryotic suppressor of forked (Suf) like proteins. The Drosophila melanogaster Suppressor of forked [Su(f)] protein shares homology with the yeast RNA14 protein and the 77-kDa subunit of human cleavage stimulation factor, which are proteins involved in mRNA 3' end formation. This suggests a role for Su(f) in mRNA 3' end formation in Drosophila. The su(f) gene produces three transcripts; two of them are polyadenylated at the end of the transcription unit, and one is a truncated transcript, polyadenylated in intron 4. It is thought that su(f) plays a role in the regulation of poly(A) site utilisation and an important role of the GU-rich sequence for this regulation to occur.GO:0042868|antisense RNA metabolic process;GO:0031047|gene silencing by RNA;GO:0006379|mRNA cleavage;GO:0006397|mRNA processing;GO:0045892|negative regulation of transcription, DNA-templated;GO:0060968|regulation of gene silencing;GO:0031123|RNA 3'-end processing;GO:0005634|nucleus;GO:0003729|mRNA binding;K14408

Manes.14G160900.v6.10.7104458 0.01629 down no Cleavage stimulation factor subunit 77pfam14559 TPR_19 Tetratricopeptide repeat.GO:0042868|antisense RNA metabolic process;GO:0031047|gene silencing by RNA;GO:0006379|mRNA cleavage;GO:0006397|mRNA processing;GO:0045892|negative regulation of transcription, DNA-templated;GO:0060968|regulation of gene silencing;GO:0031123|RNA 3'-end processing;GO:0005634|nucleus;GO:0003729|mRNA binding;K14408

Manes.14G161100.v6.10.3210759 2.28E-06 down yes Histidine--tRNA ligasepfam00587 tRNA-synt_2b tRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0006427|histidyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004821|histidine-tRNA ligase activity;K01892

Manes.14G161500.v6.11.8245175 3.85E-11 up no Zinc finger protein CONSTANS-LIKE 5pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.14G161700.v6.10.7839279 0.02992 down no ADP-ribosylation factor 1pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07942

Manes.14G161900.v6.11.9321287 1.84E-09 up no Putative NAC domain-containing protein 94pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G162600.v6.10.9119045 0.37303 down no Calcium-transporting ATPase 10, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.14G162800.v6.10.8626943 0.26226 down no . pfam08326 ACC_central Acetyl-CoA carboxylase, central region. The region featured in this family is found in various eukaryotic acetyl-CoA carboxylases, N-terminal to the catalytic domain (pfam01039). This enzyme (EC:6.4.1.2) is involved in the synthesis of long-chain fatty acids, as it catalyses the rate-limiting step in this process.. . . .

Manes.14G163000.v6.10.6778571 0.03408 down no 18.5 kDa class I heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.14G163700.v6.13.3410677 1.05E-43 up yes Tetraspanin-8pfam00335 Tetraspannin Tetraspanin family.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.14G163900.v6.10.7829545 0.06837 down no Protein FLX-like 4pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.14G164000.v6.10.4385888 0.02673 down yes . pfam02949 7tm_6 7tm Odorant receptor. This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.. . . .

Manes.14G165100.v6.10.3758658 0.00115 down yes TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.14G165200.v6.10.8354568 0.12207 down no tRNA (guanine(10)-N2)-methyltransferase homologpfam01170 UPF0020 Putative RNA methylase family UPF0020. This domain is probably a methylase. It is associated with the THUMP domain that also occurs with RNA modification domains.GO:0008033|tRNA processing;. GO:0008168|methyltransferase activity;GO:0000049|tRNA binding;K15430

Manes.14G165300.v6.10.6738143 0.00164 down no Putative disease resistance RPP13-like protein 1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.14G165400.v6.11.5922274 1.73E-07 up no Serine/arginine-rich splicing factor SC35pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0016020|membrane;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12891

Manes.14G165800.v6.16.1790745 8.34E-09 up yes . pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.14G166100.v6.11.3791784 0.24382 up no G-type lectin S-receptor-like serine/threonine-protein kinase At1g11410pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G166300.v6.10.6336935 4.05E-06 down no . pfam09801 SYS1 Integral membrane protein S linking to the trans Golgi network. Members of this family are integral membrane proteins involved in protein trafficking between the late Golgi and endosome. They may also serve as a receptor for ADP-ribosylation factor-related protein 1 (ARFRP1). Sys1p is a small integral membrane protein with four predicted transmembrane domains that localizes to the Trans Golgi network TGN in yeast and human cells.. . . .

Manes.14G166400.v6.11.7282172 8.39E-10 up no . pfam06093 Spt4 Spt4/RpoE2 zinc finger. This family consists of several eukaryotic transcription elongation Spt4 proteins as well as archaebacterial RpoE2. Three transcription-elongation factors Spt4, Spt5, and Spt6 are conserved among eukaryotes and are essential for transcription via the modulation of chromatin structure. Spt4 and Spt5 are tightly associated in a complex, while the physical association of the Spt4-Spt5 complex with Spt6 is considerably weaker. It has been demonstrated that Spt4, Spt5, and Spt6 play roles in transcription elongation in both yeast and humans including a role in activation by Tat. It is known that Spt4, Spt5, and Spt6 are general transcription-elongation factors, controlling transcription both positively and negatively in important regulatory and developmental roles. RpoE2 is one of 13 subunits in the archaeal RNA polymerase. These proteins contain a C4-type zinc finger, and the structure has been solved in. The structure reveals that Spt4-Spt5 binding is governed by an acid-dipole interactio. . . .

Manes.14G166500.v6.10.9981154 0.99316 down no Non-specific lipid-transfer proteinpfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.14G167100.v6.10.4710721 9.08E-09 down yes Chlorophyll a-b binding protein CP24 10A, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;K08917

Manes.14G167500.v6.11.1697866 0.69973 up no High affinity sulfate transporter 2pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;.

Manes.14G167700.v6.10.0698258 0.01483 down yes . pfam06424 PRP1_N PRP1 splicing factor, N-terminal. This domain is specific to the N-terminal part of the prp1 splicing factor, which is involved in mRNA splicing (and possibly also poly(A)+ RNA nuclear export and cell cycle progression). This domain is specific to the N terminus of the RNA splicing factor encoded by prp1. It is involved in mRNA splicing and possibly also poly(A)and RNA nuclear export and cell cycle progression.. . . .

Manes.14G167800.v6.10.4641376 7.25E-11 down yes Probable apyrase 7pfam01150 GDA1_CD39 GDA1/CD39 (nucleoside phosphatase) family.GO:0009901|anther dehiscence;GO:0010584|pollen exine formation;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.14G167900.v6.10.4148321 3.46E-06 down yes . pfam01044 Vinculin Vinculin family.. . . .

Manes.14G168200.v6.11.0995463 0.29155 up no Eukaryotic peptide chain release factor GTP-binding subunit ERF3Apfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.GO:0000082|G1/S transition of mitotic cell cycle;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0006479|protein methylation;GO:0006415|translational termination;GO:0005622|intracellular;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0044822|poly(A) RNA binding;GO:0003747|translation release factor activity;K03267

Manes.14G168300.v6.10.7080002 0.01248 down no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.14G168900.v6.10.5884934 0.00334 down no Alpha-dioxygenase 2pfam03098 An_peroxidase Animal haem peroxidase.GO:0031408|oxylipin biosynthetic process;GO:0006979|response to oxidative stress;. GO:0051213|dioxygenase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.14G169300.v6.11.2255946 0.07207 up no Thymidylate kinasepfam02223 Thymidylate_kin Thymidylate kinase.GO:0007049|cell cycle;GO:0008283|cell proliferation;GO:0071363|cellular response to growth factor stimulus;GO:0006233|dTDP biosynthetic process;GO:0006235|dTTP biosynthetic process;GO:0006227|dUDP biosynthetic process;GO:0045445|myoblast differentiation;GO:0015949|nucleobase-containing small molecule interconversion;GO:0055086|nucleobase-containing small molecule metabolic process;GO:0046940|nucleoside monophosphate phosphorylation;GO:0046939|nucleotide phosphorylation;GO:0046686|response to cadmium ion;GO:0043627|response to estrogen;GO:0044281|small molecule metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005758|mitochondrial intermembrane space;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0050145|nucleoside phosphate kinase activity;GO:0004798|thymidylate kinase activity;GO:0009041|uridylate kinase activity;K00943

Manes.14G169900.v6.10.4540619 4.46E-12 down yes Mitogen-activated protein kinase 9pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0000165|MAPK cascade;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.14G170100.v6.11.2114539 0.03564 up no Serine/threonine-protein kinase EDR1pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.14G170800.v6.10.2357664 8.41E-10 down yes . pfam00314 Thaumatin Thaumatin family.. . . .

Manes.14G171000.v6.10.4029189 0.00011 down yes Phosphoethanolamine N-methyltransferase 1pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0042425|choline biosynthetic process;GO:0032259|methylation;GO:0006656|phosphatidylcholine biosynthetic process;GO:0009555|pollen development;GO:0009860|pollen tube growth;GO:0010183|pollen tube guidance;GO:0048528|post-embryonic root development;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0008168|methyltransferase activity;GO:0000234|phosphoethanolamine N-methyltransferase activity;K05929

Manes.14G171100.v6.10.3899726 2.19E-12 down yes Auxin efflux carrier component 1pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0048825|cotyledon development;GO:0048826|cotyledon morphogenesis;GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0009630|gravitropism;GO:0010229|inflorescence development;GO:0010338|leaf formation;GO:0010358|leaf shaping;GO:0009640|photomorphogenesis;GO:0048364|root development;GO:0048367|shoot system development;GO:0010051|xylem and phloem pattern formation;GO:0045177|apical part of cell;GO:0009925|basal plasma membrane;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0010329|auxin efflux transmembrane transporter activity;GO:0005215|transporter activity;K13947

Manes.14G171400.v6.11.6064758 9.61E-08 up no Translocon at the outer membrane of chloroplasts 64pfam01425 Amidase Amidase. GO:0015031|protein transport;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;.

Manes.14G171500.v6.11.9456183 2.70E-07 up no Prostaglandin E synthase 2pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0045454|cell redox homeostasis;GO:0001516|prostaglandin biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009055|electron carrier activity;GO:0043295|glutathione binding;GO:0020037|heme binding;GO:0016829|lyase activity;GO:0050220|prostaglandin-E synthase activity;GO:0015035|protein disulfide oxidoreductase activity;K05309

Manes.14G171700.v6.10.5907708 0.00024 down no APO protein 3, mitochondrialpfam05634 APO_RNA-bind APO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.14G172200.v6.11.2152286 0.03656 up no Serine/threonine-protein kinase 11-interacting proteinpfam13855 LRR_8 Leucine rich repeat.. GO:0005737|cytoplasm;. .

Manes.14G172800.v6.11.3486594 0.00625 up no . pfam02337 Gag_p10 Retroviral GAG p10 protein. This family consists of various retroviral GAG (core) polyproteins and encompasses the p10 region producing the p10 protein upon proteolytic cleavage of GAG by retroviral protease. The p10 or matrix protein (MA) is associated with the virus envelope glycoproteins in most mammalian retroviruses and may be involved in virus particle assembly, transport and budding. Some of the GAG polyproteins have alternate cleavage sites leading to the production of alternative and longer cleavage products (e.g. p19) the alignment of this family only covers the approximately N-terminal (GAG) 100 amino acid region of homology to p10.. . . .

Manes.14G172900.v6.115.668093 4.08E-05 up yes U-box domain-containing protein 21pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G173000.v6.12.193923 5.32E-18 up yes Extra-large guanine nucleotide-binding protein 3pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.GO:0007188|adenylate cyclase-modulating G-protein coupled receptor signaling pathway;GO:2000280|regulation of root development;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0005834|heterotrimeric G-protein complex;GO:0005634|nucleus;GO:0031683|G-protein beta/gamma-subunit complex binding;GO:0001664|G-protein coupled receptor binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004871|signal transducer activity;.

Manes.14G173400.v6.12.5195993 2.17E-21 up yes . pfam05542 DUF760 Protein of unknown function (DUF760). This family contains several uncharacterized plant proteins.. . . .

Manes.14G173500.v6.120.45043 2.72E-39 up yes Purple acid phosphatase 17pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0030643|cellular phosphate ion homeostasis;GO:0016311|dephosphorylation;GO:0042542|response to hydrogen peroxide;GO:0009986|cell surface;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;GO:0016791|phosphatase activity;K14379

Manes.14G173600.v6.10.548062 0.00102 down no Transcription repressor KAN1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010158|abaxial cell fate specification;GO:0009943|adaxial/abaxial axis specification;GO:0048440|carpel development;GO:0009887|organ morphogenesis;GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G173800.v6.10.4499423 2.05E-09 down yes Protein SHOOT GRAVITROPISM 5pfam14943 MRP-S26 Mitochondrial ribosome subunit S26. This family of proteins corresponds to mitochondrial ribosomal subunit S26 in eukaryotesGO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.14G174000.v6.10.5869409 0.02645 down no 65-kDa microtubule-associated protein 3pfam03999 MAP65_ASE1 Microtubule associated protein (MAP65/ASE1 family).GO:0000911|cytokinesis by cell plate formation;GO:0052096|formation by symbiont of syncytium involving giant cell for nutrient acquisition from host;GO:0000226|microtubule cytoskeleton organization;GO:0046785|microtubule polymerization;GO:0007067|mitotic nuclear division;GO:0000280|nuclear division;GO:0009624|response to nematode;GO:0055028|cortical microtubule;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0008017|microtubule binding;K16732

Manes.14G174300.v6.10.5471937 0.00485 down no . pfam00182 Glyco_hydro_19 Chitinase class I.. . . .

Manes.14G174600.v6.10.5182113 1.78E-10 down no . pfam12049 DUF3531 Protein of unknown function (DUF3531). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 149 to 199 amino acids in length.. . . .

Manes.15G000200.v6.10.8005069 0.02408 down no Serine/threonine-protein kinase EDR1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.15G000300.v6.11.1117675 0.39189 up no Huntingtin-interacting protein Kpfam13044 DUF3904 Protein of unknown function (DUF3904). This family of proteins is functionally uncharacterized. This family of proteins is found in viruses. Proteins in this family are typically between 437 and 448 amino acids in length.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.15G000500.v6.1Inf 0.9009 up no GDSL esterase/lipase At4g16230pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G000700.v6.10.5907518 8.91E-05 down no Probable protein phosphatase 2C 42pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K01102

Manes.15G000800.v6.10.7973678 0.06447 down no . pfam07431 DUF1512 Protein of unknown function (DUF1512). This family consists of several archaeal proteins of around 370 residues in length. The function of this family is unknown.. . . .

Manes.15G000900.v6.19.3572104 1.94E-96 up yes Calmodulin pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.15G001300.v6.111.219732 2.94E-57 up yes Probable WRKY transcription factor 48pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G001400.v6.1Inf 0.00126 up yes Peroxidase 40pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G001800.v6.10.9475 0.60229 down no Galactokinasepfam10509 GalKase_gal_bdg Galactokinase galactose-binding signature. This is the highly conserved galactokinase signature sequence which appears to be present in all galactokinases irrespective of how many other ATP binding sites, etc that they carry. The function of this domain appears to be to bind galactose, and the domain is normally at the N-terminus of the enzymes, EC:2.7.1.6. This domain is associated with the families GHMP_kinases_C, pfam08544 and GHMP_kinases_N, pfam00288.GO:0046835|carbohydrate phosphorylation;GO:0006012|galactose metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004335|galactokinase activity;GO:0046872|metal ion binding;K18674

Manes.15G001900.v6.10.6830585 0.00545 down no . pfam14680 FANCI_HD2 FANCI helical domain 2. This is the helical domain 2 (HD2) of the Fanconi anemia group I protein.. . . .

Manes.15G002000.v6.10.2582544 5.70E-13 down yes Cell wall / vacuolar inhibitor of fructosidase 1pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0005618|cell wall;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.15G002500.v6.123.765315 0.00024 up yes . pfam13668 Ferritin_2 Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.. . . .

Manes.15G002600.v6.112.73598 2.95E-14 up yes . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.15G003200.v6.12.0701344 0.46217 up no Galactinol synthase 1pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.15G003600.v6.12.3657252 0.16833 up no 1-Cys peroxiredoxinpfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0005634|nucleus;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;.

Manes.15G003700.v6.10.7115941 0.00046 down no . pfam09515 Thia_YuaJ Thiamine transporter protein (Thia_YuaJ). Members of this protein family have been assigned as thiamine transporters by a phylogenetic analysis of families of genes regulated by the THI element, a broadly conserved RNA secondary structure element through which thiamine pyrophosphate (TPP) levels can regulate transcription of many genes related to thiamine transport, salvage, and de novo biosynthesis. Species with this protein always lack the ThiBPQ ABC transporter. In some species (e.g. Streptococcus mutans and Streptococcus pyogenes), yuaJ is the only THI-regulated gene. Evidence from Bacillus cereus indicates thiamine uptake is coupled to proton translocation.. . . .

Manes.15G003800.v6.13.3272351 0.00443 up yes . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.15G003900.v6.10.8070106 0.10676 down no Methyltransferase-like protein 13pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . GO:0008168|methyltransferase activity;.

Manes.15G004000.v6.10.7446182 0.00227 down no Probable inactive serine/threonine-protein kinase lvsGpfam02138 Beach Beige/BEACH domain.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;K17601

Manes.15G004100.v6.10.425385 0.30665 down no Pleiotropic drug resistance protein 3pfam01061 ABC2_membrane ABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.15G004200.v6.11.5946959 5.78E-06 up no . pfam12617 LdpA_C Iron-Sulfur binding protein C terminal. This domain family is found in bacteria and eukaryotes, and is typically between 179 and 201 amino acids in length. The family is found in association with pfam00037. LdpA (light-dependent period) plays a role in controlling the redox state in cyanobacteria to modulate its. circadian clock. LdpA is a protein with Iron-Sulfur cluster-binding motifs.. . . .

Manes.15G004600.v6.10.1894069 6.72E-05 down yes Probable N-acetyltransferase HLS1-likepfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.15G004700.v6.10.3368705 8.97E-05 down yes Peptidyl-prolyl cis-trans isomerase CYP21-4pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.15G005100.v6.14.356979 3.82E-06 up yes DELLA protein GAI1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.15G005400.v6.11.6240021 4.97E-06 up no DNA-directed RNA polymerases II, IV and V subunit 9Apfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0001193|maintenance of transcriptional fidelity during DNA-templated transcription elongation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03017



Manes.15G005500.v6.19.930876 0.00017 up yes Outer envelope pore protein 16-2, chloroplasticpfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0003333|amino acid transmembrane transport;GO:0031359|integral component of chloroplast outer membrane;GO:0009527|plastid outer membrane;GO:0046930|pore complex;GO:0015171|amino acid transmembrane transporter activity;GO:0015288|porin activity;GO:0042803|protein homodimerization activity;.

Manes.15G005700.v6.10.9196376 0.38692 down no Dihydrolipoyl dehydrogenase 1, chloroplasticpfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0006086|acetyl-CoA biosynthetic process from pyruvate;GO:0045454|cell redox homeostasis;GO:0046685|response to arsenic-containing substance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005730|nucleolus;GO:0004148|dihydrolipoyl dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;K00382

Manes.15G006100.v6.12.6838718 3.07E-12 up yes Acetate/butyrate--CoA ligase AAE7, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019605|butyrate metabolic process;GO:0006097|glyoxylate cycle;GO:0005777|peroxisome;GO:0003987|acetate-CoA ligase activity;GO:0047760|butyrate-CoA ligase activity;.

Manes.15G006200.v6.10.7238601 0.00116 down no Acetate/butyrate--CoA ligase AAE7, peroxisomalpfam00501 AMP-binding AMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019605|butyrate metabolic process;GO:0006097|glyoxylate cycle;GO:0005777|peroxisome;GO:0003987|acetate-CoA ligase activity;GO:0047760|butyrate-CoA ligase activity;.

Manes.15G006300.v6.15.7707436 1.41E-14 up yes Beta-D-xylosidase 1pfam01915 Glyco_hydro_3_C Glycosyl hydrolase family 3 C-terminal domain. This domain is involved in catalysis and may be involved in binding beta-glucan. This domain is found associated with pfam00933.GO:0005975|carbohydrate metabolic process;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;.

Manes.15G006500.v6.12.2694887 2.36E-16 up yes AMSH-like ubiquitin thioesterase 3pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0006897|endocytosis;GO:0046907|intracellular transport;GO:0090316|positive regulation of intracellular protein transport;GO:0044090|positive regulation of vacuole organization;GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0015031|protein transport;GO:0007033|vacuole organization;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K11866

Manes.15G006800.v6.1NA NA -- no Zinc finger protein 6pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G007000.v6.10.678792 0.28574 down no . pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.15G007100.v6.10.7125059 0.0171 down no GATA transcription factor 15pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.15G007600.v6.13.0921396 1.22E-27 up yes . pfam05623 DUF789 Protein of unknown function (DUF789). This family consists of several plant proteins of unknown function.. . . .

Manes.15G007700.v6.156.980527 ####### up yes Major allergen Pru ar 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G007800.v6.1Inf 0.08088 up no Major allergen Pru ar 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G007900.v6.1Inf 0.1623 up no Major allergen Pru ar 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008000.v6.11.410365 0.60469 up no Major allergen Pru av 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008300.v6.10.2578698 0.00338 down yes Probable E3 ubiquitin-protein ligase LOG2pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0080144|amino acid homeostasis;GO:0009737|response to abscisic acid;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.15G008400.v6.19.0663117 7.74E-39 up yes Major allergen Pru ar 1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008800.v6.10.7855942 0.1728 down no Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.15G009300.v6.10.9342131 0.65222 down no . pfam15489 CTC1 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. Mutations in human CTC1 have been recognized as contributing to cerebroretinal microangiopathy.. . . .

Manes.15G009400.v6.10.5456365 0.00092 down no Mediator of RNA polymerase II transcription subunit 20apfam08612 Med20 TATA-binding related factor (TRF) of subunit 20 of Mediator complex. This family of proteins is related to TATA-binding protein (TBP). TBP is a highly conserved RNA polymerase II general transcription factor that binds to the core promoter and initiates assembly of the preinitiation complex. Human TRF has been shown to associate with an RNA polymerase II-SRB complex. This Med20 subunit of Mediator is found in the non-essential part of the head.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K13528

Manes.15G009600.v6.11.0764192 0.45926 up no Phospholipase D p1pfam13091 PLDc_2 PLD-like domain.GO:0016042|lipid catabolic process;GO:0048364|root development;. GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.15G009800.v6.13.0142357 1.01E-05 up yes . pfam03660 PHF5 PHF5-like protein. This family of proteins the superfamily of PHD-finger proteins. At least one example, from mouse, may act as a chromatin-associated protein. The S. pombe ini1 gene is essential, required for splicing. It is localized in the nucleus, but not detected in the nucleolus and can be complemented by human ini1.. . . .

Manes.15G010000.v6.13.1704159 1.17E-07 up yes . pfam07782 DC_STAMP DC-STAMP-like protein. This is a family of sequences which are similar to a region of the dendritic cell-specific transmembrane protein (DC-STAMP). This is thought to be a novel receptor protein that shares no identity with other multimembrane-spanning proteins. It is thought to have seven putative transmembrane regions, two of which are found in the region featured in this family. DC-STAMP is also described as having potential N-linked glycosylation sites and a potential phosphorylation site for PKC, but these are not conserved throughout the family.. . . .

Manes.15G010100.v6.11.5652715 1.37E-05 up no Sperm-associated antigen 1Apfam13414 TPR_11 TPR repeat. GO:0070286|axonemal dynein complex assembly;GO:0005737|cytoplasm;. .

Manes.15G010200.v6.11.5967459 2.47E-07 up no Multiple organellar RNA editing factor 8, chloroplastic/mitochondrialpfam04197 Birna_RdRp Birnavirus RNA dependent RNA polymerase (VP1). Birnaviruses are dsRNA viruses. This family corresponds to the RNA dependent RNA polymerase. This protein is also known as VP1. All of the birnavirus VP1 proteins contain conserved RdRp motifs that reside in the catalytic "palm" domain of all classes of polymerases. However, the birnavirus RdRps lack the highly conserved Gly-Asp-Asp (GDD) sequence, a component of the proposed catalytic site of this enzyme family that exists in the conserved motif VI of the palm domain of other RdRps.GO:0016554|cytidine to uridine editing;GO:0080156|mitochondrial mRNA modification;GO:0009451|RNA modification;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0050897|cobalt ion binding;.

Manes.15G010400.v6.17.4822106 0.08759 up no Exopolygalacturonase clone GBGE184pfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;K01213

Manes.15G010700.v6.116.879334 ####### up yes RING-H2 finger protein ATL2pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.15G010800.v6.12.1479549 1.72E-15 up yes . pfam02559 CarD_CdnL_TRCFCarD-like/TRCF domain. CarD is a Myxococcus xanthus protein required for the activation of light- and starvation-inducible genes. This family includes the presumed N-terminal domain, CdnL.  CarD interacts with the zinc-binding protein CarG to form a complex that regulates multiple processes in Myxococcus xanthus. This family also includes a domain to the N-terminal side of the DEAD helicase of TRCF (transcription-repair-coupling factor) proteins. TRCF displaces RNA polymerase stalled at a lesion, binds to the damage recognition protein UvrA, and increases the template strand repair rate during transcription. This domain is involved in binding to the stalled RNA polymerase. The family includes members otherwise referred to as CdnL, for CarD N-terminal like, whichdiffer functionally from CarD. The TRCF domain mentioned above is the RNA polymerase-interacting domain or RID.. . . .

Manes.15G011100.v6.10.252653 1.49E-14 down yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.15G011500.v6.11.0005192 1 up no 60S ribosomal protein L22-2pfam01776 Ribosomal_L22e Ribosomal L22e protein family.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02891

Manes.15G012200.v6.11.4591321 0.00014 up no Translocase of chloroplast 159, chloroplasticpfam11886 DUF3406 Domain of unknown function (DUF3406). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is about 270 amino acids in length. This domain is found associated with pfam04548.GO:0045036|protein targeting to chloroplast;GO:0007165|signal transduction;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004888|transmembrane signaling receptor activity;.

Manes.15G012300.v6.12.3498601 7.28E-15 up yes Xyloglucan 6-xylosyltransferase 2pfam05637 Glyco_transf_34 galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0000271|polysaccharide biosynthetic process;GO:0006486|protein glycosylation;GO:0010411|xyloglucan metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0035252|UDP-xylosyltransferase activity;GO:0033843|xyloglucan 6-xylosyltransferase activity;K08238

Manes.15G012500.v6.11.1262831 0.19677 up no Protein RALF-like 33pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.15G012800.v6.14.5077466 0.00162 up yes Copper transport protein CCHpfam00403 HMA Heavy-metal-associated domain.GO:0006878|cellular copper ion homeostasis;GO:0006825|copper ion transport;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0016531|copper chaperone activity;K07213

Manes.15G013000.v6.10.7815679 0.05989 down no Vesicle-associated membrane protein 724pfam00957 Synaptobrevin Synaptobrevin.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;. K08511

Manes.15G013200.v6.11.3405132 0.01178 up no 60S ribosome subunit biogenesis protein NIP7 homologpfam03657 UPF0113 Uncharacterized protein family (UPF0113).GO:0042255|ribosome assembly;GO:0005730|nucleolus;GO:0003723|RNA binding;K07565

Manes.15G013400.v6.12.1624671 1.04E-13 up yes Mitochondrial thiamine pyrophosphate carrierpfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005634|nucleus;. K15108

Manes.15G013500.v6.10.6216743 0.00647 down no . pfam07750 GcrA GcrA cell cycle regulator. GcrA is a master cell cycle regulator that, together with CtrA (see pfam00072 and pfam00486), is involved in controlling cell cycle progression and asymmetric polar morphogenesis. During this process, there are temporal and spatial variations in the concentrations of GcrA and CtrA. The variation in concentration produces time and space dependent transcriptional regulation of modular functions that implement cell-cycle processes. More specifically, GcrA acts as an activator of components of the replisome and the segregation machinery.. . . .

Manes.15G013600.v6.10.9915453 0.96373 down no . pfam04178 Got1 Got1/Sft2-like family. Traffic through the yeast Golgi complex depends on a member of the syntaxin family of SNARE proteins, Sed5, present in early Golgi cisternae. Got1 is thought to facilitate Sed5-dependent fusion events. This is a family of sequences derived from eukaryotic proteins. They are similar to a region of a SNARE-like protein required for traffic through the Golgi complex, SFT2 protein. This is a conserved protein with four putative transmembrane helices, thought to be involved in vesicular transport in later Golgi compartments.. . . .

Manes.15G013700.v6.1Inf 0.00683 up yes Nuclear transcription factor Y subunit B-5pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G013800.v6.11.6088857 1.91E-07 up no Cullin-1 pfam00888 Cullin Cullin family.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048366|leaf development;GO:0010087|phloem or xylem histogenesis;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042752|regulation of circadian rhythm;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0000794|condensed nuclear chromosome;GO:0031461|cullin-RING ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;. K03347

Manes.15G014200.v6.10.4937951 0.00134 down yes Sucrose nonfermenting 4-like proteinpfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0032147|activation of protein kinase activity;GO:0005975|carbohydrate metabolic process;GO:0042149|cellular response to glucose starvation;GO:0046777|protein autophosphorylation;GO:0045859|regulation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030295|protein kinase activator activity;GO:0019887|protein kinase regulator activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G014300.v6.10.8402397 0.7172 down no . pfam02805 Ada_Zn_binding Metal binding domain of Ada. The Escherichia coli Ada protein repairs O6-methylguanine residues and methyl phosphotriesters in DNA by direct transfer of the methyl group to a cysteine residue. This domain contains four conserved cysteines that form a zinc binding site. One of these cysteines is a methyl group acceptor. The methylated domain can then specifically bind to the ada box on a DNA duplex.. . . .

Manes.15G014400.v6.11.2107931 0.03579 up no Protein ALWAYS EARLY 3pfam06584 DIRP DIRP. DIRP (Domain in Rb-related Pathway) is postulated to be involved in the Rb-related pathway, which is encoded by multiple eukaryotic genomes and is present in proteins including lin-9 of Caenorhabditis elegans, aly of fruit fly and mustard weed. Studies of lin-9 and aly of fruit fly proteins containing DIRP suggest that this domain might be involved in development. Aly, lin-9, act in parallel to, or downstream of, activation of MAPK by the RTK-Ras signalling pathway.GO:0007049|cell cycle;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0017053|transcriptional repressor complex;GO:0003677|DNA binding;.

Manes.15G014500.v6.12.8187822 1.14E-10 up yes Zinc finger CCCH domain-containing protein 58pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.15G014900.v6.10.1091898 1.93E-22 down yes Probable receptor-like protein kinase At2g39360pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G015000.v6.10.7900603 0.01557 down no Probable serine/threonine-protein phosphatase 2A regulatory subunit B'' subunit TON2pfam10327 7TM_GPCR_Sri Serpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0030865|cortical cytoskeleton organization;GO:0000226|microtubule cytoskeleton organization;GO:0000913|preprophase band assembly;GO:0050790|regulation of catalytic activity;GO:0009826|unidimensional cell growth;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0005509|calcium ion binding;GO:0030359|protein phosphatase type 2B regulator activity;K11583

Manes.15G015200.v6.10.9779019 0.90908 down no E3 ubiquitin-protein ligase Toporspfam13639 zf-RING_2 Ring finger domain.GO:0006974|cellular response to DNA damage stimulus;GO:0008630|intrinsic apoptotic signaling pathway in response to DNA damage;GO:0042771|intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator;GO:0051457|maintenance of protein location in nucleus;GO:0043066|negative regulation of apoptotic process;GO:0035845|photoreceptor cell outer segment organization;GO:0045893|positive regulation of transcription, DNA-templated;GO:0051443|positive regulation of ubiquitin-protein transferase activity;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0070936|protein K48-linked ubiquitination;GO:0034504|protein localization to nucleus;GO:0006513|protein monoubiquitination;GO:0016925|protein sumoylation;GO:0042127|regulation of cell proliferation;GO:0010842|retina layer formation;GO:0046549|retinal cone cell development;GO:0046548|retinal rod cell development;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005814|centriole;GO:0036064|ciliary basal body;GO:0000930|gamma-tubulin complex;GO:0030496|midbody;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0032391|photoreceptor connecting cilium;GO:0016605|PML body;GO:0000922|spindle pole;GO:0000151|ubiquitin ligase complex;GO:0003823|antigen binding;GO:0003677|DNA binding;GO:0044547|DNA topoisomerase binding;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10631

Manes.15G015300.v6.10.765106 0.0213 down no Anaphase-promoting complex subunit 7pfam13432 TPR_16 Tetratricopeptide repeat.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K03354

Manes.15G015400.v6.11.5330482 5.56E-05 up no Acyl-CoA-binding domain-containing protein 4pfam13415 Kelch_3 Galactose oxidase, central domain.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.15G015700.v6.10.4046475 5.24E-15 down yes Serine/threonine-protein kinase PBS1pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.15G015800.v6.10.6864182 0.00014 down no Putative chromatin-remodeling complex ATPase chainpfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0043044|ATP-dependent chromatin remodeling;GO:0016589|NURF complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.15G015900.v6.11.0808779 0.52385 up no Lipase pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0046872|metal ion binding;GO:0004806|triglyceride lipase activity;.

Manes.15G016600.v6.11.0248424 0.91663 up no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.15G016900.v6.10.7302303 0.00114 down no . pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.. . . .

Manes.15G019200.v6.14.1906464 7.98E-08 up yes Sugar transporter ERD6-like 16pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.15G019300.v6.113.924904 7.32E-11 up yes Pyrimidine-specific ribonucleoside hydrolase RihApfam01156 IU_nuc_hydro Inosine-uridine preferring nucleoside hydrolase.GO:0015949|nucleobase-containing small molecule interconversion;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0045437|uridine nucleosidase activity;K01250

Manes.15G019400.v6.146.911649 1.65E-18 up yes Uncharacterized protein C1683.06cpfam01156 IU_nuc_hydro Inosine-uridine preferring nucleoside hydrolase.GO:0034356|NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0019358|nicotinate nucleotide salvage;GO:0006152|purine nucleoside catabolic process;GO:0046135|pyrimidine nucleoside catabolic process;GO:0008655|pyrimidine-containing compound salvage;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0070635|nicotinamide riboside hydrolase activity;GO:0070636|nicotinic acid riboside hydrolase activity;GO:0008477|purine nucleosidase activity;GO:0050263|ribosylpyrimidine nucleosidase activity;GO:0045437|uridine nucleosidase activity;.

Manes.15G019500.v6.11.2520786 0.0141 up no Histidine-containing phosphotransfer protein 1pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0016310|phosphorylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009927|histidine phosphotransfer kinase activity;GO:0043424|protein histidine kinase binding;K14490

Manes.15G019600.v6.11.0669444 0.49304 up no Probable prolyl 4-hydroxylase 4pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;K00472

Manes.15G019700.v6.10.7948215 0.95841 down no Receptor-like cytosolic serine/threonine-protein kinase RBK2pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G019900.v6.14.7147526 0.00049 up yes . pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.15G020100.v6.10.9846891 0.90433 down no Putative E3 ubiquitin-protein ligase RF298pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G020300.v6.10.737379 0.082 down no Probable protein phosphatase 2C 35pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.15G020600.v6.10.7699843 0.0431 down no Putative MO25-like protein At4g17270pfam08569 Mo25 Mo25-like. Mo25-like proteins are involved in both polarised growth and cytokinesis. In fission yeast Mo25 is localized alternately to the spindle pole body and to the site cell division in a cell cycle dependent manner.GO:0007050|cell cycle arrest;GO:0071476|cellular hypotonic response;GO:0008286|insulin receptor signaling pathway;GO:0035556|intracellular signal transduction;GO:1901380|negative regulation of potassium ion transmembrane transport;GO:1901017|negative regulation of potassium ion transmembrane transporter activity;GO:2000687|negative regulation of rubidium ion transmembrane transporter activity;GO:2000681|negative regulation of rubidium ion transport;GO:0033138|positive regulation of peptidyl-serine phosphorylation;GO:0010800|positive regulation of peptidyl-threonine phosphorylation;GO:0071902|positive regulation of protein serine/threonine kinase activity;GO:0023014|signal transduction by protein phosphorylation;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:1902554|serine/threonine protein kinase complex;GO:0019900|kinase binding;GO:0030295|protein kinase activator activity;GO:0043539|protein serine/threonine kinase activator activity;K08272

Manes.15G020800.v6.12.7717762 1.34E-30 up yes BI1-like proteinpfam01027 Bax1-I Inhibitor of apoptosis-promoting Bax1. Programmed cell-death involves a set of Bcl-2 family proteins, some of which inhibit apoptosis (Bcl-2 and Bcl-XL) and some of which promote it (Bax and Bak). Human Bax inhibitor, BI-1, is an evolutionarily conserved integral membrane protein containing multiple membrane-spanning segments predominantly localized to intracellular membranes. It has 6-7 membrane-spanning domains. The C termini of the mammalian BI-1 proteins are comprised of basic amino acids resembling some nuclear targeting sequences, but otherwise the predicted proteins lack motifs that suggest a function. As plant BI-1 appears to localize predominantly to the ER, we hypothesized that plant BI-1 could also regulate cell death triggered by ER stress. BI-1 appears to exert its effect through an interaction with calmodulin. The budding yeast member of this family has been found unexpectedly to encode a BH3 domain-containing protein (Ybh3p) that regulates the mitochondrial pathway of apoptosis in a phylogeneti. GO:0016021|integral component of membrane;. K06890

Manes.15G020900.v6.11.1731446 0.1585 up no Protein FAR1-RELATED SEQUENCE 7pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G021000.v6.111.724679 0.00293 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.15G021400.v6.10.7185429 0.00853 down no Protein ABCI12, chloroplasticpfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;. .

Manes.15G021800.v6.10.4738495 0.00016 down yes BTB/POZ and MATH domain-containing protein 2pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005634|nucleus;. K10523

Manes.15G021900.v6.11.785283 5.99E-11 up no Mitogen-activated protein kinase 16pfam00069 Pkinase Protein kinase domain.GO:0000165|MAPK cascade;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.15G022000.v6.10.9382862 0.5409 down no Endo-1,3;1,4-beta-D-glucanasepfam01738 DLH Dienelactone hydrolase family.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.15G022100.v6.11.1674363 0.15148 up no Mediator of RNA polymerase II transcription subunit 33Apfam10268 Tmemb_161AB Predicted transmembrane protein 161AB. Transmemb_161AB is a family of conserved proteins found from worms to humans. Members are putative transmembrane proteins but otherwise the function is not known.GO:0009698|phenylpropanoid metabolic process;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.15G022200.v6.11.4554806 0.01283 up no Uncharacterized protein At5g19025pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.GO:0006412|translation;GO:0016021|integral component of membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.15G022300.v6.11.2653039 0.02711 up no Serine incorporator 3pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0006658|phosphatidylserine metabolic process;GO:1902237|positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway;GO:0006665|sphingolipid metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.15G022500.v6.10.9340182 0.51523 down no DUF21 domain-containing protein At4g14240pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;. K16302

Manes.15G023000.v6.10.9678827 0.73543 down no . pfam05210 Sprouty Sprouty protein (Spry). This family consists of eukaryotic Sprouty protein homologues. Sprouty proteins have been revealed as inhibitors of the Ras/mitogen-activated protein kinase (MAPK) cascade, a pathway crucial for developmental processes initiated by activation of various receptor tyrosine kinases. The sprouty gene has found to be expressed in the the brain, cochlea, nasal organs, teeth, salivary gland, lungs, digestive tract, kidneys and limb buds in mice.. . . .

Manes.15G023200.v6.117.371005 0.00031 up yes . pfam03089 RAG2 Recombination activating protein 2. V-D-J recombination is the combinatorial process by which the huge range of immunoglobulin and T cell binding specificity is generated from a limited amount of genetic material. This process is synergistically activated by RAG1 and RAG2 in developing lymphocytes. Defects in RAG2 in humans are a cause of severe combined immunodeficiency B cell negative and Omenn syndrome.. . . .

Manes.15G023400.v6.10.6923809 0.00194 down no Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.15G023600.v6.10.414259 0.01445 down yes Transcription factor MUTEpfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009913|epidermal cell differentiation;GO:0010374|stomatal complex development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G023900.v6.11091.1136 0 up yes Basic 7S globulinpfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.15G024000.v6.148.050201 0 up yes Basic 7S globulinpfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.15G024100.v6.10.9322426 0.48608 down no . pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.15G024700.v6.16.5087085 2.25E-61 up yes . pfam15502 MPLKIP M-phase-specific PLK1-interacting protein.. . . .

Manes.15G024900.v6.11.4273312 0.29804 up no Somatic embryogenesis receptor kinase 1pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.15G025000.v6.14.278194 0.38025 up no . pfam04144 SCAMP SCAMP family. In vertebrates, secretory carrier membrane proteins (SCAMPs) 1-3 constitute a family of putative membrane-trafficking proteins composed of cytoplasmic N-terminal sequences with NPF repeats, four central transmembrane regions (TMRs), and a cytoplasmic tail. SCAMPs probably function in endocytosis by recruiting EH-domain proteins to the N-terminal NPF repeats but may have additional functions mediated by their other sequences.. . . .

Manes.15G025200.v6.11.3044871 1 up no Glucose and ribitol dehydrogenase homolog 1pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0016491|oxidoreductase activity;.

Manes.15G025300.v6.11.4108027 0.00052 up no E3 ubiquitin-protein ligase RHF2Apfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.15G025600.v6.11.5274264 0.00026 up no Peroxisomal adenine nucleotide carrier 1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015866|ADP transport;GO:0015867|ATP transport;GO:0006635|fatty acid beta-oxidation;GO:0080024|indolebutyric acid metabolic process;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0015217|ADP transmembrane transporter activity;GO:0015297|antiporter activity;GO:0005347|ATP transmembrane transporter activity;.



Manes.15G025700.v6.12.6385775 2.30E-11 up yes . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.15G025900.v6.10.9008373 0.4577 down no . pfam07734 FBA_1 F-box associated. Most of these proteins contain pfam00646 at the N terminus, suggesting that they are effectors linked with ubiquitination.. . . .

Manes.15G026300.v6.11.5310935 0.0009 up no 2-hydroxyisoflavanone dehydratasepfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009813|flavonoid biosynthetic process;GO:0009717|isoflavonoid biosynthetic process;GO:0046287|isoflavonoid metabolic process;. GO:0033987|2-hydroxyisoflavanone dehydratase activity;GO:0052689|carboxylic ester hydrolase activity;.

Manes.15G026800.v6.10.1983539 1.34E-10 down yes Probable membrane-associated kinase regulator 1pfam02631 RecX RecX family. RecX is a putative bacterial regulatory protein. The gene encoding RecX is found downstream of recA, and is thought to interact with the RecA protein.GO:0009742|brassinosteroid mediated signaling pathway;GO:0006629|lipid metabolic process;GO:0042326|negative regulation of phosphorylation;GO:0009741|response to brassinosteroid;GO:0005886|plasma membrane;GO:0019210|kinase inhibitor activity;.

Manes.15G027000.v6.11.4010279 0.00032 up no Chloride channel protein CLC-dpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.GO:0009826|unidimensional cell growth;GO:0034707|chloride channel complex;GO:0005802|trans-Golgi network;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.15G027200.v6.10.630199 0.00628 down no Mavicyanin pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.15G027700.v6.10.3867477 3.97E-17 down yes Linoleate 9S-lipoxygenase 5, chloroplasticpfam00305 Lipoxygenase Lipoxygenase.GO:0010311|lateral root formation;GO:0034440|lipid oxidation;GO:1900366|negative regulation of defense response to insect;GO:0031408|oxylipin biosynthetic process;GO:0048364|root development;GO:0009507|chloroplast;GO:1990136|linoleate 9S-lipoxygenase activity;GO:0046872|metal ion binding;K15718

Manes.15G027800.v6.10.5376796 1.46E-06 down no Photosystem I reaction center subunit II, chloroplasticpfam02531 PsaD PsaD. This family consists of PsaD from plants and cyanobacteria. PsaD is an extrinsic polypeptide of photosystem I (PSI) and is required for native assembly of PSI reaction clusters and is implicated in the electrostatic binding of ferredoxin within the reaction centre. PsaD forms a dimer in solution which is bound by PsaE however PsaD is monomeric in its native complexed PSI environment.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009538|photosystem I reaction center;. K02692

Manes.15G027900.v6.113.445946 1.38E-20 up yes Uncharacterized protein C24B11.05pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.15G028100.v6.11.1839504 0.06471 up no Primary amine oxidasepfam01179 Cu_amine_oxid Copper amine oxidase, enzyme domain. Copper amine oxidases are a ubiquitous and novel group of quinoenzymes that catalyse the oxidative deamination of primary amines to the corresponding aldehydes, with concomitant reduction of molecular oxygen to hydrogen peroxide. The enzymes are dimers of identical 70-90 kDa subunits, each of which contains a single copper ion and a covalently bound cofactor formed by the post-translational modification of a tyrosine side chain to 2,4,5-trihydroxyphenylalanine quinone (TPQ). This family corresponds to the catalytic domain of the enzyme.GO:0009308|amine metabolic process;GO:0097185|cellular response to azide;GO:0055114|oxidation-reduction process;. GO:0052595|aliphatic-amine oxidase activity;GO:0052594|aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0005507|copper ion binding;GO:0052597|diamine oxidase activity;GO:0052596|phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0008131|primary amine oxidase activity;GO:0048038|quinone binding;GO:0052593|tryptamine:oxygen oxidoreductase (deaminating) activity;.

Manes.15G029100.v6.15.850626 2.91E-08 up yes . pfam00451 Toxin_2 Scorpion short toxin, BmKK2. Members of this family, which are found in various scorpion toxins, confer potassium channel blocking activity.. . . .

Manes.15G029900.v6.10.0815981 0.01207 down yes . pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.15G030000.v6.10.8819837 0.27287 down no Folate-biopterin transporter 1, chloroplasticpfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).GO:0015885|5-formyltetrahydrofolate transport;GO:0015884|folic acid transport;GO:0051958|methotrexate transport;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015231|5-formyltetrahydrofolate transporter activity;GO:0008517|folic acid transporter activity;GO:0015350|methotrexate transporter activity;.

Manes.15G030500.v6.12.6213365 0.24215 up no Non-specific lipid-transfer protein-like protein At2g13820pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.15G030700.v6.122.624351 4.75E-18 up yes Sugar transport protein 14pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.15G031000.v6.11.1355949 0.69462 up no . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.15G031300.v6.11.2439583 0.33393 up no Homocysteine S-methyltransferase 3pfam02574 S-methyl_trans Homocysteine S-methyltransferase. This is a family of related homocysteine S-methyltransferases enzymes: 5-methyltetrahydrofolate--homocysteine S-methyltransferases also known EC:2.1.1.13; Betaine--homocysteine S-methyltransferase (vitamin B12 dependent), EC:2.1.1.5,; and Homocysteine S-methyltransferase, EC:2.1.1.10,.GO:0009086|methionine biosynthetic process;GO:0033528|S-methylmethionine cycle;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0008898|S-adenosylmethionine-homocysteine S-methyltransferase activity;K00547

Manes.15G031400.v6.10.8190048 0.11046 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G031600.v6.10.5157211 7.58E-08 down no . pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.15G031700.v6.11.3853421 0.00415 up no 40S ribosomal protein S3apfam01015 Ribosomal_S3Ae Ribosomal S3Ae family.GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;K02984

Manes.15G031800.v6.10.2835658 0.00466 down yes Leucine-rich repeat extensin-like protein 6pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.15G032400.v6.11.0139593 0.88974 up no . pfam08458 PH_2 Plant pleckstrin homology-like region. This family describes a pleckstrin homology (PH)-like region found in several plant proteins of unknown function.. . . .

Manes.15G032600.v6.1Inf 0.00699 up yes . pfam10927 DUF2738 Protein of unknown function (DUF2738). This is a viral family of proteins with unknown function.. . . .

Manes.15G033000.v6.10.4391244 0.00305 down yes Dymeclin pfam09742 Dymeclin Dyggve-Melchior-Clausen syndrome protein. Dymeclin (Dyggve-Melchior-Clausen syndrome protein) contains a large number of leucine and isoleucine residues and a total of 17 repeated dileucine motifs. It is characteristically about 700 residues long and present in plants and animals. Mutations in the gene coding for this protein in humans give rise to the disorder Dyggve-Melchior-Clausen syndrome (DMC, MIM 223800) which is an autosomal-recessive disorder characterized by the association of a spondylo-epi-metaphyseal dysplasia and mental retardation. DYM transcripts are widely expressed throughout human development and Dymeclin is not an integral membrane protein of the ER, but rather a peripheral membrane protein dynamically associated with the Golgi apparatus.. GO:0005794|Golgi apparatus;. .

Manes.15G033100.v6.12.2755009 0.0194 up yes Early light-induced protein 1, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0071483|cellular response to blue light;GO:0071490|cellular response to far red light;GO:0034605|cellular response to heat;GO:0071486|cellular response to high light intensity;GO:0071491|cellular response to red light;GO:0071492|cellular response to UV-A;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0010030|positive regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0009409|response to cold;GO:0080167|response to karrikin;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;. .

Manes.15G033200.v6.11.1281211 0.41283 up no . pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.15G033300.v6.10.8881434 0.22383 down no Mitogen-activated protein kinase kinase kinase YODApfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0010229|inflorescence development;GO:0042981|regulation of apoptotic process;GO:0040008|regulation of growth;GO:0007346|regulation of mitotic cell cycle;GO:0010103|stomatal complex morphogenesis;GO:0051403|stress-activated MAPK cascade;GO:0010098|suspensor development;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.15G033400.v6.10.137681 1.86E-15 down yes . pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.15G033500.v6.10.6295038 4.67E-06 down no Protein argonaute 10pfam02171 Piwi Piwi domain. This domain is found in the protein Piwi and its relatives. The function of this domain is the dsRNA guided hydrolysis of ssRNA. Determination of the crystal structure of Argonaute reveals that PIWI is an RNase H domain, and identifies Argonaute as Slicer, the enzyme that cleaves mRNA in the RNAi RISC complex. In addition, Mg+2 dependence and production of 3'-OH and 5' phosphate products are shared characteristics of RNaseH and RISC. The PIWI domain core has a tertiary structure belonging to the RNase H family of enzymes. RNase H fold proteins all have a five-stranded mixed beta-sheet surrounded by helices. By analogy to RNase H enzymes which cleave single-stranded RNA guided by the DNA strand in an RNA/DNA hybrid, the PIWI domain can be inferred to cleave single-stranded RNA, for example mRNA, guided by double stranded siRNA.GO:0031047|gene silencing by RNA;GO:0010586|miRNA metabolic process;GO:0007275|multicellular organismal development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0035019|somatic stem cell population maintenance;GO:0006351|transcription, DNA-templated;GO:0030529|ribonucleoprotein complex;GO:0035198|miRNA binding;K11593

Manes.15G033600.v6.12.1006469 9.69E-06 up yes ATP sulfurylase 1, chloroplasticpfam01747 ATP-sulfurylase ATP-sulfurylase. This domain is the catalytic domain of ATP-sulfurylase or sulfate adenylyltransferase EC:2.7.7.4 some of which are part of a bifunctional polypeptide chain associated with adenosyl phosphosulphate (APS) kinase pfam01583. Both enzymes are required for PAPS (phosphoadenosine-phosphosulfate) synthesis from inorganic sulphate. ATP sulfurylase catalyses the synthesis of adenosine-phosphosulfate APS from ATP and inorganic sulphate.GO:0070814|hydrogen sulfide biosynthetic process;GO:0016310|phosphorylation;GO:0046686|response to cadmium ion;GO:0009735|response to cytokinin;GO:0001887|selenium compound metabolic process;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005886|plasma membrane;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;GO:0004781|sulfate adenylyltransferase (ATP) activity;K13811

Manes.15G033800.v6.118.661775 4.01E-74 up yes Calmodulin-like protein 11pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.15G033900.v6.10.6954054 0.00022 down no 2-methyl-6-phytyl-1,4-hydroquinone methyltransferase, chloroplasticpfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0010189|vitamin E biosynthetic process;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.15G034300.v6.12.2090781 2.30E-17 up yes ADP-ribosylation factor-like protein 5pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005525|GTP binding;K07950

Manes.15G034400.v6.10.9383032 0.5207 down no Pyruvate kinase isozyme A, chloroplasticpfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.15G034800.v6.11.1075425 0.30506 up no Armadillo repeat-containing protein LFRpfam12031 DUF3518 Domain of unknown function (DUF3518). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 260 amino acids in length. This domain is found associated with pfam01388.GO:0048653|anther development;GO:0009908|flower development;GO:0048366|leaf development;GO:0040008|regulation of growth;GO:0005634|nucleus;. .

Manes.15G034900.v6.11.8045994 3.52E-09 up no 3-ketoacyl-CoA synthase 11pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.15G035000.v6.12.6582458 1.14E-07 up yes 3-ketoacyl-CoA synthase 17pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0006970|response to osmotic stress;GO:0009611|response to wounding;GO:0010345|suberin biosynthetic process;GO:0016021|integral component of membrane;GO:0009922|fatty acid elongase activity;K15397

Manes.15G035200.v6.13.6209454 4.27E-15 up yes CBL-interacting serine/threonine-protein kinase 4pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G035800.v6.11.556509 7.10E-06 up no . pfam10153 DUF2361 Uncharacterized conserved protein (DUF2361). This is a region of 120 amino acids that is conserved in a family of proteins found from plants to fungi. The function is not known.. . . .

Manes.15G036200.v6.11.2204995 0.04274 up no Auxin-responsive protein IAA14pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0010102|lateral root morphogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.15G036300.v6.10.5979029 2.98E-05 down no Protein transport protein Sec23Apfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0002474|antigen processing and presentation of peptide antigen via MHC class I;GO:0044267|cellular protein metabolic process;GO:0048208|COPII vesicle coating;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0061024|membrane organization;GO:0043687|post-translational protein modification;GO:0018279|protein N-linked glycosylation via asparagine;GO:0044281|small molecule metabolic process;GO:0016192|vesicle-mediated transport;GO:0030127|COPII vesicle coat;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0000139|Golgi membrane;GO:0048471|perinuclear region of cytoplasm;GO:0030868|smooth endoplasmic reticulum membrane;GO:0008270|zinc ion binding;K14006

Manes.15G036400.v6.10.50663 0.01545 down no Magnesium transporter MRS2-2pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.15G036900.v6.10.7449402 0.00628 down no . pfam06414 Zeta_toxin Zeta toxin. This family consists of several bacterial zeta toxin proteins. Zeta toxin is thought to be part of a postregulational killing system in bacteria. It relies on antitoxin/toxin systems that secure stable inheritance of low and medium copy number plasmids during cell division and kill cells that have lost the plasmid.. . . .

Manes.15G037000.v6.10.3160146 7.44E-19 down yes . pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.. . . .

Manes.15G037100.v6.11.1513855 0.11975 up no Protein WVD2-like 1pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.15G037200.v6.10.7348689 0.06474 down no DNA repair protein XRCC4pfam06632 XRCC4 DNA double-strand break repair and V(D)J recombination protein XRCC4. This family consists of several eukaryotic DNA double-strand break repair and V(D)J recombination protein XRCC4 sequences. In the non-homologous end joining pathway of DNA double-strand break repair, the ligation step is catalysed by a complex of XRCC4 and DNA ligase IV. It is thought that XRCC4 and ligase IV are essential for alignment-based gap filling, as well as for final ligation of the breaks.GO:0006310|DNA recombination;GO:0006302|double-strand break repair;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;K10886

Manes.15G037400.v6.143.71309 1.13E-10 up yes . pfam10329 DUF2417 Region of unknown function (DUF2417). This is a region of a family of proteins conserved in fungi some of whose members also have the Abhydrolase_1, pfam00561, domain in their sequence. The function of this region is not known.. . . .

Manes.15G037500.v6.11.3968835 0.00024 up no MATH domain-containing protein At5g43560pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.. . GO:0043424|protein histidine kinase binding;.

Manes.15G038000.v6.10.2541775 1.92E-08 down yes Bet1-like SNARE 1-2pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005484|SNAP receptor activity;K08504

Manes.15G038100.v6.10.4982735 7.42E-08 down yes . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.15G038200.v6.12.7738353 5.27E-12 up yes . pfam07216 LcrG LcrG protein. This family consists of several bacterial LcrG proteins. Yersiniae are equipped with the Yop virulon, an apparatus that allows extracellular bacteria to deliver toxic Yop proteins inside the host cell cytosol in order to sabotage the communication networks of the host cell or even to cause cell death. LcrG is a component of the Yop virulon involved in the regulation of secretion of the Yops.. . . .

Manes.15G038500.v6.10.2993775 4.24E-12 down yes Actin-related protein 9pfam00022 Actin Actin. GO:0006338|chromatin remodeling;GO:0031011|Ino80 complex;. K11673

Manes.15G038700.v6.10.7460771 0.0092 down no 1-aminocyclopropane-1-carboxylate oxidase homolog 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.15G039300.v6.10.6468661 0.0006 down no Transcription factor bHLH104pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G039500.v6.1NA NA -- no Ethylene-responsive transcription factor ERF095pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G040100.v6.10.6356652 6.08E-05 down no Serine/threonine-protein phosphatase PP1pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K06269

Manes.15G040200.v6.12.8333418 8.25E-22 up yes Probable inorganic phosphate transporter 1-3pfam00083 Sugar_tr Sugar (and other) transporter.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0055085|transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.15G040500.v6.10.5345278 5.09E-10 down no Cryptochrome-2pfam03441 FAD_binding_7 FAD binding domain of DNA photolyase.GO:0009785|blue light signaling pathway;GO:0006325|chromatin organization;GO:0006338|chromatin remodeling;GO:0010617|circadian regulation of calcium ion oscillation;GO:0006281|DNA repair;GO:0009911|positive regulation of flower development;GO:0018298|protein-chromophore linkage;GO:0009909|regulation of flower development;GO:0010075|regulation of meristem growth;GO:0009637|response to blue light;GO:0009416|response to light stimulus;GO:0009414|response to water deprivation;GO:0010118|stomatal movement;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0003913|DNA photolyase activity;GO:0042802|identical protein binding;K12119

Manes.15G040700.v6.127.579107 1.64E-22 up yes Myb-related protein Myb4pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.15G040800.v6.12.0152699 2.78E-14 up yes Malate dehydrogenasepfam02866 Ldh_1_C lactate/malate dehydrogenase, alpha/beta C-terminal domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes.GO:0005975|carbohydrate metabolic process;GO:0006108|malate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0030060|L-malate dehydrogenase activity;.

Manes.15G040900.v6.13.7071662 1.87E-27 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.15G041000.v6.13.9858622 1.35E-55 up yes Glutathione transferase GST 23pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0006952|defense response;. GO:0004364|glutathione transferase activity;K00799

Manes.15G041200.v6.15.8628304 1.99E-12 up yes Legumin B pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.15G041400.v6.11.0960391 0.34088 up no Putative E3 ubiquitin-protein ligase XBAT35pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.15G041700.v6.11.0275565 0.78276 up no Serine/threonine-protein kinase tricornerpfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.15G041900.v6.15.1163447 4.23E-59 up yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.15G042000.v6.10.7412484 0.00207 down no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.15G042300.v6.14.6809096 9.65E-08 up yes Putative protein phosphatase 2C-like protein 44pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0004722|protein serine/threonine phosphatase activity;.

Manes.15G042700.v6.10.3053405 0.00142 down yes dCTP pyrophosphatase 1pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0042802|identical protein binding;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0032556|pyrimidine deoxyribonucleotide binding;GO:0016462|pyrophosphatase activity;K16904

Manes.15G042800.v6.10.9603746 0.74018 down no Pleckstrin homology domain-containing family A member 8pfam08718 GLTP Glycolipid transfer protein (GLTP). GLTP is a cytosolic protein that catalyses the intermembrane transfer of glycolipids.GO:0015031|protein transport;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0051861|glycolipid binding;GO:0017089|glycolipid transporter activity;K08051

Manes.15G043600.v6.11.0246741 0.91487 up no Peroxisomal membrane protein PMP22pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;. K13347

Manes.15G043700.v6.118.748542 ####### up yes . pfam13424 TPR_12 Tetratricopeptide repeat.. . . .

Manes.15G043800.v6.11.1771911 0.08856 up no 50S ribosomal protein L28, chloroplasticpfam00830 Ribosomal_L28 Ribosomal L28 family. The ribosomal 28 family includes L28 proteins from bacteria and chloroplasts. The L24 protein from yeast also contains a region of similarity to prokaryotic L28 proteins. L24 from yeast is also found in the large ribosomal subunitGO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02902

Manes.15G044300.v6.15.8798072 1.65E-78 up yes . pfam09531 Ndc1_Nup Nucleoporin protein Ndc1-Nup. Ndc1 is a nucleoporin protein that is a component of the Nuclear Pore Complex, and, in fungi, also of the Spindle Pole Body. It consists of six transmembrane segments, three lumenal loops, both concentrated at the N-terminus and cytoplasmic domains largely at the C-terminus, all of which are well conserved.. . . .

Manes.15G044500.v6.10.3794179 0.00011 down yes Actin-related protein 2/3 complex subunit 2Bpfam04045 P34-Arc Arp2/3 complex, 34 kD subunit p34-Arc. Arp2/3 protein complex has been implicated in the control of actin polymerization in cells. The human complex consists of seven subunits which include the actin related Arp2 and Arp3, and five others referred to as p41-Arc, p34-Arc, p21-Arc, p20-Arc, and p16-Arc. This family represents the p34-Arc subunit.GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0042995|cell projection;GO:0005737|cytoplasm;. K05758

Manes.15G044700.v6.12.0379515 1.63E-08 up yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G044800.v6.11.4451127 0.01379 up no Protein PROTON GRADIENT REGULATION 5, chloroplasticpfam00771 FHIPEP FHIPEP family.GO:0071484|cellular response to light intensity;GO:0010117|photoprotection;GO:0009773|photosynthetic electron transport in photosystem I;GO:0009644|response to high light intensity;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0009055|electron carrier activity;.

Manes.15G044900.v6.11.0800418 0.42659 up no Eukaryotic translation initiation factor isoform 4E-2pfam01652 IF4E Eukaryotic initiation factor 4E.GO:0050687|negative regulation of defense response to virus;GO:0006417|regulation of translation;GO:0009615|response to virus;GO:0005829|cytosol;GO:0005845|mRNA cap binding complex;GO:0005634|nucleus;GO:0000340|RNA 7-methylguanosine cap binding;GO:0003743|translation initiation factor activity;K03259

Manes.15G045000.v6.113.719091 2.80E-16 up yes Acid phosphatase 1pfam03767 Acid_phosphat_B HAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.. . GO:0003993|acid phosphatase activity;.

Manes.15G045700.v6.12.6555308 1.25E-16 up yes Mitochondrial import receptor subunit TOM9-2pfam04281 Tom22 Mitochondrial import receptor subunit Tom22. The mitochondrial protein translocase family, which is responsible for movement of nuclear encoded pre-proteins into mitochondria, is very complex with at least 19 components. These proteins include several chaperone proteins, four proteins of the outer membrane translocase (Tom) import receptor, five proteins of the Tom channel complex, five proteins of the inner membrane translocase (Tim) and three "motor" proteins. This family represents the Tom22 proteins. The N terminal region of Tom22 has been shown to have chaperone-like activity, and the C terminal region faces the intermembrane face.GO:0006626|protein targeting to mitochondrion;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005742|mitochondrial outer membrane translocase complex;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005774|vacuolar membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K17769

Manes.15G045800.v6.17.6049132 6.24E-32 up yes . pfam04693 DDE_Tnp_2 Archaeal putative transposase ISC1217.. . . .

Manes.15G046000.v6.11.1041648 0.29955 up no Putative G3BP-like proteinpfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G046100.v6.13.1071942 2.01E-12 up yes . pfam00168 C2 C2 domain. . . . .

Manes.15G046200.v6.11.9115383 1.11E-10 up no Auxin-responsive protein IAA13pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.15G046500.v6.1NA NA -- no . pfam13904 DUF4207 Domain of unknown function (DUF4207). This family is found in eukaryotes; it has several conserved tryptophan residues. The function is not known.. . . .

Manes.15G046900.v6.10.8743842 0.2047 down no . pfam15459 RRP14 60S ribosome biogenesis protein Rrp14. RRP14 is a family of nucleolar 60S ribosomal biogenesis proteins from eukaryotes. RRP14 functions in ribosome synthesis as it is required for the maturation of both small and large subunit rRNAs and it helps to prevent premature cleavage of the pre-rRNA at site C2. It also plays a role in cell polarity and/or spindle positioning 2],. . . .

Manes.15G047700.v6.13.3340078 1.86E-32 up yes Beta-amylase 1, chloroplasticpfam01373 Glyco_hydro_14 Glycosyl hydrolase family 14. This family are beta amylases.GO:0009414|response to water deprivation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016161|beta-amylase activity;K01177

Manes.15G048200.v6.11.0105146 0.89819 up no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .



Manes.15G048400.v6.117.258862 3.34E-38 up yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.15G048800.v6.12.2216273 1.07E-19 up yes Inosine triphosphate pyrophosphatasepfam01725 Ham1p_like Ham1 family. This family consists of the HAM1 protein and hypothetical archaeal bacterial and C. elegans proteins. HAM1 controls 6-N-hydroxylaminopurine (HAP) sensitivity and mutagenesis in S. cerevisiae. The HAM1 protein protects the cell from HAP, either on the level of deoxynucleoside triphosphate or the DNA level by a yet unidentified set of reactions.GO:0009204|deoxyribonucleoside triphosphate catabolic process;GO:0009117|nucleotide metabolic process;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0000166|nucleotide binding;K01519

Manes.15G048900.v6.11.4927349 0.01785 up no Receptor-like protein kinase 2pfam00069 Pkinase Protein kinase domain.GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G049400.v6.11.7375191 4.56E-09 up no GATA transcription factor 1pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.15G049500.v6.10.235677 5.39E-13 down yes GDT1-like protein 2, chloroplasticpfam01169 UPF0016 Uncharacterized protein family UPF0016. This family contains integral membrane proteins of unknown function. Most members of the family contain two copies of a region that contains an EXGD motif. Each of these regions contains three predicted transmembrane regions.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;. .

Manes.15G049600.v6.10.4244475 4.03E-10 down yes . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.15G050000.v6.10.7090805 0.00352 down no Purple acid phosphatase 23pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.15G050500.v6.112.600296 1.68E-11 up yes 9-cis-epoxycarotenoid dioxygenase NCED6, chloroplasticpfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0010114|response to red light;GO:0009639|response to red or far red light;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.15G050700.v6.11.1347464 0.16407 up no E3 ubiquitin-protein ligase SDIR1pfam13639 zf-RING_2 Ring finger domain.GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16283

Manes.15G051100.v6.119.347928 3.29E-06 up yes . pfam14289 DUF4369 Domain of unknown function (DUF4369). This domain family is found in bacteria, and is approximately 110 amino acids in length. The family is found in association with pfam00578.. . . .

Manes.15G051200.v6.10.9328881 0.48897 down no Uncharacterized protein sll0005pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.15G051300.v6.10.1279832 3.38E-37 down yes Protein SULFUR DEFICIENCY-INDUCED 2pfam00515 TPR_1 Tetratricopeptide repeat.GO:0010438|cellular response to sulfur starvation;GO:0009658|chloroplast organization;GO:0005634|nucleus;. .

Manes.15G051700.v6.10.7426243 0.00234 down no Non-lysosomal glucosylceramidasepfam04685 DUF608 Protein of unknown function, DUF608. This family represents a conserved region with a pankaryotic distribution in a number of uncharacterized proteins.GO:0008206|bile acid metabolic process;GO:0021954|central nervous system neuron development;GO:0006680|glucosylceramide catabolic process;GO:0016139|glycoside catabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008422|beta-glucosidase activity;GO:0004348|glucosylceramidase activity;K17108

Manes.15G051800.v6.11.3889483 0.00045 up no Glutathione reductase, cytosolicpfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0006749|glutathione metabolic process;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0004362|glutathione-disulfide reductase activity;GO:0050661|NADP binding;.

Manes.15G052200.v6.1Inf 0.04485 up no . pfam00478 IMPDH IMP dehydrogenase / GMP reductase domain. This family is involved in biosynthesis of guanosine nucleotide. Members of this family contain a TIM barrel structure. In the inosine monophosphate dehydrogenases 2 CBS domains pfam00571 are inserted in the TIM barrel. This family is a member of the common phosphate binding site TIM barrel family.. . . .

Manes.15G052300.v6.10.5984836 0.00764 down no . pfam14713 DUF4464 Domain of unknown function (DUF4464). This family of proteins is found in eukaryotes. Proteins in this family are typically between 224 and 241 amino acids in length. There is a conserved YID sequence motif.. . . .

Manes.15G052600.v6.10.4114883 2.28E-12 down yes Transcriptional corepressor LEUNIGpfam00400 WD40 WD domain, G-beta repeat.GO:0030154|cell differentiation;GO:0006974|cellular response to DNA damage stimulus;GO:0071217|cellular response to external biotic stimulus;GO:0009908|flower development;GO:0010393|galacturonan metabolic process;GO:0010073|meristem maintenance;GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0051512|positive regulation of unidimensional cell growth;GO:0045995|regulation of embryonic development;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0009733|response to auxin;GO:0009617|response to bacterium;GO:0046898|response to cycloheximide;GO:0009620|response to fungus;GO:0001666|response to hypoxia;GO:0009624|response to nematode;GO:0006979|response to oxidative stress;GO:1902074|response to salt;GO:0010272|response to silveGO:0005634|nucleus;. .

Manes.15G052700.v6.12.9282247 3.88E-25 up yes Cyclin-dependent kinase inhibitor 4pfam02234 CDI Cyclin-dependent kinase inhibitor. Cell cycle progression is negatively controlled by cyclin-dependent kinases inhibitors (CDIs). CDIs are involved in cell cycle arrest at the G1 phase.GO:0007050|cell cycle arrest;GO:0045786|negative regulation of cell cycle;GO:0045736|negative regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004861|cyclin-dependent protein serine/threonine kinase inhibitor activity;.

Manes.15G052800.v6.10.9544877 0.66355 down no 26S proteasome non-ATPase regulatory subunit 1 homolog Apfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0042176|regulation of protein catabolic process;GO:0005829|cytosol;GO:0000502|proteasome complex;GO:0030234|enzyme regulator activity;K03032

Manes.15G052900.v6.10.612125 0.00028 down no Transcription factor FAMApfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010052|guard cell differentiation;GO:0010377|guard cell fate commitment;GO:0051782|negative regulation of cell division;GO:0045597|positive regulation of cell differentiation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G053000.v6.14.19119 0.03933 up no . pfam00955 HCO3_cotransp HCO3- transporter family. This family contains Band 3 anion exchange proteins that exchange CL-/HCO3-. This family also includes cotransporters of Na+/HCO3-.. . . .

Manes.15G053200.v6.11.5608339 0.00348 up no . pfam02636 Methyltransf_28 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase. In eukaryotes it plays a role in mitochondrial complex I activity.. . . .

Manes.15G054100.v6.10.8443951 0.17874 down no Ubiquitin carboxyl-terminal hydrolase 2pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0009507|chloroplast;GO:0000502|proteasome complex;GO:0004197|cysteine-type endopeptidase activity;GO:0036459|ubiquitinyl hydrolase activity;GO:0008270|zinc ion binding;K11844

Manes.15G054200.v6.10.5177262 0.00212 down no PLASMODESMATA CALLOSE-BINDING PROTEIN 3pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0001872|(1->3)-beta-D-glucan binding;GO:0030247|polysaccharide binding;.

Manes.15G054300.v6.10.5181615 8.68E-07 down no Purple acid phosphatase 15pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0009846|pollen germination;GO:0009845|seed germination;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.15G054400.v6.13.4332198 2.49E-10 up yes Purple acid phosphatase 15pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0009846|pollen germination;GO:0009845|seed germination;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.15G054600.v6.10.8650135 0.22104 down no UV radiation resistance-associated gene proteinpfam09730 BicD Microtubule-associated protein Bicaudal-D. BicD proteins consist of three coiled-coiled domains and are involved in dynein-mediated minus end-directed transport from the Golgi apparatus to the endoplasmic reticulum (ER). For full functioning they bind with GSK-3beta pfam05350 to maintain the anchoring of microtubules to the centromere. It appears that amino-acid residues 437-617 of BicD and the kinase activity of GSK-3 are necessary for the formation of a complex between BicD and GSK-3beta in intact cells.GO:0006914|autophagy;GO:0051297|centrosome organization;GO:0006281|DNA repair;GO:0097680|double-strand break repair via classical nonhomologous end joining;GO:0051684|maintenance of Golgi location;GO:0010508|positive regulation of autophagy;GO:0032801|receptor catabolic process;GO:0032465|regulation of cytokinesis;GO:0071900|regulation of protein serine/threonine kinase activity;GO:0060627|regulation of vesicle-mediated transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0035493|SNARE complex assembly;GO:0046718|viral entry into host cell;GO:0005813|centrosome;GO:0000775|chromosome, centromeric region;GO:0005737|cytoplasm;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005770|late endosome;GO:0005764|lysosome;GO:0030496|midbody;GO:0045335|phagocytic vesicle;GO:0043234|protein complex;GO:0000149|SNARE binding;.

Manes.15G054900.v6.10.7885003 0.10024 down no Elongation factor 1-alphapfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.15G055700.v6.10.5608902 0.00213 down no Beta-galactosidase 9pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.15G056000.v6.13.9397936 5.51E-07 up yes Probable inorganic phosphate transporter 1-5pfam00083 Sugar_tr Sugar (and other) transporter.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0055085|transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.15G056200.v6.11.4407666 0.00032 up no Small subunit processome component 20 homologpfam07539 DRIM Down-regulated in metastasis. These eukaryotic proteins include DRIM (Down-Regulated In Metastasis), which is differentially expressed in metastatic and non-metastatic human breast carcinoma cells. It is believed to be involved in processing of non-coding RNA.GO:0000480|endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447|endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472|endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0008285|negative regulation of cell proliferation;GO:0006364|rRNA processing;GO:0030686|90S preribosome;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030688|preribosome, small subunit precursor;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14772

Manes.15G056600.v6.12.1438166 1.07E-16 up yes UDP-glucuronate 4-epimerase 6pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.15G056800.v6.11.2012684 0.04658 up no Serine hydroxymethyltransferase 4pfam00464 SHMT Serine hydroxymethyltransferase.GO:0007623|circadian rhythm;GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0046686|response to cadmium ion;GO:0035999|tetrahydrofolate interconversion;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004372|glycine hydroxymethyltransferase activity;GO:0030170|pyridoxal phosphate binding;K00600

Manes.15G056900.v6.19.7533244 9.49E-09 up yes Serine hydroxymethyltransferase 4pfam00464 SHMT Serine hydroxymethyltransferase.GO:0007623|circadian rhythm;GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0046686|response to cadmium ion;GO:0035999|tetrahydrofolate interconversion;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004372|glycine hydroxymethyltransferase activity;GO:0030170|pyridoxal phosphate binding;K00600

Manes.15G057000.v6.11.8145686 1.50E-07 up no Adenosylhomocysteinasepfam05221 AdoHcyase S-adenosyl-L-homocysteine hydrolase.GO:0006730|one-carbon metabolic process;. GO:0004013|adenosylhomocysteinase activity;.

Manes.15G057200.v6.10.6872665 0.0006 down no Heat stress transcription factor A-5pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.15G057300.v6.110.108233 ####### up yes E3 ubiquitin-protein ligase At4g11680pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G057600.v6.10.5461907 5.34E-05 down no Coiled-coil domain-containing protein 22pfam05667 DUF812 Protein of unknown function (DUF812). This family consists of several eukaryotic proteins of unknown function.GO:0006878|cellular copper ion homeostasis;GO:0007253|cytoplasmic sequestering of NF-kappaB;GO:0006893|Golgi to plasma membrane transport;GO:0043124|negative regulation of I-kappaB kinase/NF-kappaB signaling;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:2000060|positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0015031|protein transport;GO:0005768|endosome;GO:0097602|cullin family protein binding;.

Manes.15G057900.v6.10.7906666 0.04106 down no Heterogeneous nuclear ribonucleoprotein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.15G058100.v6.11.5338467 1.04E-05 up no ER membrane protein complex subunit 8/9 homologpfam03665 UPF0172 Uncharacterized protein family (UPF0172). In Chlamydomonas reinhardtii the protein TLA1 (truncated light-harvesting chlorophyll antenna size) apparently regulates genes that define the chlorophyll-a antenna size in the photosynthetic apparatus. This family was formerly known as UPF0172.. GO:0005783|endoplasmic reticulum;. .

Manes.15G058300.v6.11.5737611 0.00025 up no DNA-directed RNA polymerases I and III subunit RPAC1pfam01193 RNA_pol_L RNA polymerase Rpb3/Rpb11 dimerization domain. The two eukaryotic subunits Rpb3 and Rpb11 dimerise to from a platform onto which the other subunits of the RNA polymerase assemble (D/L in archaea). The prokaryotic equivalent of the Rpb3/Rpb11 platform is the alpha-alpha dimer. The dimerization domain of the alpha subunit/Rpb3 is interrupted by an insert domain (pfam01000). Some of the alpha subunits also contain iron-sulphur binding domains (pfam00037). Rpb11 is found as a continuous domain. Members of this family include: alpha subunit from eubacteria, alpha subunits from chloroplasts, Rpb3 subunits from eukaryotes, Rpb11 subunits from eukaryotes, RpoD subunits from archaeal spp, and RpoL subunits from archaeal spp.GO:0006360|transcription from RNA polymerase I promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03027

Manes.15G058400.v6.10.6018938 7.68E-07 down no Serine/threonine-protein kinase D6PKL2pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.15G059200.v6.13.117008 8.97E-39 up yes DnaJ homolog subfamily C member 17pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:1901998|toxin transport;. GO:0000166|nucleotide binding;GO:0003723|RNA binding;K09537

Manes.15G059300.v6.10.7639342 0.00648 down no Ribosomal RNA small subunit methyltransferase Bpfam01189 Nol1_Nop2_Fmu NOL1/NOP2/sun family.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0003723|RNA binding;GO:0008649|rRNA methyltransferase activity;K03500

Manes.15G059500.v6.10.4359335 8.14E-06 down yes . pfam10536 PMD Plant mobile domain. This domain was identified by Babu and colleagues in a variety of transposases.. . . .

Manes.15G059700.v6.10.3463579 2.49E-07 down yes Nudix hydrolase 2pfam00293 NUDIX NUDIX domain.GO:0006979|response to oxidative stress;. GO:0047631|ADP-ribose diphosphatase activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0000210|NAD+ diphosphatase activity;.

Manes.15G059800.v6.11.4294532 0.00104 up no Fasciclin-like arabinogalactan protein 1pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0048364|root development;GO:0048367|shoot system development;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005886|plasma membrane;. .

Manes.15G059900.v6.10.730315 0.00408 down no Protein TIC 20-v, chloroplasticpfam02414 Borrelia_orfA Borrelia ORF-A. This protein is encoded by an open reading frame in plasmid borne DNA repeats of Borrelia species. This protein is known as ORF-A. The function of this putative protein is unknown.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009579|thylakoid;. .

Manes.15G060600.v6.11.114295 0.28743 up no . pfam10595 UPF0564 Uncharacterized protein family UPF0564. This family of proteins has no known function. However, one of the members is annotated as an EF-hand family protein.. . . .

Manes.15G060900.v6.10.6161273 0.0011 down no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.15G061000.v6.10.4387912 1.15E-07 down yes Meiotic recombination protein SPO11-1pfam04406 TP6A_N Type IIB DNA topoisomerase. Type II DNA topoisomerases are ubiquitous enzymes that catalyse the ATP-dependent transport of one DNA duplex through a second DNA segment via a transient double-strand break. Type II DNA topoisomerases are now subdivided into two sub-families, type IIA and IIB DNA topoisomerases. TP6A_N is present in type IIB topoisomerase and is thought to be involved in DNA binding owing to its sequence similarity to Escherichia coli catabolite activator protein (CAP).GO:0051026|chiasma assembly;GO:0000737|DNA catabolic process, endonucleolytic;GO:0042138|meiotic DNA double-strand break formation;GO:0007131|reciprocal meiotic recombination;GO:0007129|synapsis;GO:0005694|chromosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0016787|hydrolase activity;K10878

Manes.15G061100.v6.12.2825972 5.86E-11 up yes Premnaspirodiene oxygenasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.15G061300.v6.10.5331074 4.60E-06 down no . pfam07695 7TMR-DISM_7TM7TM diverse intracellular signalling. This entry represents the transmembrane region of the 7TM-DISM (7TM Receptors with Diverse Intracellular Signalling Modules).. . . .

Manes.15G061500.v6.10.3889188 0.00273 down yes . pfam05859 Mis12 Mis12 protein. Kinetochores are the chromosomal sites for spindle interaction and play a vital role in chromosome segregation. Fission yeast kinetochore protein Mis12, is required for correct spindle morphogenesis, determining metaphase spindle length. Thirty-five to sixty percent extension of metaphase spindle length takes place in Mis12 mutants. It has been shown that Mis12 genetically interacts with Mal2, another inner centromere core complex protein in S. pombe.. . . .

Manes.15G061600.v6.10.5950392 0.00029 down no DNA-dependent metalloprotease WSS1pfam08325 WLM WLM domain. This is a predicted metallopeptidase domain called WLM (Wss1p-like metalloproteases). These are linked to the Ub-system by virtue of fusions with the UB-binding PUG (PUB), Ub-like, and Little Finger domains. More specifically, genetic evidence implicates the WLM family in de-SUMOylation.GO:0006974|cellular response to DNA damage stimulus;GO:0016925|protein sumoylation;GO:0010224|response to UV-B;GO:0010225|response to UV-C;GO:0019985|translesion synthesis;GO:0005635|nuclear envelope;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.15G061700.v6.10.5949127 2.84E-07 down no . pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . . .

Manes.15G062100.v6.122.50716 1.55E-22 up yes Cytochrome P450 71D10pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.15G062200.v6.13.6555576 0.01018 up yes Cytochrome P450 71D10pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.15G062700.v6.10.1130253 5.33E-19 down yes . pfam11559 ADIP Afadin- and alpha -actinin-Binding. This family is found in mammals where it is localized at cell-cell adherens junctions, and in Sch. pombe and other fungi where it anchors spindle-pole bodies to spindle microtubules. It is a coiled-coil structure, and in pombe, it is required for anchoring the minus end of spindle microtubules to the centrosome equivalent, the spindle-pole body. The name ADIP derives from the family being composed of Afadin- and alpha -Actinin-Binding Proteins localized at Cell-Cell Adherens Junctions.. . . .

Manes.15G063000.v6.123.500389 0.00019 up yes . pfam05144 Phage_CRI Phage replication protein CRI. The phage replication protein CRI, is also known as Gene II, is essential for DNA replication.. . . .

Manes.15G063100.v6.1Inf 0.002 up yes . pfam06196 DUF997 Protein of unknown function (DUF997). Family of predicted bacterial membrane protein with unknown function.. . . .

Manes.15G063200.v6.11.9861643 2.38E-07 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.15G063400.v6.1Inf 0.90364 up no Putative F-box protein At1g65770pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:2000083|negative regulation of L-ascorbic acid biosynthetic process;. . .

Manes.15G063900.v6.10.9255494 0.53666 down no Heterogeneous nuclear ribonucleoprotein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.15G064000.v6.11.1192958 0.31791 up no Protein TORNADO 1pfam01923 Cob_adeno_trans Cobalamin adenosyltransferase. Cobalamin adenosyltransferase This family contains the gene products of PduO and EutT which are both cobalamin adenosyltransferases. PduO is a protein with ATP:cob(I)alamin adenosyltransferase activity. The main role of this protein is the conversion of inactive cobalamins to AdoCbl for 1,2-propanediol degradation.The EutT enzyme appears to be an adenosyl transferase, converting CNB12 to AdoB12.GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0009965|leaf morphogenesis;GO:0010305|leaf vascular tissue pattern formation;GO:0009933|meristem structural organization;GO:0009825|multidimensional cell growth;GO:0009956|radial pattern formation;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0016787|hydrolase activity;.

Manes.15G064100.v6.11.6110519 6.84E-08 up no . pfam00168 C2 C2 domain. . . . .

Manes.15G064500.v6.10.8946243 0.26342 down no Beta-(1,2)-xylosyltransferasepfam04577 DUF563 Protein of unknown function (DUF563). Family of uncharacterized proteins.GO:0031204|posttranslational protein targeting to membrane, translocation;GO:0006487|protein N-linked glycosylation;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0005797|Golgi medial cisterna;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0050513|glycoprotein 2-beta-D-xylosyltransferase activity;GO:0042285|xylosyltransferase activity;K03714

Manes.15G064700.v6.11.324771 0.00253 up no Glycerophosphodiester phosphodiesterase GDPDL4pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0010442|guard cell morphogenesis;GO:0006629|lipid metabolic process;GO:0052541|plant-type cell wall cellulose metabolic process;GO:0010026|trichome differentiation;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008889|glycerophosphodiester phosphodiesterase activity;.

Manes.15G065300.v6.10.9336369 0.63692 down no V-type proton ATPase subunit e1pfam05493 ATP_synt_H ATP synthase subunit H. ATP synthase subunit H is an extremely hydrophobic of approximately 9 kDa. This subunit may be required for assembly of vacuolar ATPase.GO:0015991|ATP hydrolysis coupled proton transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02153

Manes.15G065500.v6.126.407473 0.01018 up yes . pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.15G065600.v6.10.8372051 0.13739 down no Syntaxin-52 pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0006906|vesicle fusion;GO:0016192|vesicle-mediated transport;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0005484|SNAP receptor activity;K08503

Manes.15G066200.v6.10.7280924 0.00663 down no 65-kDa microtubule-associated protein 1pfam03999 MAP65_ASE1 Microtubule associated protein (MAP65/ASE1 family).GO:0043622|cortical microtubule organization;GO:0000910|cytokinesis;GO:0007067|mitotic nuclear division;GO:0005938|cell cortex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0046983|protein dimerization activity;.

Manes.15G066600.v6.10.8613389 0.34556 down no . pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.15G066800.v6.10.2175102 4.32E-29 down yes Ethylene-responsive transcription factor 7pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09286

Manes.15G066900.v6.11.8464034 1.35E-10 up no Ethylene-responsive transcription factor 7pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09286

Manes.15G067000.v6.11.5316705 2.44E-06 up no Glucan endo-1,3-beta-glucosidase 13pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.15G067100.v6.10.61661 2.46E-05 down no B-box zinc finger protein 19pfam00643 zf-B_box B-box zinc finger.GO:0010100|negative regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G067200.v6.10.8123586 0.06724 down no Small ubiquitin-related modifier 1pfam11976 Rad60-SLD Ubiquitin-2 like Rad60 SUMO-like. The small ubiquitin-related modifier SUMO-1 is a Ub/Ubl family member, and although SUMO-1 shares structural similarity to Ub, SUMO's cellular functions remain distinct insomuch as SUMO modification alters protein function through changes in activity, cellular localisation, or by protecting substrates from ubiquitination. Rad60 family members contain functionally enigmatic, integral SUMO-like domains (SLDs). Despite their divergence from SUMO, each Rad60 SLD interacts with a subset of SUMO pathway enzymes: SLD2 specifically binds the SUMO E2 conjugating enzyme (Ubc9)), whereas SLD1 binds the SUMO E1 (Fub2, also called Uba2) activating and E3 (Pli1, also called Siz1 and Siz2) specificity enzymes. Structural analysis of PDB:2uyz reveals a mechanistic basis for the near-synonymous roles of Rad60 and SUMO in survival of genotoxic stress and suggest unprecedented DNA-damage-response functions for SLDs in regulating SUMOylation. The Rad60 branch of this family is also known as RENi. GO:0005737|cytoplasm;GO:0005634|nucleus;. K12160

Manes.15G067700.v6.10.5398843 5.42E-09 down no GDP-L-galactose phosphorylase 1pfam14266 DUF4356 Domain of unknown function (DUF4356). This family of proteins is found in bacteria. Proteins in this family are approximately 540 amino acids in length.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009408|response to heat;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010475|galactose-1-phosphate guanylyltransferase (GDP) activity;GO:0080048|GDP-D-glucose phosphorylase activity;GO:0010472|GDP-galactose:glucose-1-phosphate guanylyltransferase activity;GO:0010471|GDP-galactose:mannose-1-phosphate guanylyltransferase activity;GO:0010473|GDP-galactose:myoinositol-1-phosphate guanylyltransferase activity;GO:0010474|glucose-1-phosphate guanylyltransferase (GDP) activity;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0016787|hydrolase activity;GO:0008928|mannose-1-phosphate guanylyltransferase (GDP) activity;GO:0000166|nucleotide binding;GO:0080046|quercetin 4'-O-glucosyltransferase activity;K14190

Manes.15G068900.v6.10.939577 0.55906 down no Aspartic proteinase A1pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.15G069000.v6.13.1487934 1.82E-09 up yes Mitogen-activated protein kinase kinase kinase 2pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.15G069200.v6.11.2246944 0.02625 up no Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex 2, mitochondrialpfam00198 2-oxoacid_dh 2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0033512|L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0006099|tricarboxylic acid cycle;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0045252|oxoglutarate dehydrogenase complex;GO:0004149|dihydrolipoyllysine-residue succinyltransferase activity;GO:0008270|zinc ion binding;K00658

Manes.15G069800.v6.10.5798356 0.00078 down no . pfam06999 Suc_Fer-like Sucrase/ferredoxin-like. This family contains a number of bacterial and eukaryotic proteins approximately 400 residues long that resemble ferredoxin and appear to have sucrolytic activity.. . . .

Manes.15G070100.v6.10.5247223 1.06E-05 down no Rab3 GTPase-activating protein catalytic subunitpfam13890 Rab3-GTPase_cat Rab3 GTPase-activating protein catalytic subunit. This family is the probable catalytic subunit of the GTPase activating protein that has specificity for Rab3 subfamily (RAB3A, RAB3B, RAB3C and RAB3D). It is likely to convert active Rab3-GTP to the inactive form Rab3-GDP. Rab3 proteins are involved in regulated exocytosis of neurotransmitters and hormones. The Rab3 GTPase-activating complex is a heterodimer composed of RAB3GAP and RAB3-GAP150. This complex interacts with DMXL2.GO:0043547|positive regulation of GTPase activity;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;K18270

Manes.15G070200.v6.12.0609147 0.00043 up yes GDSL esterase/lipase At5g55050pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.15G070400.v6.12.2495923 9.42E-18 up yes Probable tetraacyldisaccharide 4'-kinase, mitochondrialpfam02606 LpxK Tetraacyldisaccharide-1-P 4'-kinase. This family consists of tetraacyldisaccharide-1-P 4'-kinase also known as Lipid-A 4'-kinase or Lipid A biosynthesis protein LpxK, EC:2.7.1.130. This enzyme catalyses the reaction: ATP + 2,3-bis(3-hydroxytetradecanoyl)-D -glucosaminyl-(beta-D-1,6)-2,3-bis(3-hydroxytetradecanoyl)-D-glu cosam inyl beta-phosphate <=> ADP + 2,3,2',3'-tetrakis(3-hydroxytetradecanoyl)-D- glucosaminyl-1,6-beta-D-glucosamine 1,4'-bisphosphate. This enzyme is involved in the synthesis of lipid A portion of the bacterial lipopolysaccharide layer (LPS). The family contains a P-loop motif at the N terminus.GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0009029|tetraacyldisaccharide 4'-kinase activity;.

Manes.15G070700.v6.11.1992984 0.04699 up no Autophagy-related protein 8Cpfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.15G070900.v6.12.3808696 5.51E-12 up yes Probable beta-1,3-galactosyltransferase 2pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.



Manes.15G071400.v6.10.8757736 0.22009 down no . pfam14735 HAUS4 HAUS augmin-like complex subunit 4. This family includes HAUS augmin-like complex subunit 4. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.15G071500.v6.117.527836 ####### up yes Protein translation factor SUI1 homolog 2pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.15G071600.v6.12.344621 3.57E-22 up yes Calcium-dependent protein kinase 33pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.15G071900.v6.11.1604453 0.11024 up no Ubiquitin thioesterase OTU1pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0030968|endoplasmic reticulum unfolded protein response;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0035871|protein K11-linked deubiquitination;GO:1990167|protein K27-linked deubiquitination;GO:0035523|protein K29-linked deubiquitination;GO:1990168|protein K33-linked deubiquitination;GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;. GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;K13719

Manes.15G072100.v6.112.086404 2.05E-24 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.15G072200.v6.1Inf 5.18E-05 up yes . pfam10337 DUF2422 Protein of unknown function (DUF2422). This is a family of proteins conserved in fungi. The function is not known. This family is the C-terminal half of some member proteins which contain the DUF2421 pfam10334 domain at their N-terminus.. . . .

Manes.15G072400.v6.10.5945813 9.93E-05 down no 1-acyl-sn-glycerol-3-phosphate acyltransferasepfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;.

Manes.15G072800.v6.10.6887507 0.00014 down no Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.15G073100.v6.10.7967025 0.03338 down no . pfam11911 DUF3429 Protein of unknown function (DUF3429). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 147 to 245 amino acids in length.. . . .

Manes.15G073200.v6.10.4555586 1.34E-07 down yes Fatty acid desaturase 4, chloroplasticpfam10520 Kua-UEV1_localn Kua-ubiquitin conjugating enzyme hybrid localisation domain. This domain is part of the transcript of the fusion of two genes, the UEV1, an enzymatically inactive variant of the E2 ubiquitin-conjugating enzymes that regulate non-canonical elongation of ubiquitin chains, and Kua, an otherwise unknown gene. UEV1A is a nuclear protein, whereas both Kua and Kua-UEV localize to cytoplasmic structures, indicating that the addition of a Kua domain to UEV confers new biological properties. UEV1-Kua carries the B domain with its characteristic double histidine motif, and it is probably this domain which determines the cytoplasmic localisation. It is postulated that this hybrid transcript could preferentially direct the variant polyubiquitination of substrates closely associated with the cytoplasmic face of the endoplasmic reticulum, possibly, although not necessarily, in conjunction with membrane-bound ubiquitin-conjugating enzymes.GO:0046471|phosphatidylglycerol metabolic process;GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0052637|delta 3-trans-hexadecenoic acid phosphatidylglycerol desaturase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10704

Manes.15G073300.v6.10.6746913 0.0119 down no Vacuolar protein sorting-associated protein 22 homolog 1pfam04157 EAP30 EAP30/Vps36 family. This family includes EAP30 as well as the Vps36 protein. Vps36 is involved in Golgi to endosome trafficking. EAP30 is a subunit of the ELL complex. The ELL is an 80-kDa RNA polymerase II transcription factor. ELL interacts with three other proteins to form the complex known as ELL complex. The ELL complex is capable of increasing that catalytic rate of transcription elongation, but is unable to repress initiation of transcription by RNA polymerase II as is the case of ELL. EAP30 is thought to lead to the derepression of ELL's transcriptional inhibitory activity.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000814|ESCRT II complex;. K12188

Manes.15G073500.v6.127.723332 2.15E-08 up yes Serine/threonine-protein kinase PBS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.15G073600.v6.11.0640252 0.55092 up no Microtubule-associated protein TORTIFOLIA1pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.15G073700.v6.10.8580086 0.35863 down no . pfam01986 DUF123 Domain of unknown function DUF123. This archaebacterial domain has no known function. It is attached to an endonuclease domain in the putative endonuclease MJ0613. The domain contains several conserved cysteines and histidines. This suggests that the domain may be a zinc binding nucleic acid interaction domain (Bateman A unpubl.).. . . .

Manes.15G073800.v6.10.1880211 4.35E-17 down yes . pfam01986 DUF123 Domain of unknown function DUF123. This archaebacterial domain has no known function. It is attached to an endonuclease domain in the putative endonuclease MJ0613. The domain contains several conserved cysteines and histidines. This suggests that the domain may be a zinc binding nucleic acid interaction domain (Bateman A unpubl.).. . . .

Manes.15G074100.v6.10.9925317 0.97347 down no . pfam00061 Lipocalin Lipocalin / cytosolic fatty-acid binding protein family. Lipocalins are transporters for small hydrophobic molecules, such as lipids, steroid hormones, bilins, and retinoids. The family also encompasses the enzyme prostaglandin D synthase (EC:5.3.99.2). Alignment subsumes both the lipocalin and fatty acid binding protein signatures from PROSITE. This is supported on structural and functional grounds. The structure is an eight-stranded beta barrel.. . . .

Manes.15G074200.v6.13.002827 1.25E-13 up yes Septum-promoting GTP-binding protein 1pfam08477 Miro Miro-like protein. Mitochondrial Rho proteins (Miro-1 and Miro-2), are atypical Rho GTPases. They have a unique domain organisation, with tandem GTP-binding domains and two EF hand domains (pfam00036), that may bind calcium. They are also larger than classical small GTPases. It has been proposed that they are involved in mitochondrial homeostasis and apoptosis.GO:0034613|cellular protein localization;GO:0006886|intracellular protein transport;GO:0007067|mitotic nuclear division;GO:0010973|positive regulation of barrier septum assembly;GO:0032482|Rab protein signal transduction;GO:0031028|septation initiation signaling;GO:0044732|mitotic spindle pole body;GO:0005525|GTP binding;GO:0003924|GTPase activity;K06682

Manes.15G074700.v6.10.4896611 5.20E-06 down yes Glucose-6-phosphate/phosphate translocator 1, chloroplasticpfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0009790|embryo development;GO:0009553|embryo sac development;GO:0015760|glucose-6-phosphate transport;GO:0034389|lipid particle organization;GO:0015714|phosphoenolpyruvate transport;GO:0015713|phosphoglycerate transport;GO:0010152|pollen maturation;GO:0009624|response to nematode;GO:0035436|triose phosphate transmembrane transport;GO:0007033|vacuole organization;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0015297|antiporter activity;GO:0015152|glucose-6-phosphate transmembrane transporter activity;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015120|phosphoglycerate transmembrane transporter activity;GO:0071917|triose-phosphate transmembrane transporter activity;K15283

Manes.15G074800.v6.10.7446658 0.01297 down no AP-5 complex subunit zeta-1pfam14764 SPG48 AP-5 complex subunit, vesicle trafficking. This family would appear to be the second of the two larger subunits of the fifth Adaptor-Protein complex, AP-5. Adaptor protein (AP) complexes facilitate the trafficking of cargo from one membrane compartment of the cell to another by recruiting other proteins to particular types of vesicles. AP-5 is involved in trafficking proteins from endosomes towards other membranous compartments. There are genetic links between AP-5 and hereditary spastic paraplegia, a group of human genetic disorders characterized by progressive spasticity in the lower limbs.GO:0000724|double-strand break repair via homologous recombination;GO:0016197|endosomal transport;GO:0015031|protein transport;GO:0044599|AP-5 adaptor complex;GO:0030119|AP-type membrane coat adaptor complex;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;. K19025

Manes.15G075000.v6.10.2366153 2.26E-07 down yes . pfam02747 PCNA_C Proliferating cell nuclear antigen, C-terminal domain. N-terminal and C-terminal domains of PCNA are topologically identical. Three PCNA molecules are tightly associated to form a closed ring encircling duplex DNA.. . . .

Manes.15G075400.v6.10.8268134 0.14196 down no TBC1 domain family member 15pfam00566 RabGAP-TBC Rab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0043087|regulation of GTPase activity;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005096|GTPase activator activity;.

Manes.15G075500.v6.12.3491394 7.30E-22 up yes Pectinesterase 2.1pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0009835|fruit ripening;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.15G075600.v6.19.0148749 5.40E-09 up yes Thiamine thiazole synthase, chloroplasticpfam01946 Thi4 Thi4 family. This family includes a putative thiamine biosynthetic enzyme.GO:0006950|response to stress;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0046872|metal ion binding;K03146

Manes.15G075700.v6.11.9738958 8.51E-14 up no Protein translation factor SUI1 homolog 1pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.15G075800.v6.14.7593818 0.00021 up yes . pfam04467 DUF483 Protein of unknown function (DUF483). Family of uncharacterized prokaryotic proteins.. . . .

Manes.15G075900.v6.1NA NA -- no 2S albumin pfam00234 Tryp_alpha_amyl Protease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.. . GO:0045735|nutrient reservoir activity;.

Manes.15G076300.v6.10.2668542 0.00447 down yes . pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.15G076400.v6.10.5853386 1.53E-05 down no Protein NDR1pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0009814|defense response, incompatible interaction;GO:0009626|plant-type hypersensitive response;GO:0010942|positive regulation of cell death;GO:0046658|anchored component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. .

Manes.15G076500.v6.11.0083955 0.93076 up no Polycomb group protein FERTILIZATION-INDEPENDENT ENDOSPERMpfam00400 WD40 WD domain, G-beta repeat.GO:0016571|histone methylation;GO:0007275|multicellular organismal development;GO:2000014|regulation of endosperm development;GO:0006349|regulation of gene expression by genetic imprinting;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0043078|polar nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11462

Manes.15G076700.v6.1Inf 0.0234 up yes . pfam13433 Peripla_BP_5 Periplasmic binding protein domain. This domain is found in a variety of bacterial periplasmic binding proteins.. . . .

Manes.15G076800.v6.10.5213019 1.94E-09 down no Autophagy-related protein 18fpfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.15G077000.v6.11.5626552 1.01E-06 up no Transcription factor ILR3pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G077200.v6.12.7756587 0.06378 up no Thioredoxin-like protein CXXS1pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0003756|protein disulfide isomerase activity;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.15G077900.v6.10.4359161 4.68E-13 down yes . pfam00209 SNF Sodium:neurotransmitter symporter family.. . . .

Manes.15G078100.v6.10.5953689 0.00808 down no . pfam07576 BRAP2 BRCA1-associated protein 2. These proteins include BRCA1-associated protein 2 (BRAP2), which binds nuclear localisation signals (NLSs) in vitro and in yeast two-hybrid screening. These proteins share a region of sequence similarity at their N terminus. They also have pfam02148 at the C terminus.. . . .

Manes.15G078300.v6.19.2708652 1.28E-54 up yes Chitin-inducible gibberellin-responsive protein 1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G078400.v6.19.8962993 2.66E-06 up yes Chitin-inducible gibberellin-responsive protein 1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G078600.v6.1Inf 0.04685 up no Organic cation/carnitine transporter 4pfam00169 PH PH domain. PH stands for pleckstrin homology.GO:0042631|cellular response to water deprivation;GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005524|ATP binding;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.15G079300.v6.11.5446779 0.13697 up no Putative beta-glucosidase 41pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0009505|plant-type cell wall;GO:0008422|beta-glucosidase activity;K01188

Manes.15G079400.v6.11.0167432 0.84578 up no . pfam04632 FUSC Fusaric acid resistance protein family. This family includes a conserved region found in two proteins associated with fusaric acid resistance, from Burkholderia cepacia and Klebsiella oxytoca. These proteins are likely to be membrane transporter proteins.. . . .

Manes.15G079500.v6.10.8087302 0.11892 down no Isochorismatasepfam00857 Isochorismatase Isochorismatase family. This family are hydrolase enzymes.. . GO:0008908|isochorismatase activity;K01252

Manes.15G079600.v6.10.2482409 9.01E-12 down yes . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.15G079700.v6.10.5742263 0.00269 down no . pfam04381 RdgC Putative exonuclease, RdgC. Members of the RdgC family may have exonuclease activity. RdgC is required for efficient pilin variation in Neisseria gonorrhoeae, suggesting that it may be involved in recombination reactions. In Escherichia coli, RdgC is required for growth in recombination-deficient exonuclease-depleted strains. Under these conditions, RdgC may act as an exonuclease to remove collapsed replication forks, in the absence of the normal repair mechanisms.. . . .

Manes.15G079900.v6.10.0712705 0.00035 down yes . pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.15G080100.v6.10.3422531 1.31E-05 down yes . pfam06368 Met_asp_mut_E Methylaspartate mutase E chain (MutE). This family consists of several methylaspartate mutase E chain proteins (EC:5.4.99.1). Glutamate mutase catalyses the first step in the fermentation of glutamate by Clostridium tetanomorphum. This is an unusual isomerization in which L-glutamate is converted to threo-beta-methyl L-aspartate.. . . .

Manes.15G080300.v6.10.2985718 8.51E-23 down yes Indole-3-acetic acid-amido synthetase GH3.6pfam03321 GH3 GH3 auxin-responsive promoter.GO:0010252|auxin homeostasis;GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0009826|unidimensional cell growth;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0010279|indole-3-acetic acid amido synthetase activity;K14487

Manes.15G080700.v6.121.408408 ####### up yes Calcium-binding protein PBP1pfam13833 EF-hand_8 EF-hand domain pair.GO:0009733|response to auxin;. GO:0005509|calcium ion binding;.

Manes.15G080800.v6.12.8369566 3.70E-30 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G080900.v6.11.9631906 0.0003 up no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G081000.v6.10.9595642 0.83727 down no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G081900.v6.10.4011803 0.03413 down no Transcription factor MYB32pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.15G082000.v6.11.6459459 5.03E-06 up no Diacylglycerol kinase 5pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;. GO:0005524|ATP binding;GO:0004143|diacylglycerol kinase activity;K00901

Manes.15G082400.v6.11.8056375 5.27E-11 up no Vesicle-associated protein 4-1pfam00635 Motile_Sperm MSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.GO:0006970|response to osmotic stress;GO:0005789|endoplasmic reticulum membrane;GO:0005886|plasma membrane;. .

Manes.15G082500.v6.12.3593775 0.0001 up yes . pfam06764 DUF1223 Protein of unknown function (DUF1223). This family consists of several hypothetical proteins of around 250 residues in length which are found in both plants and bacteria. The function of this family is unknown.. . . .

Manes.15G082700.v6.11.2480497 0.01664 up no Cyclic nucleotide-gated ion channel 4pfam00027 cNMP_binding Cyclic nucleotide-binding domain.GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0030552|cAMP binding;GO:0008324|cation transmembrane transporter activity;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.15G082900.v6.12.0529298 4.82E-11 up yes Double-strand break repair protein MRE11pfam04152 Mre11_DNA_bindMre11 DNA-binding presumed domain. The Mre11 complex is a multi-subunit nuclease that is composed of Mre11, Rad50 and Nbs1/Xrs2, and is involved in checkpoint signalling and DNA replication. Mre11 has an intrinsic DNA-binding activity that is stimulated by Rad50 on its own or in combination with Nbs1.GO:0006284|base-excision repair;GO:0006302|double-strand break repair;GO:0051321|meiotic cell cycle;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0000723|telomere maintenance;GO:0000785|chromatin;GO:0000791|euchromatin;GO:0030870|Mre11 complex;GO:0035861|site of double-strand break;GO:0000795|synaptonemal complex;GO:0008408|3'-5' exonuclease activity;GO:0004519|endonuclease activity;GO:0030145|manganese ion binding;K10865

Manes.15G083000.v6.10.8247441 0.21176 down no . pfam09678 Caa3_CtaG Cytochrome c oxidase caa3 assembly factor (Caa3_CtaG). Members of this family are the CtaG protein required for assembly of active cytochrome c oxidase of the caa3 type, as found in Bacillus subtilis.. . . .

Manes.15G083200.v6.10.4747593 4.07E-07 down yes . pfam09973 DUF2208 Predicted membrane protein (DUF2208). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.15G083800.v6.10.171468 0.00016 down yes . pfam13749 HATPase_c_4 ATP-dependent DNA helicase recG C-terminal. This domain may well interact selectively and non-covalently with ATP, adenosine 5'-triphosphate, a universally important coenzyme and enzyme regulator.. . . .

Manes.15G084100.v6.19.2958429 0.00051 up yes . pfam06830 Root_cap Root cap. The cells at the periphery of the root cap are continuously sloughed off from the root into the mucilage, and are thought to be programmed to die.This family represents a conserved region approximately 60 residues in length within plant root cap proteins, which may be involved in the process.. . . .

Manes.15G084200.v6.13.7003957 1.89E-44 up yes Receptor-like protein kinase THESEUS 1pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G084500.v6.11.1392021 0.16426 up no Demethylmenaquinone methyltransferasepfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0009234|menaquinone biosynthetic process;. GO:0008168|methyltransferase activity;K03183

Manes.15G084600.v6.11.7271274 1.74E-08 up no Peroxisomal membrane protein 2pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0043234|protein complex;. K13347

Manes.15G084700.v6.17.2460076 2.75E-98 up yes NAC transcription factor NAM-B2pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G084800.v6.122.795626 3.16E-83 up yes NAC domain-containing protein 72pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G085600.v6.15.7499574 7.58E-21 up yes . pfam11933 DUF3451 Domain of unknown function (DUF3451). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 199 to 238 amino acids in length. This domain is found associated with pfam06512, pfam00520. This domain has a conserved ADD sequence motif.. . . .

Manes.15G085700.v6.10.5028417 1.66E-06 down no Ultraviolet-B receptor UVR8pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.15G085800.v6.10.5478931 0.00074 down no . pfam10419 TFIIIC_sub6 TFIIIC subunit. This is a family of proteins subunits of TFIIIC. TFIIIC in yeast and humans is required for transcription of tRNA and 5 S RNA genes by RNA polymerase III. Yeast members of this family are fused to phosphoglycerate mutase domain.. . . .

Manes.15G086100.v6.10.8046918 0.05174 down no Choline transporter-like protein 2pfam04515 Choline_transpo Plasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0007165|signal transduction;GO:0006810|transport;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0004871|signal transducer activity;K15377

Manes.15G086400.v6.126.206269 ####### up yes E3 ubiquitin-protein ligase RMA3pfam13639 zf-RING_2 Ring finger domain.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10666

Manes.15G086500.v6.13.0925291 0.04342 up no LRR receptor-like serine/threonine-protein kinase GSO1pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G086900.v6.14.7657738 7.05E-35 up yes . pfam14153 Spore_coat_CotO Spore coat protein CotO. Bacillus spores are protected by a protein shell consisting of over 50 different polypeptides, known as the coat. This family of proteins has an important morphogenetic role in coat assembly, it is involved in the assembly of at least 5 different coat proteins including CotB, CotG, CotS, CotSA and CotW. It is likely to act at a late stage of coat assembly.. . . .

Manes.15G087200.v6.10.5997209 2.87E-07 down no Protein SPA1-RELATED 3pfam00069 Pkinase Protein kinase domain.GO:0009585|red, far-red light phototransduction;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;.

Manes.15G087300.v6.10.7275132 0.03563 down no Xylosyltransferase 1 (Fragment)pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0048681|negative regulation of axon regeneration;GO:0030166|proteoglycan biosynthetic process;GO:0070555|response to interleukin-1;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;.

Manes.15G087400.v6.11.5358309 2.11E-06 up no Proton pump-interactor 1pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.GO:0010155|regulation of proton transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.15G088700.v6.15.5885757 2.04E-05 up yes . pfam10502 Peptidase_S26 Signal peptidase, peptidase S26. This is a family of membrane signal serine endopeptidases which function in the processing of newly-synthesized secreted proteins. Peptidase S26 removes the hydrophobic, N-terminal, signal peptides as proteins are translocated across membranes. The active site residues take the form of a catalytic dyad that is Ser, Lys in subfamily S26A; the Ser is the nucleophile in catalysis, and the Lys is the general base.. . . .

Manes.15G088900.v6.14.9800031 0.25515 up no . pfam14656 RAB3GAP2_C Rab3 GTPase-activating protein regulatory subunit C-terminus. This family includes the N-terminus of the Rab3 GTPase-activating protein non-catalytic subunit. Rab3 GTPase-activating protein is a GTPase activating protein with specificity for Rab3 subfamily.. . . .

Manes.15G089000.v6.11.6016154 0.00092 up no Transcription factor EMB1444pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G089300.v6.10.9267993 0.45723 down no . pfam03532 OMS28_porin OMS28 porin.. . . .

Manes.15G089600.v6.10.8725716 0.15352 down no 30S ribosomal protein S20, chloroplasticpfam01649 Ribosomal_S20p Ribosomal protein S20. Bacterial ribosomal protein S20 interacts with 16S rRNA.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02968

Manes.15G089800.v6.11.0174779 0.85979 up no D-amino-acid transaminase, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.15G089900.v6.11.1539494 0.11944 up no D-amino-acid transaminase, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.15G090000.v6.113.840401 2.59E-15 up yes Homeobox-leucine zipper protein ATHB-52pfam00046 Homeobox Homeobox domain.GO:0009646|response to absence of light;GO:0009637|response to blue light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G090200.v6.11.4079329 0.0003 up no . pfam09747 DUF2052 Coiled-coil domain containing protein (DUF2052). This entry is of sequences of two conserved domains separated by a region of low complexity, spanning some 200 residues. The function is unknown.. . . .

Manes.15G090300.v6.16.2050179 4.18E-92 up yes . pfam07112 DUF1368 Protein of unknown function (DUF1368). This family consists of several proteins with seem to be specific to red algae plasmids. Members of this family are typically around 415 residues in length. The function of this family is unknown.. . . .

Manes.15G090400.v6.11.3202214 0.00233 up no E3 ubiquitin-protein ligase MBR1pfam13639 zf-RING_2 Ring finger domain.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G090500.v6.10.7773104 0.00944 down no . pfam14929 TAF1_subA TAF RNA Polymerase I subunit A. TATA box binding protein associated factor RNA Polymerase I subunit A is found in eukaryotes and is encoded by the gene TAF1A in humans. Its function is to aid transcription of DNA into RNA by binding to the promoter at the -10 TATA box site. It is a component of the transcription factor SL1/TIF-IB complex, involved in PIC assembly (preinitiation complex) during RNA polymerase I-dependent transcription. The rate of PIC formation depends on the rate of association of this protein. This protein also stabilizes nucleolar transcription factor 1/UBTF on rDNA.. . . .

Manes.15G090700.v6.12.4903204 2.13E-09 up yes Basic leucine zipper 61pfam03131 bZIP_Maf bZIP Maf transcription factor. Maf transcription factors contain a conserved basic region leucine zipper (bZIP) domain, which mediates their dimerization and DNA binding property. Thus, this family is probably related to pfam00170. This family also includes the DNA_binding domain of Skn-1, this domain lacks the leucine zipper found in other bZip domains, and binds DNA is a monomer.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.15G090800.v6.11.2916659 0.00488 up no . pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.. . . .

Manes.15G091000.v6.10.457283 3.82E-14 down yes Transcription factor TCP4pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G091100.v6.10.3982704 1.02E-12 down yes . pfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.. . . .

Manes.15G091200.v6.10.8868939 0.2233 down no Uncharacterized protein ycf45pfam13238 AAA_18 AAA domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;.

Manes.15G091300.v6.111.16997 7.65E-14 up yes CLAVATA3/ESR (CLE)-related protein 1pfam13612 DDE_Tnp_1_3 Transposase DDE domain. Transposase proteins are necessary for efficient DNA transposition. This domain is a member of the DDE superfamily, which contains three carboxylate residues that are believed to be responsible for coordinating metal ions needed for catalysis. The catalytic activity of this enzyme involves DNA cleavage at a specific site followed by a strand transfer reaction.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0033612|receptor serine/threonine kinase binding;.

Manes.15G091500.v6.1Inf 0.00405 up yes . pfam09435 DUF2015 Fungal protein of unknown function (DUF2015). This is a fungal family of uncharacterized proteins.. . . .

Manes.15G091700.v6.110.790598 7.87E-05 up yes Glycogen synthasepfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0005978|glycogen biosynthetic process;GO:0040007|growth;GO:0009103|lipopolysaccharide biosynthetic process;. GO:0004373|glycogen (starch) synthase activity;K16150

Manes.15G091800.v6.10.7422694 0.01147 down no Transcription factor GTE4pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0009294|DNA mediated transformation;GO:0045931|positive regulation of mitotic cell cycle;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G092000.v6.12.2300915 2.03E-16 up yes tRNA dimethylallyltransferase 9pfam01715 IPPT IPP transferase. This is a family of IPP transferases EC:2.5.1.8 also known as tRNA delta(2)-isopentenylpyrophosphate transferase. These enzymes modify both cytoplasmic and mitochondrial tRNAs at A(37) to give isopentenyl A(37).GO:0009691|cytokinin biosynthetic process;GO:0008033|tRNA processing;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0052381|tRNA dimethylallyltransferase activity;.

Manes.15G092200.v6.135.480313 2.77E-11 up yes Ethylene-responsive transcription factor ERF098pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G092600.v6.10.8133963 0.03993 down no GPI inositol-deacylasepfam07819 PGAP1 PGAP1-like protein. The sequences found in this family are similar to PGAP1. This is an endoplasmic reticulum membrane protein with a catalytic serine containing motif that is conserved in a number of lipases. PGAP1 functions as a GPI inositol-deacylase; this deacylation is important for the efficient transport of GPI-anchored proteins from the endoplasmic reticulum to the Golgi body.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0006505|GPI anchor metabolic process;GO:0006886|intracellular protein transport;GO:0006621|protein retention in ER lumen;GO:0016050|vesicle organization;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0050185|phosphatidylinositol deacylase activity;.

Manes.15G092700.v6.10.9163681 0.38719 down no Protein DJ-1 homolog Bpfam01965 DJ-1_PfpI DJ-1/PfpI family. The family includes the protease PfpI. This domain is also found in transcriptional regulators such as Streptomyces coelicolor AraC. This N-terminal region of the full-length AdpA proteins is necessary for dimerization of the molecule.GO:0019249|lactate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0019172|glyoxalase III activity;K03152

Manes.15G093000.v6.11.4933636 1.09E-05 up no Inactive TPR repeat-containing thioredoxin TTL3pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0009734|auxin-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0045454|cell redox homeostasis;GO:0010305|leaf vascular tissue pattern formation;GO:0006970|response to osmotic stress;GO:0005623|cell;. .

Manes.15G093100.v6.12.5625797 4.05E-27 up yes Ubiquitin-conjugating enzyme E2 35pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006301|postreplication repair;GO:0070534|protein K63-linked ubiquitination;GO:0016567|protein ubiquitination;GO:0046686|response to cadmium ion;GO:0010039|response to iron ion;GO:0010053|root epidermal cell differentiation;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10580

Manes.15G093300.v6.148.336126 1.33E-24 up yes Mitochondrial chaperone BCS1pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005524|ATP binding;K08900

Manes.15G093400.v6.188.904967 7.71E-59 up yes Probable mitochondrial chaperone BCS1-Bpfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.15G093500.v6.1Inf 7.29E-13 up yes Probable mitochondrial chaperone bcs1pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.15G093700.v6.12.2750534 8.70E-19 up yes Phosphoenolpyruvate carboxylasepfam00311 PEPcase Phosphoenolpyruvate carboxylase.GO:0015977|carbon fixation;GO:0015979|photosynthesis;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0008964|phosphoenolpyruvate carboxylase activity;K01595

Manes.15G094000.v6.119.686009 3.77E-06 up yes Epidermis-specific secreted glycoprotein EP1pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094100.v6.12.6322296 2.89E-10 up yes Epidermis-specific secreted glycoprotein EP1pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094200.v6.13.7688282 5.57E-35 up yes Epidermis-specific secreted glycoprotein EP1pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094300.v6.168.972409 5.21E-28 up yes Epidermis-specific secreted glycoprotein EP1pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094800.v6.12.1738538 1.94E-06 up yes . pfam09798 LCD1 DNA damage checkpoint protein. This is a family of proteins which regulate checkpoint kinases. In Schizosaccharomyces pombe this protein is called Rad26 and in Saccharomyces cerevisiae it is called LCD1.. . . .

Manes.15G095300.v6.11.2019985 0.05831 up no Tubby-like F-box protein 7pfam01167 Tub Tub family. GO:0009555|pollen development;GO:0006355|regulation of transcription, DNA-templated;GO:0009620|response to fungus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0035091|phosphatidylinositol binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G095800.v6.11.1579101 0.30641 up no . pfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.. . . .

Manes.15G096700.v6.10.8727208 0.47873 down no . pfam05472 Ter DNA replication terminus site-binding protein (Ter protein). This family contains several bacterial Ter proteins. The Ter protein specifically binds to DNA replication terminus sites on the host and plasmid genome and then blocks progress of the DNA replication fork.. . . .

Manes.15G096800.v6.10.4318946 4.20E-08 down yes Gamma-glutamyl hydrolase 2pfam07722 Peptidase_C26 Peptidase C26. These peptidases have gamma-glutamyl hydrolase activity; that is they catalyse the cleavage of the gamma-glutamyl bond in poly-gamma-glutamyl substrates. They are structurally related to pfam00117, but contain extensions in four loops and at the C terminus.GO:0006541|glutamine metabolic process;GO:0006508|proteolysis;GO:0046900|tetrahydrofolylpolyglutamate metabolic process;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005773|vacuole;GO:0034722|gamma-glutamyl-peptidase activity;GO:0008242|omega peptidase activity;.

Manes.15G097300.v6.11.8233202 1.76E-06 up no . pfam05007 Mannosyl_trans Mannosyltransferase (PIG-M). PIG-M has a DXD motif. The DXD motif is found in many glycosyltransferases that utilize nucleotide sugars. It is thought that the motif is involved in the binding of a manganese ion that is required for association of the enzymes with nucleotide sugar substrates.. . . .

Manes.15G097400.v6.11.3862916 0.00409 up no . pfam03400 DDE_Tnp_IS1 IS1 transposase. Transposase proteins are necessary for efficient DNA transposition. This family represents bacterial IS1 transposases.. . . .

Manes.15G097600.v6.11.0097108 0.90819 up no 50S ribosomal protein L13, chloroplasticpfam00572 Ribosomal_L13 Ribosomal protein L13.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005840|ribosome;GO:0009579|thylakoid;GO:0003735|structural constituent of ribosome;K02871

Manes.15G097900.v6.10.9849592 0.92261 down no Mechanosensitive ion channel protein 6pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;. .

Manes.15G098000.v6.10.5680589 4.61E-05 down no B-box zinc finger protein 22pfam00643 zf-B_box B-box zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G098200.v6.11.5385222 3.96E-06 up no F-box protein AFRpfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;. . .

Manes.15G098300.v6.10.5590011 0.49838 down no 7-deoxyloganetin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.15G098400.v6.11.361564 1 up no Pathogenesis-related protein PR-1pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in tiGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048765|root hair cell differentiation;GO:0005576|extracellular region;. .

Manes.15G098500.v6.14.1237519 2.66E-35 up yes . pfam14690 zf-ISL3 zinc-finger of transposase IS204/IS1001/IS1096/IS1165.. . . .

Manes.15G099000.v6.12.6527529 3.26E-07 up yes . pfam10265 DUF2217 Uncharacterized conserved protein (DUF2217). This is a family of conserved proteins of from 500 - 600 residues found from worms to humans. Its function is not known.. . . .

Manes.15G099100.v6.12.0517683 0.00036 up yes Eukaryotic translation initiation factor 2 subunit alphapfam07541 EIF_2_alpha Eukaryotic translation initiation factor 2 alpha subunit. These proteins share a region of similarity that falls towards the C terminus from pfam00575.GO:0002183|cytoplasmic translational initiation;GO:0031571|mitotic G1 DNA damage checkpoint;GO:1990611|regulation of cytoplasmic translational initiation in response to stress;GO:0006413|translational initiation;GO:0005829|cytosol;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005850|eukaryotic translation initiation factor 2 complex;GO:0005851|eukaryotic translation initiation factor 2B complex;GO:0043614|multi-eIF complex;GO:0005634|nucleus;GO:0005840|ribosome;GO:0044822|poly(A) RNA binding;GO:0043022|ribosome binding;GO:0003743|translation initiation factor activity;K03237

Manes.15G099400.v6.11.6686924 9.61E-06 up no Methyl-CpG-binding domain-containing protein 2pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0019899|enzyme binding;GO:0008270|zinc ion binding;.

Manes.15G099500.v6.10.5711723 0.00805 down no Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.15G099600.v6.10.5349606 0.08726 down no Xyloglucan galactosyltransferase KATAMARI1 homologpfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0006486|protein glycosylation;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.15G099900.v6.11.0568976 0.531 up no Mitogen-activated protein kinase 19pfam00069 Pkinase Protein kinase domain.GO:0000165|MAPK cascade;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.15G100100.v6.14.0498166 0.00012 up yes Receptor-like serine/threonine-protein kinase At1g78530pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G100200.v6.10.6931437 0.0163 down no Fatty-acid-binding protein 3pfam02431 Chalcone Chalcone-flavanone isomerase. Chalcone-flavanone isomerase is a plant enzyme responsible for the isomerization of chalcone to naringenin, a key step in the biosynthesis of flavonoids.GO:0006631|fatty acid metabolic process;GO:0009813|flavonoid biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0045430|chalcone isomerase activity;GO:0005504|fatty acid binding;.

Manes.15G100400.v6.10.5992915 3.82E-07 down no Solanesyl diphosphate synthase 2, chloroplasticpfam00348 polyprenyl_synt Polyprenyl synthetase.GO:0008299|isoprenoid biosynthetic process;GO:0015979|photosynthesis;GO:0010236|plastoquinone biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0052924|all-trans-nonaprenyl-diphosphate synthase (geranylgeranyl-diphosphate specific) activity;GO:0046872|metal ion binding;GO:0050347|trans-octaprenyltranstransferase activity;K05356

Manes.15G100900.v6.10.6433334 1.31E-05 down no Ubiquitin carboxyl-terminal hydrolase 15pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016021|integral component of membrane;GO:0008234|cysteine-type peptidase activity;GO:0046872|metal ion binding;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.15G101000.v6.10.9740166 0.8101 down no Protein SIP5 pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. GO:0005783|endoplasmic reticulum;GO:0000329|fungal-type vacuole membrane;GO:0005794|Golgi apparatus;. .

Manes.15G101100.v6.10.7293639 0.00128 down no Probable glutathione S-transferasepfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.15G101300.v6.10.7271141 0.00337 down no Translation initiation factor IF-2, chloroplasticpfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003743|translation initiation factor activity;.

Manes.15G101400.v6.12.7192844 2.08E-08 up yes Protein claret segregationalpfam00225 Kinesin Kinesin motor domain.GO:0051301|cell division;GO:0051298|centrosome duplication;GO:0051297|centrosome organization;GO:0007059|chromosome segregation;GO:0032837|distributive segregation;GO:0000212|meiotic spindle organization;GO:0001578|microtubule bundle formation;GO:0007018|microtubule-based movement;GO:0031534|minus-end directed microtubule sliding;GO:0007100|mitotic centrosome separation;GO:0000070|mitotic sister chromatid segregation;GO:0090307|mitotic spindle assembly;GO:0000022|mitotic spindle elongation;GO:0007052|mitotic spindle organization;GO:0051028|mRNA transport;GO:1901673|regulation of mitotic spindle assembly;GO:0032888|regulation of mitotic spindle elongation;GO:0007056|spindle assembly involved in female meiosis;GO:0090306|spindle assembly involved in meiosis;GO:0007051|spindle organization;GO:0005813|centrosome;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0072687|meiotic spindle;GO:1990498|mitotic spindle microtubule;GO:0005634|nucleus;GO:0005819|spindle;GO:0005524|ATP binding;GO:0008569|ATP-dependent microtubule motor activity, minus-end-directed;GO:0003777|microtubule motor activity;GO:0042803|protein homodimerization activity;K10405

Manes.15G101500.v6.10.3617105 0.00054 down yes Gibberellin 2-beta-dioxygenase 1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.15G101600.v6.10.369712 3.17E-08 down yes . pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.15G101800.v6.10.7969447 0.02062 down no Ubiquitin carboxyl-terminal hydrolase 25pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11855

Manes.15G102000.v6.17.1804601 5.36E-09 up yes 9-cis-epoxycarotenoid dioxygenase NCED9, chloroplasticpfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0010162|seed dormancy process;GO:0009570|chloroplast stroma;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.15G102100.v6.11.16386 0.12637 up no Polyadenylate-binding protein-interacting protein 9pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G102400.v6.15.6418712 8.45E-18 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g56140pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G102600.v6.11.534813 8.43E-05 up no DNA repair protein recA homolog 1, chloroplasticpfam00154 RecA recA bacterial DNA recombination protein. RecA is a DNA-dependent ATPase and functions in DNA repair systems. RecA protein catalyses an ATP-dependent DNA strand-exchange reaction that is the central step in the repair of dsDNA breaks by homologous recombination.GO:0006974|cellular response to DNA damage stimulus;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0009432|SOS response;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0003697|single-stranded DNA binding;.

Manes.15G103100.v6.10.8506398 0.09636 down no Vacuolar protein sorting-associated protein 52 Apfam04129 Vps52 Vps52 / Sac2 family. Vps52 complexes with Vps53 and Vps54 to form a multi- subunit complex involved in regulating membrane trafficking events.GO:0009860|pollen tube growth;GO:0015031|protein transport;GO:0019953|sexual reproduction;GO:0012505|endomembrane system;GO:0010008|endosome membrane;GO:0000938|GARP complex;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;. .

Manes.15G103800.v6.13.7767035 1.29E-45 up yes . pfam03294 Pox_Rap94 RNA polymerase-associated transcription specificity factor, Rap94.. . . .

Manes.15G104300.v6.15.1703697 4.99E-62 up yes Peroxidase 15pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.15G104600.v6.11.3174167 0.0051 up no Deoxyhypusine synthasepfam01916 DS Deoxyhypusine synthase. Eukaryotic initiation factor 5A (eIF-5A) contains an unusual amino acid, hypusine [N epsilon-(4-aminobutyl-2-hydroxy)lysine]. The first step in the post-translational formation of hypusine is catalysed by the enzyme deoxyhypusine synthase (DS) EC:1.1.1.249. The modified version of eIF-5A, and DS, are required for eukaryotic cell proliferation.GO:0050983|deoxyhypusine biosynthetic process from spermidine;GO:0008612|peptidyl-lysine modification to peptidyl-hypusine;. GO:0034038|deoxyhypusine synthase activity;.

Manes.15G104700.v6.11.4495639 0.00049 up no Uncharacterized protein Mb2253cpfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;K15634

Manes.15G104800.v6.10.3145893 0.00014 down yes Pentatricopeptide repeat-containing protein At5g66500, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.15G104900.v6.10.929055 0.46303 down no Casein kinase I homolog 2pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0030100|regulation of endocytosis;GO:0007165|signal transduction;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0000329|fungal-type vacuole membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.15G105100.v6.11.6660759 0.68757 up no Dirigent protein 19pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.15G105500.v6.10.8589919 0.12065 down no E3 ubiquitin-protein ligase BRE1-like 2pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0033523|histone H2B ubiquitination;GO:0010390|histone monoubiquitination;GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0010162|seed dormancy process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K10696

Manes.15G105900.v6.10.7982786 0.0287 down no . pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.15G106300.v6.11.2377104 0.0469 up no . pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.15G107100.v6.13.9652875 2.84E-35 up yes . pfam12114 Period_C Period protein 2/3C-terminal region. This domain is found in eukaryotes. This domain is typically between 164 to 200 amino acids in length. This domain is found associated with pfam08447.. . . .

Manes.15G107200.v6.118.305893 1.80E-17 up yes LRR receptor-like serine/threonine-protein kinase FLS2pfam00069 Pkinase Protein kinase domain.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0016045|detection of bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0006898|receptor-mediated endocytosis;GO:0010359|regulation of anion channel activity;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13420

Manes.15G107300.v6.12.9639293 1.89E-30 up yes G-type lectin S-receptor-like serine/threonine-protein kinase SD3-1pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G107800.v6.10.8271848 0.07002 down no Dihydroorotate dehydrogenase (quinone), mitochondrialpfam01180 DHO_dh Dihydroorotate dehydrogenase.GO:0006207|'de novo' pyrimidine nucleobase biosynthetic process;GO:0044205|'de novo' UMP biosynthetic process;GO:0009220|pyrimidine ribonucleotide biosynthetic process;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0004152|dihydroorotate dehydrogenase activity;K00254

Manes.15G107900.v6.11.9490055 5.46E-11 up no . pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.15G108300.v6.11.0959118 0.31789 up no Importin-5 pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0071230|cellular response to amino acid stimulus;GO:0006607|NLS-bearing protein import into nucleus;GO:0042307|positive regulation of protein import into nucleus;GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0031965|nuclear membrane;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;GO:0008565|protein transporter activity;.

Manes.15G108400.v6.139.736717 3.48E-23 up yes Ethylene-responsive transcription factor RAP2-11pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.15G108500.v6.11.8164429 1.72E-11 up no Tubulin alpha-6 chainpfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07374

Manes.15G108600.v6.11.1440352 0.13853 up no Mitochondrial dicarboxylate/tricarboxylate transporter DTCpfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0035674|tricarboxylic acid transmembrane transport;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0015142|tricarboxylic acid transmembrane transporter activity;K15104

Manes.15G108800.v6.10.7264615 0.07502 down no Disease resistance RPP13-like protein 4pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.15G108900.v6.10.7095086 0.01024 down no Probable LRR receptor-like serine/threonine-protein kinase At1g53430pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G109300.v6.10.655114 3.15E-05 down no . pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.15G109500.v6.12.3450281 3.46E-13 up yes . pfam15529 Toxin_49 Putative toxin 49. A predicted RNase toxin found in bacterial polymorphic toxin systems. The toxin possesses an all-beta fold and conserved ND and DxxR motifs and a histidine residue. In bacterial polymorphic toxin systems, the toxin is exported by the type 2 or TcdB/TcaC secretion system. Interestingly, the toxin is also found in type-II toxin-antitoxin systems.. . . .

Manes.15G109800.v6.12.4423343 1.90E-14 up yes . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.15G109900.v6.1Inf 2.35E-16 up yes . pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.15G110000.v6.10.3993058 8.11E-06 down yes . pfam14102 Caps_synth_CapC Capsule biosynthesis CapC. This family of proteins play a role in capsule biosynthesis. They are essential for gamma-polyglutamic acid (PGA) production.. . . .

Manes.15G110300.v6.10.7564596 0.01595 down no RuBisCO large subunit-binding protein subunit beta, chloroplasticpfam00118 Cpn60_TCP1 TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.15G110600.v6.11.0362712 0.71614 up no 2-oxoisovalerate dehydrogenase subunit beta 1, mitochondrialpfam02779 Transket_pyr Transketolase, pyrimidine binding domain. This family includes transketolase enzymes, pyruvate dehydrogenases, and branched chain alpha-keto acid decarboxylases.. GO:0005759|mitochondrial matrix;GO:0003863|3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) activity;K00167

Manes.15G110800.v6.11.0022981 0.95627 up no Nuclear pore complex protein NUP214pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblinGO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005643|nuclear pore;. .

Manes.15G111200.v6.16.3354211 3.20E-14 up yes . pfam07695 7TMR-DISM_7TM7TM diverse intracellular signalling. This entry represents the transmembrane region of the 7TM-DISM (7TM Receptors with Diverse Intracellular Signalling Modules).. . . .



Manes.15G111300.v6.10.7177307 0.00138 down no Kinesin-4 pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;K10406

Manes.15G111900.v6.11.3107699 0.02112 up no 40S ribosomal protein S4pfam00900 Ribosomal_S4e Ribosomal family S4e.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02987

Manes.15G112100.v6.10.9073083 0.33613 down no Enhancer of polycomb homolog 1pfam10513 EPL1 Enhancer of polycomb-like. This is a family of EPL1 (Enhancer of polycomb-like) proteins. The EPL1 protein is a member of a histone acetyltransferase complex which is involved in transcriptional activation of selected genes.GO:0006325|chromatin organization;GO:0043968|histone H2A acetylation;GO:0043967|histone H4 acetylation;GO:0045814|negative regulation of gene expression, epigenetic;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0035886|vascular smooth muscle cell differentiation;GO:0035267|NuA4 histone acetyltransferase complex;GO:0031965|nuclear membrane;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0032777|Piccolo NuA4 histone acetyltransferase complex;. K11322

Manes.15G112500.v6.19.7674836 4.32E-32 up yes UDP-galactose transporter 2pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.15G112700.v6.10.7196955 0.00833 down no AP-1 complex subunit sigma-2pfam01217 Clat_adaptor_s Clathrin adaptor complex small chain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030665|clathrin-coated vesicle membrane;GO:0005794|Golgi apparatus;GO:0030117|membrane coat;GO:0008565|protein transporter activity;K12394

Manes.15G112900.v6.15.1312645 0.11702 up no RING-H2 finger protein ATL18pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.15G113600.v6.10.7865209 0.09021 down no . pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.15G113700.v6.10.7455916 0.00884 down no Pentatricopeptide repeat-containing protein At3g46870pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;GO:0008270|zinc ion binding;.

Manes.15G113800.v6.10.4394898 1.73E-05 down yes Expansin-A16pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.15G114100.v6.10.6271265 0.00014 down no 3-hydroxy-3-methylglutaryl-coenzyme A reductase 1pfam00368 HMG-CoA_red Hydroxymethylglutaryl-coenzyme A reductase. The HMG-CoA reductases catalyse the conversion of HMG-CoA to mevalonate, which is the rate-limiting step in the synthesis of isoprenoids like cholesterol. Probably because of the critical role of this enzyme in cholesterol homeostasis, mammalian HMG-CoA reductase is heavily regulated at the transcriptional, translational, and post-translational levels.GO:0015936|coenzyme A metabolic process;GO:0008299|isoprenoid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0042170|plastid membrane;GO:0004420|hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0050661|NADP binding;.

Manes.15G114600.v6.11.6426714 3.64E-08 up no Calcium-dependent protein kinase 4pfam00069 Pkinase Protein kinase domain.. GO:0016020|membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.15G114900.v6.10.6821608 0.00568 down no Uncharacterized lipoprotein syc1174_cpfam11805 DUF3326 Protein of unknown function (DUF3326). This protein is functionally uncharacterized. It is about 300-500 amino acids in length. This family is found in plants and bacteria.. GO:0005886|plasma membrane;. .

Manes.15G115200.v6.10.96961 0.87407 down no Transcription initiation factor TFIID subunit 15pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.15G115400.v6.12.0861933 9.24E-17 up yes Serine/threonine-protein kinase HT1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G115900.v6.11.3372126 0.05852 up no GDSL esterase/lipase At5g45670pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G116000.v6.17.0671468 5.80E-11 up yes Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 1pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0009832|plant-type cell wall biogenesis;GO:0010182|sugar mediated signaling pathway;GO:0005992|trehalose biosynthetic process;GO:0005991|trehalose metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0003825|alpha,alpha-trehalose-phosphate synthase (UDP-forming) activity;K16055

Manes.15G116100.v6.10.9252953 0.74732 down no . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.15G116300.v6.11.1330815 0.17789 up no Transcription factor GTE12pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G116600.v6.10.5458419 1.47E-09 down no . pfam05512 AWPM-19 AWPM-19-like family. Members of this family are 19 kDa membrane proteins. The levels of the plant protein AWPM-19 increase dramatically when there is an increase level of abscisic acid. The increase presence of this protein leads to greater tolerance of freezing.. . . .

Manes.15G116700.v6.11.0071647 0.94922 up no Rho guanine nucleotide exchange factor 6pfam14604 SH3_9 Variant SH3 domain.GO:0006915|apoptotic process;GO:0097190|apoptotic signaling pathway;GO:0034329|cell junction assembly;GO:0007254|JNK cascade;GO:0030032|lamellipodium assembly;GO:0048011|neurotrophin TRK receptor signaling pathway;GO:0043065|positive regulation of apoptotic process;GO:0043547|positive regulation of GTPase activity;GO:0035023|regulation of Rho protein signal transduction;GO:0051056|regulation of small GTPase mediated signal transduction;GO:0007264|small GTPase mediated signal transduction;GO:0005911|cell-cell junction;GO:0005829|cytosol;GO:0005622|intracellular;GO:0030027|lamellipodium;GO:0005096|GTPase activator activity;GO:0005089|Rho guanyl-nucleotide exchange factor activity;K05729

Manes.15G117100.v6.12.3494115 2.48E-21 up yes Protein MEI2-like 2pfam04059 RRM_2 RNA recognition motif 2.. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G117200.v6.10.5501997 4.32E-09 down no Phytochrome Epfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.15G117300.v6.11.0522125 0.57118 up no CTD small phosphatase-like protein 2pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0030514|negative regulation of BMP signaling pathway;GO:0046827|positive regulation of protein export from nucleus;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0004721|phosphoprotein phosphatase activity;K17616

Manes.15G117400.v6.12.3424924 0.00103 up yes . pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.15G117500.v6.11.061802 0.62131 up no Cold-regulated 413 inner membrane protein 1, chloroplasticpfam05562 WCOR413 Cold acclimation protein WCOR413. This family consists of several WCOR413-like plant cold acclimation proteins.GO:0070417|cellular response to cold;GO:0042631|cellular response to water deprivation;GO:0009631|cold acclimation;GO:0009737|response to abscisic acid;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0031357|integral component of chloroplast inner membrane;. .

Manes.15G117900.v6.10.8349352 0.20995 down no Putative pterin-4-alpha-carbinolamine dehydratasepfam01329 Pterin_4a Pterin 4 alpha carbinolamine dehydratase. Pterin 4 alpha carbinolamine dehydratase is also known as DCoH (dimerization cofactor of hepatocyte nuclear factor 1-alpha).GO:0006729|tetrahydrobiopterin biosynthetic process;. GO:0008124|4-alpha-hydroxytetrahydrobiopterin dehydratase activity;K01724

Manes.15G118000.v6.10.9826588 0.92675 down no Coatomer subunit zeta-1pfam01217 Clat_adaptor_s Clathrin adaptor complex small chain.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;. .

Manes.15G118100.v6.11.0962888 0.33159 up no Programmed cell death protein 5pfam01984 dsDNA_bind Double-stranded DNA-binding domain. This domain is believed to bind double-stranded DNA of 20 bases length.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0008285|negative regulation of cell proliferation;GO:1903645|negative regulation of chaperone-mediated protein folding;GO:0043280|positive regulation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0010628|positive regulation of gene expression;GO:1903638|positive regulation of protein import into mitochondrial outer membrane;GO:0090200|positive regulation of release of cytochrome c from mitochondria;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0010698|acetyltransferase activator activity;GO:0003677|DNA binding;GO:0008201|heparin binding;K06875

Manes.15G118300.v6.14.8735781 1.75E-15 up yes Probable WRKY transcription factor 28pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G118400.v6.10.7836018 0.0728 down no CAS1 domain-containing protein 1pfam07779 Cas1_AcylT 10 TM Acyl Transferase domain found in Cas1p. Cas1p protein of Cryptococcus neoformans is required for the synthesis of O-acetylated glucuronoxylomannans, a consitutent of the capsule, and is critical for its virulence. The multi TM domain of the Cas1p was unified with the 10 TM Sugar Acyltransferase superfamily. This superfamily is comprised of members from the OatA, MdoC, OpgC, NolL and GumG families in addition to the Cas1p family. The Cas1p protein has a N terminal PC-Esterase domain with the opposing Acyl esterase activity.. GO:0016021|integral component of membrane;. .

Manes.15G118600.v6.11.0059289 0.94493 up no Probable starch synthase 4, chloroplastic/amyloplasticpfam08323 Glyco_transf_5 Starch synthase catalytic domain.GO:0019252|starch biosynthetic process;GO:0005982|starch metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;.

Manes.15G118900.v6.10.4048658 1.29E-06 down yes . pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . .

Manes.15G119000.v6.10.4796105 0.00052 down yes Transcription factor bHLH144pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G119700.v6.14.4775749 0.00139 up yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.15G120800.v6.10.8231171 0.18926 down no Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS3pfam01532 Glyco_hydro_47 Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0097466|glycoprotein ERAD pathway;GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K01230

Manes.15G120900.v6.10.6584032 0.00684 down no Potassium channel KAT1pfam01532 Glyco_hydro_47 Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0042802|identical protein binding;GO:0005242|inward rectifier potassium channel activity;.

Manes.15G121000.v6.10.5747576 6.62E-07 down no . pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.15G121400.v6.10.3019648 0.07157 down no . pfam13770 DUF4169 Domain of unknown function (DUF4169).. . . .

Manes.15G121700.v6.10.9402143 0.57937 down no Katanin p60 ATPase-containing subunit A-like 2pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0051013|microtubule severing;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;K07767

Manes.15G121800.v6.10.8148071 0.23605 down no Calcyclin-binding proteinpfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.GO:0007568|aging;GO:0055007|cardiac muscle cell differentiation;GO:0071277|cellular response to calcium ion;GO:0007507|heart development;GO:0060548|negative regulation of cell death;GO:0045740|positive regulation of DNA replication;GO:0060416|response to growth hormone;GO:0030877|beta-catenin destruction complex;GO:0044297|cell body;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0043005|neuron projection;GO:0005641|nuclear envelope lumen;GO:0005654|nucleoplasm;GO:0005634|nucleus;. K04507

Manes.15G121900.v6.12.6783128 8.86E-05 up yes Glucan endo-1,3-beta-glucosidase 11pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.15G122000.v6.1158.85991 2.67E-06 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.15G122100.v6.11.6715378 7.25E-09 up no Cullin-4 pfam00888 Cullin Cullin family.GO:0009738|abscisic acid-activated signaling pathway;GO:0048825|cotyledon development;GO:0006281|DNA repair;GO:0009908|flower development;GO:0010154|fruit development;GO:0009755|hormone-mediated signaling pathway;GO:0048366|leaf development;GO:0010100|negative regulation of photomorphogenesis;GO:0009640|photomorphogenesis;GO:0000209|protein polyubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0048367|shoot system development;GO:0048575|short-day photoperiodism, flowering;GO:0010182|sugar mediated signaling pathway;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;. K10609

Manes.15G122300.v6.10.2801909 1.71E-16 down yes . pfam13912 zf-C2H2_6 C2H2-type zinc finger.. . . .

Manes.15G122400.v6.18.844424 6.41E-22 up yes Probable 9-cis-epoxycarotenoid dioxygenase NCED5, chloroplasticpfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0009414|response to water deprivation;GO:0010162|seed dormancy process;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.15G123100.v6.10.8566497 0.2067 down no Peroxisomal (S)-2-hydroxy-acid oxidasepfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0010181|FMN binding;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;.

Manes.15G123300.v6.10.9272022 0.45931 down no . pfam08217 DUF1712 Fungal domain of unknown function (DUF1712). The function of this family of proteins is unknown.. . . .

Manes.15G123700.v6.12.1783667 9.35E-19 up yes F-box protein At5g46170pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0010286|heat acclimation;. . .

Manes.15G123800.v6.10.6943556 0.00037 down no Transcription factor TCP2pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G123900.v6.10.9478039 0.61812 down no Probable inositol transporter 2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015798|myo-inositol transport;GO:0015992|proton transport;GO:0023052|signaling;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0090406|pollen tube;GO:0005355|glucose transmembrane transporter activity;GO:0005366|myo-inositol:proton symporter activity;GO:0005351|sugar:proton symporter activity;K08150

Manes.15G124600.v6.11.7595977 5.40E-05 up no CBL-interacting serine/threonine-protein kinase 23pfam00069 Pkinase Protein kinase domain.GO:0010107|potassium ion import;GO:0007584|response to nutrient;GO:0009414|response to water deprivation;GO:0007165|signal transduction;GO:0010118|stomatal movement;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0005524|ATP binding;GO:0005267|potassium channel activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G124700.v6.11.2130401 0.03437 up no NIPA-like proteinpfam07967 zf-C3HC C3HC zinc finger-like. This zinc-finger like domain is distributed throughout the eukaryotic kingdom in NIPA (Nuclear interacting partner of ALK) proteins. NIPA is implicate to perform some sort of antiapoptotic role in nucleophosmin-anaplastic lymphoma kinase (ALK) mediated signaling events. The domain is often repeated, with the second domain usually containing a large insert (approximately 90 residues) after the first three cysteine residues. The Schizosaccharomyces pombe the protein containing this domain is involved in mRNA export from the nucleus.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G124800.v6.10.5739066 1.69E-06 down no Transcription termination factor 3, mitochondrialpfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003690|double-stranded DNA binding;GO:0044212|transcription regulatory region DNA binding;K15032

Manes.15G125000.v6.14.7473537 9.21E-05 up yes . pfam12948 MSP7_C MSP7-like protein C-terminal domain. MSP7 is a protein family the malaria parasite that has been found to be associated with processed fragments from the MSP1 protein in a complex involved in red blood cell invasion.. . . .

Manes.15G125100.v6.10.7991407 0.31606 down no Remorin pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.15G125300.v6.10.459409 9.21E-13 down yes . pfam12818 Tegument_dsDNAdsDNA viral tegument protein. This is a family of tegument proteins from double-stranded DNA herpesvirus and related viral species.. . . .

Manes.15G125500.v6.10.6562161 0.00013 down no Probable beta-1,3-galactosyltransferase 20pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.15G125900.v6.120.933332 6.76E-07 up yes . pfam00038 Filament Intermediate filament protein.. . . .

Manes.15G126000.v6.10.9230021 0.5387 down no Ell-associated factor Eafpfam09816 EAF RNA polymerase II transcription elongation factor. Members of this family act as transcriptional transactivators of ELL and ELL2 elongation activities. Eaf proteins form a stable heterodimer complex with ELL proteins to facilitate the binding of RNA polymerase II to activate transcription elongation. The N-terminus of approx 120 residues is globular and highly conserved.GO:0007275|multicellular organismal development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0032783|ELL-EAF complex;GO:0005654|nucleoplasm;. K15186

Manes.15G126100.v6.10.5557396 2.36E-05 down no Xylosyltransferase 1pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0034605|cellular response to heat;GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.15G126300.v6.10.4341139 0.00018 down yes Pentatricopeptide repeat-containing protein At1g71060, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.15G126600.v6.10.5909189 5.18E-05 down no Copper transport protein ATX1pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.15G126800.v6.13.6912449 7.65E-39 up yes Multicopper oxidase LPR1pfam07732 Cu-oxidase_3 Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0016036|cellular response to phosphate starvation;GO:0010073|meristem maintenance;GO:0080167|response to karrikin;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005507|copper ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;.

Manes.15G126900.v6.12.1640619 1.24E-17 up yes U-box domain-containing protein 11pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.15G127200.v6.1NA NA -- no . pfam09998 DUF2239 Uncharacterized protein conserved in bacteria (DUF2239). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.15G127400.v6.11.8821041 5.42E-06 up no . pfam15086 UPF0542 Uncharacterized protein family UPF0542. This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. There is a conserved LSWKL sequence motif. This family includes human protein C5orf43.. . . .

Manes.15G127900.v6.10.745484 0.00262 down no ATP-dependent DNA helicase RecGpfam00271 Helicase_C Helicase conserved C-terminal domain. The Prosite family is restricted to DEAD/H helicases, whereas this domain family is found in a wide variety of helicases and helicase related proteins. It may be that this is not an autonomously folding unit, but an integral part of the helicase.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0010501|RNA secondary structure unwinding;. GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0004004|ATP-dependent RNA helicase activity;GO:0003677|DNA binding;K03655

Manes.15G128200.v6.13.666889 1.26E-25 up yes Mitogen-activated protein kinase 12pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.15G128400.v6.11.0410228 0.67481 up no SEC12-like protein 2pfam00400 WD40 WD domain, G-beta repeat.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. K14003

Manes.15G128500.v6.10.8863706 0.51989 down no Probable sulfate transporter 3.3pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K17471

Manes.15G129000.v6.11.3554501 0.00193 up no Phytanoyl-CoA dioxygenasepfam05721 PhyH Phytanoyl-CoA dioxygenase (PhyH). This family is made up of several eukaryotic phytanoyl-CoA dioxygenase (PhyH) proteins, ectoine hydroxylases and a number of bacterial deoxygenases. PhyH is a peroxisomal enzyme catalyzing the first step of phytanic acid alpha-oxidation. PhyH deficiency causes Refsum's disease (RD) which is an inherited neurological syndrome biochemically characterized by the accumulation of phytanic acid in plasma and tissues.GO:0006631|fatty acid metabolic process;GO:0005886|plasma membrane;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0048244|phytanoyl-CoA dioxygenase activity;K00477

Manes.15G129300.v6.118.622233 7.95E-15 up yes . pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.15G129400.v6.12.5999552 1.68E-06 up yes CLAVATA3/ESR (CLE)-related protein 16pfam07430 PP1 Phloem filament protein PP1. This family represents a conserved region approximately 200 residues long, four copies of which are found within the plant phloem filament protein PP1. This is one of the constituents of the proteinaceous filaments found in the sieve elements of Cucurbita phloem.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;. .

Manes.15G130800.v6.10.6923201 0.0004 down no DELLA protein GAIP-Bpfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.15G131200.v6.15.7435773 3.05E-14 up yes . pfam09067 EpoR_lig-bind Erythropoietin receptor, ligand binding. Members of this family interact with erythropoietin (EPO), with subsequent initiation of the downstream chain of events associated with binding of EPO to the receptor, including EPO-induced erythroblast proliferation and differentiation through induction of the JAK2/STAT5 signaling cascade. The domain adopts a secondary structure composed of a short amino-terminal helix, followed by two beta-sandwich regions.. . . .

Manes.15G131300.v6.11.0729122 0.43912 up no Putative clathrin assembly protein At2g01600pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.15G131800.v6.11.6507987 3.23E-05 up no Phosphoglucomutase, cytoplasmicpfam02878 PGM_PMM_I Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I.GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0000287|magnesium ion binding;GO:0004614|phosphoglucomutase activity;.

Manes.15G131900.v6.10.3414813 0.07889 down no Probable pectinesterase/pectinesterase inhibitor 6pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.15G132000.v6.10.1502153 0.00528 down yes . pfam04188 Mannosyl_trans2 Mannosyltransferase (PIG-V)). This is a family of eukaryotic ER membrane proteins that are involved in the synthesis of glycosylphosphatidylinositol (GPI), a glycolipid that anchors many proteins to the eukaryotic cell surface. Proteins in this family are involved in transferring the second mannose in the biosynthetic pathway of GPI.. . . .

Manes.15G132300.v6.10.6443566 0.00357 down no 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.15G132400.v6.10.3474402 6.99E-14 down yes Endoglucanase 8pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0042547|cell wall modification involved in multidimensional cell growth;GO:0030245|cellulose catabolic process;GO:0009507|chloroplast;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.15G132600.v6.11.7206241 2.55E-07 up no Protein PLANT CADMIUM RESISTANCE 2pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006979|response to oxidative stress;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.15G132900.v6.129.744797 2.26E-05 up yes . pfam11744 ALMT Aluminium activated malate transporter.. . . .

Manes.15G133000.v6.12.1633992 3.05E-18 up yes Protein TIFY 6Bpfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.15G133400.v6.11.0815558 0.43928 up no Ubiquitin-conjugating enzyme E2 variant 1Apfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006301|postreplication repair;GO:0070534|protein K63-linked ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10704

Manes.15G133500.v6.10.7175987 0.01429 down no 1-aminocyclopropane-1-carboxylate oxidase homolog 4pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.15G133600.v6.1Inf 0.00369 up yes Nudix hydrolase 17, mitochondrialpfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.15G133700.v6.12.0540681 0.00181 up yes . pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .



Manes.15G133800.v6.10.8523193 0.21403 down no Histone-lysine N-methyltransferase setd3pfam09273 Rubis-subs-bind Rubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.GO:0010452|histone H3-K36 methylation;GO:0018027|peptidyl-lysine dimethylation;GO:0018026|peptidyl-lysine monomethylation;GO:0018023|peptidyl-lysine trimethylation;GO:0051149|positive regulation of muscle cell differentiation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000790|nuclear chromatin;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0003713|transcription coactivator activity;.

Manes.15G134000.v6.10.83104 0.08642 down no Ankyrin repeat-containing protein At2g01680pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.15G134100.v6.10.4591608 3.38E-09 down yes Protein VAC14 homologpfam11916 Vac14_Fig4_bd Vacuolar protein 14 C-terminal Fig4p binding. Vac14 is a scaffold for the Fab1 kinase complex, a complex that allows for the dynamic interconversion of PI3P and PI(3,5)P2p (phosphoinositide phosphate (PIP) lipids, that are generated transiently on the cytoplasmic face of selected intracellular membranes). This interconversion is regulated by at least five proteins in yeast: the lipid kinase Fab1p, lipid phosphatase Fig4p, the Fab1p activator Vac7p, the Fab1p inhibitor Atg18p, and Vac14p, a protein required for the activity of both Fab1p and Fig4p. The C-terminal region of Vac14 binds to Fig4p. The full length Vac14 in yeasts is likely to be a protein carrying a succession of HEAT repeats, most of which have now degenerated. This regulatory system is crucial for the proper functioning of the mammalian nervous system.GO:0043550|regulation of lipid kinase activity;GO:0070772|PAS complex;. K15305

Manes.15G134200.v6.10.5722394 0.00738 down no Probable UDP-3-O-[3-hydroxymyristoyl] N-acetylglucosamine deacetylase 5pfam03331 LpxC UDP-3-O-acyl N-acetylglycosamine deacetylase. The enzymes in this family catalyse the second step in the biosynthetic pathway for lipid A.GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0008759|UDP-3-O-[3-hydroxymyristoyl] N-acetylglucosamine deacetylase activity;K02535

Manes.15G134300.v6.10.6853599 0.00179 down no E3 ubiquitin protein ligase RIE1pfam13639 zf-RING_2 Ring finger domain.GO:0009790|embryo development;GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G134600.v6.11.2544099 0.39485 up no Leucine-rich repeat receptor protein kinase EMS1pfam13855 LRR_8 Leucine rich repeat.GO:0010234|anther wall tapetum cell fate specification;GO:0009755|hormone-mediated signaling pathway;GO:0009556|microsporogenesis;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G134900.v6.115.994584 3.49E-12 up yes Adagio protein 3pfam13426 PAS_9 PAS domain.GO:0007623|circadian rhythm;GO:0009908|flower development;GO:0009911|positive regulation of flower development;GO:0016567|protein ubiquitination;GO:0018298|protein-chromophore linkage;GO:0042752|regulation of circadian rhythm;GO:0010468|regulation of gene expression;GO:0006355|regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0001047|core promoter binding;GO:0009881|photoreceptor activity;K12116

Manes.15G135000.v6.12.6068488 2.48E-27 up yes Two-component response regulator ARR2pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0010119|regulation of stomatal movement;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.15G135200.v6.12.264066 4.07E-10 up yes Sec14 cytosolic factorpfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0030437|ascospore formation;GO:0031322|ascospore-type prospore-specific spindle pole body remodeling;GO:0006893|Golgi to plasma membrane transport;GO:0048193|Golgi vesicle transport;GO:0000281|mitotic cytokinesis;GO:0015914|phospholipid transport;GO:0015031|protein transport;GO:0010570|regulation of filamentous growth;GO:0032153|cell division site;GO:0060187|cell pole;GO:0051286|cell tip;GO:0035838|growing cell tip;GO:0005634|nucleus;GO:0005628|prospore membrane;GO:0008525|phosphatidylcholine transporter activity;GO:0008526|phosphatidylinositol transporter activity;.

Manes.15G135300.v6.11.8185006 1.89E-06 up no Sec14 cytosolic factorpfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0030437|ascospore formation;GO:0031322|ascospore-type prospore-specific spindle pole body remodeling;GO:0006893|Golgi to plasma membrane transport;GO:0048193|Golgi vesicle transport;GO:0000281|mitotic cytokinesis;GO:0015914|phospholipid transport;GO:0015031|protein transport;GO:0010570|regulation of filamentous growth;GO:0032153|cell division site;GO:0060187|cell pole;GO:0051286|cell tip;GO:0035838|growing cell tip;GO:0005634|nucleus;GO:0005628|prospore membrane;GO:0008525|phosphatidylcholine transporter activity;GO:0008526|phosphatidylinositol transporter activity;.

Manes.15G135400.v6.14.7300775 2.11E-09 up yes . pfam06479 Ribonuc_2-5A Ribonuclease 2-5A. This domain is a endoribonuclease. Specifically it cleaves an intron from Hac1 mRNA in humans, which causes it to be much more efficiently translated.. . . .

Manes.15G135700.v6.1Inf 0.9009 up no Probable S-adenosylmethionine-dependent methyltransferase At5g38100pfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.15G135900.v6.13.5821905 2.28E-05 up yes Probable S-adenosylmethionine-dependent methyltransferase At5g38100pfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.15G136000.v6.12.5883742 2.49E-07 up yes MACPF domain-containing protein At1g14780pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;. . .

Manes.15G136100.v6.11.5907506 6.65E-07 up no Alpha,alpha-trehalose-phosphate synthase [UDP-forming] 6pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0016311|dephosphorylation;GO:0005992|trehalose biosynthetic process;. GO:0003825|alpha,alpha-trehalose-phosphate synthase (UDP-forming) activity;GO:0004805|trehalose-phosphatase activity;K16055

Manes.15G136500.v6.111.674668 8.87E-20 up yes Heat stress transcription factor A-8pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.15G136900.v6.11.2487661 0.12263 up no Protein POLLEN DEFECTIVE IN GUIDANCE 1pfam05346 DUF747 Eukaryotic membrane protein family. This family is a family of eukaryotic membrane proteins. It was previously annotated as including a putative receptor for human cytomegalovirus gH but this has has since been disputed. Analysis of the mouse Tapt1 protein (transmembrane anterior posterior transformation 1) has shown it to be involved in patterning of the vertebrate axial skeleton.GO:0009793|embryo development ending in seed dormancy;GO:0035437|maintenance of protein localization in endoplasmic reticulum;GO:0010183|pollen tube guidance;GO:0005788|endoplasmic reticulum lumen;GO:0016021|integral component of membrane;. .

Manes.15G137000.v6.12.143911 1.05E-17 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At1g34300pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G137200.v6.11.4873887 0.00197 up no Receptor protein kinase TMK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.15G137400.v6.10.3696409 6.33E-18 down yes Histidine kinase 4pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0033500|carbohydrate homeostasis;GO:0016036|cellular response to phosphate starvation;GO:0071329|cellular response to sucrose stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0016311|dephosphorylation;GO:0010086|embryonic root morphogenesis;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0007231|osmosensory signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0006468|protein phosphorylation;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009414|response to water deprivation;GO:0023014|signal transduction by protein phosphorylation;GO:0008272|sulfate transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019955|cytokine binding;GO:0009884|cytokinin receptor activity;GO:0019899|enzyme binding;GO:0009927|histidine phosphotransfer kinase activity;GO:0004721|phosphoprotein phosphatase activity;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;GO:0019901|protein kinase binding;GO:0009885|transmembrane histidine kinase cytokinin receptor activity;K14489

Manes.15G137500.v6.10.6841382 0.00051 down no Zinc finger protein 4pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G137700.v6.14.551522 7.73E-64 up yes Protein OBERON 3pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0001708|cell fate specification;GO:0090421|embryonic meristem initiation;GO:0009880|embryonic pattern specification;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.15G137800.v6.14.6302027 6.75E-16 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 28pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010154|fruit development;GO:0080086|stamen filament development;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.15G138000.v6.11.563337 1.10E-06 up no . pfam13532 2OG-FeII_Oxy_2 2OG-Fe(II) oxygenase superfamily.. . . .

Manes.15G138300.v6.11.3451475 0.20538 up no Purple acid phosphatase 3pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;K01078

Manes.15G138400.v6.10.4846735 0.0109 down yes Annexin D5 pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009639|response to red or far red light;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;. GO:0051015|actin filament binding;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;GO:0005543|phospholipid binding;.

Manes.15G138800.v6.10.9440388 0.58765 down no IAA-alanine resistance protein 1pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;K14713

Manes.15G138900.v6.10.6114736 0.02606 down no . pfam07811 TadE TadE-like protein. The members of this family are similar to a region of the protein product of the bacterial tadE locus. In various bacterial species, the tad locus is closely linked to flp-like genes, which encode proteins required for the production of pili involved in adherence to surfaces. It is thought that the tad loci encode proteins that act to assemble or export an Flp pilus in various bacteria. All tad loci but TadA have putative transmembrane regions, and in fact the region in question is this family has a high proportion of hydrophobic amino acid residues.. . . .

Manes.15G139000.v6.11.8244828 3.65E-10 up no Protein BASIC PENTACYSTEINE2pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0050793|regulation of developmental process;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G139500.v6.15.2142992 4.19E-12 up yes Non-functional NADPH-dependent codeinone reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.15G139800.v6.10.8408641 0.09063 down no Transmembrane 9 superfamily member 2pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.15G140200.v6.10.3345615 1.85E-10 down yes . pfam01153 Glypican Glypican. . . . .

Manes.15G140300.v6.10.3359897 0.00548 down yes . pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.. . . .

Manes.15G140400.v6.11.4582357 5.04E-05 up no Protein NRT1/ PTR FAMILY 8.3pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042938|dipeptide transport;GO:0015833|peptide transport;GO:0015031|protein transport;GO:0042939|tripeptide transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0042936|dipeptide transporter activity;GO:0015334|high-affinity oligopeptide transporter activity;GO:0015197|peptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.15G140500.v6.11.548154 1.08E-06 up no Eukaryotic translation initiation factor 3 subunit Ipfam00400 WD40 WD domain, G-beta repeat.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K03246

Manes.15G141000.v6.10.9133087 0.44038 down no . pfam02926 THUMP THUMP domain. The THUMP domain is named after after thiouridine synthases, methylases and PSUSs. The THUMP domain consists of about 110 amino acid residues. The structure of ThiI reveals that the THUMP has a fold unlike that of previously characterized RNA-binding domains. It is predicted that this domain is an RNA-binding domain The THUMP domain probably functions by delivering a variety of RNA modification enzymes to their targets.. . . .

Manes.15G141100.v6.10.7240807 0.0816 down no Endonuclease Vpfam04493 Endonuclease_5 Endonuclease V. Endonuclease V is specific for single-stranded DNA or for duplex DNA that contains uracil or that is damaged by a variety of agents.GO:0006281|DNA repair;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0016888|endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0016891|endoribonuclease activity, producing 5'-phosphomonoesters;GO:0000287|magnesium ion binding;GO:0003727|single-stranded RNA binding;GO:0043566|structure-specific DNA binding;.

Manes.15G141200.v6.11.3342927 0.00761 up no Endonuclease Vpfam04493 Endonuclease_5 Endonuclease V. Endonuclease V is specific for single-stranded DNA or for duplex DNA that contains uracil or that is damaged by a variety of agents.GO:0006281|DNA repair;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0016888|endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0016891|endoribonuclease activity, producing 5'-phosphomonoesters;GO:0000287|magnesium ion binding;GO:0003727|single-stranded RNA binding;GO:0043566|structure-specific DNA binding;.

Manes.15G141300.v6.10.5483829 7.31E-08 down no Zinc finger protein MAGPIEpfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G141400.v6.12.3999009 2.10E-22 up yes Zinc finger protein MAGPIEpfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G141500.v6.10.7402862 0.00677 down no Protein CHROMATIN REMODELING 19pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006974|cellular response to DNA damage stimulus;GO:0071494|cellular response to UV-C;GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K14439

Manes.15G141700.v6.12.3842561 0.0025 up yes Transcription factor bHLH111pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G141800.v6.10.9118137 0.35116 down no SWI/SNF complex component SNF12 homologpfam02201 SWIB SWIB/MDM2 domain. This family includes the SWIB domain and the MDM2 domain. The p53-associated protein (MDM2) is an inhibitor of the p53 tumor suppressor gene binding the transactivation domain and down regulating the ability of p53 to activate transcription. This family contains the p53 binding domain of MDM2.GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K11650

Manes.15G142000.v6.1Inf 0.38692 up no Peroxidase 5 pfam00141 peroxidase Peroxidase. GO:0071456|cellular response to hypoxia;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G142200.v6.1Inf 0.90364 up no Peroxidase 5 pfam00141 peroxidase Peroxidase. GO:0071456|cellular response to hypoxia;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G142300.v6.10.5447864 0.00013 down no Pentatricopeptide repeat-containing protein At1g73400, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.15G142500.v6.10.8577116 0.18424 down no WW domain-binding protein 4pfam06220 zf-U1 U1 zinc finger. This family consists of several U1 small nuclear ribonucleoprotein C (U1-C) proteins. The U1 small nuclear ribonucleoprotein (U1 snRNP) binds to the pre-mRNA 5' splice site (ss) at early stages of spliceosome assembly. Recruitment of U1 to a class of weak 5' ss is promoted by binding of the protein TIA-1 to uridine-rich sequences immediately downstream from the 5' ss. Binding of TIA-1 in the vicinity of a 5' ss helps to stabilize U1 snRNP recruitment, at least in part, via a direct interaction with U1-C, thus providing one molecular mechanism for the function of this splicing regulator. This domain is probably a zinc-binding. It is found in multiple copies in some members of the family.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K13220

Manes.15G143000.v6.10.9141326 0.3995 down no . pfam00097 zf-C3HC4 Zinc finger, C3HC4 type (RING finger). The C3HC4 type zinc-finger (RING finger) is a cysteine-rich domain of 40 to 60 residues that coordinates two zinc ions, and has the consensus sequence: C-X2-C-X(9-39)-C-X(1-3)-H-X(2-3)-C-X2-C-X(4-48)-C-X2-C where X is any amino acid. Many proteins containing a RING finger play a key role in the ubiquitination pathway.. . . .

Manes.15G143200.v6.10.5533735 0.01317 down no . pfam11990 DUF3487 Protein of unknown function (DUF3487). This family of proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 121 to 136 amino acids in length. This protein has a conserved RLN sequence motif.. . . .

Manes.15G143300.v6.1NA NA -- no Peroxidase 10pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G143600.v6.11.557397 1.41E-06 up no Upstream activation factor subunit spp27pfam02201 SWIB SWIB/MDM2 domain. This family includes the SWIB domain and the MDM2 domain. The p53-associated protein (MDM2) is an inhibitor of the p53 tumor suppressor gene binding the transactivation domain and down regulating the ability of p53 to activate transcription. This family contains the p53 binding domain of MDM2.GO:0045943|positive regulation of transcription from RNA polymerase I promoter;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000500|RNA polymerase I upstream activating factor complex;GO:0003677|DNA binding;K15223

Manes.15G143800.v6.10.8992134 0.28674 down no Far upstream element-binding protein 1pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0001205|transcriptional activator activity, RNA polymerase II distal enhancer sequence-specific binding;K13210

Manes.15G143900.v6.10.7811895 0.01818 down no . pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.. . . .

Manes.15G144500.v6.10.727111 0.00426 down no . pfam15390 DUF4613 Domain of unknown function (DUF4613). This family of proteins is found in eukaryotes. Proteins in this family are typically between 625 and 725 amino acids in length.. . . .

Manes.15G145000.v6.11.1105644 0.27991 up no B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.15G145200.v6.10.629831 0.04287 down no B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.15G145500.v6.10.5886527 0.00148 down no Transmembrane protein 45Bpfam04819 DUF716 Family of unknown function (DUF716). This family is equally distributed in both metazoa and plants. Annotation associated with a member from Nicotiana tabacum suggest that it may be involved in response to viral attack in plants. However, no clear function has been assigned to this family.. GO:0016021|integral component of membrane;. .

Manes.15G145900.v6.14.877233 1.15E-05 up yes . pfam14899 DUF4492 Domain of unknown function (DUF4492). This family of proteins is found in bacteria. Proteins in this family are approximately 80 amino acids in length. The function of these proteins is unknown.. . . .

Manes.15G146000.v6.10.4765698 6.31E-10 down yes Extra-large guanine nucleotide-binding protein 1pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.GO:0007188|adenylate cyclase-modulating G-protein coupled receptor signaling pathway;GO:0005834|heterotrimeric G-protein complex;GO:0005634|nucleus;GO:0031683|G-protein beta/gamma-subunit complex binding;GO:0001664|G-protein coupled receptor binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004871|signal transducer activity;.

Manes.15G146100.v6.10.2152761 5.39E-14 down yes F-box/WD repeat-containing protein sel-10pfam00400 WD40 WD domain, G-beta repeat.. . . K10260

Manes.15G146400.v6.10.8315955 0.17066 down no . pfam10473 CENP-F_leu_zip Leucine-rich repeats of kinetochore protein Cenp-F/LEK1. Cenp-F, a centromeric kinetochore, microtubule-binding protein consisting of two 1,600-amino acid-long coils, is essential for the full functioning of the mitotic checkpoint pathway. There are several leucine-rich repeats along the sequence of LEK1 that are considered to be zippers, though they do not appear to be binding DNA directly in this instance.. . . .

Manes.15G146700.v6.10.5908728 0.00033 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G146800.v6.10.6254038 0.0511 down no . pfam03107 C1_2 C1 domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130, therefore we have termed this domain DC1 for divergent C1 domain. This domain probably also binds to two zinc ions. The function of proteins with this domain is uncertain, however this domain may bind to molecules such as diacylglycerol (A Bateman pers. obs.). This family are found in plant proteins.. . . .

Manes.15G147000.v6.18.5247245 4.56E-09 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.15G147100.v6.10.6726577 0.007 down no Plastid division protein PDV2pfam09304 Cortex-I_coil Cortexillin I, coiled coil. Members of this family are predominantly found in the actin-bundling protein Cortexillin I from Dictyostelium discoideum. They adopt a structure consisting of an 18-heptad-repeat alpha-helical coiled-coil, and are a prerequisite for the assembly of Cortexillin I.. GO:0031359|integral component of chloroplast outer membrane;GO:0009536|plastid;. .

Manes.15G147400.v6.10.7137942 0.00943 down no Probable E3 ubiquitin-protein ligase ARI1pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.15G147500.v6.10.4787694 0.00013 down yes Methyltransferase-like protein 13pfam13847 Methyltransf_31 Methyltransferase domain. This family appears to be have methyltransferase activity.. . GO:0008168|methyltransferase activity;.

Manes.15G147600.v6.11.1673021 0.13088 up no Protein TIC 62, chloroplasticpfam13460 NAD_binding_10 NADH(P)-binding.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0009570|chloroplast stroma;. .

Manes.15G147700.v6.12.6022892 2.57E-16 up yes 4-hydroxy-3-methylbut-2-enyl diphosphate reductase, chloroplasticpfam02401 LYTB LytB protein. The mevalonate-independent 2-C-methyl-D-erythritol 4-phosphate (MEP) pathway for isoprenoid biosynthesis is essential in many eubacteria, plants, and the malaria parasite. The LytB gene is involved in the trunk line of the MEP pathway.GO:0050992|dimethylallyl diphosphate biosynthetic process;GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051538|3 iron, 4 sulfur cluster binding;GO:0051745|4-hydroxy-3-methylbut-2-en-1-yl diphosphate reductase activity;GO:0046429|4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase activity;GO:0046872|metal ion binding;K03527

Manes.15G148000.v6.11.3763112 0.00508 up no Cytochrome c biogenesis protein CCS1, chloroplasticpfam05140 ResB ResB-like family. This family includes both ResB and cytochrome c biogenesis proteins. Mutations in ResB indicate that they are essential for growth. ResB is predicted to be a transmembrane protein.GO:0017004|cytochrome complex assembly;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. K07399

Manes.15G148100.v6.11.0772136 0.52145 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.15G148800.v6.11.6963839 4.91E-08 up no Probable NAD(P)H dehydrogenase (quinone) FQR1-like 2pfam00258 Flavodoxin_1 Flavodoxin. GO:0045892|negative regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0010181|FMN binding;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;K03809

Manes.15G149600.v6.144.882895 1.04E-13 up yes Myb-related protein 305pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G150000.v6.10.4851939 7.28E-05 down yes Denticleless protein homologpfam00400 WD40 WD domain, G-beta repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006260|DNA replication;GO:0031572|G2 DNA damage checkpoint;GO:0006513|protein monoubiquitination;GO:0000209|protein polyubiquitination;GO:0051726|regulation of cell cycle;GO:0009411|response to UV;GO:0019985|translesion synthesis;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005813|centrosome;GO:0005694|chromosome;GO:0031464|Cul4A-RING E3 ubiquitin ligase complex;GO:0031465|Cul4B-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;K11790

Manes.15G150200.v6.10.334632 1.67E-06 down yes Protein NRT1/ PTR FAMILY 5.13pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.15G150700.v6.10.3848068 1.94E-10 down yes F-box/LRR-repeat protein 3pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . K10268

Manes.15G151100.v6.10.4817396 1.52E-09 down yes Protein kinase PVPK-1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G151400.v6.11.5120674 7.41E-06 up no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G151500.v6.18.010617 3.42E-28 up yes NAC domain-containing protein 8pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G151700.v6.11.0735309 0.54835 up no . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.15G151800.v6.10.9796583 0.8509 down no Golgin candidate 6pfam04871 Uso1_p115_C Uso1 / p115 like vesicle tethering protein, C terminal region. Also known as General vesicular transport factor, Transcytosis associate protein (TAP) and Vesicle docking protein, this myosin-shaped molecule consists of an N-terminal globular head region, a coiled-coil tail which mediates dimerization, and a short C-terminal acidic region. p115 tethers COP1 vesicles to the Golgi by binding the coiled coil proteins giantin (on the vesicles) and GM130 (on the Golgi), via its C-terminal acidic region. It is required for intercisternal transport in the golgi stack. This family consists of the acidic C-terminus, which binds to the golgins giantin and GM130. p115 is thought to juxtapose two membranes by binding giantin with one acidic region, and GM130 with another.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0048211|Golgi vesicle docking;GO:0061025|membrane fusion;GO:0009791|post-embryonic development;GO:0032527|protein exit from endoplasmic reticulum;GO:0045056|transcytosis;GO:0048280|vesicle fusion with Golgi apparatus;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0012507|ER to Golgi transport vesicle membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0008565|protein transporter activity;.

Manes.15G151900.v6.11.3651508 0.01107 up no Glucuronokinase 1pfam00288 GHMP_kinases_N GHMP kinases N terminal domain. This family includes homoserine kinases, galactokinases and mevalonate kinases.GO:0042546|cell wall biogenesis;GO:0006020|inositol metabolic process;GO:0048868|pollen tube development;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0047940|glucuronokinase activity;GO:0046872|metal ion binding;GO:0008266|poly(U) RNA binding;K16190

Manes.15G152000.v6.1Inf 0.9009 up no . pfam00253 Ribosomal_S14 Ribosomal protein S14p/S29e. This family includes both ribosomal S14 from prokaryotes and S29 from eukaryotes.. . . .

Manes.15G152200.v6.10.7427495 0.00332 down no GDSL esterase/lipase At5g14450pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G152600.v6.112.713595 ####### up yes . pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.. . . .

Manes.15G152800.v6.11.406332 0.02601 up no Ras-related protein RABB1bpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009507|chloroplast;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.15G153100.v6.10.5200096 1.73E-08 down no . pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.15G154000.v6.11.1019522 0.44934 up no Mitochondrial inner membrane protease ATP23pfam09768 Peptidase_M76 Peptidase M76 family. This is a family of metalloproteases. Proteins in this family are also annotated as Ku70-binding proteins.. GO:0005743|mitochondrial inner membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K18156



Manes.15G154700.v6.118.306463 3.01E-41 up yes Early nodulin-like protein 1pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.15G155000.v6.12.4661878 0.01959 up yes . pfam00130 C1_1 Phorbol esters/diacylglycerol binding domain (C1 domain). This domain is also known as the Protein kinase C conserved region 1 (C1) domain.. . . .

Manes.15G155400.v6.1129.11056 2.06E-68 up yes . pfam10576 EndIII_4Fe-2S Iron-sulfur binding domain of endonuclease III. Escherichia coli endonuclease III (EC 4.2.99.18) is a DNA repair enzyme that acts both as a DNA N-glycosylase, removing oxidized pyrimidines from DNA, and as an apurinic/apyrimidinic (AP) endonuclease, introducing a single-strand nick at the site from which the damaged base was removed. Endonuclease III is an iron-sulfur protein that binds a single 4Fe-4S cluster. The 4Fe-4S cluster does not seem to be important for catalytic activity, but is probably involved in the proper positioning of the enzyme along the DNA strand. The 4Fe-4S cluster is bound by four cysteines which are all located in a 17 amino acid region at the C-terminal end of endonuclease III. A similar region is also present in the central section of mutY and in the C-terminus of ORF-10 and of the Micro-coccus UV endonuclease.. . . .

Manes.15G155500.v6.16.6240826 3.41E-88 up yes Protein FAR1-RELATED SEQUENCE 5pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G155600.v6.10.3798278 0.00146 down yes Protein WVD2-like 1pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.15G156000.v6.11.1695211 0.23663 up no UPF0392 protein RCOM_0530710pfam01697 Glyco_transf_92 Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. GO:0016021|integral component of membrane;. .

Manes.15G156600.v6.11.8832732 1.99E-11 up no Cytosolic Fe-S cluster assembly factor NBP35pfam10609 ParA ParA/MinD ATPase like. This family contains ATPases involved in plasmid partitioning. It also contains the cytosolic Fe-S cluster assembling factor NBP35 which is required for biogenesis and export of both ribosomal subunits.GO:0016226|iron-sulfur cluster assembly;GO:0005829|cytosol;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.15G156700.v6.14.8671358 3.85E-13 up yes Glyceraldehyde-3-phosphate dehydrogenase 2, cytosolicpfam02800 Gp_dh_C Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. C-terminal domain is a mixed alpha/antiparallel beta fold.GO:0006006|glucose metabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004365|glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;K00134

Manes.15G156900.v6.11.3557463 0.00072 up no Serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit Bpfam12796 Ank_2 Ankyrin repeats (3 copies).. . . K15503

Manes.15G157000.v6.16.2102738 1.75E-57 up yes Lysine histidine transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.15G157100.v6.16.0678682 0.00798 up yes Lysine histidine transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.15G157400.v6.10.1778546 0.06254 down no . pfam12051 DUF3533 Protein of unknown function (DUF3533). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 393 to 772 amino acids in length.. . . .

Manes.15G157500.v6.10.3505888 0.00132 down yes . pfam15333 TAF1D TATA box-binding protein-associated factor 1D. TAF1D is a family of eukaryotic proteins that are members of the SL1 complex The SL1 complex includes TBP and TAF1A, TAF1B and TAF1C, and plays a role in RNA polymerase I transcription. Alternatives names have included 'JOSD3, Josephin domain containing 3'.. . . .

Manes.15G157800.v6.11.7645776 5.56E-09 up no Histone-lysine N-methyltransferase setd3pfam09273 Rubis-subs-bind Rubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.GO:0010452|histone H3-K36 methylation;GO:0018027|peptidyl-lysine dimethylation;GO:0018026|peptidyl-lysine monomethylation;GO:0018023|peptidyl-lysine trimethylation;GO:0051149|positive regulation of muscle cell differentiation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000790|nuclear chromatin;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0003713|transcription coactivator activity;K19199

Manes.15G158000.v6.11.097937 0.32661 up no COP9 signalosome complex subunit 3pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0009585|red, far-red light phototransduction;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. .

Manes.15G158600.v6.10.8882725 0.25114 down no Protoporphyrinogen oxidase, chloroplastic/mitochondrialpfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009706|chloroplast inner membrane;GO:0005743|mitochondrial inner membrane;GO:0004729|oxygen-dependent protoporphyrinogen oxidase activity;.

Manes.15G158700.v6.11.29537 0.00603 up no Probable inactive leucine-rich repeat receptor-like protein kinase At3g03770pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.15G159100.v6.120.467276 0.00035 up yes Probable calcium-binding protein CML31pfam13833 EF-hand_8 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.15G159500.v6.11.4093133 0.00022 up no Uridine kinase-like protein 1, chloroplasticpfam14681 UPRTase Uracil phosphoribosyltransferase. This family includes the enzyme uracil phosphoribosyltransferase (EC:2.4.2.9). This enzyme catalyzes the first step of UMP biosynthesis.GO:0044211|CTP salvage;GO:2000904|regulation of starch metabolic process;GO:0044206|UMP salvage;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0004845|uracil phosphoribosyltransferase activity;GO:0004849|uridine kinase activity;K00876

Manes.15G159700.v6.11.2979525 0.00544 up no Chloride channel protein CLC-bpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.GO:1902600|hydrogen ion transmembrane transport;GO:0015706|nitrate transport;GO:0034707|chloride channel complex;GO:0009705|plant-type vacuole membrane;GO:0009671|nitrate:proton symporter activity;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.15G160300.v6.1Inf 0.9009 up no . pfam14898 DUF4491 Domain of unknown function (DUF4491). This family of proteins is found in bacteria. Proteins in this family are typically between 94 and 107 amino acids in length. There is a conserved EYY sequence motif.. . . .

Manes.15G160400.v6.10.3483586 0.00424 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G160900.v6.10.7074662 0.05611 down no Mitochondrial import receptor subunit TOM20pfam06552 TOM20_plant Plant specific mitochondrial import receptor subunit TOM20. This family consists of several plant specific mitochondrial import receptor subunit TOM20 (translocase of outer membrane 20 kDa subunit) proteins. Most mitochondrial proteins are encoded by the nuclear genome, and are synthesized in the cytosol. TOM20 is a general import receptor that binds to mitochondrial pre-sequences in the early step of protein import into the mitochondria.GO:0045040|protein import into mitochondrial outer membrane;GO:0016021|integral component of membrane;GO:0005742|mitochondrial outer membrane translocase complex;. .

Manes.15G161200.v6.10.7595249 0.00937 down no . pfam03845 Spore_permease Spore germination protein.. . . .

Manes.15G161600.v6.11.780653 2.43E-09 up no Protein transport protein Sec61 subunit gammapfam00584 SecE SecE/Sec61-gamma subunits of protein translocation complex. SecE is part of the SecYEG complex in bacteria which translocates proteins from the cytoplasm. In eukaryotes the complex, made from Sec61-gamma and Sec61-alpha translocates protein from the cytoplasm to the ER. Archaea have a similar complex.GO:0006605|protein targeting;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K07342

Manes.15G161800.v6.10.9280183 0.63075 down no Zinc finger protein 511pfam12756 zf-C2H2_2 C2H2 type zinc-finger (2 copies). This family contains two copies of a C2H2-like zinc finger domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.15G162000.v6.12.4267121 3.69E-24 up yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.15G162200.v6.10.3650935 0.04458 down no . pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.15G163100.v6.15.1791203 0.00086 up yes Protein RADIALIS-like 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G163200.v6.13.9294765 5.34E-18 up yes Glycine-rich RNA-binding protein GRP1Apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006950|response to stress;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G163300.v6.11.7469948 1.64E-08 up no Probable LRR receptor-like serine/threonine-protein kinase At2g16250pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G164000.v6.10.8362174 0.12599 down no Guanine nucleotide-binding protein subunit beta-2pfam00400 WD40 WD domain, G-beta repeat.. . GO:0004871|signal transducer activity;.

Manes.15G164300.v6.10.8728577 0.15554 down no SWI/SNF complex subunit SWI3Dpfam04433 SWIRM SWIRM domain. This SWIRM domain is a small alpha-helical domain of about 85 amino acid residues found in chromosomal proteins. It contains a helix-turn helix motif and binds to DNA.GO:0016568|chromatin modification;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K11649

Manes.15G165000.v6.10.7728516 0.01397 down no Phosphatidylinositol 4-kinase alpha 1pfam00454 PI3_PI4_kinase Phosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0046854|phosphatidylinositol phosphorylation;GO:0048015|phosphatidylinositol-mediated signaling;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0051015|actin filament binding;GO:0070300|phosphatidic acid binding;GO:0005546|phosphatidylinositol-4,5-bisphosphate binding;GO:0070273|phosphatidylinositol-4-phosphate binding;K00888

Manes.15G165100.v6.10.6338694 0.12568 down no Polyol transporter 5pfam00083 Sugar_tr Sugar (and other) transporter.GO:0015752|D-ribose transport;GO:0015753|D-xylose transport;GO:0015757|galactose transport;GO:0046323|glucose import;GO:0015793|glycerol transport;GO:0035428|hexose transmembrane transport;GO:0010311|lateral root formation;GO:0015797|mannitol transport;GO:0015798|myo-inositol transport;GO:0015992|proton transport;GO:0015795|sorbitol transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0015591|D-ribose transmembrane transporter activity;GO:0015148|D-xylose transmembrane transporter activity;GO:0005354|galactose transmembrane transporter activity;GO:0005355|glucose transmembrane transporter activity;GO:0015168|glycerol transmembrane transporter activity;GO:0015575|mannitol transmembrane transporter activity;GO:0015145|monosaccharide transmembrane transporter activity;GO:0005365|myo-inositol transmembrane transporter activity;GO:0015576|sorbitol transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.15G165200.v6.10.3905077 0.00495 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G165300.v6.10.8477065 0.08742 down no Serine/threonine-protein kinase fray2pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08835

Manes.15G165400.v6.11.3549903 0.15953 up no Cinnamoyl-CoA reductase 1pfam01073 3Beta_HSD 3-beta hydroxysteroid dehydrogenase/isomerase family. The enzyme 3 beta-hydroxysteroid dehydrogenase/5-ene-4-ene isomerase (3 beta-HSD) catalyses the oxidation and isomerization of 5-ene-3 beta-hydroxypregnene and 5-ene-hydroxyandrostene steroid precursors into the corresponding 4-ene-ketosteroids necessary for the formation of all classes of steroid hormones.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.15G165900.v6.11.3051394 0.02156 up no Universal stress protein A-like proteinpfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.15G166400.v6.10.3494658 0.05783 down no . pfam01914 MarC MarC family integral membrane protein. Integral membrane protein family that includes the antibiotic resistance protein MarC. These proteins may be transporters.. . . .

Manes.15G166500.v6.10.7367022 0.01372 down no Cysteine-rich receptor-like protein kinase 42pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G166600.v6.13.77611 2.01E-08 up yes Putative cysteine-rich receptor-like protein kinase 43pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G166700.v6.12.7052347 1.14E-27 up yes Polyribonucleotide nucleotidyltransferase 2, mitochondrialpfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0000957|mitochondrial RNA catabolic process;GO:0000963|mitochondrial RNA processing;GO:0006402|mRNA catabolic process;GO:0006397|mRNA processing;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006364|rRNA processing;GO:0008033|tRNA processing;GO:0005739|mitochondrion;GO:0000175|3'-5'-exoribonuclease activity;GO:0004654|polyribonucleotide nucleotidyltransferase activity;GO:0003723|RNA binding;K00962

Manes.15G166900.v6.10.439679 3.64E-11 down yes . pfam04750 Far-17a_AIG1 FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.15G167000.v6.10.8018263 0.04424 down no . pfam03407 Nucleotid_trans Nucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.. . . .

Manes.15G167200.v6.11.0013362 1 up no HVA22-like protein kpfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . K17279

Manes.15G167900.v6.10.5483589 0.00019 down no GDSL esterase/lipase At3g27950pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G168700.v6.10.7143868 0.03839 down no . pfam15000 TUSC2 tumor suppressor candidate 2. This family of proteins are candidate tumor suppressors.. . . .

Manes.15G169200.v6.11.1523414 0.19895 up no Protein LOL1pfam06943 zf-LSD1 LSD1 zinc finger. This family consists of several plant specific LSD1 zinc finger domains. Arabidopsis lsd1 mutants are hyper-responsive to cell death initiators and fail to limit the extent of cell death. Superoxide is a necessary and sufficient signal for cell death propagation. LSD1 monitors a superoxide-dependent signal and negatively regulates a plant cell death pathway. LSD1 protein contains three zinc finger domains, defined by CxxCxRxxLMYxxGASxVxCxxC. It has been suggested that LSD1 defines a zinc finger protein subclass and that LSD1 regulates transcription, via either repression of a pro-death pathway or activation of an anti-death pathway, in response to signals emanating from cells undergoing pathogen-induced hypersensitive cell death.GO:0009814|defense response, incompatible interaction;GO:0009626|plant-type hypersensitive response;GO:0034052|positive regulation of plant-type hypersensitive response;GO:0043068|positive regulation of programmed cell death;GO:2000121|regulation of removal of superoxide radicals;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G169700.v6.1Inf 0.9009 up no . pfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. . . .

Manes.15G169800.v6.11.1421573 0.17313 up no Glycine cleavage system H protein, mitochondrialpfam01597 GCV_H Glycine cleavage H-protein. This is a family of glycine cleavage H-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. A lipoyl group is attached to a completely conserved lysine residue. The H protein shuttles the methylamine group of glycine from the P protein to the T protein.GO:0019464|glycine decarboxylation via glycine cleavage system;GO:0005960|glycine cleavage complex;GO:0005739|mitochondrion;. .

Manes.15G169900.v6.10.9760261 0.8069 down no . pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. . . .

Manes.15G170000.v6.10.5254221 0.00127 down no Protein NRT1/ PTR FAMILY 7.3pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0015706|nitrate transport;GO:0010167|response to nitrate;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.15G170100.v6.11.0774537 0.78663 up no Pyruvate kinase isozyme G, chloroplasticpfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;.

Manes.15G170300.v6.12.1393079 1.35E-17 up yes Protein IWS1 homologpfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:2001253|regulation of histone H3-K36 trimethylation;GO:0090239|regulation of histone H4 acetylation;GO:0010793|regulation of mRNA export from nucleus;GO:0050684|regulation of mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;K17498

Manes.15G170500.v6.1Inf 0.17461 up no . pfam07517 SecA_DEAD SecA DEAD-like domain. SecA protein binds to the plasma membrane where it interacts with proOmpA to support translocation of proOmpA through the membrane. SecA protein achieves this translocation, in association with SecY protein, in an ATP dependent manner. This domain represents the N-terminal ATP-dependent helicase domain, which is related to the pfam00270.. . . .

Manes.15G170600.v6.11.2528303 0.02644 up no Ribose-phosphate pyrophosphokinase 1, chloroplasticpfam13793 Pribosyltran_N N-terminal domain of ribose phosphate pyrophosphokinase. This family is frequently found N-terminal to the Pribosyltran, pfam00156.GO:0009165|nucleotide biosynthetic process;GO:0009156|ribonucleoside monophosphate biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0000287|magnesium ion binding;GO:0004749|ribose phosphate diphosphokinase activity;.

Manes.15G170800.v6.12.0869044 1.43E-14 up yes Phosphatidylinositol 4-phosphate 5-kinase 1pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.15G170900.v6.10.759167 0.01423 down no 60S ribosomal protein L37apfam01780 Ribosomal_L37ae Ribosomal L37ae protein family. This ribosomal protein is found in archaebacteria and eukaryotes. It contains four conserved cysteine residues that may bind to zinc.GO:0006412|translation;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.15G171000.v6.11.1744239 0.42209 up no SNF2 domain-containing protein CLASSY 3pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K10875

Manes.15G171100.v6.11.674594 7.46E-05 up no . pfam00239 Resolvase Resolvase, N terminal domain. The N-terminal domain of the resolvase family (this family) contains the active site and the dimer interface. The extended arm at the C-terminus of this domain connects to the C-terminal helix-turn-helix domain of resolvase - see pfam02796.. . . .

Manes.15G171300.v6.10.4438645 0.00023 down yes . pfam09959 DUF2193 Uncharacterized protein conserved in archaea (DUF2193). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.15G171500.v6.10.6244621 3.29E-05 down no BOI-related E3 ubiquitin-protein ligase 1pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0043067|regulation of programmed cell death;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.15G171600.v6.10.9411952 0.62338 down no . pfam05142 DUF702 Domain of unknown function (DUF702). Members of this family are found in various putative zinc finger proteins.. . . .

Manes.15G172100.v6.15.0727648 1.08E-19 up yes Haloacid dehalogenase-like hydrolase domain-containing protein Sgpppfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0050308|sugar-phosphatase activity;.

Manes.15G172300.v6.10.9125714 0.39157 down no Peptidyl-prolyl cis-trans isomerase PASTICCINO1pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0009734|auxin-activated signaling pathway;GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0009736|cytokinin-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0030010|establishment of cell polarity;GO:0048527|lateral root development;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0009826|unidimensional cell growth;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005528|FK506 binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.15G172700.v6.10.649692 0.01042 down no DnaJ homolog subfamily C member 2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0016568|chromatin modification;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0042393|histone binding;GO:0043130|ubiquitin binding;K09522

Manes.15G172800.v6.10.8206171 0.1217 down no Phosphoacetylglucosamine mutasepfam00408 PGM_PMM_IV Phosphoglucomutase/phosphomannomutase, C-terminal domain.GO:0005975|carbohydrate metabolic process;GO:0006281|DNA repair;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0004610|phosphoacetylglucosamine mutase activity;K01836

Manes.15G173000.v6.10.887379 0.31528 down no . . . . . . . .

Manes.15G173200.v6.11.1802138 0.59648 up no . pfam11145 DUF2921 Protein of unknown function (DUF2921). This eukaryotic family of proteins has no known function.. . . .

Manes.15G173300.v6.10.8336723 0.33575 down no . pfam00861 Ribosomal_L18p Ribosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.. . . .

Manes.15G173700.v6.10.9491765 0.73789 down no . pfam13388 DUF4106 Protein of unknown function (DUF4106). This family of proteins are found in large numbers in the Trichomonas vaginalis proteome. The function of this protein is unknown.. . . .

Manes.15G174100.v6.1Inf 3.09E-08 up yes . pfam10355 Ytp1 Protein of unknown function (Ytp1). This is a family of proteins found in fungi. The region appears to contain regions similar to mitochondrial electron transport proteins. The C-terminal domain is hydrophobic and negatively charged. There are consensus sites for both N-linked glycosylation and cAMP-dependent protein kinase phosphorylation.. . . .

Manes.15G174300.v6.10.5119448 0.00015 down no . pfam05784 Herpes_UL82_83 Betaherpesvirus UL82/83 protein N terminus. This family represents the N terminal region of the Betaherpesvirus UL82 and UL83 proteins. As viruses are reliant upon their host cell to serve as proper environments for their replication, many have evolved mechanisms to alter intracellular conditions to suit their own needs. Human cytomegalovirus induces quiescent cells to enter the cell cycle and then arrests them in late G(1), before they enter the S phase, a cell cycle compartment that is presumably favourable for viral replication. The protein product of the human cytomegalovirus UL82 gene, pp71, can accelerate the movement of cells through the G(1) phase of the cell cycle. This activity would help infected cells reach the late G(1) arrest point sooner and thus may stimulate the infectious cycle. pp71 also induces DNA synthesis in quiescent cells, but a pp71 mutant protein that is unable to induce quiescent cells to enter the cell cycle still retains the ability to accelerate the G(1) phase. Thus, the mechani. . . .

Manes.15G174600.v6.10.8989271 0.26471 down no Casein kinase II subunit beta'pfam01214 CK_II_beta Casein kinase II regulatory subunit.. GO:0005956|protein kinase CK2 complex;GO:0019887|protein kinase regulator activity;.

Manes.15G174700.v6.10.8468448 0.27226 down no Calcineurin B-like protein 9pfam13499 EF-hand_7 EF-hand domain pair.GO:0009738|abscisic acid-activated signaling pathway;GO:0009860|pollen tube growth;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;K06268

Manes.15G175100.v6.18.1928072 1.75E-49 up yes . pfam01649 Ribosomal_S20p Ribosomal protein S20. Bacterial ribosomal protein S20 interacts with 16S rRNA.. . . .

Manes.15G175300.v6.10.8347099 0.13858 down no ATPase 4, plasma membrane-typepfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;K01535

Manes.15G175400.v6.11.3042682 0.00333 up no Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 1pfam00328 His_Phos_2 Histidine phosphatase superfamily (branch 2). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches.The smaller branch 2 contains predominantly eukaryotic proteins. The catalytic functions in members include phytase, glucose-1-phosphatase and multiple inositol polyphosphate phosphatase. The in vivo roles of the mammalian acid phosphatases in branch 2 are not fully understood, although activity against lysophosphatidic acid and tyGO:0006020|inositol metabolic process;GO:0005829|cytosol;GO:0003993|acid phosphatase activity;GO:0005524|ATP binding;GO:0033857|diphosphoinositol-pentakisphosphate kinase activity;GO:0052723|inositol hexakisphosphate 1-kinase activity;GO:0052724|inositol hexakisphosphate 3-kinase activity;GO:0000832|inositol hexakisphosphate 5-kinase activity;GO:0000827|inositol-1,3,4,5,6-pentakisphosphate kinase activity;K13024

Manes.15G175500.v6.12.7411587 1.62E-28 up yes Probable mitochondrial chaperone BCS1-Bpfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.15G176000.v6.10.5179124 0.00325 down no . pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. . . .

Manes.15G176300.v6.10.7534359 0.00535 down no Xylosyltransferase 1 (Fragment)pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0048681|negative regulation of axon regeneration;GO:0030166|proteoglycan biosynthetic process;GO:0070555|response to interleukin-1;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;.

Manes.15G176500.v6.19.9604746 0.00028 up yes . pfam01633 Choline_kinase Choline/ethanolamine kinase. Choline kinase catalyses the committed step in the synthesis of phosphatidylcholine by the CDP-choline pathway. This alignment covers the protein kinase portion of the protein. The divergence of this family makes it very difficult to create a model that specifically predicts choline/ethanolamine kinases only.. . . .

Manes.15G177000.v6.10.9992974 0.98235 down no 3-dehydroquinate synthasepfam01959 DHQS 3-dehydroquinate synthase (EC 4.6.1.3). 3-Dehydroquinate synthase is an enzyme in the common pathway of aromatic amino acid biosynthesis that catalyses the conversion of 3-deoxy-D-arabino-heptulosonic acid 7-phosphate (DAHP) into 3-dehydroquinic acid. This synthesis of aromatic amino acids is an essential metabolic function for most prokaryotic as well as lower eukaryotic cells, including plants. The pathway is absent in humans; therefore, DHQS represents a potential target for the development of novel and selective antimicrobial agents. Owing to the threat posed by the spread of pathogenic bacteria resistant to many currently used antimicrobial drugs, there is clearly a need to develop new anti-infective drugs acting at novel targets. A further potential use for DHQS inhibitors is as herbicides.GO:0009073|aromatic amino acid family biosynthetic process;. GO:0003856|3-dehydroquinate synthase activity;GO:0051287|NAD binding;GO:0016639|oxidoreductase activity, acting on the CH-NH2 group of donors, NAD or NADP as acceptor;K11646

Manes.15G177100.v6.10.8942493 0.26816 down no Protein vip1 pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G177200.v6.10.5388871 3.17E-08 down no Transcription factor PRE5pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. . .

Manes.15G177400.v6.10.6631906 3.38E-05 down no ABC transporter B family member 19pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0009926|auxin polar transport;GO:0060918|auxin transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010160|formation of organ boundary;GO:0048527|lateral root development;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009639|response to red or far red light;GO:0048364|root development;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.15G177800.v6.10.7718583 0.04589 down no Probable inactive receptor kinase At1g27190pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.



Manes.15G178600.v6.1Inf 0.04209 up no . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.15G178800.v6.11.5284526 0.00244 up no Protein CREG2pfam13883 Pyrid_oxidase_2 Pyridoxamine 5'-phosphate oxidase.. GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.15G179900.v6.11.290106 0.03987 up no Alpha-dioxygenase 1pfam03098 An_peroxidase Animal haem peroxidase.GO:1902609|(R)-2-hydroxy-alpha-linolenic acid biosynthetic process;GO:0008219|cell death;GO:0071732|cellular response to nitric oxide;GO:0034614|cellular response to reactive oxygen species;GO:0071446|cellular response to salicylic acid stimulus;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0001561|fatty acid alpha-oxidation;GO:0006629|lipid metabolic process;GO:0031408|oxylipin biosynthetic process;GO:0009626|plant-type hypersensitive response;GO:0009737|response to abscisic acid;GO:0006979|response to oxidative stress;GO:0009751|response to salicylic acid;GO:0009627|systemic acquired resistance;GO:0012511|monolayer-surrounded lipid storage body;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0016702|oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;GO:0004601|peroxidase activity;K10529

Manes.15G180000.v6.10.807181 0.06251 down no . pfam13563 2_5_RNA_ligase2 2'-5' RNA ligase superfamily. This family contains proteins related to pfam02834. These proteins are likely to be enzymes, but they may not share the RNA ligase activity.. . . .

Manes.15G180100.v6.10.6597676 0.00208 down no Protein ALTERED XYLOGLUCAN 4-likepfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.15G180800.v6.10.5101816 0.01727 down no . pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.15G181000.v6.10.4108003 2.98E-10 down yes RING-H2 finger protein ATL46pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.15G181100.v6.10.7463426 0.00229 down no DNA repair protein UVH3pfam00867 XPG_I XPG I-region.GO:0010213|non-photoreactive DNA repair;GO:0006289|nucleotide-excision repair;GO:0009408|response to heat;GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;GO:0003697|single-stranded DNA binding;K10846

Manes.15G181200.v6.10.5747607 0.00179 down no Ubiquitin-conjugating enzyme E2 5pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10576

Manes.15G181400.v6.11.0676452 1 up no WAT1-related protein At5g40240pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.15G181900.v6.11.5477246 0.00039 up no Formate dehydrogenase, mitochondrialpfam02826 2-Hacid_dh_C D-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.. GO:0005739|mitochondrion;GO:0008863|formate dehydrogenase (NAD+) activity;GO:0051287|NAD binding;GO:0016616|oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;K00122

Manes.15G182500.v6.11.3992822 0.00041 up no . pfam12325 TMF_TATA_bd TATA element modulatory factor 1 TATA binding. This is the C-terminal conserved coiled coil region of a family of TATA element modulatory factor 1 proteins conserved in eukaryotes. The proteins bind to the TATA element of some RNA polymerase II promoters and repress their activity. by competing with the binding of TATA binding protein. TMF1_TATA_bd is the most conserved part of the TMFs. TMFs are evolutionarily conserved golgins that bind Rab6, a ubiquitous ras-like GTP-binding Golgi protein, and contribute to Golgi organisation in animal and plant cells. The Rab6-binding domain appears to be the same region as this C-terminal family.. . . .

Manes.15G182900.v6.10.8224114 0.0478 down no Deoxynucleoside triphosphate triphosphohydrolase SAMHD1 homologpfam01966 HD HD domain. HD domains are metal dependent phosphohydrolases.GO:0051607|defense response to virus;. GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.15G183000.v6.11.7881556 9.54E-07 up no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G183200.v6.119.164365 7.13E-97 up yes Bidirectional sugar transporter SWEET6bpfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;.

Manes.15G183300.v6.10.5850624 0.00188 down no ABC transporter G family member 14pfam01061 ABC2_membrane ABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0010222|stem vascular tissue pattern formation;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.15G183700.v6.10.7948747 0.05943 down no Uncharacterized protein ycf45pfam13401 AAA_22 AAA domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;.

Manes.15G183900.v6.11.0246953 0.85205 up no Chlorophyll a-b binding protein CP26, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0010196|nonphotochemical quenching;GO:0015979|photosynthesis;GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009522|photosystem I;GO:0009783|photosystem II antenna complex;GO:0010287|plastoglobule;GO:0009517|PSII associated light-harvesting complex II;GO:0009579|thylakoid;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08916

Manes.15G184300.v6.10.4975765 2.65E-06 down yes . pfam13369 Transglut_core2 Transglutaminase-like superfamily.. . . .

Manes.15G184400.v6.11.061854 0.74082 up no . pfam03350 UPF0114 Uncharacterized protein family, UPF0114.. . . .

Manes.15G184500.v6.11.6639829 0.25968 up no . pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.15G184700.v6.11.4047736 0.18513 up no Long-chain-alcohol oxidase FAO4Apfam00732 GMC_oxred_N GMC oxidoreductase. This family of proteins bind FAD as a cofactor.. GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0050660|flavin adenine dinucleotide binding;GO:0046577|long-chain-alcohol oxidase activity;GO:0016491|oxidoreductase activity;K17756

Manes.15G185100.v6.10.7311815 0.00654 down no Phosphoribulokinase, chloroplasticpfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0042742|defense response to bacterium;GO:0019253|reductive pentose-phosphate cycle;GO:0009409|response to cold;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0016020|membrane;GO:0010319|stromule;GO:0009579|thylakoid;GO:0005524|ATP binding;GO:0008974|phosphoribulokinase activity;K00855

Manes.15G185200.v6.11.5966787 0.0022 up no COBW domain-containing protein 1pfam02492 cobW CobW/HypB/UreG, nucleotide-binding domain. This domain is found in HypB, a hydrogenase expression / formation protein, and UreG a urease accessory protein. Both these proteins contain a P-loop nucleotide binding motif. HypB has GTPase activity and is a guanine nucleotide binding protein. It is not known whether UreG binds GTP or some other nucleotide. Both enzymes are involved in nickel binding. HypB can store nickel and is required for nickel dependent hydrogenase expression. UreG is required for functional incorporation of the urease nickel metallocenter. GTP hydrolysis may required by these proteins for nickel incorporation into other nickel proteins. This family of domains also contains P47K, a Pseudomonas chlororaphis protein needed for nitrile hydratase expression, and the cobW gene product, which may be involved in cobalamin biosynthesis in Pseudomonas denitrificans.. . GO:0005524|ATP binding;.

Manes.15G185800.v6.10.9057836 0.36192 down no Probable inactive shikimate kinase like 2, chloroplasticpfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.. GO:0009507|chloroplast;GO:0000287|magnesium ion binding;.

Manes.15G185900.v6.10.4662716 6.66E-07 down yes 39S ribosomal protein L47, mitochondrialpfam06984 MRP-L47 Mitochondrial 39-S ribosomal protein L47 (MRP-L47). This family represents the N-terminal region (approximately 8 residues) of the eukaryotic mitochondrial 39-S ribosomal protein L47 (MRP-L47). Mitochondrial ribosomal proteins (MRPs) are the counterparts of the cytoplasmic ribosomal proteins, in that they fulfil similar functions in protein biosynthesis. However, they are distinct in number, features and primary structure.GO:0032543|mitochondrial translation;GO:0005762|mitochondrial large ribosomal subunit;GO:0005739|mitochondrion;GO:0003735|structural constituent of ribosome;K17428

Manes.15G186300.v6.10.5107335 0.00192 down no Transcription factor bHLH96pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G186800.v6.10.867588 0.2532 down no Cyclin-dependent kinase F-4pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;.

Manes.15G187500.v6.13.5330596 1.71E-18 up yes Putative glycosyltransferase EpsFpfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0000271|polysaccharide biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.15G188100.v6.10.5935685 0.00034 down no Alpha/beta hydrolase domain-containing protein 17Bpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016020|membrane;GO:0016787|hydrolase activity;.

Manes.15G188400.v6.14.1605915 6.32E-55 up yes . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.15G188800.v6.10.3885454 8.48E-05 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.15G189000.v6.11.4809846 1.13E-05 up no Ubiquitin carboxyl-terminal hydrolase isozyme L5pfam01088 Peptidase_C12 Ubiquitin carboxyl-terminal hydrolase, family 1.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0048853|forebrain morphogenesis;GO:0021670|lateral ventricle development;GO:0030901|midbrain development;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0031011|Ino80 complex;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0004866|endopeptidase inhibitor activity;GO:0008242|omega peptidase activity;GO:0044822|poly(A) RNA binding;GO:0070628|proteasome binding;GO:0004843|ubiquitin-specific protease activity;K05610

Manes.15G189400.v6.10.7594632 0.04885 down no . pfam07134 DUF1383 Protein of unknown function (DUF1383). This family consists of several hypothetical Nucleopolyhedrovirus proteins of around 375 residues in length. The function of this family is unknown.. . . .

Manes.15G189500.v6.1#NAME? 1 down no 22.0 kDa class IV heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005788|endoplasmic reticulum lumen;. .

Manes.15G189700.v6.1Inf 0.00044 up yes Probable fructokinase-5pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0019252|starch biosynthetic process;. GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.15G189900.v6.10.7730177 0.01171 down no DNA-binding protein HEXBPpfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.15G190100.v6.11.5292581 0.00149 up no Carbon catabolite repressor protein 4 homolog 4pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12603

Manes.15G190300.v6.10.9074821 0.40336 down no Beta-amylase 8pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0000272|polysaccharide catabolic process;GO:0048831|regulation of shoot system development;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016161|beta-amylase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G190900.v6.10.7761894 0.07808 down no WAT1-related protein At4g19185pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.15G191000.v6.10.3342095 1.11E-05 down yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.15G191100.v6.10.443778 4.56E-06 down yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.15G191600.v6.11.0025598 1 up no . pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.15G191700.v6.11.0774359 0.43975 up no NAD(P)H-quinone oxidoreductase subunit 1, chloroplasticpfam00146 NADHdh NADH dehydrogenase.GO:0019684|photosynthesis, light reaction;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016655|oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.15G191800.v6.10.7783762 0.04084 down no . pfam03407 Nucleotid_trans Nucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.. . . .

Manes.15G191900.v6.10.9371644 0.52597 down no Transcription factor HBP-1apfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G192000.v6.10.7933668 0.02014 down no Transcription factor HBP-1apfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G192500.v6.10.4705462 1.47E-12 down yes . pfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.15G192600.v6.11.8609363 1.98E-12 up no 26S proteasome non-ATPase regulatory subunit 13 homolog Apfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).. GO:0005829|cytosol;GO:0000502|proteasome complex;. K03039

Manes.15G192900.v6.1Inf 0.9009 up no RING-H2 finger protein ATL29pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.16G000600.v6.10.9618784 0.68384 down no Oxygen-dependent coproporphyrinogen-III oxidase, chloroplasticpfam01218 Coprogen_oxidas Coproporphyrinogen III oxidase.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0004109|coproporphyrinogen oxidase activity;GO:0042803|protein homodimerization activity;.

Manes.16G000800.v6.10.3191438 1.10E-10 down yes DNA-damage-repair/toleration protein DRT100pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.16G000900.v6.11.5592756 0.04538 up no Ent-kaur-16-ene synthase, chloroplasticpfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.16G001000.v6.10.2271308 5.82E-07 down yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.16G001500.v6.11.0729265 0.56352 up no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G001600.v6.1Inf 0.35135 up no . pfam11013 DUF2851 Protein of unknown function (DUF2851). This bacterial family of proteins has no known function.. . . .

Manes.16G001800.v6.11.2766569 0.01675 up no Tropinone reductase-like 3pfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.16G002000.v6.10.7515979 0.00506 down no Ubiquinol oxidase 4, chloroplastic/chromoplasticpfam01786 AOX Alternative oxidase. The alternative oxidase is used as a second terminal oxidase in the mitochondria, electrons are transfered directly from reduced ubiquinol to oxygen forming water. This is not coupled to ATP synthesis and is not inhibited by cyanide, this pathway is a single step process. In rice the transcript levels of the alternative oxidase are increased by low temperature.GO:0016117|carotenoid biosynthetic process;GO:0009657|plastid organization;GO:0009535|chloroplast thylakoid membrane;GO:0046862|chromoplast membrane;GO:0016021|integral component of membrane;GO:0070469|respiratory chain;GO:0009579|thylakoid;GO:0009916|alternative oxidase activity;GO:0046872|metal ion binding;K17893

Manes.16G002400.v6.10.6770516 0.0002 down no Plastid-lipid-associated protein, chloroplasticpfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;. .

Manes.16G002500.v6.17.5982063 7.44E-29 up yes Ankyrin repeat-containing protein At2g01680pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.16G002600.v6.11.2591062 0.01141 up no Pyrophosphate--fructose 6-phosphate 1-phosphotransferase subunit betapfam00365 PFK Phosphofructokinase.GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0047334|diphosphate-fructose-6-phosphate 1-phosphotransferase activity;GO:0046872|metal ion binding;.

Manes.16G002700.v6.11.168035 0.28836 up no . pfam00937 Corona_nucleoca Coronavirus nucleocapsid protein.. . . .

Manes.16G002900.v6.11.324826 0.00206 up no Plant UBX domain-containing protein 5pfam08059 SEP SEP domain. The SEP domain is named after Saccharomyces cerevisiae Shp1, Drosophila melanogaster eyes closed gene (eyc), and vertebrate p47. In p47, the SEP domain has been shown to bind to and inhibit the cysteine protease cathepsin L. Most SEP domains are succeeded closely by a UBX domain.GO:0000045|autophagosome assembly;GO:0007030|Golgi organization;GO:0061025|membrane fusion;GO:0031468|nuclear envelope reassembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051117|ATPase binding;GO:0008599|protein phosphatase type 1 regulator activity;GO:0043130|ubiquitin binding;K14012

Manes.16G003300.v6.12.2833121 2.17E-19 up yes Calcium permeable stress-gated cation channel 1pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005227|calcium activated cation channel activity;.

Manes.16G003500.v6.10.8921168 0.28127 down no Proline synthase co-transcribed bacterial homolog proteinpfam01168 Ala_racemase_N Alanine racemase, N-terminal domain.. GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0005739|mitochondrion;GO:0030170|pyridoxal phosphate binding;K06997

Manes.16G003600.v6.1Inf 8.83E-08 up yes . pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.16G003900.v6.1Inf 0.9009 up no Probable pectate lyase 16pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.16G004000.v6.10.9529586 0.80777 down no . pfam13947 GUB_WAK_bind Wall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.16G004400.v6.10.714742 0.12636 down no . pfam05529 Bap31 B-cell receptor-associated protein 31-like. Bap31 is a polytopic integral protein of the endoplasmic reticulum membrane and a substrate of caspase-8. Bap31 is cleaved within its cytosolic domain, generating pro-apoptotic p20 Bap31.. . . .

Manes.16G004900.v6.1Inf 3.55E-07 up yes . pfam14476 Chloroplast_duf Petal formation-expressed. The members of this plant family from Arabidopsis thaliana appear to be proteins found in the chloroplast, expressed in the pollen tube during the petal differentiation and expansion stage. The function is not known.. . . .

Manes.16G005300.v6.11.9884608 1.86E-13 up no U3 small nucleolar RNA-associated protein 6 homologpfam08640 U3_assoc_6 U3 small nucleolar RNA-associated protein 6. This is a family of U3 nucleolar RNA-associated proteins which are involved in nucleolar processing of pre-18S ribosomal RNA.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0030515|snoRNA binding;K14557

Manes.16G005600.v6.10.5019396 2.29E-06 down no L-ascorbate oxidase homologpfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.16G005800.v6.10.50247 2.06E-05 down no Tyrosyl-DNA phosphodiesterase 2pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006302|double-strand break repair;GO:0016605|PML body;GO:0070260|5'-tyrosyl-DNA phosphodiesterase activity;GO:0000287|magnesium ion binding;GO:0030145|manganese ion binding;GO:0004518|nuclease activity;GO:0003697|single-stranded DNA binding;.

Manes.16G005900.v6.10.5751893 2.67E-07 down no Glucan endo-1,3-beta-glucosidase 1pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.16G006500.v6.10.9270644 0.55669 down no Autophagy-related protein 8Cpfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.16G006800.v6.10.3884134 1.05E-08 down yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.16G006900.v6.10.6769936 8.14E-05 down no Soluble starch synthase 3, chloroplastic/amyloplasticpfam08323 Glyco_transf_5 Starch synthase catalytic domain.GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:2001070|starch binding;GO:0009011|starch synthase activity;.

Manes.16G007000.v6.11.0399351 0.72509 up no ATP synthase gamma chain, chloroplasticpfam00231 ATP-synt ATP synthase.GO:0015986|ATP synthesis coupled proton transport;GO:0009535|chloroplast thylakoid membrane;GO:0045261|proton-transporting ATP synthase complex, catalytic core F(1);GO:0046933|proton-transporting ATP synthase activity, rotational mechanism;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.16G007300.v6.10.894529 0.35155 down no Peroxidase 42pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0048511|rhythmic process;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.16G007400.v6.17.2016074 9.42E-12 up yes . pfam11559 ADIP Afadin- and alpha -actinin-Binding. This family is found in mammals where it is localized at cell-cell adherens junctions, and in Sch. pombe and other fungi where it anchors spindle-pole bodies to spindle microtubules. It is a coiled-coil structure, and in pombe, it is required for anchoring the minus end of spindle microtubules to the centrosome equivalent, the spindle-pole body. The name ADIP derives from the family being composed of Afadin- and alpha -Actinin-Binding Proteins localized at Cell-Cell Adherens Junctions.. . . .

Manes.16G007600.v6.10.436227 5.13E-13 down yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.16G007700.v6.110.724088 1.72E-12 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.16G007800.v6.12.4961904 1.66E-22 up yes Uncharacterized GPI-anchored protein At1g61900pfam14003 YlbE YlbE-like protein. The YlbE-like protein family includes the B. subtilis protein YlbE, which is functionally uncharacterized. This family of cytosolic proteins is found in bacteria. Proteins in this family are approximately 80 amino acids in length. There is a conserved WYR sequence motif.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.16G007900.v6.11.8165575 9.35E-11 up no Protein TRANSPARENT TESTA 12pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.16G008100.v6.117.385176 2.70E-23 up yes . pfam04977 DivIC Septum formation initiator. DivIC from B. subtilis is necessary for both vegetative and sporulation septum formation. These proteins are mainly composed of an amino terminal coiled-coil.. . . .

Manes.16G009700.v6.10.9109355 0.43104 down no Tobamovirus multiplication protein 1pfam06454 DUF1084 Protein of unknown function (DUF1084). This family consists of several hypothetical plant specific proteins of unknown function.GO:0046786|viral replication complex formation and maintenance;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;. .

Manes.16G009900.v6.1Inf 1.97E-05 up yes Serine/threonine-protein kinase PBS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.16G010100.v6.10.7137978 0.00204 down no Phospholipase A Ipfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0050832|defense response to fungus;GO:0009695|jasmonic acid biosynthetic process;GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047372|acylglycerol lipase activity;GO:0004620|phospholipase activity;.



Manes.16G010900.v6.15.9538728 0.15469 up no Tryptophan synthase beta chain 2, chloroplasticpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.. GO:0009507|chloroplast;GO:0004834|tryptophan synthase activity;.

Manes.16G011000.v6.13.97865 0.39698 up no Tryptophan synthase beta chain 2, chloroplasticpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.. GO:0009507|chloroplast;GO:0004834|tryptophan synthase activity;.

Manes.16G011100.v6.10.7424103 0.01083 down no Homeobox-leucine zipper protein PROTODERMAL FACTOR 2pfam01852 START START domain.GO:0048825|cotyledon development;GO:0009913|epidermal cell differentiation;GO:0009845|seed germination;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.16G011300.v6.10.3090504 0.02295 down yes . pfam15494 SRCR_2 Scavenger receptor cysteine-rich domain. SRCR_2 is a scavenger receptor cysteine-rich domain family found largely on vertebrate sequences up-stream of the trypsin-like transmembrane serine protease, Spinesin.. . . .

Manes.16G011600.v6.10.3281904 1.45E-09 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.16G011800.v6.10.4213404 8.61E-13 down yes Transcription factor CPCpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009913|epidermal cell differentiation;GO:0007275|multicellular organismal development;GO:0010063|positive regulation of trichoblast fate specification;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.16G011900.v6.12.4440116 1.45E-13 up yes Protein translation factor SUI1 homologpfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.16G012000.v6.18.5929273 4.43E-97 up yes Polyubiquitin 14pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0005773|vacuole;. K08770

Manes.16G012500.v6.1Inf 0.17988 up no . pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.. . . .

Manes.16G012800.v6.10.2320992 1.70E-14 down yes . pfam02324 Glyco_hydro_70 Glycosyl hydrolase family 70. Members of this family belong to glycosyl hydrolase family 70 Glucosyltransferases or sucrose 6-glycosyl transferases (GTF-S) catalyse the transfer of D-glucopyramnosyl units from sucrose onto acceptor molecules, EC:2.4.1.5. This family roughly corresponds to the N-terminal catalytic domain of the enzyme. Members of this family also contain the Putative cell wall binding domain pfam01473, which corresponds with the C-terminal glucan-binding domain.. . . .

Manes.16G013300.v6.10.561522 0.02835 down no Cysteine-rich receptor-like protein kinase 25pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G013900.v6.12.6265559 0.76499 up no Cysteine-rich receptor-like protein kinase 10pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G014000.v6.14.9196977 5.42E-22 up yes Cysteine-rich receptor-like protein kinase 10pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G015200.v6.12.7403992 1.67E-11 up yes U-box domain-containing protein 8pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.16G015600.v6.13.6644441 1.87E-50 up yes . pfam12658 Ten1 Telomere capping, CST complex subunit. Stn1 and Ten1 are DNA-binding proteins with specificity for telomeric DNA substrates and both protect chromosome termini from unregulated resection and regulate telomere length. Stn1 complexes with Ten1 and Cdc13 to function as a telomere-specific replication protein A (RPA)-like complex. These three interacting proteins associate with the telomeric overhang in budding yeast, whereas a single protein known as Pot1 (protection of telomeres-1) performs this function in fission yeast, and a two-subunit complex consisting of POT1 and TPP1 associates with telomeric ssDNA in humans. S.pombe has Stn1- and Ten1-like proteins that are essential for chromosome end protection. Stn1 orthologues exist in all species that have Pot1, whereas Ten1-like proteins can be found in all fungi. Fission yeast Stn1 and Ten1 localize at telomeres in a manner that correlates with the length of the ssDNA overhang, suggesting that they specifically associate with the telomeric ssDNA. Two separate pr. . . .

Manes.16G016400.v6.10.6609719 0.054 down no Anthocyanidin reductasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009813|flavonoid biosynthetic process;GO:0009964|negative regulation of flavonoid biosynthetic process;. GO:0033729|anthocyanidin reductase activity;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;K08695

Manes.16G016500.v6.10.1469427 1.06E-06 down yes . pfam07136 DUF1385 Protein of unknown function (DUF1385). This family contains a number of hypothetical bacterial proteins of unknown function approximately 300 residues in length. Some family members are predicted to be metal-dependent.. . . .

Manes.16G017400.v6.10.1588412 1.15E-09 down yes Transcription factor ILR3pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G017500.v6.110.5868 7.84E-06 up yes Cysteine-rich repeat secretory protein 55pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0080167|response to karrikin;GO:0005576|extracellular region;. .

Manes.16G017600.v6.120.374943 1.41E-05 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At4g03230pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G017700.v6.131.99785 1.10E-05 up yes Cysteine-rich repeat secretory protein 38pfam01657 Stress-antifung Salt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0009737|response to abscisic acid;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.16G017800.v6.12.3892809 0.00614 up yes Cysteine-rich receptor-like protein kinase 25pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G018000.v6.10.5363459 8.96E-05 down no Cysteine-rich receptor-like protein kinase 25pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G018200.v6.1Inf 0.38426 up no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G018700.v6.117.522541 1.06E-06 up yes G-type lectin S-receptor-like serine/threonine-protein kinase RKS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G019000.v6.111.856102 1.40E-27 up yes G-type lectin S-receptor-like serine/threonine-protein kinase RKS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G019100.v6.13.4953988 1.36E-16 up yes Receptor-like serine/threonine-protein kinase SD1-8pfam00954 S_locus_glycop S-locus glycoprotein family. In Brassicaceae, self-incompatible plants have a self/non-self recognition system. This is sporophytically controlled by multiple alleles at a single locus (S). S-locus glycoproteins, as well as S-receptor kinases, are in linkage with the S-alleles.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0048544|recognition of pollen;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G019200.v6.11.3369647 0.14606 up no . pfam00564 PB1 PB1 domain.. . . .

Manes.16G019500.v6.10.8791658 0.20545 down no Probable serine/threonine-protein kinase abkCpfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.16G019600.v6.10.4179498 0.30489 down no Protein MOTHER of FT and TF 1pfam01161 PBP Phosphatidylethanolamine-binding protein.GO:0009910|negative regulation of flower development;GO:0010030|positive regulation of seed germination;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003712|transcription cofactor activity;.

Manes.16G019700.v6.10.4286534 0.00319 down yes Transcription factor MYB39pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.16G019800.v6.16.6675266 8.39E-08 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.16G019900.v6.10.6777951 0.00048 down no . pfam01335 DED Death effector domain.. . . .

Manes.16G020100.v6.127.135525 ####### up yes Sugar carrier protein Cpfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.16G020200.v6.11.4597845 4.49E-05 up no Vacuolar protein 8pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.GO:0071255|CVT vesicle assembly;GO:0016236|macroautophagy;GO:0071562|nucleus-vacuole junction assembly;GO:0042144|vacuole fusion, non-autophagic;GO:0000011|vacuole inheritance;GO:0000329|fungal-type vacuole membrane;GO:0005794|Golgi apparatus;GO:0071563|Myo2p-Vac17p-Vac8p transport complex;GO:0071561|nucleus-vacuole junction;. .

Manes.16G020400.v6.10.3830003 4.21E-13 down yes Protein TRANSPORT INHIBITOR RESPONSE 1pfam01221 Dynein_light Dynein light chain type 1.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010311|lateral root formation;GO:0010152|pollen maturation;GO:0009733|response to auxin;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0038198|auxin receptor activity;GO:0000822|inositol hexakisphosphate binding;GO:0004842|ubiquitin-protein transferase activity;K14485

Manes.16G020600.v6.10.9613984 0.69967 down no Heterogeneous nuclear ribonucleoprotein U-like protein 1pfam13671 AAA_33 AAA domain. This family of domains contain only a P-loop motif, that is characteristic of the AAA superfamily. Many of the proteins in this family are just short fragments so there is no Walker B motif.GO:0010467|gene expression;GO:0000398|mRNA splicing, via spliceosome;GO:0006355|regulation of transcription, DNA-templated;GO:0009615|response to virus;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0019899|enzyme binding;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K15047

Manes.16G020700.v6.167.016473 ####### up yes . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.16G020900.v6.12.6336947 1.44E-24 up yes . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.16G021200.v6.13.2303982 5.48E-14 up yes Sphingosine kinase 1pfam00781 DAGK_cat Diacylglycerol kinase catalytic domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. The catalytic domain is assumed from the finding of bacterial homologues. YegS is the Escherichia coli protein in this family whose crystal structure reveals an active site in the inter-domain cleft formed by four conserved sequence motifs, revealing a novel metal-binding site. The residues of this site are conserved across the family.GO:0071215|cellular response to abscisic acid stimulus;GO:0046834|lipid phosphorylation;GO:0006665|sphingolipid metabolic process;GO:0009705|plant-type vacuole membrane;GO:0005524|ATP binding;GO:0008481|sphinganine kinase activity;K04718

Manes.16G021300.v6.11.3919544 0.00022 up no B3 domain-containing protein Os07g0563300pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.16G021400.v6.120.799757 2.92E-13 up yes Syntaxin-124 pfam00804 Syntaxin Syntaxin. Syntaxins are the prototype family of SNARE proteins. They usually consist of three main regions - a C-terminal transmembrane region, a central SNARE domain which is characteristic of and conserved in all syntaxins (pfam05739), and an N-terminal domain that is featured in this entry. This domain varies between syntaxin isoforms; in syntaxin 1A it is found as three alpha-helices with a left-handed twist. It may fold back on the SNARE domain to allow the molecule to adopt a 'closed' configuration that prevents formation of the core fusion complex - it thus has an auto-inhibitory role. The function of syntaxins is determined by their localisation. They are involved in neuronal exocytosis, ER-Golgi transport and Golgi-endosome transport, for example. They also interact with other proteins as well as those involved in SNARE complexes. These include vesicle coat proteins, Rab GTPases, and tethering factors.GO:0006887|exocytosis;GO:0006886|intracellular protein transport;GO:0009860|pollen tube growth;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0030133|transport vesicle;GO:0000149|SNARE binding;K08486

Manes.16G021700.v6.13.162366 1.14E-23 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.16G022300.v6.119.58546 4.57E-20 up yes Internal alternative NAD(P)H-ubiquinone oxidoreductase A1, mitochondrialpfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0071482|cellular response to light stimulus;GO:0022900|electron transport chain;GO:0055114|oxidation-reduction process;GO:0031304|intrinsic component of mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0050660|flavin adenine dinucleotide binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0003954|NADH dehydrogenase activity;GO:0003959|NADPH dehydrogenase activity;K17871

Manes.16G022600.v6.10.878525 0.23054 down no PAP-specific phosphatase HAL2-likepfam00459 Inositol_P Inositol monophosphatase family.GO:0016311|dephosphorylation;GO:0046854|phosphatidylinositol phosphorylation;GO:0006790|sulfur compound metabolic process;. GO:0008441|3'(2'),5'-bisphosphate nucleotidase activity;GO:0046872|metal ion binding;K01082

Manes.16G022800.v6.11.2173728 0.06707 up no Putative secretory carrier-associated membrane protein 1pfam04144 SCAMP SCAMP family. In vertebrates, secretory carrier membrane proteins (SCAMPs) 1-3 constitute a family of putative membrane-trafficking proteins composed of cytoplasmic N-terminal sequences with NPF repeats, four central transmembrane regions (TMRs), and a cytoplasmic tail. SCAMPs probably function in endocytosis by recruiting EH-domain proteins to the N-terminal NPF repeats but may have additional functions mediated by their other sequences.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0030658|transport vesicle membrane;. .

Manes.16G023000.v6.11.7996697 0.01059 up no . pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.16G023300.v6.12.0817853 1.72E-08 up yes . pfam15396 FAM60A Protein Family FAM60A. This protein family, FAM60A is a family of proteins is found in eukaryotes. It is known to be a cell cycle protein that binds to the promoter of a gene transcription repressor complex, named SIN4-HDAC complex. This means that FAM60A has an important role to play in 'switching on' gene expression. Proteins in this family are typically between 179 and 324 amino acids in length.. . . .

Manes.16G023600.v6.10.3794426 2.42E-09 down yes Glucose-induced degradation protein 8 homologpfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. GO:0005634|nucleus;. .

Manes.16G023700.v6.11.8131475 0.00025 up no Serine carboxypeptidase-like 31pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;.

Manes.16G023800.v6.1NA NA -- no NAC transcription factor 25pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G023900.v6.10.5599621 0.0002 down no Alpha-galactosidasepfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0009965|leaf morphogenesis;GO:0000023|maltose metabolic process;GO:0007020|microtubule nucleation;GO:0043085|positive regulation of catalytic activity;GO:0009911|positive regulation of flower development;GO:0019252|starch biosynthetic process;GO:0009505|plant-type cell wall;GO:0052692|raffinose alpha-galactosidase activity;K07407

Manes.16G024400.v6.10.7274297 0.0122 down no . pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.16G025300.v6.11.0009888 0.96853 up no RNA polymerase II C-terminal domain phosphatase-like 1pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0009738|abscisic acid-activated signaling pathway;GO:0016311|dephosphorylation;GO:0007275|multicellular organismal development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0016791|phosphatase activity;GO:0004721|phosphoprotein phosphatase activity;GO:0004647|phosphoserine phosphatase activity;GO:0003723|RNA binding;K18998

Manes.16G025400.v6.11.6896149 3.08E-09 up no Clathrin light chain 1pfam01086 Clathrin_lg_ch Clathrin light chain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030132|clathrin coat of coated pit;GO:0030130|clathrin coat of trans-Golgi network vesicle;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005198|structural molecule activity;.

Manes.16G025700.v6.112.712031 1.48E-12 up yes . pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.16G025800.v6.16.5336371 1.67E-16 up yes . pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.. . . .

Manes.16G025900.v6.11.9326694 3.85E-10 up no RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.16G026300.v6.10.8614006 0.14231 down no Allantoinase pfam13147 Amidohydro_4 Amidohydrolase. This family of enzymes are a part of a large metal dependent hydrolase superfamily. The family includes Adenine deaminase EC:3.5.4.2 that hydrolyses adenine to form hypoxanthine and ammonia. Adenine deaminases reaction is important for adenine utilisation as a purine and also as a nitrogen source. This family also includes dihydroorotase and N-acetylglucosamine-6-phosphate deacetylases, EC:3.5.1.25 These enzymes catalyse the reaction N-acetyl-D-glucosamine 6-phosphate + H2O <=> D-glucosamine 6-phosphate + acetate. This family includes the catalytic domain of urease alpha subunit. Dihydroorotases (EC:3.5.2.3) are also included.GO:0000256|allantoin catabolic process;GO:0006995|cellular response to nitrogen starvation;GO:0006145|purine nucleobase catabolic process;GO:0010136|ureide catabolic process;GO:0005783|endoplasmic reticulum;GO:0004038|allantoinase activity;GO:0050897|cobalt ion binding;GO:0008270|zinc ion binding;K01466

Manes.16G027200.v6.1Inf 0.9009 up no CASP-like protein 1C2pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.16G027300.v6.11.6797003 1.48E-08 up no Probable 2-carboxy-D-arabinitol-1-phosphatasepfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0047538|2-carboxy-D-arabinitol-1-phosphatase activity;K15634

Manes.16G027400.v6.14.8267886 4.55E-12 up yes Callose synthase 11pfam02364 Glucan_synthase 1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0007623|circadian rhythm;GO:0009555|pollen development;GO:0008360|regulation of cell shape;GO:0000003|reproduction;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.16G027500.v6.13.0836666 4.52E-09 up yes Probable ubiquitin-conjugating enzyme E2 24pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0044257|cellular protein catabolic process;GO:0016036|cellular response to phosphate starvation;GO:0055062|phosphate ion homeostasis;GO:0006817|phosphate ion transport;GO:0000209|protein polyubiquitination;GO:2000185|regulation of phosphate transmembrane transport;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10581

Manes.16G027600.v6.1Inf 0.00405 up yes . pfam10266 Strumpellin Hereditary spastic paraplegia protein strumpellin. This is a family of proteins conserved from plants to humans, in which two closely situated point mutations in the human protein lead to the condition of hereditary spastic paraplegia. Strumpellin contains one known domain called a spectrin repeat that consists of three alpha-helices of a characteristic length wrapped in a left-handed coiled coil. The spectrin proteins have multiple copies of this repeat, which can then form multimers in the cell. Spectrin associates with the cell membrane via spectrin repeats in the ankyrin protein. The spectrin repeat is a structural platform for cytoskeletal protein assemblies.. . . .

Manes.16G027900.v6.10.9021142 0.28581 down no Vesicle-fusing ATPasepfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0043001|Golgi to plasma membrane protein transport;GO:0048211|Golgi vesicle docking;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005795|Golgi stack;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0046872|metal ion binding;K06027

Manes.16G028100.v6.10.672944 0.03049 down no Omega-hydroxypalmitate O-feruloyl transferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.16G028200.v6.11.7897992 0.00047 up no . pfam11818 DUF3340 C-terminal domain of tail specific protease (DUF3340). This presumed domain is found at the C-terminus of tail specific proteases. Its function is unknown. This family is found in bacteria and eukaryotes. This presumed domain is typically between 88 to 187 amino acids in length.. . . .

Manes.16G028400.v6.10.901041 1 down no . pfam10688 Imp-YgjV Bacterial inner membrane protein. This is a family of inner membrane proteins. Many of the members are YgjV protein.. . . .

Manes.16G028500.v6.18.1805897 2.58E-15 up yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.16G028600.v6.1Inf 0.9009 up no . pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.16G028700.v6.12.2059251 1.61E-19 up yes Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G028800.v6.10.3676174 0.04251 down no . pfam00010 HLH Helix-loop-helix DNA-binding domain.. . . .

Manes.16G029000.v6.10.2416159 8.59E-05 down yes . pfam15337 Vasculin Vascular protein family Vasculin-like 1. GC-rich promoter-binding protein 1-like 1 or Vasculin-like protein family 1, is likely to be a transcription factor. The domain family is found in eukaryotes, and is approximately 90 amino acids in length.. . . .

Manes.16G029100.v6.11.3967262 0.00042 up no Protein SMG7Lpfam10373 EST1_DNA_bind Est1 DNA/RNA binding domain. Est1 is a protein which recruits or activates telomerase at the site of polymerization. This is the DNA/RNA binding domain of EST1.. . . .

Manes.16G029800.v6.10.712038 0.00491 down no Dof zinc finger protein DOF1.4pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.16G029900.v6.10.6878048 0.1869 down no Squamosa promoter-binding protein 1pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0009908|flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G030600.v6.17.9169544 ####### up yes Ethylene-responsive transcription factor 9pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.16G030700.v6.11.6246887 1.76E-05 up no MACPF domain-containing protein NSL1pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0052542|defense response by callose deposition;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;GO:0009651|response to salt stress;. . .

Manes.16G031200.v6.11.4230225 0.01864 up no . pfam08314 Sec39 Secretory pathway protein Sec39. Mnaimneh et al identified Sec39p as a protein involved in ER-Golgi transport in a large scale promoter shut down analysis of essential yeast genes. Kraynack et al. (2005) showed that Sec39p (Dsl3p) is required for Golgi-ER retrograde transport and is part of a very stable protein complex that also includes Dsl1p (in mammals ZW10), Tip20p (Rint-1) and the ER localized Q-SNARE proteins Ufe1p (syntaxin-18), Sec20p and Use1p. This was confirmed in a genome-wide analysis of protein complexes by Gavin et al (2006).. . . .

Manes.16G031300.v6.10.8706372 0.48716 down no . pfam14935 TMEM138 Transmembrane protein 138. This family of proteins is found in eukaryotes and members are approximately 160 amino acids in length. There are two conserved sequence motifs: YYY and DPR. This transmembrane protein belongs to a family found in eukaryotes and is involved in the biogenesis and degradation of ciliated cells. Mutations in this protein cause the disease Joubert syndrome(JBTS) where the cilia becomes non-motile. Ciliopathy can be severe since cilia provide the cell with large amounts of information through signals. Ciliopathy can affect cell behaviour as the appropriate signals between the cell and its environment are not made, which can affect cell survival.. . . .

Manes.16G031400.v6.118.632366 3.96E-17 up yes Glutathione S-transferase U19pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0042631|cellular response to water deprivation;GO:0046686|response to cadmium ion;GO:0006979|response to oxidative stress;GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0043295|glutathione binding;GO:0004364|glutathione transferase activity;GO:0004601|peroxidase activity;K00799

Manes.16G032500.v6.11.6893421 6.81E-05 up no NAC domain-containing protein 8pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G032800.v6.11.7669438 0.68408 up no MLO-like protein 12pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009817|defense response to fungus, incompatible interaction;GO:0010150|leaf senescence;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.16G033100.v6.10.1882218 3.96E-06 down yes Trans-resveratrol di-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.16G033200.v6.10.2976169 2.80E-07 down yes Trans-resveratrol di-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.16G033300.v6.10.1594344 3.90E-15 down yes Histone H3.2 pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.16G034500.v6.10.308263 8.74E-07 down yes . pfam06834 TraU TraU protein. This family consists of several bacterial TraU proteins. TraU appears to be more essential to conjugal DNA transfer than to assembly of pilus filaments.. . . .

Manes.16G034600.v6.10.9233051 0.52972 down no D-tyrosyl-tRNA(Tyr) deacylasepfam02580 Tyr_Deacylase D-Tyr-tRNA(Tyr) deacylase. This family comprises of several D-Tyr-tRNA(Tyr) deacylase proteins. Cell growth inhibition by several d-amino acids can be explained by an in vivo production of d-aminoacyl-tRNA molecules. Escherichia coli and yeast cells express an enzyme, d-Tyr-tRNA(Tyr) deacylase, capable of recycling such d-aminoacyl-tRNA molecules into free tRNA and d-amino acid. Accordingly, upon inactivation of the genes of the above deacylases, the toxicity of d-amino acids increases. Orthologues of the deacylase are found in many cells.GO:0019478|D-amino acid catabolic process;GO:0006450|regulation of translational fidelity;GO:0006399|tRNA metabolic process;GO:0005737|cytoplasm;GO:0002161|aminoacyl-tRNA editing activity;GO:0051500|D-tyrosyl-tRNA(Tyr) deacylase activity;K07560



Manes.16G034800.v6.10.1859949 1.95E-12 down yes Peroxidase 19pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.16G035000.v6.12.3379366 7.05E-10 up yes Pyruvate kinase, cytosolic isozymepfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;.

Manes.16G035200.v6.10.1707773 0.06439 down no . pfam08801 Nucleoporin_N Nup133 N terminal like. Nup133 is a nucleoporin that is crucial for nuclear pore complex (NPC) biogenesis. The N terminal forms a seven-bladed beta propeller structure. This family now contains other sized nucleoporins, including Nup155, Nup8, Nuo132, Nup15 and Nup170.. . . .

Manes.16G035500.v6.10.6619058 0.08566 down no Magnesium-chelatase subunit ChlI, chloroplasticpfam00493 MCM MCM2/3/5 family.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0016851|magnesium chelatase activity;K03405

Manes.16G035600.v6.12.661634 1.16E-13 up yes 3'-N-debenzoyl-2'-deoxytaxol N-benzoyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0042617|paclitaxel biosynthetic process;. GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.16G035700.v6.10.9377648 0.7009 down no . pfam03772 Competence Competence protein. Members of this family are integral membrane proteins with 6 predicted transmembrane helices. Some members of this family have been shown to be essential for bacterial competence in uptake of extracellular DNA. These proteins may transport DNA across the cell membrane. These proteins contain a highly conserved motif in the amino terminal transmembrane region that has two histidines that may form a metal binding site.. . . .

Manes.16G035900.v6.123.359129 9.17E-05 up yes . pfam03845 Spore_permease Spore germination protein.. . . .

Manes.16G036400.v6.10.9552066 0.73254 down no Pyruvate decarboxylase 1pfam02776 TPP_enzyme_N Thiamine pyrophosphate enzyme, N-terminal TPP binding domain.. . GO:0000287|magnesium ion binding;GO:0004737|pyruvate decarboxylase activity;GO:0030976|thiamine pyrophosphate binding;.

Manes.16G036500.v6.10.4712515 1.96E-06 down yes GDSL esterase/lipase At5g45910pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.16G037300.v6.10.9182137 0.55809 down no Protein trichome birefringence-like 38pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.16G037500.v6.1NA NA -- no Senescence-specific cysteine protease SAG39pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.16G037600.v6.1Inf 0.9009 up no Senescence-specific cysteine protease SAG39pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.16G037700.v6.1Inf 1.01E-16 up yes Senescence-specific cysteine protease SAG39pfam00112 Peptidase_C1 Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.16G037800.v6.11.1417772 0.28541 up no . pfam01933 UPF0052 Uncharacterized protein family UPF0052.. . . .

Manes.16G038500.v6.10.6474001 0.02989 down no Probable inactive dual specificity protein phosphatase-like At4g18593pfam13299 CPSF100_C Cleavage and polyadenylation factor 2 C-terminal. This family lies at the C-terminus of many fungal and plant cleavage and polyadenylation specificity factor subunit 2 proteins. The exact function of the domain is not known, but is likely to function as a binding domain for the protein within the overall CPSF complex.. . . K14819

Manes.16G038700.v6.14.1741021 3.90E-32 up yes . pfam00213 OSCP ATP synthase delta (OSCP) subunit. The ATP D subunit from Escherichia coli is the same as the OSCP subunit which is this family. The ATP D subunit from metazoa are found in family pfam00401.. . . .

Manes.16G039400.v6.10.7660114 0.04657 down no Putative lipase ROG1pfam05057 DUF676 Putative serine esterase (DUF676). This family of proteins are probably serine esterase type enzymes with an alpha/beta hydrolase fold.GO:0044255|cellular lipid metabolic process;GO:0016042|lipid catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0047372|acylglycerol lipase activity;.

Manes.16G039900.v6.13.095863 5.28E-35 up yes Ferredoxin-thioredoxin reductase, variable chainpfam02941 FeThRed_A Ferredoxin thioredoxin reductase variable alpha chain.GO:0055114|oxidation-reduction process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0016992|lipoate synthase activity;GO:0016491|oxidoreductase activity;.

Manes.16G040000.v6.13.00807 3.08E-36 up yes Ferredoxin-thioredoxin reductase, variable chainpfam02941 FeThRed_A Ferredoxin thioredoxin reductase variable alpha chain.GO:0055114|oxidation-reduction process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0016992|lipoate synthase activity;GO:0016491|oxidoreductase activity;.

Manes.16G040100.v6.11.4794696 0.00021 up no Trihelix transcription factor ASIL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G040400.v6.10.4278277 9.33E-07 down yes Peroxisome biogenesis protein 7pfam00400 WD40 WD domain, G-beta repeat.GO:0006625|protein targeting to peroxisome;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005778|peroxisomal membrane;. K13341

Manes.16G040800.v6.10.3703697 2.11E-12 down yes 2-aminoethanethiol dioxygenasepfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. GO:0005739|mitochondrion;GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.16G041400.v6.10.6563051 0.00062 down no Nucleobase-ascorbate transporter 2pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.16G041500.v6.10.6925471 0.08977 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G041700.v6.10.5736894 0.02338 down no . pfam12906 RINGv RING-variant domain.. . . .

Manes.16G041900.v6.10.4137923 1.21E-16 down yes . pfam14296 O-ag_pol_Wzy O-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. . . .

Manes.16G042000.v6.11.3657342 0.04048 up no Probable LRR receptor-like serine/threonine-protein kinase At4g36180pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G042200.v6.15.1548949 1.33E-06 up yes . pfam00660 SRP1_TIP1 Seripauperin and TIP1 family.. . . .

Manes.16G042300.v6.1115.9743 1.57E-21 up yes G-type lectin S-receptor-like serine/threonine-protein kinase SD2-5pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G042400.v6.12.6759684 1.84E-29 up yes U-box domain-containing protein 17pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009814|defense response, incompatible interaction;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.16G042700.v6.14.098951 7.18E-45 up yes Probable alpha,alpha-trehalose-phosphate synthase [UDP-forming] 7pfam00982 Glyco_transf_20 Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;GO:0005829|cytosol;GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.16G042800.v6.11.1141806 1 up no . pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.16G043000.v6.10.2506074 0.00169 down yes . pfam00770 Peptidase_C5 Adenovirus endoprotease. This family of adenovirus thiol endoproteases specifically cleave Gly-Ala peptides in viral precursor peptides.. . . .

Manes.16G043400.v6.10.3194623 0.00903 down yes . pfam04317 DUF463 YcjX-like family, DUF463. These proteins possess a P-loop motif.. . . .

Manes.16G043500.v6.10.967912 0.80141 down no BES1/BZR1 homolog protein 4pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0003677|DNA binding;.

Manes.16G043600.v6.10.7739724 0.01369 down no SH3 domain-containing protein PJ696.02pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.16G044100.v6.10.6204564 0.00074 down no . pfam06775 Seipin Putative adipose-regulatory protein (Seipin). Seipin is a protein of approximately 400 residues, in humans, which is the product of a gene homologous to the murine guanine nucleotide-binding protein (G protein) gamma-3 linked gene. This gene is implicated in the regulation of body fat distribution and insulin resistance and particularly in the auto-immune disease Berardinelli-Seip congenital lipodystrophy type 2. Seipin has no similarity with other known proteins or consensus motifs that might predict its function, but it is predicted to contain two transmembrane domains at residues 28-49 and 237-258, in human, and a third transmembrane domain might be present at residues 155-173. Seipin may also be implicated in Silver spastic paraplegia syndrome and distal hereditary motor neuropathy type V.. . . .

Manes.16G044200.v6.13.8615147 0.00109 up yes Probable LRR receptor-like serine/threonine-protein kinase RFK1pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0023014|signal transduction by protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004702|receptor signaling protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G044600.v6.10.9098202 0.35523 down no Probable galacturonosyltransferase 10pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.16G044700.v6.13.0398018 9.38E-36 up yes Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G044900.v6.10.5770318 3.52E-05 down no . pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.16G045000.v6.11.021583 0.80212 up no RNA-binding protein with multiple splicing 2pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.16G045800.v6.10.7932208 0.01681 down no Retinoblastoma-related proteinpfam01858 RB_A Retinoblastoma-associated protein A domain. This domain has the cyclin fold as predicted.GO:0007049|cell cycle;GO:0051726|regulation of cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K04681

Manes.16G046400.v6.11.7855614 2.39E-06 up no . pfam13883 Pyrid_oxidase_2 Pyridoxamine 5'-phosphate oxidase.. . . .

Manes.16G046700.v6.10.7959409 0.08755 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.16G046800.v6.11.6369305 2.63E-05 up no Pheophytinase, chloroplasticpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.16G047100.v6.10.3166858 0.00011 down yes . pfam02421 FeoB_N Ferrous iron transport protein B. Escherichia coli has an iron(II) transport system (feo) which may make an important contribution to the iron supply of the cell under anaerobic conditions. FeoB has been identified as part of this transport system. FeoB is a large 700-800 amino acid integral membrane protein. The N terminus contains a P-loop motif suggesting that iron transport may be ATP dependent.. . . .

Manes.16G047300.v6.10.3773393 0.00213 down yes . pfam09192 Act-Frag_cataly Actin-fragmin kinase, catalytic. Members of this family assume a secondary structure consisting of eight beta strands and 11 alpha-helices, organized in two lobes. They are predominantly found in actin-fragmin kinase, where they act as a catalytic domain that mediates the phosphorylation of actin.. . . .

Manes.16G047900.v6.10.7595228 0.07738 down no Ribosomal RNA large subunit methyltransferase Ipfam10672 Methyltrans_SAM S-adenosylmethionine-dependent methyltransferase. Members of this family are S-adenosylmethionine-dependent methyltransferases from gamma-proteobacterial species. The diversity in the roles of methylation is matched by the almost bewildering number of methyltransferase enzymes that catalyse the methylation reaction. Although several classes of methyltransferase enzymes are known, the great majority of methylation reactions are catalysed by the S-adenosylmethionine-dependent methyltransferases.. GO:0005737|cytoplasm;GO:0003723|RNA binding;GO:0016434|rRNA (cytosine) methyltransferase activity;K06969

Manes.16G048100.v6.10.8940317 0.24841 down no Succinate-semialdehyde dehydrogenase, mitochondrialpfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0009450|gamma-aminobutyric acid catabolic process;GO:0006540|glutamate decarboxylation to succinate;GO:0072593|reactive oxygen species metabolic process;GO:0009408|response to heat;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005507|copper ion binding;GO:0051287|NAD binding;GO:0004777|succinate-semialdehyde dehydrogenase (NAD+) activity;GO:0009013|succinate-semialdehyde dehydrogenase [NAD(P)+] activity;K17761

Manes.16G048300.v6.10.8682893 0.26396 down no Eukaryotic initiation factor 4Apfam08167 RIX1 rRNA processing/ribosome biogenesis. Rix1 is a nucleoplasmic particle involved in rRNA processing/ribosome assembly. It associates with two other proteins, Ipi1 and Ipi3, to form the RIX1 complex that allows Rea1 - the AAA ATPase - to associate with the 60S ribosomal subunit. More than 170 assembly factors are involved in the construction and maturation of yeast ribosomes, and after these factors have completed their function they need to be released from the pre-ribosomes. Rea1 induces the release of the assembly protein complex in a mechanical fashion. This family is usually associated with NUC202, pfam08166.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003743|translation initiation factor activity;.

Manes.16G048600.v6.11.4007273 0.00021 up no YTH domain-containing family protein 2pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;.

Manes.16G049600.v6.10.8532028 0.16988 down no . pfam09753 Use1 Membrane fusion protein Use1. This entry is of a family of proteins all approximately 300 residues in length. The proteins have a single C-terminal trans-membrane domain and a SNARE [soluble NSF (N-ethylmaleimide-sensitive fusion protein) attachment protein receptor] domain of approximately 60 residues. The SNARE domains are essential for membrane fusion and are conserved from yeasts to humans. Use1 is one of the three protein subunits that make up the SNARE complex and it is specifically required for Golgi-endoplasmic reticulum retrograde transport.. . . .

Manes.16G050400.v6.11.8561895 5.75E-11 up no Allantoate deiminasepfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0006145|purine nucleobase catabolic process;GO:0010136|ureide catabolic process;GO:0005783|endoplasmic reticulum;GO:0047652|allantoate deiminase activity;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K02083

Manes.16G050900.v6.11.5003243 5.90E-06 up no Regulatory protein NPR3pfam12313 NPR1_like_C NPR1/NIM1 like defence protein C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 251 and 588 amino acids in length. The family is found in association with pfam00023, pfam00651. There are two conserved sequence motifs: LENRV and DLN. NPR1 (NIM1) is a defence protein in many plant species.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0080185|effector dependent induction by symbiont of host immune response;GO:0016567|protein ubiquitination;GO:0009627|systemic acquired resistance;GO:0005634|nucleus;GO:1901149|salicylic acid binding;K14508

Manes.16G051100.v6.11.7528492 0.00096 up no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.16G051200.v6.10.6877042 0.02305 down no . pfam10318 7TM_GPCR_Srh Serpentine type 7TM GPCR chemoreceptor Srh. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srh is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.16G051300.v6.10.5197777 1.75E-06 down no Transmembrane protein 56-Bpfam03798 TRAM_LAG1_CLN8TLC domain.. GO:0016021|integral component of membrane;. .

Manes.16G051400.v6.12.4816694 5.18E-06 up yes . pfam05125 Phage_cap_P2 Phage major capsid protein, P2 family.. . . .

Manes.16G052200.v6.11.2068704 0.06681 up no Probable disease resistance protein At1g12280pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.16G052400.v6.10.8721513 0.17278 down no . pfam10367 Vps39_2 Vacuolar sorting protein 39 domain 2. This domain is found on the vacuolar sorting protein Vps39 which is a component of the C-Vps complex. Vps39 is thought to be required for the fusion of endosomes and other types of transport intermediates with the vacuole. In Saccharomyces cerevisiae, Vps39 has been shown to stimulate nucleotide exchange. This domain is involved in localisation and in mediating the interactions of Vps39 with Vps11.. . . .

Manes.16G052600.v6.12.1413585 1.27E-17 up yes Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.16G053000.v6.11.0220632 0.82275 up no Isocitrate dehydrogenase [NADP]pfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0006097|glyoxylate cycle;GO:0006102|isocitrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0004450|isocitrate dehydrogenase (NADP+) activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;K00031

Manes.16G053200.v6.10.9756277 0.78989 down no Cytochrome P450 704C1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G053400.v6.10.6711431 0.0013 down no Glucan endo-1,3-beta-glucosidase 4pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.16G053800.v6.11.0284311 0.76522 up no Protein ROOT HAIR DEFECTIVE 3 homolog 2pfam05879 RHD3 Root hair defective 3 GTP-binding protein (RHD3). This family consists of several eukaryotic root hair defective 3 like GTP-binding proteins. It has been speculated that the RHD3 protein is a member of a novel class of GTP-binding proteins that is widespread in eukaryotes and required for regulated cell enlargement. The family also contains the homologous yeast synthetic enhancement of YOP1 (SEY1) protein which is involved in membrane trafficking.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.16G054900.v6.12.2769053 3.02E-19 up yes DNA-3-methyladenine glycosylase 1pfam03352 Adenine_glyco Methyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006284|base-excision repair;. GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0046872|metal ion binding;K01246

Manes.16G055000.v6.10.1934888 4.69E-10 down yes . pfam04196 Bunya_RdRp Bunyavirus RNA dependent RNA polymerase. The bunyaviruses are enveloped viruses with a genome consisting of 3 ssRNA segments (called L, M and S). The nucleocapsid protein is encode on the small (S) genomic RNA. The L segment codes for an RNA polymerase. This family contains the RNA dependent RNA polymerase on the L segment.. . . .

Manes.16G055100.v6.10.850879 0.25351 down no CTP synthase 1pfam06418 CTP_synth_N CTP synthase N-terminus. This family consists of the N-terminal region of the CTP synthase protein (EC:6.3.4.2). This family is found in conjunction with pfam00117 located in the C-terminal region of the protein. CTP synthase catalyses the synthesis of CTP from UTP by amination of the pyrimidine ring at the 4-position.GO:0044210|'de novo' CTP biosynthetic process;GO:0006241|CTP biosynthetic process;GO:0006541|glutamine metabolic process;. GO:0005524|ATP binding;GO:0003883|CTP synthase activity;K01937

Manes.16G055200.v6.1Inf 0.9009 up no Protein SOMBREROpfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009834|plant-type secondary cell wall biogenesis;GO:0010455|positive regulation of cell fate commitment;GO:0003002|regionalization;GO:0006355|regulation of transcription, DNA-templated;GO:0048829|root cap development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G056000.v6.10.9059597 0.47902 down no Photosystem I reaction center subunit III, chloroplasticpfam02507 PSI_PsaF Photosystem I reaction centre subunit III. Photosystem I (PSI) is an integral membrane protein complex that uses light energy to mediate electron transfer from plastocyanin to ferredoxin. Subunit III (or PSI-F) is one of at least 14 different subunits that compose the PSI complex.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009538|photosystem I reaction center;GO:0010287|plastoglobule;GO:0009579|thylakoid;. K02694

Manes.16G056600.v6.10.6018987 0.00015 down no . pfam09402 MSC Man1-Src1p-C-terminal domain. MAN1 is an integral protein of the inner nuclear membrane which binds to chromatin associated proteins and plays a role in nuclear organisation. The C terminal nucleoplasmic region forms a DNA binding winged helix and binds to Smad. This C-terminal tail is also found in S. cerevisiae and is thought to consist of three conserved helices followed by two downstream strands.. . . .

Manes.16G056700.v6.11.1670733 0.20777 up no . pfam08921 DUF1904 Domain of unknown function (DUF1904). This domain is found in a set of hypothetical bacterial proteins.. . . .

Manes.16G056800.v6.11.0698268 0.47686 up no Probable arabinosyltransferase ARAD1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G057200.v6.10.86351 0.18046 down no . pfam00780 CNH CNH domain. Domain found in NIK1-like kinase, mouse citron and yeast ROM1, ROM2. Unpublished observations.. . . .

Manes.16G057400.v6.10.5462195 5.15E-05 down no . pfam03770 IPK Inositol polyphosphate kinase. ArgRIII has has been demonstrated to be an inositol polyphosphate kinase.. . . .

Manes.16G057600.v6.10.1848739 0.00836 down yes Probable terpene synthase 2pfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;K15803

Manes.16G057900.v6.10.2279931 5.79E-11 down yes Haloacid dehalogenase-like hydrolase domain-containing protein 3pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.16G058000.v6.10.2137388 2.84E-09 down yes Cationic amino acid transporter 5pfam13520 AA_permease_2 Amino acid permease.. GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;.

Manes.16G058100.v6.11.3405237 0.4053 up no Vacuolar-sorting receptor 6pfam12662 cEGF Complement Clr-like EGF-like. cEGF, or complement Clr-like EGF, domains have six conserved cysteine residues disulfide-bonded into the characteristic pattern 'ababcc'. They are found in blood coagulation proteins such as fibrillin, Clr and Cls, thrombomodulin, and the LDL receptor. The core fold of the EGF domain consists of two small beta-hairpins packed against each other. Two major structural variants have been identified based on the structural context of the C-terminal cysteine residue of disulfide 'c' in the C-terminal hairpin: hEGFs and cEGFs. In cEGFs the C-terminal thiol resides on the C-terminal beta-sheet, resulting in long loop-lengths between the cysteine residues of disulfide 'c', typically C[10+]XC. These longer loop-lengths may have arisen by selective cysteine loss from a four-disulfide EGF template such as laminin or integrin. Tandem cEGF domains have five linking residues between terminal cysteines of adjacent domains. cEGF domains may or may not bind calcium in the linker region. cEGF domaGO:0015031|protein transport;GO:0030665|clathrin-coated vesicle membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005509|calcium ion binding;.

Manes.16G058400.v6.11.5641454 6.68E-07 up no Peptidyl-prolyl cis-trans isomerase FKBP13, chloroplasticpfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0061077|chaperone-mediated protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0005737|cytoplasm;GO:0031977|thylakoid lumen;GO:0005528|FK506 binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.16G059200.v6.10.7301792 0.01809 down no Peptidyl-prolyl cis-trans isomerase FKBP17-1, chloroplasticpfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;GO:0009543|chloroplast thylakoid lumen;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.16G059500.v6.12.0772154 0.00022 up yes Phosphatase IMPL1, chloroplasticpfam00459 Inositol_P Inositol monophosphatase family.GO:0016311|dephosphorylation;GO:0006021|inositol biosynthetic process;GO:0046854|phosphatidylinositol phosphorylation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0008934|inositol monophosphate 1-phosphatase activity;GO:0052832|inositol monophosphate 3-phosphatase activity;GO:0052833|inositol monophosphate 4-phosphatase activity;GO:0046872|metal ion binding;K01092

Manes.16G060000.v6.10.4211843 6.90E-10 down yes DNA-3-methyladenine glycosylase 1pfam03352 Adenine_glyco Methyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006284|base-excision repair;. GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0046872|metal ion binding;K01246

Manes.16G060400.v6.11.888901 6.93E-12 up no Copper-transporting ATPase RAN1pfam00122 E1-E2_ATPase E1-E2 ATPase.GO:0006825|copper ion transport;GO:0009873|ethylene-activated signaling pathway;GO:0010119|regulation of stomatal movement;GO:0009723|response to ethylene;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005507|copper ion binding;K17686

Manes.16G060700.v6.11.7079947 2.93E-07 up no Transcription initiation factor TFIID subunit 11pfam04719 TAFII28 hTAFII28-like protein conserved region. The general transcription factor, TFIID, consists of the TATA-binding protein (TBP) associated with a series of TBP-associated factors (TAFs) that together participate in the assembly of the transcription preinitiation complex. The conserved region is found at the C-terminal of most member proteins. The crystal structure of hTAFII28 with hTAFII18 shows that this region is involved in the binding of these two subunits. The conserved region contains four alpha helices and three loops arranged as in histone H3.GO:0006355|regulation of transcription, DNA-templated;GO:0051123|RNA polymerase II transcriptional preinitiation complex assembly;GO:0005669|transcription factor TFIID complex;GO:0003713|transcription coactivator activity;GO:0008134|transcription factor binding;K03135

Manes.16G060900.v6.10.9430567 0.60885 down no Leucine-rich repeat receptor-like serine/threonine-protein kinase BAM3pfam00069 Pkinase Protein kinase domain.GO:0030154|cell differentiation;GO:0048437|floral organ development;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0010075|regulation of meristem growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G061100.v6.10.8305188 0.24268 down no HemK methyltransferase family member 2pfam13659 Methyltransf_26 Methyltransferase domain. This family contains methyltransferase domains.GO:0030307|positive regulation of cell growth;GO:0006479|protein methylation;GO:0043234|protein complex;GO:0003676|nucleic acid binding;GO:0008276|protein methyltransferase activity;K02493



Manes.16G061200.v6.10.6401867 4.44E-05 down no CTP synthasepfam06418 CTP_synth_N CTP synthase N-terminus. This family consists of the N-terminal region of the CTP synthase protein (EC:6.3.4.2). This family is found in conjunction with pfam00117 located in the C-terminal region of the protein. CTP synthase catalyses the synthesis of CTP from UTP by amination of the pyrimidine ring at the 4-position.GO:0044210|'de novo' CTP biosynthetic process;GO:0006241|CTP biosynthetic process;GO:0006541|glutamine metabolic process;GO:0008654|phospholipid biosynthetic process;GO:0019856|pyrimidine nucleobase biosynthetic process;. GO:0005524|ATP binding;GO:0003883|CTP synthase activity;K01937

Manes.16G061800.v6.10.5334186 1.91E-09 down no Alpha-glucosidasepfam01055 Glyco_hydro_31 Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.. . GO:0004558|alpha-1,4-glucosidase activity;GO:0030246|carbohydrate binding;GO:0032450|maltose alpha-glucosidase activity;.

Manes.16G061900.v6.14.9626636 4.24E-71 up yes . pfam08691 Nse5 DNA repair proteins Nse5 and Nse6. Nse5 and Nse6 are non essential nuclear proteins that are critical for chromosome segregation in fission yeast. Nse5 forms a dimer with Nse6 and facilitates DNA repair as part of the Smc5-Smc6 holocomplex.. . . .

Manes.16G062200.v6.11.2511037 1 up no Alpha-glucosidasepfam01055 Glyco_hydro_31 Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.. . GO:0004558|alpha-1,4-glucosidase activity;GO:0030246|carbohydrate binding;GO:0032450|maltose alpha-glucosidase activity;.

Manes.16G062800.v6.11.5053568 3.02E-05 up no Gamma-soluble NSF attachment proteinpfam14938 SNAP Soluble NSF attachment protein, SNAP. The soluble NSF attachment protein (SNAP) proteins are involved in vesicular transport between the endoplasmic reticulum and Golgi apparatus. They act as adaptors between SNARE (integral membrane SNAP receptor) proteins and NSF (N-ethylmaleimide-sensitive factor). They are structurally similar to TPR repeats.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005774|vacuolar membrane;GO:0005483|soluble NSF attachment protein activity;GO:0019905|syntaxin binding;.

Manes.16G063000.v6.10.6098168 0.00175 down no CO(2)-response secreted proteasepfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.16G063400.v6.10.2055843 0.02996 down no Reticuline oxidase-like proteinpfam01565 FAD_binding_4 FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.GO:0006979|response to oxidative stress;GO:0031225|anchored component of membrane;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.16G063500.v6.10.7281532 0.0013 down no . pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.16G063600.v6.119.792382 4.95E-15 up yes Inactive tetrahydrocannabinolic acid synthasepfam01565 FAD_binding_4 FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.. . GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.16G063700.v6.10.8222224 0.08772 down no Sodium/pyruvate cotransporter BASS2, chloroplasticpfam01758 SBF Sodium Bile acid symporter family. This family consists of Na+/bile acid co-transporters. These transmembrane proteins function in the liver in the uptake of bile acids from portal blood plasma a process mediated by the co-transport of Na+. Also in the family is ARC3 from S. cerevisiae, a putative transmembrane protein involved in resistance to arsenic compounds.GO:0006849|plasma membrane pyruvate transport;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0005887|integral component of plasma membrane;GO:0050833|pyruvate transmembrane transporter activity;K03453

Manes.16G064000.v6.10.6017517 1.78E-06 down no ABC transporter G family member 32pfam01061 ABC2_membrane ABC-2 type transporter.GO:0042335|cuticle development;GO:0006855|drug transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.16G064200.v6.10.5999971 3.01E-05 down no Transmembrane protein 19pfam01940 DUF92 Integral membrane protein DUF92. Members of this family have several predicted transmembrane helices. The function of these prokaryotic proteins is unknown.. GO:0016021|integral component of membrane;. .

Manes.16G064400.v6.11.4106827 0.00419 up no Palmitoyl-acyl carrier protein thioesterase, chloroplasticpfam01643 Acyl-ACP_TE Acyl-ACP thioesterase. This family consists of various acyl-acyl carrier protein (ACP) thioesterases (TE) these terminate fatty acyl group extension via hydrolysing an acyl group on a fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0016790|thiolester hydrolase activity;.

Manes.16G064500.v6.10.5962727 5.21E-06 down no DnaJ homolog subfamily C GRV2pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0009660|amyloplast organization;GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0000578|embryonic axis specification;GO:0006897|endocytosis;GO:0007032|endosome organization;GO:0045324|late endosome to vacuole transport;GO:0009959|negative gravitropism;GO:0009638|phototropism;GO:0006623|protein targeting to vacuole;GO:0042594|response to starvation;GO:0007033|vacuole organization;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. K09533

Manes.16G065000.v6.10.7659903 0.01986 down no tRNA (guanine(37)-N1)-methyltransferase 2pfam02475 Met_10 Met-10+ like-protein. The methionine-10 mutant allele of N. crassa codes for a protein of unknown function. However, homologous proteins have been found in yeast suggesting this protein may be involved in methionine biosynthesis, transport and/or utilisation.GO:0048449|floral organ formation;GO:0016570|histone modification;GO:0009909|regulation of flower development;GO:0005829|cytosol;GO:0005759|mitochondrial matrix;GO:0005634|nucleus;GO:0052906|tRNA (guanine(37)-N(1))-methyltransferase activity;.

Manes.16G065100.v6.11.9684816 0.01198 up no . pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.16G065400.v6.10.9620533 0.94603 down no . pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.16G065500.v6.11.0045903 0.96816 up no . pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . . .

Manes.16G065900.v6.11.6905154 2.69E-08 up no Coiled-coil domain-containing protein 25pfam05670 DUF814 Domain of unknown function (DUF814). This domain occurs in proteins that have been annotated as Fibronectin/fibrinogen binding protein by similarity. This annotation comes from B. subtilis yloA where the N-terminal region is involved in this activity. Hence the activity of this C-terminal domain is unknown. This domain contains a conserved motif D/E-X-W/Y-X-H that may be functionally important.. GO:0070062|extracellular exosome;. .

Manes.16G066000.v6.11.5532953 5.00E-06 up no . pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.16G066100.v6.11.5540212 3.25E-06 up no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.16G066200.v6.10.870193 0.14595 down no Beta-adaptin-like protein Apfam01602 Adaptin_N Adaptin N terminal region. This family consists of the N terminal region of various alpha, beta and gamma subunits of the AP-1, AP-2 and AP-3 adaptor protein complexes. The adaptor protein (AP) complexes are involved in the formation of clathrin-coated pits and vesicles. The N-terminal region of the various adaptor proteins (APs) is constant by comparison to the C-terminal which is variable within members of the AP-2 family; and it has been proposed that this constant region interacts with another uniform component of the coated vesicles.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030665|clathrin-coated vesicle membrane;GO:0005794|Golgi apparatus;GO:0043424|protein histidine kinase binding;GO:0008565|protein transporter activity;.

Manes.16G067700.v6.1#NAME? 0.43239 down no Gibberellin 3-beta-dioxygenase 1pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009686|gibberellin biosynthetic process;. GO:0016707|gibberellin 3-beta-dioxygenase activity;GO:0046872|metal ion binding;.

Manes.16G068000.v6.10.73121 0.00204 down no E3 ubiquitin-protein ligase At4g11680pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.16G068300.v6.11.1316546 0.31694 up no PsbP domain-containing protein 5, chloroplasticpfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;.

Manes.16G068600.v6.11.0172495 0.82865 up no . pfam10513 EPL1 Enhancer of polycomb-like. This is a family of EPL1 (Enhancer of polycomb-like) proteins. The EPL1 protein is a member of a histone acetyltransferase complex which is involved in transcriptional activation of selected genes.. . . .

Manes.16G068700.v6.10.5661923 0.02079 down no Probable ADP-ribosylation factor GTPase-activating protein AGD14pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;.

Manes.16G068800.v6.10.7176243 0.01003 down no . pfam04434 SWIM SWIM zinc finger. This domain is found in bacterial, archaeal and eukaryotic proteins. It is predicted to be organized into two N-terminal beta-strands and a C-terminal alpha helix, thus possibly adopting a fold similar to that of the C2H2 zinc finger (pfam00096). SWIM is thought to be a versatile domain that can interact with DNA or proteins in different contexts.. . . .

Manes.16G069100.v6.10.5233438 1.51E-05 down no . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.16G069200.v6.10.5348492 0.00334 down no Potassium channel KAT3pfam07885 Ion_trans_2 Ion channel. This family includes the two membrane helix type ion channels found in bacteria.GO:0010163|high-affinity potassium ion import;GO:0042391|regulation of membrane potential;GO:0009624|response to nematode;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005249|voltage-gated potassium channel activity;.

Manes.16G069300.v6.12.6644724 8.72E-05 up yes Potassium channel KAT3pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0010163|high-affinity potassium ion import;GO:0042391|regulation of membrane potential;GO:0009624|response to nematode;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005249|voltage-gated potassium channel activity;.

Manes.16G069400.v6.1NA NA -- no . pfam03025 Papilloma_E5 Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.16G069500.v6.11.3721621 0.00043 up no Something about silencing protein 10pfam09368 Sas10 Sas10 C-terminal domain. Sas10 is an Essential subunit of U3-containing Small Subunit (SSU) processome complex involved in the production of the 18S rRNA and assembly of the small ribosomal subunit.GO:0007420|brain development;GO:0016568|chromatin modification;GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14767

Manes.16G069600.v6.11.2802017 0.00997 up no Serine/threonine-protein kinase AFC3pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.16G069800.v6.12.2910236 1.35E-13 up yes . pfam04700 Baculo_gp41 Structural glycoprotein p40/gp41 conserved region. Family of viral structural glycoproteins.. . . .

Manes.16G069900.v6.10.6991424 0.08181 down no . pfam07263 DMP1 Dentin matrix protein 1 (DMP1). This family consists of several mammalian dentin matrix protein 1 (DMP1) sequences. The dentin matrix acidic phosphoprotein 1 (DMP1) gene has been mapped to human chromosome 4q21. DMP1 is a bone and teeth specific protein initially identified from mineralised dentin. DMP1 is primarily localized in the nuclear compartment of undifferentiated osteoblasts. In the nucleus, DMP1 acts as a transcriptional component for activation of osteoblast-specific genes like osteocalcin. During the early phase of osteoblast maturation, Ca(2+) surges into the nucleus from the cytoplasm, triggering the phosphorylation of DMP1 by a nuclear isoform of casein kinase II. This phosphorylated DMP1 is then exported out into the extracellular matrix, where it regulates nucleation of hydroxyapatite. DMP1 is a unique molecule that initiates osteoblast differentiation by transcription in the nucleus and orchestrates mineralised matrix formation extracellularly, at later stages of osteoblast maturation. The D. . . .

Manes.16G070000.v6.11.1232632 0.22203 up no Protein TRIGALACTOSYLDIACYLGLYCEROL 1, chloroplasticpfam02405 Permease Permease. This domain functions as a permease. In a hypothetical protein from Neisseria it is involved in L-glutamate import into the cell. In Arabidopsis ABC transporter I family member 14 it is involved in lipid transfer within the cell.GO:0006869|lipid transport;GO:0043190|ATP-binding cassette (ABC) transporter complex;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009707|chloroplast outer membrane;GO:0005319|lipid transporter activity;.

Manes.16G070100.v6.12.2558402 1.66E-07 up yes Probable sulfate transporter 3.5pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K17471

Manes.16G070200.v6.11.0945112 0.38484 up no Leucine-rich repeat extensin-like protein 4pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.16G070300.v6.10.5219741 0.00026 down no Probable serine incorporatorpfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0015825|L-serine transport;GO:0008654|phospholipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.16G070600.v6.10.8571138 0.11062 down no VIN3-like protein 1pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0016568|chromatin modification;GO:0009908|flower development;GO:0016571|histone methylation;GO:0045814|negative regulation of gene expression, epigenetic;GO:0061087|positive regulation of histone H3-K27 methylation;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0048572|short-day photoperiodism;GO:0048575|short-day photoperiodism, flowering;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005677|chromatin silencing complex;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.16G071300.v6.1Inf 5.14E-05 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.16G071700.v6.10.5741909 0.01824 down no Protein tesmin/TSO1-like CXC 5pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G071800.v6.11.4529309 0.00016 up no Putative esterase YitVpfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;K06889

Manes.16G072200.v6.10.6984944 0.12852 down no Bark storage protein Apfam01048 PNP_UDP_1 Phosphorylase superfamily. Members of this family include: purine nucleoside phosphorylase (PNP) Uridine phosphorylase (UdRPase) 5'-methylthioadenosine phosphorylase (MTA phosphorylase)GO:0009116|nucleoside metabolic process;. GO:0003824|catalytic activity;GO:0045735|nutrient reservoir activity;.

Manes.16G072700.v6.10.7938429 0.02882 down no Probable lactoylglutathione lyase, chloroplastpfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.GO:0009409|response to cold;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0010319|stromule;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0004462|lactoylglutathione lyase activity;GO:0046872|metal ion binding;K01759

Manes.16G073000.v6.12.0017937 3.92E-15 up yes Profilin-1 pfam00235 Profilin Profilin. . GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. K05759

Manes.16G073300.v6.13.1400217 6.67E-06 up yes Receptor-like protein kinase HSL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.16G073700.v6.11.2579274 0.82668 up no Histidine-containing phosphotransfer protein 4pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004871|signal transducer activity;.

Manes.16G073800.v6.10.8640915 0.17266 down no Protein cereblonpfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.GO:0034766|negative regulation of ion transmembrane transport;GO:0032463|negative regulation of protein homooligomerization;GO:0090073|positive regulation of protein homodimerization activity;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0031464|Cul4A-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004176|ATP-dependent peptidase activity;GO:0046872|metal ion binding;K11793

Manes.16G073900.v6.11.050008 0.61774 up no NADP-dependent malic enzymepfam00390 malic Malic enzyme, N-terminal domain.GO:0006108|malate metabolic process;GO:0005737|cytoplasm;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;K00029

Manes.16G074000.v6.10.6743512 0.00881 down no Protein SAWADEE HOMEODOMAIN HOMOLOG 1pfam10066 DUF2304 Uncharacterized conserved protein (DUF2304). Members of this family of hypothetical archaeal proteins have no known function.GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0006346|methylation-dependent chromatin silencing;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.16G074300.v6.11.8252385 1.04E-11 up no Caffeoylshikimate esterasepfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.16G074600.v6.11.0014191 1 up no Homeobox-leucine zipper protein ATHB-15pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;.

Manes.16G075000.v6.11.5555104 0.00979 up no . pfam10324 7TM_GPCR_Srw Serpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.16G075100.v6.1Inf 0.9009 up no . pfam03805 CLAG Cytoadherence-linked asexual protein. Clag (cytoadherence linked asexual gene) is a malaria surface protein which has been shown to be involved in the binding of Plasmodium falciparum infected erythrocytes to host endothelial cells, a process termed cytoadherence. The cytoadherence phenomenon is associated with the sequestration of infected erythrocytes in the blood vessels of the brain, cerebral malaria. Clag is a multi-gene family in Plasmodium falciparum with at least 9 members identified to date. Orthologous proteins in the rodent malaria species Plasmodium chabaudi (Lawson D Unpubl. obs.) suggest that the gene family is found in other malaria species and may play a more generic role in cytoadherence.. . . .

Manes.16G075300.v6.11.0567114 0.53853 up no Nuclear pore complex protein NUP85pfam07575 Nucleopor_Nup85 Nup85 Nucleoporin. A family of nucleoporins conserved from yeast to human. THe nuclear pore complex is a large assembly composed of two essential complexes: the heptameric Nup84 complex and the heteromeric Nic96-containing complex. The Nup84 complex is composed of one copy each of Nup84, Nup85, Nup120, Nup133, Nup145C, Sec13, and Seh1. The structure of a complex of Nup85 and Seh1 was solved. The N-terminus of Nup85 is inserted and forms a three-stranded blade that completes the Seh1 6-bladed beta-propeller in trans. Following its N-terminal insertion blade, Nup85 forms a compact cuboid structure composed of 20 helices, with two distinct modules, referred to as crown and trunk.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14304

Manes.16G075400.v6.11.3675916 0.00051 up no . pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.. . . .

Manes.16G075500.v6.11.7892298 0.0002 up no F-box/LRR-repeat protein 16pfam13855 LRR_8 Leucine rich repeat.. GO:0005737|cytoplasm;. K10282

Manes.16G075800.v6.10.1710293 2.40E-16 down yes Dehydration-responsive element-binding protein 3pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.16G076700.v6.14.9651959 3.08E-63 up yes Zinc finger CCCH domain-containing protein 49pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G076800.v6.14.4827703 2.05E-05 up yes Transcription factor RAX2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009785|blue light signaling pathway;GO:0007275|multicellular organismal development;GO:0009737|response to abscisic acid;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.16G076900.v6.10.2885432 8.43E-07 down yes Cytochrome P450 714A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G077100.v6.11.4451162 0.00211 up no Exonuclease 3'-5' domain-containing protein 1pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.. . GO:0008408|3'-5' exonuclease activity;GO:0003676|nucleic acid binding;K18740

Manes.16G077200.v6.12.0731948 1.35E-16 up yes Protein EARLY FLOWERING 3pfam05007 Mannosyl_trans Mannosyltransferase (PIG-M). PIG-M has a DXD motif. The DXD motif is found in many glycosyltransferases that utilize nucleotide sugars. It is thought that the motif is involved in the binding of a manganese ion that is required for association of the enzymes with nucleotide sugar substrates.GO:0007623|circadian rhythm;GO:0010031|circumnutation;GO:0048573|photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12125

Manes.16G077500.v6.10.2327797 1.71E-11 down yes . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.16G077700.v6.11.0106886 0.88911 up no . pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.16G077800.v6.12.3161881 2.32E-18 up yes Vacuolar-processing enzymepfam01650 Peptidase_C13 Peptidase C13 family. Members of this family are asparaginyl peptidases. The blood fluke parasite Schistosoma mansoni has at least five Clan CA cysteine peptidases in its digestive tract including cathepsins B (2 isoforms), C, F and L. All have been recombinantly expressed as active enzymes, albeit in various stages of activation. In addition, a Clan CD peptidase, termed asparaginyl endopeptidase or 'legumain' has been identified. This has formerly been characterized as a 'haemoglobinase', but this term is probably incorrect. Two cDNAs have been described for Schistosoma mansoni legumain; one encodes an active enzyme whereas the active site cysteine residue encoded by the second cDNA is substituted by an asparagine residue. Both forms have been recombinantly expressed.. . GO:0008234|cysteine-type peptidase activity;K01369

Manes.16G078000.v6.10.8297326 0.41015 down no Probable protein phosphatase 2C 72pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.16G078100.v6.10.8314716 0.08666 down no BRISC and BRCA1-A complex member 1pfam13700 DUF4158 Domain of unknown function (DUF4158). The exact function of this domain is not clear, but it frequently occurs as an N-terminal region of transposase 3 or IS3 family of insertion elements.GO:0016568|chromatin modification;GO:0006302|double-strand break repair;GO:0031572|G2 DNA damage checkpoint;GO:0045739|positive regulation of DNA repair;GO:0070536|protein K63-linked deubiquitination;GO:0010212|response to ionizing radiation;GO:0070531|BRCA1-A complex;GO:0070552|BRISC complex;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.16G078200.v6.11.1460898 0.17822 up no PITH domain-containing protein 1pfam06201 PITH PITH domain. This family was formerly known as DUF1000. The full-length, Txnl1, protein which is a probable component of the 26S proteasome, uses its C-terminal, PITH, domain to associate specifically with the 26S proteasome. PITH derives from proteasome-interacting thioredoxin domain.. GO:0005634|nucleus;. .

Manes.16G078800.v6.10.270541 4.36E-05 down yes . pfam01941 AdoMet_Synthase S-adenosylmethionine synthetase (AdoMet synthetase). This family consists of several archaebacterial S-adenosylmethionine synthetase C(AdoMet synthetase or MAT) (EC 2.5.1.6). S-Adenosylmethionine (AdoMet) occupies a central role in the metabolizm of all cells. The biological roles of AdoMet include acting as the primary methyl group donor, as a precursor to the polyamines, and as a progenitor of a 5'-deoxyadenosyl radical. S-Adenosylmethionine synthetase catalyses the only known route of AdoMet biosynthesis. The synthetic process occurs in a unique reaction in which the complete triphosphate chain is displaced from ATP and a sulfonium ion formed. MATs from various organisms contain ~400-amino acid polypeptide chains.. . . .

Manes.16G078900.v6.11.8016405 0.0003 up no NADH dehydrogenase [ubiquinone] iron-sulfur protein 7, mitochondrialpfam01058 Oxidored_q6 NADH ubiquinone oxidoreductase, 20 Kd subunit.. GO:0005739|mitochondrion;GO:0070469|respiratory chain;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0046872|metal ion binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0048038|quinone binding;.

Manes.16G079200.v6.10.5799801 0.00078 down no . pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.16G079500.v6.10.2572299 1.09E-06 down yes Abscisic acid receptor PYL2pfam10604 Polyketide_cyc2 Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.16G079800.v6.10.5496898 2.78E-05 down no Calcineurin B-like protein 10pfam13499 EF-hand_7 EF-hand domain pair.GO:0042538|hyperosmotic salinity response;GO:2000021|regulation of ion homeostasis;GO:0043266|regulation of potassium ion transport;GO:0005737|cytoplasm;GO:0005768|endosome;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;.

Manes.16G079900.v6.10.9462297 0.61434 down no . pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.. . . .

Manes.16G080000.v6.11.3652936 0.00373 up no Protein REVERSION-TO-ETHYLENE SENSITIVITY1pfam05608 DUF778 Protein of unknown function (DUF778). This family consists of several eukaryotic proteins of unknown function.GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009723|response to ethylene;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.16G080100.v6.11.1886538 0.12062 up no Uncharacterized protein ycf36pfam06799 DUF1230 Protein of unknown function (DUF1230). This family consists of several hypothetical plant and photosynthetic bacterial proteins of around 160 residues in length. The function of this family is unknown although looking at the species distribution the protein may play a part in photosynthesis.. GO:0009507|chloroplast;. .

Manes.16G080300.v6.11.17052 0.26085 up no Glycine dehydrogenase (decarboxylating), mitochondrialpfam02347 GDC-P Glycine cleavage system P-protein. This family consists of Glycine cleavage system P-proteins EC:1.4.4.2 from bacterial, mammalian and plant sources. The P protein is part of the glycine decarboxylase multienzyme complex EC:2.1.2.10 (GDC) also annotated as glycine cleavage system or glycine synthase. GDC consists of four proteins P, H, L and T. The reaction catalysed by this protein is:- Glycine + lipoylprotein <=> S-aminomethyldihydrolipoylprotein + CO2GO:0006546|glycine catabolic process;GO:0005739|mitochondrion;GO:0004375|glycine dehydrogenase (decarboxylating) activity;.

Manes.16G080400.v6.10.584861 9.51E-07 down no Putative GATA transcription factor 22pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009910|negative regulation of flower development;GO:0010187|negative regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010468|regulation of gene expression;GO:0009735|response to cytokinin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.16G080700.v6.10.6184837 0.00104 down no Probable beta-1,3-galactosyltransferase 12pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.16G080800.v6.16.2804616 9.47E-78 up yes Zinc transporter 4, chloroplasticpfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005385|zinc ion transmembrane transporter activity;K14709

Manes.16G080900.v6.11.5517238 1.51E-06 up no . pfam14364 DUF4408 Domain of unknown function (DUF4408). This domain is found at the N-terminus of member of the DUF761 family pfam05553. Many members are plant proteins.. . . .

Manes.16G081100.v6.1#NAME? 0.09826 down no . pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.16G081200.v6.11.217371 0.03606 up no Delta(8)-fatty-acid desaturasepfam00487 FA_desaturase Fatty acid desaturase.GO:0006665|sphingolipid metabolic process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0016491|oxidoreductase activity;.

Manes.16G081400.v6.10.4491315 0.06777 down no Glutaredoxin-C6pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.16G082500.v6.10.5872037 1.20E-05 down no Methyltransferase-like protein 6pfam08242 Methyltransf_12 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . GO:0008168|methyltransferase activity;K00599



Manes.16G082600.v6.10.8414345 0.09217 down no Conserved oligomeric Golgi complex subunit 8pfam04124 Dor1 Dor1-like family. Dor1 is involved in vesicle targeting to the yeast Golgi apparatus and complexes with a number of other trafficking proteins, which include Sec34 and Sec35.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0017119|Golgi transport complex;GO:0016020|membrane;. .

Manes.16G082800.v6.10.4551668 4.72E-11 down yes Serine/threonine-protein kinase CBK1pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G082900.v6.10.6311683 0.00058 down no Protein phosphatase 2C 16pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.16G083200.v6.122.82264 3.07E-07 up yes (S)-coclaurine N-methyltransferasepfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;GO:0005737|cytoplasm;GO:0030794|(S)-coclaurine-N-methyltransferase activity;.

Manes.16G083300.v6.10.9388674 0.54893 down no (S)-coclaurine N-methyltransferasepfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;GO:0005737|cytoplasm;GO:0030794|(S)-coclaurine-N-methyltransferase activity;.

Manes.16G083500.v6.11.182133 0.08971 up no Probable 28S rRNA (cytosine-C(5))-methyltransferasepfam01189 Nol1_Nop2_Fmu NOL1/NOP2/sun family.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0008168|methyltransferase activity;GO:0044822|poly(A) RNA binding;K15264

Manes.16G084100.v6.12.3783566 1.21E-12 up yes . pfam05021 NPL4 NPL4 family. The HRD4 gene was identical to NPL4, a gene previously implicated in nuclear transport. Using a diverse set of substrates and direct ubiquitination assays, analysis revealed that HRD4/NPL4 is required for a poorly characterized step in ER-associated degradation after ubiquitination of target proteins but before their recognition by the 26S proteasome. Npl4p physically associates with Cdc48p via Ufd1p to form a Cdc48p-Ufd1p-Npl4p complex. The Cdc48-Ufd1-Npl4 complex functions in the recognition of several polyubiquitin-tagged proteins and facilitates their presentation to the 26S proteasome for processive degradation or even more specific processing.. . . .

Manes.16G084400.v6.124.349629 0.01962 up yes . pfam10776 DUF2600 Protein of unknown function (DUF2600). This is a bacterial family of proteins. Some members in the family are annotated as YtpB however currently no function is known.. . . .

Manes.16G085100.v6.10.8534079 0.09907 down no E3 ubiquitin-protein ligase RBBP6pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0048568|embryonic organ development;GO:0001701|in utero embryonic development;GO:0035264|multicellular organism growth;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0061053|somite development;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0016874|ligase activity;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10624

Manes.16G085200.v6.112.373304 0.00048 up yes Anthocyanin regulatory C1 proteinpfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.16G085300.v6.10.3555353 3.10E-12 down yes Trihelix transcription factor GT-2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G085400.v6.14.1011903 2.77E-20 up yes Cytochrome P450 CYP72A219pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G085600.v6.11.0248869 0.76016 up no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.16G085700.v6.10.8022574 0.02851 down no . pfam07693 KAP_NTPase KAP family P-loop domain. The KAP (after Kidins220/ARMS and PifA) family of predicted NTPases are sporadically distributed across a wide phylogenetic range in bacteria and in animals. Many of the prokaryotic KAP NTPases are encoded in plasmids and tend to undergo disruption to form pseudogenes. A unique feature of all eukaryotic and certain bacterial KAP NTPases is the presence of two or four transmembrane helices inserted into the P-loop NTPase domain. These transmembrane helices anchor KAP NTPases in the membrane such that the P-loop domain is located on the intracellular side.. . . .

Manes.16G085900.v6.11.2355693 0.02219 up no Uncharacterized membrane protein YlmGpfam02325 YGGT YGGT family. This family consists of a repeat found in conserved hypothetical integral membrane proteins. The function of this region and the proteins which possess it is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K02221

Manes.16G086200.v6.13.233962 3.69E-21 up yes . pfam00068 Phospholip_A2_1 Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.16G086300.v6.14.845908 6.15E-54 up yes . pfam15060 PPDFL Differentiation and proliferation regulator. Pancreatic progenitor cell differentiation and proliferation factor-like protein (PPDFL) is alternatively named Exocrine differentiation and proliferation factor-like protein. PPDFL regulates exocrine cell fate. This protein is highly expressed in exocrine progenitor cells which eventually differentiate to form exocrine pancreatic cells.. . . .

Manes.16G086400.v6.12.6969971 1.17E-08 up yes Endoglucanase 16pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;K01179

Manes.16G086500.v6.11.2615906 0.01395 up no Guanine nucleotide-binding protein alpha-1 subunitpfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.GO:0007186|G-protein coupled receptor signaling pathway;. GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004871|signal transducer activity;.

Manes.16G086600.v6.114.563206 1.94E-11 up yes Putative receptor-like protein kinase At1g72540pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G087600.v6.12.365401 2.47E-13 up yes 3-ketoacyl-CoA synthase 10pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0080167|response to karrikin;GO:0009416|response to light stimulus;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.16G088100.v6.12.9015606 0.0001 up yes . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.16G088200.v6.11.0163479 0.88325 up no Protein FATTY ACID EXPORT 7pfam03647 Tmemb_14 Transmembrane proteins 14C. This family of short membrane proteins are as yet uncharacterized.. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.16G088300.v6.11.1483161 0.20194 up no Protein TIFY 3Bpfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.16G088400.v6.10.5716335 0.033 down no E3 ubiquitin-protein ligase Os03g0188200pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.16G088500.v6.10.9550107 0.64165 down no Brefeldin A-inhibited guanine nucleotide-exchange protein 5pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0042742|defense response to bacterium;GO:0006897|endocytosis;GO:0040007|growth;GO:0006955|immune response;GO:0045087|innate immune response;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0016192|vesicle-mediated transport;GO:0016032|viral process;GO:0005829|cytosol;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K13462

Manes.16G088800.v6.10.9322625 0.52218 down no . pfam06941 NT5C 5' nucleotidase, deoxy (Pyrimidine), cytosolic type C protein (NT5C). This family consists of several 5' nucleotidase, deoxy (Pyrimidine), cytosolic type C (NT5C) proteins. 5'(3')-Deoxyribonucleotidase is a ubiquitous enzyme in mammalian cells whose physiological function is not known.. . . .

Manes.16G088900.v6.13.1985802 7.51E-34 up yes Alpha-aminoadipic semialdehyde synthasepfam03435 Saccharop_dh Saccharopine dehydrogenase. This family comprised of three structural domains that can not be separated in the linear sequence. In some organisms this enzyme is found as a bifunctional polypeptide with lysine ketoglutarate reductase. The saccharopine dehydrogenase can also function as a saccharopine reductase.GO:0033512|L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0005737|cytoplasm;GO:0047131|saccharopine dehydrogenase (NAD+, L-glutamate-forming) activity;GO:0047130|saccharopine dehydrogenase (NADP+, L-lysine-forming) activity;K14157

Manes.16G089000.v6.10.4978904 7.13E-06 down yes Pectinesterase 3pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G089100.v6.11.0302168 0.84568 up no Pectinesterase/pectinesterase inhibitor PPE8Bpfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G089400.v6.10.6460061 0.0142 down no Probable pectinesterase/pectinesterase inhibitor 54pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G089600.v6.11.5841765 9.16E-07 up no Conserved oligomeric Golgi complex subunit 3pfam04136 Sec34 Sec34-like family. Sec34 and Sec35 form a sub-complex, in a seven protein complex that includes Dor1 (pfam04124). This complex is thought to be important for tether vesicles to the Golgi.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0007030|Golgi organization;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0006486|protein glycosylation;GO:0033365|protein localization to organelle;GO:0050821|protein stabilization;GO:0000301|retrograde transport, vesicle recycling within Golgi;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0017119|Golgi transport complex;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0008565|protein transporter activity;.

Manes.16G089800.v6.10.4927632 1.11E-11 down yes 1-phosphatidylinositol-3-phosphate 5-kinase FAB1Bpfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0010256|endomembrane system organization;GO:0046854|phosphatidylinositol phosphorylation;GO:0009555|pollen development;GO:0090332|stomatal closure;GO:0007033|vacuole organization;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005739|mitochondrion;GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00921

Manes.16G090100.v6.12.2455877 1.55E-19 up yes SH3 domain-containing protein PJ696.02pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.16G090300.v6.113.196438 1.44E-21 up yes GDSL esterase/lipase 5pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.16G090600.v6.11.3393012 0.04233 up no Sucrose synthasepfam00862 Sucrose_synth Sucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0005985|sucrose metabolic process;. GO:0016157|sucrose synthase activity;K00695

Manes.16G090700.v6.1114.06124 ####### up yes Uncharacterized RING finger protein P8B7.15cpfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0016567|protein ubiquitination;GO:0005847|mRNA cleavage and polyadenylation specificity factor complex;GO:0005634|nucleus;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K15541

Manes.16G090800.v6.114.570173 1.22E-82 up yes Protein MPE1pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0006378|mRNA polyadenylation;GO:0098789|pre-mRNA cleavage required for polyadenylation;GO:0016567|protein ubiquitination;GO:0005829|cytosol;GO:0005847|mRNA cleavage and polyadenylation specificity factor complex;GO:0005634|nucleus;GO:0036002|pre-mRNA binding;GO:0008270|zinc ion binding;K15541

Manes.16G090900.v6.12.264243 0.00426 up yes Ethylene-responsive transcription factor ERF018pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0002213|defense response to insect;GO:0009873|ethylene-activated signaling pathway;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G091200.v6.10.6525095 4.41E-05 down no Auxin response factor 19pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0048527|lateral root development;GO:0010311|lateral root formation;GO:0048366|leaf development;GO:0009733|response to auxin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046983|protein dimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G091500.v6.11.4051387 0.00015 up no RRP12-like proteinpfam08161 NUC173 NUC173 domain. This is the central domain of of novel family of hypothetical nucleolar proteins.. GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005730|nucleolus;. K14794

Manes.16G091600.v6.12.0703172 1.49E-15 up yes 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G092500.v6.15.1847335 4.81E-07 up yes Omega-hydroxypalmitate O-feruloyl transferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.16G093000.v6.12.7273306 0.00098 up yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.16G093200.v6.11.1760326 0.08566 up no Oligouridylate-binding protein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.16G093500.v6.11.5741065 9.94E-06 up no Protein TIFY 10Apfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0042742|defense response to bacterium;GO:0009908|flower development;GO:0009867|jasmonic acid mediated signaling pathway;GO:0009555|pollen development;GO:1900067|regulation of cellular response to alkaline pH;GO:0006355|regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.16G093600.v6.10.8055391 0.19148 down no Probable polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.16G093900.v6.10.7003935 0.0038 down no . pfam00092 VWA von Willebrand factor type A domain.. . . .

Manes.16G094000.v6.10.6924161 0.00166 down no Protein trichome birefringence-like 16pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. .

Manes.16G094100.v6.11.1455848 0.15635 up no Methylthioribose-1-phosphate isomerasepfam01008 IF-2B Initiation factor 2 subunit family. This family includes initiation factor 2B alpha, beta and delta subunits from eukaryotes, initiation factor 2B subunits 1 and 2 from archaebacteria and some proteins of unknown function from prokaryotes. Initiation factor 2 binds to Met-tRNA, GTP and the small ribosomal subunit. Members of this family have also been characterized as 5-methylthioribose- 1-phosphate isomerases, an enzyme of the methionine salvage pathway. The crystal structure of Ypr118w, a non-essential, low-copy number gene product from Saccharomyces cerevisiae, reveals a dimeric protein with two domains and a putative active site cleft.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046523|S-methyl-5-thioribose-1-phosphate isomerase activity;K08963

Manes.16G094500.v6.10.6829212 0.02771 down no Cation/calcium exchanger 4pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006812|cation transport;GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;K13754

Manes.16G095000.v6.139.654933 1.70E-16 up yes Putative receptor-like protein kinase At1g72540pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G095200.v6.10.9716645 0.78994 down no . pfam14802 TMEM192 TMEM192 family. The function of this family of transmembrane proteins is unknown. In vertebrates, proteins in this family are located in the lysosomal membrane and late endosome. In Arabidopsis, a member of this family has been found to weakly interact with FRIGIDA, a determinant of flowering time.. . . .

Manes.16G095300.v6.12.00118 4.13E-15 up yes . pfam11843 DUF3363 Protein of unknown function (DUF3363). This family of proteins are functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 323 to 658 amino acids in length.. . . .

Manes.16G095400.v6.1Inf 0.02254 up yes . pfam04106 APG5 Autophagy protein Apg5. Apg5 is directly required for the import of aminopeptidase I via the cytoplasm-to-vacuole targeting pathway.. . . .

Manes.16G095500.v6.10.4203067 8.24E-08 down yes . pfam10340 DUF2424 Protein of unknown function (DUF2424). This is a family of proteins conserved in yeasts. The function is not known.. . . .

Manes.16G095900.v6.10.6805142 0.00176 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G096000.v6.10.638433 0.01967 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G096100.v6.15.5279357 5.21E-07 up yes MOB kinase activator-like 1Bpfam03637 Mob1_phocein Mob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . GO:0046872|metal ion binding;K06685

Manes.16G096300.v6.11.05271 0.57618 up no DENN domain-containing protein 4Cpfam02141 DENN DENN (AEX-3) domain. DENN (after differentially expressed in neoplastic vs normal cells) is a domain which occurs in several proteins involved in Rab- mediated processes or regulation of MAPK signalling pathways.GO:0032869|cellular response to insulin stimulus;GO:0043547|positive regulation of GTPase activity;GO:0072659|protein localization to plasma membrane;GO:0015031|protein transport;GO:0030659|cytoplasmic vesicle membrane;GO:0005829|cytosol;GO:0032593|insulin-responsive compartment;GO:0005886|plasma membrane;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.16G096600.v6.11.9130614 0.03082 up no Cytochrome P450 CYP72A219pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G097200.v6.10.8606357 0.13093 down no 40S ribosomal protein S3-3pfam00189 Ribosomal_S3_C Ribosomal protein S3, C-terminal domain. This family contains a central domain pfam00013, hence the amino and carboxyl terminal domains are stored separately. This is a minimal carboxyl-terminal domain. Some are much longer.GO:0009651|response to salt stress;GO:0006412|translation;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0005730|nucleolus;GO:0009506|plasmodesma;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02985

Manes.16G097600.v6.13.8426381 2.73E-31 up yes Vacuolar protein sorting-associated protein 2 homolog 1pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;GO:0005770|late endosome;GO:0005771|multivesicular body;. K12191

Manes.16G097900.v6.11.8700772 1.10E-08 up no Nuclear transcription factor Y subunit A-3pfam02045 CBFB_NFYA CCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G098000.v6.11.2754338 0.0202 up no Protein bem46pfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;. K06889

Manes.16G098100.v6.10.7860128 0.02534 down no PHD finger protein ALFIN-LIKE 5pfam12165 DUF3594 Domain of unknown function (DUF3594). This presumed domain is functionally uncharacterized.This domain family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam00628.GO:0016568|chromatin modification;GO:1903507|negative regulation of nucleic acid-templated transcription;GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003714|transcription corepressor activity;GO:0008270|zinc ion binding;.

Manes.16G098400.v6.11.7768894 2.87E-07 up no Uncharacterized membrane protein C776.05pfam10998 DUF2838 Protein of unknown function (DUF2838). This bacterial family of proteins has no known function.GO:0034219|carbohydrate transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0015144|carbohydrate transmembrane transporter activity;.

Manes.16G098700.v6.10.7489702 0.01482 down no WD repeat-containing protein 61pfam00400 WD40 WD domain, G-beta repeat.GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0016593|Cdc73/Paf1 complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0055087|Ski complex;GO:0035327|transcriptionally active chromatin;. K12602

Manes.16G098900.v6.11.8532269 8.25E-09 up no UBP1-associated proteins 1Cpfam08790 zf-LYAR LYAR-type C2HC zinc finger. This C2HC zinc finger is found in LYAR proteins, which are involved in cell growth regulation.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.16G099200.v6.10.6522889 0.05183 down no Protein phosphatase 2C 7pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.16G099400.v6.11.0398544 0.64806 up no . pfam03661 UPF0121 Uncharacterized protein family (UPF0121). Uncharacterized integral membrane protein family.. . . .

Manes.16G099700.v6.10.6100888 0.00038 down no Telomere repeat-binding factor 5pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006334|nucleosome assembly;GO:0006351|transcription, DNA-templated;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G099800.v6.12.3445283 7.83E-22 up yes Glycylpeptide N-tetradecanoyltransferase 1pfam02799 NMT_C Myristoyl-CoA:protein N-myristoyltransferase, C-terminal domain. The N and C-terminal domains of NMT are structurally similar, each adopting an acyl-CoA N-acyltransferase-like fold.GO:0010064|embryonic shoot morphogenesis;GO:0040007|growth;GO:0018008|N-terminal peptidyl-glycine N-myristoylation;GO:0006499|N-terminal protein myristoylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005840|ribosome;GO:0004379|glycylpeptide N-tetradecanoyltransferase activity;GO:0019107|myristoyltransferase activity;K00671

Manes.16G100000.v6.11.2097447 0.084 up no Diacylglycerol O-acyltransferase 1pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.GO:0007568|aging;GO:0005975|carbohydrate metabolic process;GO:0009793|embryo development ending in seed dormancy;GO:0006071|glycerol metabolic process;GO:0010030|positive regulation of seed germination;GO:0045995|regulation of embryonic development;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009749|response to glucose;GO:0009651|response to salt stress;GO:0019432|triglyceride biosynthetic process;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0016020|membrane;GO:0004144|diacylglycerol O-acyltransferase activity;K11155

Manes.16G100200.v6.11.049849 0.59264 up no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.16G100300.v6.10.2872918 5.69E-09 down yes EPIDERMAL PATTERNING FACTOR-like protein 3pfam04663 Phenol_monoox Phenol hydroxylase conserved region. Under aerobic conditions, phenol is usually hydroxylated to catechol and degraded via the meta or ortho pathways. Two types of phenol hydroxylase are known: one is a multi-component enzyme the other is a single-component monooxygenase. This region is found in both types of enzymes.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.16G100400.v6.114.521686 2.51E-55 up yes . pfam09815 XK-related XK-related protein. Members of this family comprise various XK-related proteins, that are involved in sodium-dependent transport of neutral amino acids or oligopeptides. These proteins are responsible for the Kx blood group system - defects results in McLeod syndrome, an X-linked multi-system disorder characterized by late onset abnormalities in the neuromuscular and hematopoietic systems.. . . .

Manes.16G100600.v6.14.1693333 1.59E-38 up yes Regulatory protein NPR1pfam12313 NPR1_like_C NPR1/NIM1 like defence protein C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 251 and 588 amino acids in length. The family is found in association with pfam00023, pfam00651. There are two conserved sequence motifs: LENRV and DLN. NPR1 (NIM1) is a defence protein in many plant species.GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0031348|negative regulation of defense response;GO:0009626|plant-type hypersensitive response;GO:0045893|positive regulation of transcription, DNA-templated;GO:0016567|protein ubiquitination;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0010112|regulation of systemic acquired resistance;GO:0009617|response to bacterium;GO:0009408|response to heat;GO:0001666|response to hypoxia;GO:0009625|response to insect;GO:0009611|response to wounding;GO:0009627|systemic acquired resistance;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;. K14508

Manes.16G100800.v6.10.8835533 0.33554 down no Nucleosome assembly protein 1;3pfam00956 NAP Nucleosome assembly protein (NAP). NAP proteins are involved in moving histones into the nucleus, nucleosome assembly and chromatin fluidity. They affect the transcription of many genes.GO:0009294|DNA mediated transformation;GO:0006334|nucleosome assembly;GO:0016444|somatic cell DNA recombination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0042393|histone binding;GO:0042802|identical protein binding;K11279

Manes.16G101000.v6.127.965206 8.32E-05 up yes Putative transcription factor bHLH041pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G101100.v6.10.9493832 0.57508 down no . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.16G101200.v6.10.6820862 0.00016 down no Chloroplastic group IIA intron splicing facilitator CRS1, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0006417|regulation of translation;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.16G101600.v6.10.4039321 7.78E-05 down yes . pfam04677 CwfJ_C_1 Protein similar to CwfJ C-terminus 1. This region is found in the N terminus of Schizosaccharomyces pombe protein CwfJ. CwfJ is part of the Cdc5p complex involved in mRNA splicing.. . . .

Manes.16G102100.v6.10.2408029 5.92E-11 down yes Probable polyamine oxidase 5pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0005737|cytoplasm;GO:1990534|thermospermine oxidase activity;K12259

Manes.16G102200.v6.10.6505702 0.05919 down no DNA-directed RNA polymerase subunit betapfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0032549|ribonucleoside binding;.

Manes.16G102400.v6.12.0208097 0.02807 up yes Beta-galactosidasepfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;. GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.16G102600.v6.10.862536 0.17625 down no Putative GATA transcription factor 22pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009910|negative regulation of flower development;GO:0010187|negative regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010468|regulation of gene expression;GO:0009735|response to cytokinin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.16G103200.v6.11.2228652 0.16507 up no K(+) efflux antiporter 4pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0016021|integral component of membrane;GO:0015299|solute:proton antiporter activity;.



Manes.16G103300.v6.10.9431658 0.56944 down no Transcription factor DIVARICATApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.16G103400.v6.10.6761145 0.01355 down no Proline-rich receptor-like protein kinase PERK9pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G103600.v6.11.2286956 0.03701 up no Mitochondrial adenine nucleotide transporter ADNT1pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.16G103700.v6.10.7000665 0.00344 down no Inorganic pyrophosphatase 3pfam06888 Put_Phosphatase Putative Phosphatase. This family contains a number of putative eukaryotic acid phosphatases. Some family members represent the products of the PSI14 phosphatase family in Lycopersicon esculentum (Tomato).GO:0051262|protein tetramerization;. GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;GO:0016791|phosphatase activity;K13248

Manes.16G103800.v6.10.7425897 0.01428 down no . pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.16G104500.v6.10.5992374 0.02939 down no . pfam08211 dCMP_cyt_deam_2Cytidine and deoxycytidylate deaminase zinc-binding region.. . . .

Manes.16G104700.v6.12.106097 2.43E-17 up yes . pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.16G104900.v6.11.2500312 0.04005 up no Subtilisin-like protease SBT5.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.16G105000.v6.11.0088957 0.92766 up no 40S ribosomal protein S15a-5pfam00410 Ribosomal_S8 Ribosomal protein S8.GO:0006412|translation;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0005739|mitochondrion;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02957

Manes.16G105200.v6.11.1289859 0.18669 up no . pfam12049 DUF3531 Protein of unknown function (DUF3531). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 149 to 199 amino acids in length.. . . .

Manes.16G105300.v6.10.8848193 0.20883 down no Probable zinc protease PqqLpfam00675 Peptidase_M16 Insulinase (Peptidase family M16).. . GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K07263

Manes.16G105400.v6.11.185191 0.16428 up no . pfam13727 CoA_binding_3 CoA-binding domain.. . . .

Manes.16G105800.v6.11.0735561 0.44109 up no Vacuolar protein sorting-associated protein 32 homolog 2pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;. K12194

Manes.16G105900.v6.15.0847384 2.57E-21 up yes Zinc finger CCCH domain-containing protein 49pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G106000.v6.1NA NA -- no Transcription factor RAX3pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.16G106200.v6.14.4972136 1.21E-09 up yes Inositol oxygenase 4pfam05153 DUF706 Family of unknown function (DUF706). Family of uncharacterized eukaryotic function. Some members have a described putative function, but a common theme is not evident.GO:0019310|inositol catabolic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0005737|cytoplasm;GO:0050113|inositol oxygenase activity;GO:0005506|iron ion binding;K00469

Manes.16G106300.v6.11.1693867 0.11988 up no . pfam07699 GCC2_GCC3 GCC2 and GCC3.. . . .

Manes.16G106400.v6.10.8464411 0.13842 down no Gamma-glutamyltranspeptidase 3pfam01019 G_glu_transpept Gamma-glutamyltranspeptidase.GO:0006751|glutathione catabolic process;GO:0009636|response to toxic substance;GO:0006805|xenobiotic metabolic process;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0003840|gamma-glutamyltransferase activity;GO:0016756|glutathione gamma-glutamylcysteinyltransferase activity;GO:0036374|glutathione hydrolase activity;K18592

Manes.16G106500.v6.10.5760411 0.00018 down no AP-4 complex subunit sigmapfam01217 Clat_adaptor_s Clathrin adaptor complex small chain.. GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0008565|protein transporter activity;K12403

Manes.16G106600.v6.10.7281971 0.00319 down no ATP-dependent 6-phosphofructokinase 3pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0010053|root epidermal cell differentiation;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.16G106700.v6.10.3634386 2.65E-08 down yes . pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. . . .

Manes.16G106900.v6.10.6274096 9.70E-05 down no Putative dual specificity protein phosphatase DSP8pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.16G107200.v6.12.5864457 1.53E-21 up yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.16G107300.v6.10.3157076 1.31E-08 down yes Derlin-1 pfam04511 DER1 Der1-like family. The endoplasmic reticulum (ER) of the yeast Saccharomyces cerevisiae contains of proteolytic system able to selectively degrade misfolded lumenal secretory proteins. For examination of the components involved in this degradation process, mutants were isolated. They could be divided into four complementation groups. The mutations led to stabilisation of two different substrates for this process. The mutant classes were called 'der' for 'degradation in the ER'. DER1 was cloned by complementation of the der1-2 mutation. The DER1 gene codes for a novel, hydrophobic protein, that is localized to the ER. Deletion of DER1 abolished degradation of the substrate proteins. The function of the Der1 protein seems to be specifically required for the degradation process associated with the ER. Interestingly this family seems distantly related to the Rhomboid family of membrane peptidases. Suggesting that this family may also mediate degradation of misfolded proteins (Bateman A pers. obs.).. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. K13989

Manes.16G107600.v6.11.7691983 2.99E-05 up no Profilin-2 pfam00235 Profilin Profilin. . GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.16G107800.v6.13.2731435 2.72E-39 up yes Arginine--tRNA ligasepfam00750 tRNA-synt_1d tRNA synthetases class I (R). Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only arginyl tRNA synthetase.GO:0006420|arginyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0004814|arginine-tRNA ligase activity;GO:0005524|ATP binding;K01887

Manes.16G107900.v6.113.163022 5.80E-33 up yes . pfam03337 Pox_F12L Poxvirus F12L protein.. . . .

Manes.16G108100.v6.13.1461786 2.45E-18 up yes Probable pectinesterase 53pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;K01051

Manes.16G108300.v6.10.5277197 4.66E-06 down no Uncharacterized protein C3F10.06cpfam04179 Init_tRNA_PT Initiator tRNA phosphoribosyl transferase. This enzyme (EC:2.4.2.-) modifies exclusively the initiator tRNA in position 64 using 5'-phosphoribosyl-1'-pyrophosphate as the modification donor. As the initiator tRNA participates both in the initiation and elongation of translation, the 2'-O-ribosyl phosphate modification discriminates the initiator tRNAs from the elongator tRNAs.GO:0019988|charged-tRNA amino acid modification;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043399|tRNA A64-2'-O-ribosylphosphate transferase activity;K15463

Manes.16G108800.v6.12.1475571 8.89E-07 up yes Mitochondrial import inner membrane translocase subunit TIM17-2pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0006886|intracellular protein transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K17795

Manes.16G108900.v6.17.907231 0.00033 up yes Hexokinase-2pfam03727 Hexokinase_2 Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam00349. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0051156|glucose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0009747|hexokinase-dependent signaling;GO:0012501|programmed cell death;GO:0010182|sugar mediated signaling pathway;GO:0005829|cytosol;GO:0031307|integral component of mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004340|glucokinase activity;GO:0005536|glucose binding;GO:0004396|hexokinase activity;GO:0019158|mannokinase activity;.

Manes.16G109200.v6.14.256958 6.83E-62 up yes Hexokinase-1pfam03727 Hexokinase_2 Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam00349. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0051156|glucose 6-phosphate metabolic process;GO:0010255|glucose mediated signaling pathway;GO:0006096|glycolytic process;GO:0019320|hexose catabolic process;GO:0012501|programmed cell death;GO:0090332|stomatal closure;GO:0010182|sugar mediated signaling pathway;GO:0010148|transpiration;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0009536|plastid;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004340|glucokinase activity;GO:0005536|glucose binding;GO:0004396|hexokinase activity;GO:0019158|mannokinase activity;GO:0008270|zinc ion binding;K00844

Manes.16G109300.v6.12.4203674 3.59E-16 up yes Multidrug and toxin extrusion protein 1pfam01554 MatE MatE. The MatE domainGO:0006855|drug transmembrane transport;GO:0015893|drug transport;GO:1902600|hydrogen ion transmembrane transport;GO:0015695|organic cation transport;GO:0016021|integral component of membrane;GO:0031988|membrane-bounded vesicle;GO:0005886|plasma membrane;GO:0015238|drug transmembrane transporter activity;GO:0005451|monovalent cation:proton antiporter activity;K03327

Manes.16G109400.v6.10.47696 5.10E-10 down yes . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.16G109500.v6.10.5728532 0.20271 down no Protein phosphatase 2C 77pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.16G109700.v6.14.6514569 4.70E-06 up yes E3 ubiquitin-protein ligase CIP8pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.16G109800.v6.10.5871949 0.00082 down no Probable 2-oxoglutarate-dependent dioxygenase At3g49630pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.16G109900.v6.12.3393508 4.64E-16 up yes NADP-dependent malic enzymepfam03949 Malic_M Malic enzyme, NAD binding domain.GO:0006108|malate metabolic process;GO:0005737|cytoplasm;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;.

Manes.16G110000.v6.11.1422946 0.32627 up no Probable RNA-dependent RNA polymerase 5pfam05183 RdRP RNA dependent RNA polymerase. This family of proteins are eukaryotic RNA dependent RNA polymerases. These proteins are involved in post transcriptional gene silencing where they are thought to amplify dsRNA templates.GO:0031047|gene silencing by RNA;. GO:0003723|RNA binding;GO:0003968|RNA-directed RNA polymerase activity;K11699

Manes.16G110700.v6.11.2527593 0.01298 up no Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit STT3Apfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.GO:0006486|protein glycosylation;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0004576|oligosaccharyl transferase activity;K07151

Manes.16G110800.v6.10.6929475 0.0002 down no . pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.. . . .

Manes.16G111100.v6.10.7272834 0.00373 down no . pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.16G111200.v6.10.8047892 0.12512 down no Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G111300.v6.10.4622092 4.98E-08 down yes Probable glycosyltransferase At5g03795pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G111400.v6.10.7794511 0.01248 down no CRS2-associated factor 1, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.16G111500.v6.1Inf 0.04485 up no Sugar transport protein 14pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.16G111800.v6.111.538562 0.01929 up yes . pfam05073 Baculo_p24 Baculovirus P24 capsid protein. Baculovirus P24 is associated with nucleocapsids of budded and polyhedra-derived virions.. . . .

Manes.16G111900.v6.10.8934079 0.25594 down no Protein phosphatase 2C and cyclic nucleotide-binding/kinase domain-containing proteinpfam00069 Pkinase Protein kinase domain.. GO:0005952|cAMP-dependent protein kinase complex;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008603|cAMP-dependent protein kinase regulator activity;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G112100.v6.11.1980815 0.08241 up no Probable RNA methyltransferase At5g51130pfam06859 Bin3 Bicoid-interacting protein 3 (Bin3). This family represents a conserved region of approximately 120 residues within eukaryotic Bicoid-interacting protein 3 (Bin3). Bin3, which shows similarity to a number of protein methyltransferases that modify RNA-binding proteins, interacts with Bicoid, which itself directs pattern formation in the early Drosophila embryo. The interaction might allow Bicoid to switch between its dual roles in transcription and translation. Note that family members contain a conserved HLN motif.. . GO:0008168|methyltransferase activity;K15190

Manes.16G112200.v6.11.0929085 0.32424 up no Casein kinase I isoform delta-likepfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.16G112600.v6.10.663365 0.00018 down no Elongation factor Tspfam00889 EF_TS Elongation factor TS.. GO:0005737|cytoplasm;GO:0003746|translation elongation factor activity;K02357

Manes.16G113000.v6.10.7969074 0.0235 down no Transcription factor bHLH68pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G113200.v6.14.520037 0.0003 up yes Putative E3 ubiquitin-protein ligase LIN-1pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.16G113700.v6.10.6932485 0.00485 down no Probable plastidic glucose transporter 2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.16G113800.v6.10.9167401 0.41658 down no Protein tesmin/TSO1-like CXC 5pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G113900.v6.11.4853981 0.00038 up no Peroxisomal fatty acid beta-oxidation multifunctional protein AIM1pfam02737 3HCDH_N 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain. This family also includes lambda crystallin.GO:0006635|fatty acid beta-oxidation;GO:0009908|flower development;GO:0009695|jasmonic acid biosynthetic process;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0003857|3-hydroxyacyl-CoA dehydrogenase activity;GO:0008692|3-hydroxybutyryl-CoA epimerase activity;GO:0004165|dodecenoyl-CoA delta-isomerase activity;GO:0004300|enoyl-CoA hydratase activity;K10527

Manes.16G114100.v6.10.1638233 2.98E-22 down yes Probable protein ABIL5pfam09418 DUF2009 Protein of unknown function (DUF2009). This is a eukaryotic family of proteins with unknown function.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.16G114400.v6.10.4894651 0.00169 down yes Dynein light chain LC6, flagellar outer armpfam01221 Dynein_light Dynein light chain type 1.GO:0007017|microtubule-based process;GO:0005737|cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0031514|motile cilium;GO:0003774|motor activity;.

Manes.16G114500.v6.12.7170973 1.06E-21 up yes . pfam04367 DUF502 Protein of unknown function (DUF502). Predicted to be an integral membrane protein.. . . .

Manes.16G114800.v6.10.9246834 0.57315 down no Protein SYM1pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K13348

Manes.16G114900.v6.10.4884732 5.49E-07 down yes tRNA(Ile)-lysidine synthasepfam01171 ATP_bind_3 PP-loop family. This family of proteins belongs to the PP-loop superfamily.GO:0006400|tRNA modification;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016879|ligase activity, forming carbon-nitrogen bonds;K04075

Manes.16G115100.v6.10.9424427 0.62409 down no Membrane-bound transcription factor site-1 proteasepfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0036500|ATF6-mediated unfolded protein response;GO:0044267|cellular protein metabolic process;GO:0008203|cholesterol metabolic process;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0006629|lipid metabolic process;GO:0007040|lysosome organization;GO:0031293|membrane protein intracellular domain proteolysis;GO:0006508|proteolysis;GO:0034976|response to endoplasmic reticulum stress;GO:0044281|small molecule metabolic process;GO:0005788|endoplasmic reticulum lumen;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0016021|integral component of membrane;GO:0004252|serine-type endopeptidase activity;K08653

Manes.16G115200.v6.14.1572517 4.62E-05 up yes . pfam14961 BROMI Broad-minded protein. Broad-minded protein (BROMI) interacts with cell cycle-related kinase (CCRK), together these proteins regulate ciliary membrane and axonemal growth.. . . .

Manes.16G115300.v6.12.4087738 5.23E-23 up yes Proline-rich receptor-like protein kinase PERK1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G115600.v6.1Inf 0.9009 up no . pfam11437 Vanabin-2 Vanadium-binding protein 2. The Vanadium binding protein, Vanabin2, contains four alpha-helices connected by nine disulphide bonds. Vanadium accumulates in Ascidians however the biological reason remains unclear.. . . .

Manes.16G115800.v6.10.0948533 7.34E-06 down yes Transcription repressor OFP8pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.16G115900.v6.10.677264 0.1379 down no . pfam11675 DUF3271 Protein of unknown function (DUF3271). This family of proteins with unknown function appears to be restricted to Plasmodium.. . . .

Manes.16G116100.v6.10.5398593 0.01988 down no Indole-3-pyruvate monooxygenase YUCCA2pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0009851|auxin biosynthetic process;GO:0055114|oxidation-reduction process;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K11816

Manes.16G116500.v6.116.332526 1.05E-14 up yes . pfam11940 DUF3458 Domain of unknown function (DUF3458). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is typically between 402 to 419 amino acids in length. This domain is found associated with pfam01433. This domain has a conserved FSAPV sequence motif.. . . .

Manes.16G117000.v6.11.2314778 0.02215 up no Casein kinase I isoform deltapfam00069 Pkinase Protein kinase domain.GO:0032922|circadian regulation of gene expression;GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0006468|protein phosphorylation;GO:0042752|regulation of circadian rhythm;GO:0016055|Wnt signaling pathway;GO:0005794|Golgi apparatus;GO:0005815|microtubule organizing center;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0050321|tau-protein kinase activity;K08959

Manes.16G117100.v6.110.138675 3.31E-08 up yes . pfam15420 Abhydrolase_9_N Alpha/beta-hydrolase family N-terminus. This is the N-terminal transmembrane domain of a family of alpha/beta hydrolases which may function as lipases. The C-terminal domain (pfam10081) is the catalytic domain.. . . .

Manes.16G117700.v6.11.3229937 0.03263 up no . pfam02347 GDC-P Glycine cleavage system P-protein. This family consists of Glycine cleavage system P-proteins EC:1.4.4.2 from bacterial, mammalian and plant sources. The P protein is part of the glycine decarboxylase multienzyme complex EC:2.1.2.10 (GDC) also annotated as glycine cleavage system or glycine synthase. GDC consists of four proteins P, H, L and T. The reaction catalysed by this protein is:- Glycine + lipoylprotein <=> S-aminomethyldihydrolipoylprotein + CO2. . . .

Manes.16G118200.v6.10.549626 7.10E-06 down no 3-hydroxybenzoate 6-hydroxylasepfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.GO:0019439|aromatic compound catabolic process;. GO:0018669|3-hydroxybenzoate 6-monooxygenase activity;K00480

Manes.16G118400.v6.10.9879395 0.96039 down no . pfam03085 RAP-1 Rhoptry-associated protein 1 (RAP-1). Members of this family are found in Babesia species. Though not in this Pfam family, rhoptry-associated proteins are also found in Plasmodium falciparum. Indeed, animal infection with Babesia may produce a pattern similar to human malaria. Rhoptry organelles form part of the apical complex in apicomplexan parasites. Rhoptry-associated proteins are antigenic, and generate partially protective immune responses in infected mammals. Thus RAPs are among the targeted vaccine antigens for babesial (and malarial) parasites. However, RAP-1 proteins are encoded by by a multigene family; thus RAP-1 proteins are polymorphic, with B and T cell epitopes that are conserved among strains, but not across species. Antibodies to Babesia RAP-1 may also be helpful in the serological detection of Babesia infections.. . . .

Manes.16G118600.v6.10.8806341 0.18238 down no 1-deoxy-D-xylulose-5-phosphate synthase 1, chloroplasticpfam13292 DXP_synthase_N 1-deoxy-D-xylulose-5-phosphate synthase. This family contains 1-deoxyxylulose-5-phosphate synthase (DXP synthase), an enzyme which catalyses the thiamine pyrophosphoate-dependent acyloin condensation reaction between carbon atoms 2 and 3 of pyruvate and glyceraldehyde 3-phosphate, to yield 1-deoxy-D- xylulose-5-phosphate, a precursor in the biosynthetic pathway to isoprenoids, thiamine (vitamin B1), and pyridoxol (vitamin B6).GO:0052865|1-deoxy-D-xylulose 5-phosphate biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0009228|thiamine biosynthetic process;GO:0009570|chloroplast stroma;GO:0008661|1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0046872|metal ion binding;K01662

Manes.16G118900.v6.1#NAME? 0.14005 down no . pfam01433 Peptidase_M1 Peptidase family M1. Members of this family are aminopeptidases. The members differ widely in specificity, hydrolysing acidic, basic or neutral N-terminal residues. This family includes leukotriene-A4 hydrolase, this enzyme also has an aminopeptidase activity.. . . .

Manes.16G119200.v6.11.5492455 8.85E-05 up no GTP-binding nuclear protein Ran2pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0006913|nucleocytoplasmic transport;GO:0007264|small GTPase mediated signal transduction;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07936

Manes.16G119300.v6.11.6214025 9.50E-08 up no GTP-binding nuclear protein Ran-3pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006606|protein import into nucleus;GO:0000054|ribosomal subunit export from nucleus;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07936

Manes.16G119400.v6.10.777945 0.01968 down no tRNA (cytosine-5-)-methyltransferasepfam00145 DNA_methylase C-5 cytosine-specific DNA methylase.GO:0006306|DNA methylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003723|RNA binding;GO:0008175|tRNA methyltransferase activity;K15336

Manes.16G119700.v6.11.0726727 0.45366 up no Peptidyl-prolyl cis-trans isomerase CYP95pfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005634|nucleus;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.16G119800.v6.118.890828 9.20E-23 up yes . pfam04826 Arm_2 Armadillo-like. This domain contains armadillo-like repeats. Proteins containing this domain interact with numerous other proteins, through these interactions they are involved in a wide variety of processes including carcinogenesis, control of cellular ageing and survival, regulation of circadian rhythm and lysosomal sorting of G protein-coupled receptors.. . . .

Manes.16G120000.v6.10.4077607 0.00014 down yes . pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . . .

Manes.16G120200.v6.10.954168 0.7973 down no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.16G120300.v6.10.2761605 5.73E-20 down yes Transcription factor HY5pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009740|gibberellic acid mediated signaling pathway;GO:0031539|positive regulation of anthocyanin metabolic process;GO:0042753|positive regulation of circadian rhythm;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;GO:0010099|regulation of photomorphogenesis;GO:0009737|response to abscisic acid;GO:0010218|response to far red light;GO:0080167|response to karrikin;GO:0010114|response to red light;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003690|double-stranded DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K16241

Manes.16G120400.v6.11.6188151 1.17E-06 up no Cellulose synthase A catalytic subunit 1 [UDP-forming]pfam03552 Cellulose_synt Cellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0009833|plant-type primary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.16G120600.v6.10.8178115 0.0827 down no Adenine nucleotide transporter BT1, chloroplastic/mitochondrialpfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.16G121100.v6.11.7315169 1.13E-09 up no DEAD-box ATP-dependent RNA helicase 56pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.16G121700.v6.11.2048287 0.1326 up no . pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .



Manes.16G121800.v6.11.1062706 0.27412 up no Protein WAVE-DAMPENED 2pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.GO:0007163|establishment or maintenance of cell polarity;GO:0001578|microtubule bundle formation;GO:0000226|microtubule cytoskeleton organization;GO:0009825|multidimensional cell growth;GO:0010091|trichome branching;GO:0055028|cortical microtubule;. .

Manes.16G122300.v6.10.3107563 5.79E-14 down yes . pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.16G122500.v6.12.1025823 1.63E-09 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g56130pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G122900.v6.10.2583788 1.87E-32 down yes . pfam12072 DUF3552 Domain of unknown function (DUF3552). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is about 200 amino acids in length. This domain is found associated with pfam00013, pfam01966. This domain has a single completely conserved residue A that may be functionally important.. . . .

Manes.16G123000.v6.11.2865393 0.02313 up no Adenine phosphoribosyltransferase 5pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.16G123200.v6.11.313925 0.03214 up no pEARLI1-like lipid transfer protein 1pfam14547 Hydrophob_seed Hydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.GO:0070417|cellular response to cold;GO:0009631|cold acclimation;GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0009626|plant-type hypersensitive response;GO:0009627|systemic acquired resistance;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0043621|protein self-association;.

Manes.16G123400.v6.10.7263108 0.00311 down no Protein FAR1-RELATED SEQUENCE 6pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.16G123600.v6.1Inf 0.01316 up yes . pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.16G123700.v6.10.3787905 0.00624 down yes Probable glycosyltransferase At5g25310pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G123800.v6.10.7037601 0.02395 down no Probable sucrose-phosphate synthase 1pfam00534 Glycos_transf_1 Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0005986|sucrose biosynthetic process;. GO:0046524|sucrose-phosphate synthase activity;.

Manes.16G124000.v6.10.5370934 0.01112 down no Synaptotagmin-4pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.16G124500.v6.16.9949241 0.19579 up no . pfam01899 MNHE Na+/H+ ion antiporter subunit. Subunit of a Na+/H+ Prokaryotic antiporter complex.. . . .

Manes.16G124900.v6.13.2539682 0.07324 up no 40S ribosomal protein S24-2pfam01282 Ribosomal_S24e Ribosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.16G125000.v6.11.0828071 0.37369 up no Protein MEMO1pfam01875 Memo Memo-like protein. This family contains members from all branches of life. The molecular function of this protein is unknown, but Memo (mediator of ErbB2-driven cell motility) a human protein is included in this family. It has been suggested that Memo controls cell migration by relaying extracellular chemotactic signals to the microtubule cytoskeleton.. . . K06990

Manes.16G125300.v6.10.4663745 3.50E-13 down yes . pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.. . . .

Manes.16G125900.v6.10.4393418 7.90E-05 down yes . pfam10324 7TM_GPCR_Srw Serpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.16G126000.v6.1Inf 0.00408 up yes . pfam10307 DUF2410 Hypothetical protein (DUF2410). This is a family of proteins conserved in fungi. The function is not known.There are two characteristic sequence motifs, GGWW and TGR.. . . .

Manes.16G126200.v6.10.5992619 2.93E-07 down no . pfam08626 TRAPPC9-Trs120 Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit. This region is found at the N terminal of Saccharomyces cerevisiae Trs120 protein. Trs120 is a subunit of the multiprotein complex TRAPP (transport particle protein) which functions in ER to Golgi traffic. Trs120 is specific to the larger TRAPP complex, TRAPP II, along with Trs65p and Trs130p(TRAPPC10). It is suggested that Trs120p is required for the stability of the Trs130p subunit, suggesting that these two proteins might interact in some way. It is likely that there is a complex function for TRAPP II in multiple pathways.. . . .

Manes.16G126300.v6.11.0340472 0.76674 up no . pfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.16G126500.v6.13.3940953 2.76E-30 up yes Probable receptor-like protein kinase At1g80640pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G127000.v6.13.3171919 4.48E-40 up yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.16G127200.v6.10.5922503 0.00811 down no . pfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. . . .

Manes.16G127600.v6.10.6558411 0.00341 down no Omega-hydroxypalmitate O-feruloyl transferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.16G127800.v6.12.2330273 1.82E-16 up yes Cytochrome b561, DM13 and DOMON domain-containing protein At5g54830pfam03351 DOMON DOMON domain. The DOMON (named after dopamine beta-monooxygenase N-terminal) domain is 110-125 residues long. It is predicted to form an all beta fold with up to 11 strands and is secreted to the extracellular compartment. The beta-strand folding produces a hydrophobic pocket which appears to bind soluble haem. This is consistent with the predominant architectures where the protein is associated with cytochromes or enzymatic domains whose activity involves redox or electron transfer reactions potentially as a direct participant in the electron transfer process. The DOMON domain superfamily, of which this is just one member, shows (1) multiple hydrophobic residues that contribute to the hydrophobic core of the strands of the beta-sandwich, and small residues found at the boundaries of strands and loops, (2) a strongly conserved charged residue (usually arginine/lysine) at the end of strand 9, which possibly stabilizes the loop between 9 and 10, and (3) a polar residue (usually histidine, lysine or arginine), tGO:0055114|oxidation-reduction process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;.

Manes.16G127900.v6.13.3420054 4.01E-09 up yes . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.16G128300.v6.11.027779 0.75507 up no Stromal cell-derived factor 2-like proteinpfam02815 MIR MIR domain. The MIR (protein mannosyltransferase, IP3R and RyR) domain is a domain that may have a ligand transferase function.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0052033|pathogen-associated molecular pattern dependent induction by symbiont of host innate immune response;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;. .

Manes.16G128400.v6.10.7840751 0.01149 down no NADP-dependent glyceraldehyde-3-phosphate dehydrogenasepfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. GO:0005737|cytoplasm;GO:0008886|glyceraldehyde-3-phosphate dehydrogenase (NADP+) (non-phosphorylating) activity;.

Manes.16G128500.v6.10.88387 0.20469 down no Sister chromatid cohesion protein PDS5pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.GO:0051301|cell division;GO:0006302|double-strand break repair;GO:0007126|meiotic nuclear division;GO:0007076|mitotic chromosome condensation;GO:0007064|mitotic sister chromatid cohesion;GO:0007129|synapsis;GO:0000794|condensed nuclear chromosome;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005198|structural molecule activity;K11267

Manes.16G128800.v6.12.1048119 1.61E-11 up yes CBL-interacting serine/threonine-protein kinase 25pfam00069 Pkinase Protein kinase domain.GO:0050832|defense response to fungus;GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G128900.v6.127.093033 9.51E-40 up yes WRKY transcription factor 18pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G129300.v6.10.591256 2.58E-05 down no Chorismate mutase 2pfam01817 CM_2 Chorismate mutase type II. Chorismate mutase EC:5.4.99.5 catalyses the conversion of chorismate to prephenate in the pathway of tyrosine and phenylalanine biosynthesis. This enzyme is negatively regulated by tyrosine, tryptophan and phenylalanine.GO:0009073|aromatic amino acid family biosynthetic process;GO:0046417|chorismate metabolic process;GO:0005829|cytosol;GO:0004106|chorismate mutase activity;K01850

Manes.16G129400.v6.10.6091206 0.00031 down no DNA-directed RNA polymerases IV and V subunit 2pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0050832|defense response to fungus;GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0035194|posttranscriptional gene silencing by RNA;GO:0030422|production of siRNA involved in RNA interference;GO:0050776|regulation of immune response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005720|nuclear heterochromatin;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K16252

Manes.16G129500.v6.12.3987366 2.16E-09 up yes Probable WRKY transcription factor 32pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G129700.v6.10.4670424 0.0008 down yes Protein POLYCHOMEpfam07083 DUF1351 Protein of unknown function (DUF1351). This family consists of several bacterial and phage proteins of around 230 residues in length. The function of this family is unknown.GO:0051301|cell division;GO:0006952|defense response;GO:0042023|DNA endoreduplication;GO:0009960|endosperm development;GO:0009561|megagametogenesis;GO:0007067|mitotic nuclear division;GO:0060564|negative regulation of APC-Cdc20 complex activity;GO:1900426|positive regulation of defense response to bacterium;GO:0010224|response to UV-B;GO:0010091|trichome branching;GO:0005634|nucleus;. .

Manes.16G129900.v6.11.2463356 0.01517 up no Transmembrane 9 superfamily member 8pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. K17086

Manes.16G130200.v6.12.0631547 2.36E-06 up yes Nuclear nucleic acid-binding protein C1Dpfam04000 Sas10_Utp3 Sas10/Utp3/C1D family. This family contains Utp3 and LCP5 which are components of the U3 ribonucleoprotein complex. It also includes the human C1D protein and Saccharomyces cerevisiae YHR081W (rrp47), an exosome-associated protein required for the 3' processing of stable RNAs, and Sas10 which has been identified as a regulator of chromatin silencing. This family also includes the human protein Neuroguidin an initiation factor 4E (eIF4E) binding protein.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0000178|exosome (RNase complex);GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003723|RNA binding;K12592

Manes.16G130500.v6.11.575948 5.81E-07 up no Probable protein phosphatase 2C 60pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17499

Manes.16G130600.v6.10.3806508 8.37E-09 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.16G130700.v6.11.0561499 0.54448 up no Phospholipid hydroperoxide glutathione peroxidase 1, chloroplasticpfam00255 GSHPx Glutathione peroxidase.GO:0006979|response to oxidative stress;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0004602|glutathione peroxidase activity;GO:0047066|phospholipid-hydroperoxide glutathione peroxidase activity;K00432

Manes.16G130800.v6.134.774457 7.04E-58 up yes Probable folate-biopterin transporter 6pfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.16G130900.v6.12.6799294 1.69E-24 up yes Enhancer of rudimentary homologpfam01133 ER Enhancer of rudimentary. Enhancer of rudimentary is a protein of unknown function that is highly conserved in plants and animals. This protein is found to be an enhancer of the rudimentary gene.GO:0007049|cell cycle;GO:0045747|positive regulation of Notch signaling pathway;GO:0006221|pyrimidine nucleotide biosynthetic process;. . .

Manes.16G131500.v6.10.3090835 0.00031 down yes . pfam09034 TRADD_N TRADD, N-terminal domain. The N terminal domain of 'tumor necrosis factor receptor type 1 associated death domain protein' (TRADD) folds into an alpha-beta sandwich with a four-stranded beta sheet and six alpha helices, each forming one layer of the structure. The domain allows docking of TRADD onto 'tumor necrosis factor receptor-associated factor' (TRAF): the binding is at the beta-sandwich domain, away from the coiled-coil domain. Binding ensures the recruitment of cIAPs to the signaling complex, which may be important for direct caspase-8 inhibition and the immediate suppression of apoptosis at the apical point of the cascade.. . . .

Manes.16G131700.v6.11.5099788 1.59E-05 up no ER membrane protein complex subunit 4pfam06417 DUF1077 Protein of unknown function (DUF1077). This family consists of several hypothetical eukaryotic proteins of unknown function.. GO:0072546|ER membrane protein complex;GO:0016021|integral component of membrane;. .

Manes.16G131900.v6.10.5350279 1.18E-07 down no Probable monogalactosyldiacylglycerol synthase, chloroplasticpfam06925 MGDG_synth Monogalactosyldiacylglycerol (MGDG) synthase. This family represents a conserved region of approximately 180 residues within plant and bacterial monogalactosyldiacylglycerol (MGDG) synthase (EC:2.4.1.46). In Arabidopsis, there are two types of MGDG synthase which differ in their N-terminal portion: type A and type B.GO:0009247|glycolipid biosynthetic process;GO:0030259|lipid glycosylation;GO:0031969|chloroplast membrane;GO:0046509|1,2-diacylglycerol 3-beta-galactosyltransferase activity;GO:0030246|carbohydrate binding;K03715

Manes.16G132100.v6.10.8617089 0.1529 down no . pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.16G132200.v6.10.8980205 0.41047 down no Zinc finger CCCH domain-containing protein 18pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.16G132500.v6.10.9537274 0.63931 down no Eukaryotic translation initiation factor 3 subunit Bpfam08662 eIF2A Eukaryotic translation initiation factor eIF2A. This is a family of eukaryotic translation initiation factors.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0000166|nucleotide binding;GO:0003743|translation initiation factor activity;.

Manes.16G132600.v6.14.3236298 3.22E-24 up yes Protein ASPARTIC PROTEASE IN GUARD CELL 2pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0003677|DNA binding;.

Manes.16G133000.v6.12.1130606 1.43E-08 up yes Protein ENHANCED DISEASE RESISTANCE 2pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.

Manes.16G133100.v6.10.5827147 1.46E-05 down no Probable protein phosphatase 2C 59pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0042742|defense response to bacterium;GO:0044419|interspecies interaction between organisms;GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17506

Manes.16G133400.v6.11.8373526 4.13E-09 up no Protein GLUTAMINE DUMPER 5pfam09730 BicD Microtubule-associated protein Bicaudal-D. BicD proteins consist of three coiled-coiled domains and are involved in dynein-mediated minus end-directed transport from the Golgi apparatus to the endoplasmic reticulum (ER). For full functioning they bind with GSK-3beta pfam05350 to maintain the anchoring of microtubules to the centromere. It appears that amino-acid residues 437-617 of BicD and the kinase activity of GSK-3 are necessary for the formation of a complex between BicD and GSK-3beta in intact cells.GO:0006865|amino acid transport;GO:0080143|regulation of amino acid export;GO:0016021|integral component of membrane;. .

Manes.16G133500.v6.11.2511089 0.02557 up no Uncharacterized protein At1g32220, chloroplasticpfam13460 NAD_binding_10 NADH(P)-binding.GO:0006979|response to oxidative stress;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.16G133600.v6.10.9397115 1 down no Glutamate receptor 2.7pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;.

Manes.16G133700.v6.10.6545783 0.0421 down no Histidine kinase 5pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009738|abscisic acid-activated signaling pathway;GO:0070301|cellular response to hydrogen peroxide;GO:0071219|cellular response to molecule of bacterial origin;GO:0071732|cellular response to nitric oxide;GO:0009736|cytokinin-activated signaling pathway;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0090333|regulation of stomatal closure;GO:0048364|root development;GO:0023014|signal transduction by protein phosphorylation;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009927|histidine phosphotransfer kinase activity;GO:0046872|metal ion binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;.

Manes.16G133800.v6.10.7778782 0.01603 down no Ubiquitin carboxyl-terminal hydrolase 19pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0016021|integral component of membrane;GO:0004197|cysteine-type endopeptidase activity;GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;.

Manes.16G134000.v6.10.7828574 0.04235 down no Serine/arginine-rich splicing factor RSZ23pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0005634|nucleus;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0008270|zinc ion binding;K12896

Manes.16G134100.v6.15.8246358 1.01E-13 up yes UDP-glycosyltransferase 73B5pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0006952|defense response;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0051707|response to other organism;GO:0043231|intracellular membrane-bounded organelle;GO:0047893|flavonol 3-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.16G134300.v6.12.7657653 0.00047 up yes Cytochrome P450 714A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G134500.v6.13.1418859 3.03E-29 up yes Probable sarcosine oxidasepfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.GO:0046653|tetrahydrofolate metabolic process;. GO:0008115|sarcosine oxidase activity;K00306

Manes.16G134600.v6.10.7859985 0.01274 down no . pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.16G134700.v6.10.8819012 0.30684 down no . pfam13642 DUF4144 protein structure with unknown function. A family based on the three-dimensional structure of YP_926445.1 (PDB:2L6O). . . .

Manes.16G135100.v6.11.4680143 1.81E-05 up no . pfam01005 Flavi_NS2A Flavivirus non-structural protein NS2A. NS2A is a hydrophobic protein about 25 kDa is size. NS2A is cleaved from NS1 by a membrane bound host protease. NS2A has been found to associate with the dsRNA within the vesicle packages. It has also been found that NS2A associates with the known replicase components and so NS2A has been postulated to be part of this replicase complex.. . . .

Manes.16G135500.v6.17.0653383 4.56E-27 up yes . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.16G135600.v6.122.534506 3.02E-22 up yes . pfam07839 CaM_binding Plant calmodulin-binding domain. The sequences featured in this family are found repeated in a number of plant calmodulin-binding proteins and are thought to constitute the calmodulin-binding domains. Binding of the proteins to calmodulin depends on the presence of calcium ions. These proteins are thought to be involved in various processes, such as plant defence responses and stolonisation or tuberization.. . . .

Manes.16G135700.v6.11.3520588 0.00125 up no E3 ubiquitin-protein ligase MBR2pfam13639 zf-RING_2 Ring finger domain.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.16G136100.v6.10.6429764 0.00463 down no COP9 signalosome complex subunit 5bpfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0010387|COP9 signalosome assembly;GO:0010388|cullin deneddylation;GO:0010100|negative regulation of photomorphogenesis;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0000338|protein deneddylation;GO:0009585|red, far-red light phototransduction;GO:0031347|regulation of defense response;GO:0009733|response to auxin;GO:0010093|specification of floral organ identity;GO:0008180|COP9 signalosome;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K09613

Manes.16G136200.v6.10.3050967 1.07E-06 down yes Zinc finger protein 622pfam12756 zf-C2H2_2 C2H2 type zinc-finger (2 copies). This family contains two copies of a C2H2-like zinc finger domain.GO:0008631|intrinsic apoptotic signaling pathway in response to oxidative stress;GO:0043065|positive regulation of apoptotic process;GO:0046330|positive regulation of JNK cascade;GO:0033674|positive regulation of kinase activity;GO:0043410|positive regulation of MAPK cascade;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005730|nucleolus;GO:0044822|poly(A) RNA binding;GO:0008270|zinc ion binding;K14816

Manes.16G136400.v6.10.5478497 3.27E-08 down no Probable plastid-lipid-associated protein 8, chloroplasticpfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;. .

Manes.16G136500.v6.1NA NA -- no . pfam10326 7TM_GPCR_Str Serpentine type 7TM GPCR chemoreceptor Str. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Str is a member of the Str superfamily of chemoreceptors. Almost a quarter (22.5%) of str and srj family genes and pseudogenes in C. elegans appear to have been newly formed by gene duplications since the species split. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.16G137000.v6.10.1096151 9.74E-06 down yes . pfam00516 GP120 Envelope glycoprotein GP120. The entry of HIV requires interaction of viral GP120 with CD4 and a chemokine receptor on the cell surface.. . . .

Manes.16G137200.v6.10.7107548 0.00211 down no Uncharacterized protein sll1770pfam00144 Beta-lactamase Beta-lactamase. This family appears to be distantly related to pfam00905 and PF00768 D-alanyl-D-alanine carboxypeptidase.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.16G137300.v6.11.2041059 0.10278 up no Basic leucine zipper 9pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0071333|cellular response to glucose stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G137900.v6.10.8229454 0.12777 down no . pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.16G138200.v6.10.5957146 0.00837 down no . pfam04987 PigN Phosphatidylinositolglycan class N (PIG-N). Phosphatidylinositolglycan class N (PIG-N) is a mammalian homologue of the yeast protein MCD4P and is expressed in the endoplasmic reticulum. PIG-N is essential for glycosylphosphatidylinositol anchor synthesis. Glycosylphosphatidylinositol (GPI)-anchored proteins are cell surface-localized proteins that serve many important cellular functions.. . . .

Manes.16G138300.v6.10.6858908 0.03783 down no Probable nucleoredoxin 3pfam13905 Thioredoxin_8 Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.. . GO:0047134|protein-disulfide reductase activity;K17609

Manes.16G138400.v6.10.9564919 0.67841 down no . pfam10058 DUF2296 Predicted integral membrane metal-binding protein (DUF2296). This domain, found in various hypothetical bacterial and eukaryotic metal-binding proteins, has no known function.. . . .

Manes.16G138600.v6.11.048907 0.58799 up no DDB1- and CUL4-associated factor homolog 1pfam15075 DUF4542 Domain of unknown function (DUF4542). This family of proteins is found in eukaryotes. Proteins in this family are typically between 123 and 173 amino acids in length. There is a conserved IPPYN sequence motif. The gene that encodes this protein in humans, is found in the chromosomal position, C17orf98.GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0010154|fruit development;GO:0048366|leaf development;GO:0048827|phyllome development;GO:0016567|protein ubiquitination;GO:0048367|shoot system development;GO:0005634|nucleus;. K11789

Manes.17G000200.v6.12.0769956 0.01716 up yes Cyclin-dependent kinase B2-2pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0010389|regulation of G2/M transition of mitotic cell cycle;GO:0009934|regulation of meristem structural organization;GO:0007346|regulation of mitotic cell cycle;. GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K07760

Manes.17G000300.v6.11.4751199 0.00065 up no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.17G000600.v6.10.5776591 1.03E-06 down no Rop guanine nucleotide exchange factor 14pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0043547|positive regulation of GTPase activity;GO:0080092|regulation of pollen tube growth;GO:0005886|plasma membrane;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.17G000900.v6.11.3706833 0.00278 up no WAT1-related protein At4g19185pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.17G001100.v6.10.6664471 0.00014 down no . pfam03407 Nucleotid_trans Nucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.. . . .

Manes.17G001400.v6.11.1061591 0.25977 up no DNA-binding protein HEXBPpfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.17G001500.v6.18.0534304 1.90E-19 up yes . pfam11700 ATG22 Vacuole effluxer Atg22 like. Autophagy is a major survival survival mechanism in which eukaryotes recycle cellular nutrients during stress conditions. Atg22, Avt3 and Avt4 are partially redundant vacuolar effluxes, which mediate the efflux of leucine and other amino acids resulting from autophagy. This family also includes other transporter proteins.. . . .

Manes.17G002200.v6.10.8216542 0.06833 down no Receptor homology region, transmembrane domain- and RING domain-containing protein 2pfam13639 zf-RING_2 Ring finger domain.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0032586|protein storage vacuole membrane;GO:0008270|zinc ion binding;K15692

Manes.17G002300.v6.10.6915168 0.01723 down no Alkylated DNA repair protein alkB homolog 8pfam13532 2OG-FeII_Oxy_2 2OG-Fe(II) oxygenase superfamily.GO:0055114|oxidation-reduction process;GO:0030488|tRNA methylation;GO:0002098|tRNA wobble uridine modification;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005506|iron ion binding;GO:0000166|nucleotide binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0016300|tRNA (uracil) methyltransferase activity;GO:0000049|tRNA binding;GO:0008270|zinc ion binding;K10770

Manes.17G002800.v6.10.1501117 9.74E-05 down yes . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.17G003100.v6.10.9260809 0.51171 down no Putative ankyrin repeat protein RF_0381pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0015969|guanosine tetraphosphate metabolic process;. . .



Manes.17G003200.v6.10.7917788 0.08802 down no Ataxin-7-like protein 3pfam08209 Sgf11 Sgf11 (transcriptional regulation protein). The Sgf11 family is a SAGA complex subunit in Saccharomyces cerevisiae. The SAGA complex is a multisubunit protein complex involved in transcriptional regulation. SAGA combines proteins involved in interactions with DNA-bound activators and TATA-binding protein (TBP), as well as enzymes for histone acetylation and deubiquitylation.GO:0016578|histone deubiquitination;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0071819|DUBm complex;GO:0000124|SAGA complex;GO:0003713|transcription coactivator activity;GO:0008270|zinc ion binding;K11363

Manes.17G004000.v6.1Inf 7.06E-07 up yes Dirigent protein 6pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:1901599|(-)-pinoresinol biosynthetic process;GO:0050790|regulation of catalytic activity;GO:0048046|apoplast;GO:0042349|guiding stereospecific synthesis activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;.

Manes.17G004100.v6.10.5503944 0.00175 down no Dehydrodolichyl diphosphate synthase 6pfam01255 Prenyltransf Putative undecaprenyl diphosphate synthase. Previously known as uncharacterized protein family UPF0015, a single member of this family has been identified as an undecaprenyl diphosphate synthase.GO:0006486|protein glycosylation;. GO:0016765|transferase activity, transferring alkyl or aryl (other than methyl) groups;K11778

Manes.17G005400.v6.11.4077972 0.00023 up no Endophilin-A3pfam14604 SH3_9 Variant SH3 domain.GO:0006897|endocytosis;GO:0005737|cytoplasm;GO:0031901|early endosome membrane;GO:0070062|extracellular exosome;GO:0042802|identical protein binding;GO:0008289|lipid binding;.

Manes.17G005500.v6.10.9887395 0.93537 down no Spermidine/putrescine-binding periplasmic protein 2pfam13343 SBP_bac_6 Bacterial extracellular solute-binding protein. This family includes bacterial extracellular solute-binding proteins.GO:0015846|polyamine transport;GO:0042597|periplasmic space;GO:0019808|polyamine binding;K11069

Manes.17G005900.v6.10.7035528 0.00662 down no Probable anion transporter 5pfam07690 MFS_1 Major Facilitator Superfamily.GO:0006820|anion transport;GO:0009624|response to nematode;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005315|inorganic phosphate transmembrane transporter activity;.

Manes.17G006400.v6.11.8583529 2.78E-08 up no 4-coumarate--CoA ligase-like 6pfam00501 AMP-binding AMP-binding enzyme.GO:0006744|ubiquinone biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0016405|CoA-ligase activity;K01904

Manes.17G006600.v6.10.8990251 0.32301 down no Nicotinate-nucleotide pyrophosphorylase [carboxylating], chloroplasticpfam01729 QRPTase_C Quinolinate phosphoribosyl transferase, C-terminal domain. Quinolinate phosphoribosyl transferase (QPRTase) or nicotinate-nucleotide pyrophosphorylase EC:2.4.2.19 is involved in the de novo synthesis of NAD in both prokaryotes and eukaryotes. It catalyses the reaction of quinolinic acid with 5-phosphoribosyl-1-pyrophosphate (PRPP) in the presence of Mg2+ to give rise to nicotinic acid mononucleotide (NaMN), pyrophosphate and carbon dioxide. The QA substrate is bound between the C-terminal domain of one subunit, and the N-terminal domain of the other. The C-terminal domain has a 7 beta-stranded TIM barrel-like fold.GO:0009435|NAD biosynthetic process;GO:0034213|quinolinate catabolic process;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0004514|nicotinate-nucleotide diphosphorylase (carboxylating) activity;.

Manes.17G007200.v6.11.6109313 0.01415 up no Protein BREVIS RADIXpfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009734|auxin-activated signaling pathway;GO:0009736|cytokinin-activated signaling pathway;GO:0048527|lateral root development;GO:0009737|response to abscisic acid;GO:0048364|root development;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.17G007300.v6.10.7396215 0.00191 down no Cyclin-dependent kinase F-4pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;.

Manes.17G007800.v6.10.6555215 2.05E-05 down no Probable methyltransferase PMT21pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0032259|methylation;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.17G008000.v6.11.7438673 1.23E-05 up no . pfam04298 Zn_peptidase_2 Putative neutral zinc metallopeptidase. Zinc metallopeptidase zinc binding regions have been predicted in some family members by a pattern match.. . . .

Manes.17G008400.v6.11.4939621 9.23E-06 up no MOB kinase activator-like 1Bpfam03637 Mob1_phocein Mob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . GO:0046872|metal ion binding;K06685

Manes.17G008700.v6.10.7873102 0.0158 down no Protein ENHANCED DISEASE RESISTANCE 2pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.

Manes.17G009100.v6.10.8641585 0.41559 down no Isoflavone reductase homologpfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. . GO:0016491|oxidoreductase activity;.

Manes.17G009400.v6.12.2411857 1.91E-15 up yes E3 ubiquitin-protein ligase RNF14pfam05773 RWD RWD domain. This domain was identified in WD40 repeat proteins and Ring finger domain proteins. The function of this domain is unknown. GCN2 is the alpha-subunit of the only translation initiation factor (eIF2 alpha) kinase that appears in all eukaryotes. Its function requires an interaction with GCN1 via the domain at its N-terminus, which is termed the RWD domain after three major RWD-containing proteins: RING finger-containing proteins, WD-repeat-containing proteins, and yeast DEAD (DEXD)-like helicases. The structure forms an alpha + beta sandwich fold consisting of two layers: a four-stranded antiparallel beta-sheet, and three side-by-side alpha-helices.GO:0045893|positive regulation of transcription, DNA-templated;GO:0060765|regulation of androgen receptor signaling pathway;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006355|regulation of transcription, DNA-templated;GO:0032355|response to estradiol;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0050681|androgen receptor binding;GO:0016874|ligase activity;GO:0003713|transcription coactivator activity;GO:0019787|ubiquitin-like protein transferase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11971

Manes.17G009500.v6.12.1722086 1.84E-07 up yes Translation termination inhibitor protein ITT1pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.GO:0006449|regulation of translational termination;. GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11971

Manes.17G009600.v6.14.9839624 7.31E-08 up yes . pfam07695 7TMR-DISM_7TM7TM diverse intracellular signalling. This entry represents the transmembrane region of the 7TM-DISM (7TM Receptors with Diverse Intracellular Signalling Modules).. . . .

Manes.17G009700.v6.11.4625499 9.63E-05 up no Syntaxin-22 pfam14523 Syntaxin_2 Syntaxin-like protein. This domain includes syntaxin-like domains including from the Vam3p protein.GO:0009660|amyloplast organization;GO:0006886|intracellular protein transport;GO:0009959|negative gravitropism;GO:0010118|stomatal movement;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0000149|SNARE binding;K08488

Manes.17G010100.v6.13.714349 2.30E-28 up yes E3 ubiquitin-protein ligase Os04g0590900pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.17G010200.v6.11.1759782 0.07805 up no 28 kDa ribonucleoprotein, chloroplasticpfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.17G010400.v6.10.6526485 0.00129 down no . pfam03137 OATP Organic Anion Transporter Polypeptide (OATP) family. This family consists of several eukaryotic Organic-Anion-Transporting Polypeptides (OATPs). Several have been identified mostly in human and rat. Different OATPs vary in tissue distribution and substrate specificity. Since the numbering of different OATPs in particular species was based originally on the order of discovery, similarly numbered OATPs in humans and rats did not necessarily correspond in function, tissue distribution and substrate specificity (in spite of the name, some OATPs also transport organic cations and neutral molecules). Thus, Tamai et al. initiated the current scheme of using digits for rat OATPs and letters for human ones. Prostaglandin transporter (PGT) proteins are also considered to be OATP family members. In addition, the methotrexate transporter OATK is closely related to OATPs. This family also includes several predicted proteins from Caenorhabditis elegans and Drosophila melanogaster. This similarity was not previously noted. . . . .

Manes.17G010500.v6.12.0012473 3.08E-15 up yes . pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . . .

Manes.17G010800.v6.11.4844597 1.40E-05 up no DEAD-box ATP-dependent RNA helicase 5pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0010501|RNA secondary structure unwinding;GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K14811

Manes.17G011000.v6.10.8284123 0.11293 down no Putative pre-16S rRNA nucleasepfam03652 UPF0081 Uncharacterized protein family (UPF0081).GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0031564|transcription antitermination;GO:0005737|cytoplasm;GO:0004518|nuclease activity;GO:0003676|nucleic acid binding;K07447

Manes.17G011300.v6.10.9370628 0.56672 down no . pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.17G011500.v6.17.2792221 5.52E-45 up yes . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.17G011600.v6.14.0681485 1.64E-43 up yes Exosome complex component rrp4pfam14382 ECR1_N Exosome complex exonuclease RRP4 N-terminal region. ECR1_N is an N-terminal region of the exosome complex exonuclease RRP proteins. It is a G-rich domain which structurally is a rudimentary single hybrid fold with a permuted topology.GO:0071034|CUT catabolic process;GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0000467|exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0034661|ncRNA catabolic process;GO:0070651|nonfunctional rRNA decay;GO:0071042|nuclear polyadenylation-dependent mRNA catabolic process;GO:0071035|nuclear polyadenylation-dependent rRNA catabolic process;GO:0071038|nuclear polyadenylation-dependent tRNA catabolic process;GO:0071049|nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0070478|nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034427|nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0070481|nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0071051|polyadenylation-dependent snoRNA 3'-end processing;GO:0034475|U4 snRNA 3'-end processing;GO:0000177|cytoplasmic exosome (RNase complex);GO:0005829|cytosol;GO:0000178|exosome (RNase complex);GO:0044732|mitotic spindle pole body;GO:0000176|nuclear exosome (RNase complex);GO:0005634|nucleus;GO:0003723|RNA binding;K03679

Manes.17G011800.v6.1Inf 1.06E-05 up yes . pfam06745 KaiC KaiC. This family represents a conserved region within bacterial and archaeal proteins, most of which are hypothetical. More than one copy is sometimes found in each protein. This family includes KaiC, which is one of the Kai proteins among which direct protein-protein association may be a critical process in the generation of circadian rhythms in cyanobacteria.. . . .

Manes.17G012100.v6.11.1452131 0.55201 up no G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G012200.v6.16.0817996 0.00016 up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.17G012300.v6.1Inf 0.9009 up no . pfam14290 DUF4370 Domain of unknown function (DUF4370).. . . .

Manes.17G012700.v6.10.2668168 2.74E-06 down yes Probable transcriptional regulator RABBIT EARSpfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0048441|petal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G012900.v6.13.97865 0.39698 up no . pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.17G013200.v6.10.8913083 0.25993 down no . pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.17G013300.v6.11.2879543 0.0175 up no Mitochondrial carnitine/acylcarnitine carrier-like proteinpfam00153 Mito_carr Mitochondrial carrier protein.GO:0006839|mitochondrial transport;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. K15109

Manes.17G013400.v6.12.1408398 1.03E-05 up yes Abscisic acid receptor PYR1pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0080163|regulation of protein serine/threonine phosphatase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.17G013500.v6.11.4812262 1.28E-05 up no Pentatricopeptide repeat-containing protein At5g46580, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.17G014000.v6.10.4138871 1.10E-05 down yes . pfam08426 ICE2 ICE2. ICE2 is a fungal ER protein which has been shown to play an important role in forming/maintaining the cortical ER. It has also bee identified as a protein which is necessary for nuclear inner membrane targeting.. . . .

Manes.17G014100.v6.10.4998649 0.00027 down yes MND1-interacting protein 1pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. . GO:0008270|zinc ion binding;.

Manes.17G014200.v6.10.8386221 0.15028 down no Zinc finger CCCH domain-containing protein 12pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G014400.v6.11.103402 0.29421 up no Uncharacterized membrane protein At4g09580pfam09335 SNARE_assoc SNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.17G014700.v6.11.5022458 4.80E-06 up no 26S proteasome non-ATPase regulatory subunit 13 homolog Bpfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0030163|protein catabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000502|proteasome complex;. K03039

Manes.17G015000.v6.10.9219275 0.44255 down no HEAT repeat-containing protein 6pfam13251 DUF4042 Domain of unknown function (DUF4042). This presumed domain is functionally uncharacterized. This domain family is found in eukaryotes, and is approximately 180 amino acids in length.. . GO:0044822|poly(A) RNA binding;.

Manes.17G015100.v6.12.44579 0.00011 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 30pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.17G016000.v6.12.5301249 9.72E-23 up yes Transcription factor MYC2pfam14215 bHLH-MYC_N bHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0009738|abscisic acid-activated signaling pathway;GO:0009963|positive regulation of flavonoid biosynthetic process;GO:0045893|positive regulation of transcription, DNA-templated;GO:2000068|regulation of defense response to insect;GO:0051090|regulation of sequence-specific DNA binding transcription factor activity;GO:0043619|regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009269|response to desiccation;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13422

Manes.17G016900.v6.11.3034633 0.00349 up no Glycerol-3-phosphate acyltransferase, chloroplasticpfam14829 GPAT_N Glycerol-3-phosphate acyltransferase N-terminal. GPAT_N is the N-terminal domain of glycerol-3-phosphate acyltransferases, and it forms a four-helix bundle. Glycerol-3-phosphate (1)-acyltransferase(G3PAT) catalyses the incorporation of an acyl group from either acyl-acyl carrier proteins or acyl-CoAs into the sn-1 position of glycerol 3-phosphate to yield 1-acylglycerol-3-phosphate. G3PATs can either be selective, preferentially using the unsaturated fatty acid, oleate (C18:1), as the acyl donor, or non-selective, using either oleate or the saturated fatty acid, palmitate (C16:0), at comparable rates. The differential substrate-specificity for saturated versus unsaturated fatty acids seen within this enzyme family has been implicated in the sensitivity of plants to chilling temperatures. The exact function of this domain is not known. it lies upstream of family Acyltransferase, pfam01553.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0009570|chloroplast stroma;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;.

Manes.17G017000.v6.11.7355939 1.11E-06 up no . pfam06003 SMN Survival motor neuron protein (SMN). This family consists of several eukaryotic survival motor neuron (SMN) proteins. The Survival of Motor Neurons (SMN) protein, the product of the spinal muscular atrophy-determining gene, is part of a large macromolecular complex (SMN complex) that functions in the assembly of spliceosomal small nuclear ribonucleoproteins (snRNPs). The SMN complex functions as a specificity factor essential for the efficient assembly of Sm proteins on U snRNAs and likely protects cells from illicit, and potentially deleterious, non-specific binding of Sm proteins to RNAs.. . . .

Manes.17G017500.v6.10.6425773 0.00031 down no Dynamin-related protein 1Epfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0050832|defense response to fungus;GO:0046686|response to cadmium ion;GO:0016192|vesicle-mediated transport;GO:0005874|microtubule;GO:0005739|mitochondrion;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.17G017600.v6.13.6786114 3.88E-05 up yes Probable purine permease 10pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0006863|purine nucleobase transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005345|purine nucleobase transmembrane transporter activity;.

Manes.17G018000.v6.13.3382953 2.21E-07 up yes Expansin-like B1pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.17G018100.v6.16.3271511 6.20E-10 up yes Expansin-like B1pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.17G018300.v6.10.7823135 0.09619 down no Calmodulin-binding receptor-like cytoplasmic kinase 1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0042542|response to hydrogen peroxide;GO:0009651|response to salt stress;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G019100.v6.10.9954882 1 down no . pfam07010 Endomucin Endomucin. This family consists of several mammalian endomucin proteins. Endomucin is an early endothelial-specific antigen that is also expressed on putative hematopoietic progenitor cells.. . . .

Manes.17G019500.v6.10.5085247 4.10E-11 down no Two-component response regulator-like APRR2pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0000160|phosphorelay signal transduction system;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G019600.v6.11.0668811 0.54837 up no Tobamovirus multiplication protein 2Apfam00335 Tetraspannin Tetraspanin family.GO:0046786|viral replication complex formation and maintenance;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0043621|protein self-association;.

Manes.17G019800.v6.11.1633187 0.0969 up no . pfam06650 DUF1162 Protein of unknown function (DUF1162). This family represents a conserved region within several hypothetical eukaryotic proteins. Family members might be vacuolar protein sorting related-proteins.. . . .

Manes.17G019900.v6.11.00911 0.91192 up no Retrovirus-related Pol polyprotein from transposon TNT 1-94pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.17G020000.v6.15.2743252 1.40E-17 up yes . pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.17G020800.v6.10.7124243 0.00287 down no NADH dehydrogenase [ubiquinone] complex I, assembly factor 7pfam02636 Methyltransf_28 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase. In eukaryotes it plays a role in mitochondrial complex I activity.GO:0046034|ATP metabolic process;GO:0031154|culmination involved in sorocarp development;GO:0006536|glutamate metabolic process;GO:0005977|glycogen metabolic process;GO:0032981|mitochondrial respiratory chain complex I assembly;GO:0010507|negative regulation of autophagy;GO:0006909|phagocytosis;GO:0042331|phototaxis;GO:0006907|pinocytosis;GO:0090141|positive regulation of mitochondrial fission;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0043052|thermotaxis;GO:0005739|mitochondrion;. K18164

Manes.17G021100.v6.10.8083107 0.4567 down no Protein NRT1/ PTR FAMILY 2.11pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:1901349|glucosinolate transport;GO:0090449|phloem glucosinolate loading;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0090448|glucosinolate:proton symporter activity;.

Manes.17G021400.v6.10.918035 0.55069 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G021800.v6.10.9240183 0.52884 down no Uncharacterized protein At5g08430pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.17G022500.v6.11.266068 0.01595 up no V-type proton ATPase subunit d2pfam01992 vATP-synt_AC39 ATP synthase (C/AC39) subunit. This family includes the AC39 subunit from vacuolar ATP synthase, and the C subunit from archaebacterial ATP synthase. The family also includes subunit C from the Sodium transporting ATP synthase from Enterococcus hirae.GO:0015991|ATP hydrolysis coupled proton transport;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.17G023000.v6.11.1486073 0.2179 up no 2-aminoethanethiol dioxygenasepfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. GO:0005739|mitochondrion;GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.17G023600.v6.10.207447 3.09E-06 down yes . pfam03802 CitX Apo-citrate lyase phosphoribosyl-dephospho-CoA transferase.. . . .

Manes.17G023800.v6.11.8968467 0.04412 up no Probable prolyl 4-hydroxylase 7pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005788|endoplasmic reticulum lumen;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;.

Manes.17G024100.v6.10.3367337 5.38E-08 down yes Novel plant SNARE 11pfam03908 Sec20 Sec20. Sec20 is a membrane glycoprotein associated with secretory pathway.GO:0000911|cytokinesis by cell plate formation;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006896|Golgi to vacuole transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006623|protein targeting to vacuole;GO:0042147|retrograde transport, endosome to Golgi;GO:0048280|vesicle fusion with Golgi apparatus;GO:0009504|cell plate;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08494

Manes.17G024600.v6.10.6785763 0.00413 down no . pfam09747 DUF2052 Coiled-coil domain containing protein (DUF2052). This entry is of sequences of two conserved domains separated by a region of low complexity, spanning some 200 residues. The function is unknown.. . . .

Manes.17G025300.v6.13.8691694 0.00059 up yes Probable protein phosphatase 2C 33pfam05656 DUF805 Protein of unknown function (DUF805). This family consists of several bacterial proteins of unknown function.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.17G025600.v6.117.257324 5.97E-14 up yes . pfam14476 Chloroplast_duf Petal formation-expressed. The members of this plant family from Arabidopsis thaliana appear to be proteins found in the chloroplast, expressed in the pollen tube during the petal differentiation and expansion stage. The function is not known.. . . .

Manes.17G025700.v6.12.4291405 5.91E-16 up yes Peroxisomal membrane protein PMP22pfam04117 Mpv17_PMP22 Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;. K13347

Manes.17G025900.v6.10.8609508 0.17316 down no Aminomethyltransferase, mitochondrialpfam01571 GCV_T Aminomethyltransferase folate-binding domain. This is a family of glycine cleavage T-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. The T-protein is an aminomethyl transferase.GO:0006546|glycine catabolic process;GO:0005739|mitochondrion;GO:0004047|aminomethyltransferase activity;GO:0008483|transaminase activity;K00605

Manes.17G026000.v6.10.1974385 0.03931 down no Putative Myb family transcription factor At1g14600pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G026100.v6.10.3482691 3.79E-16 down yes Glucan endo-1,3-beta-glucosidase 1pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.17G026200.v6.10.7624493 0.01981 down no 5'-adenylylsulfate reductase 3, chloroplasticpfam01507 PAPS_reduct Phosphoadenosine phosphosulfate reductase family. This domain is found in phosphoadenosine phosphosulfate (PAPS) reductase enzymes or PAPS sulfotransferase. PAPS reductase is part of the adenine nucleotide alpha hydrolases superfamily also including N type ATP PPases and ATP sulphurylases. The enzyme uses thioredoxin as an electron donor for the reduction of PAPS to phospho-adenosine-phosphate (PAP). It is also found in NodP nodulation protein P from Rhizobium which has ATP sulfurylase activity (sulfate adenylate transferase).GO:0045454|cell redox homeostasis;GO:0019344|cysteine biosynthetic process;GO:0000103|sulfate assimilation;GO:0019419|sulfate reduction;GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0033741|adenylyl-sulfate reductase (glutathione) activity;GO:0009973|adenylyl-sulfate reductase activity;GO:0046872|metal ion binding;.

Manes.17G026500.v6.13.2402106 4.71E-06 up yes . pfam10117 McrBC McrBC 5-methylcytosine restriction system component. Members of this family of bacterial proteins modify the specificity of mcrB restriction by expanding the range of modified sequences restricted.. . . .

Manes.17G026600.v6.12.6075402 1.98E-24 up yes Autophagy-related protein 8Cpfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.17G027200.v6.11.1188762 0.26961 up no Plant UBX domain-containing protein 5pfam08059 SEP SEP domain. The SEP domain is named after Saccharomyces cerevisiae Shp1, Drosophila melanogaster eyes closed gene (eyc), and vertebrate p47. In p47, the SEP domain has been shown to bind to and inhibit the cysteine protease cathepsin L. Most SEP domains are succeeded closely by a UBX domain.GO:0000045|autophagosome assembly;GO:0007030|Golgi organization;GO:0061025|membrane fusion;GO:0031468|nuclear envelope reassembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051117|ATPase binding;GO:0008599|protein phosphatase type 1 regulator activity;GO:0043130|ubiquitin binding;K14012

Manes.17G027400.v6.10.3996141 9.90E-08 down yes Protein DEFECTIVE IN MERISTEM SILENCING 3pfam12376 DUF3654 Protein of unknown function (DUF3654). This family of proteins is found in eukaryotes. Proteins in this family are typically between 193 and 612 amino acids in length.GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0070921|regulation of production of siRNA involved in chromatin silencing by small RNA;GO:0080188|RNA-directed DNA methylation;GO:0000419|DNA-directed RNA polymerase V complex;GO:0042803|protein homodimerization activity;.

Manes.17G027500.v6.10.6406703 9.06E-05 down no BAH and coiled-coil domain-containing protein 1pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . GO:0003682|chromatin binding;.

Manes.17G027600.v6.176.131583 3.56E-81 up yes Subtilisin-like protease SBT3.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0009682|induced systemic resistance;GO:0031012|extracellular matrix;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0004252|serine-type endopeptidase activity;.

Manes.17G027700.v6.11.3379558 0.00399 up no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.17G027800.v6.10.4545532 3.48E-07 down yes Protein STRUBBELIG-RECEPTOR FAMILY 8pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G028000.v6.13.5120252 0.00681 up yes . pfam02341 RcbX RbcX protein. The RBCX protein has been identified as having a possible chaperone-like function. The rbcX gene is juxtaposed to and cotranscribed with rbcL and rbcS encoding RuBisCO in Anabaena sp. CA. RbcX has been shown to possess a chaperone-like function assisting correct folding of RuBisCO in Escherichia coli expression studies and is needed for RuBisCO to reach its maximal activity.. . . .

Manes.17G028200.v6.15.6784829 6.42E-74 up yes Calcium permeable stress-gated cation channel 1pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005227|calcium activated cation channel activity;.

Manes.17G028300.v6.10.921244 0.41008 down no Leucine--tRNA ligasepfam13603 tRNA-synt_1_2 Leucyl-tRNA synthetase, Domain 2. This is a family of the conserved region of Leucine-tRNA ligase or Leucyl-tRNA synthetase, EC:6.1.1.4.GO:0006429|leucyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0002161|aminoacyl-tRNA editing activity;GO:0005524|ATP binding;GO:0004823|leucine-tRNA ligase activity;K01869

Manes.17G028400.v6.10.8228872 0.17876 down no . pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .



Manes.17G029900.v6.15.3297975 1.27E-16 up yes Cysteine-rich receptor-like protein kinase 14pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G030600.v6.10.6414159 0.05119 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G031100.v6.10.8354126 0.22176 down no Transcription factor bHLH112pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0045893|positive regulation of transcription, DNA-templated;GO:2000214|regulation of proline metabolic process;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G031200.v6.11.8444618 7.83E-08 up no NAD(P)H dehydrogenase (quinone) FQR1pfam03358 FMN_red NADPH-dependent FMN reductase.GO:0071365|cellular response to auxin stimulus;GO:0045892|negative regulation of transcription, DNA-templated;GO:0055114|oxidation-reduction process;. GO:0010181|FMN binding;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;.

Manes.17G031400.v6.10.9204746 1 down no G-type lectin S-receptor-like serine/threonine-protein kinase RKS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G031500.v6.123.847108 0.00014 up yes G-type lectin S-receptor-like serine/threonine-protein kinase RKS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G031800.v6.10.9688573 0.77729 down no G-type lectin S-receptor-like serine/threonine-protein kinase RKS1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G032100.v6.12.7357633 0.00014 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At4g27290pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G032300.v6.18.2665116 2.73E-06 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At1g61370pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G032400.v6.15.1067026 5.75E-39 up yes G-type lectin S-receptor-like serine/threonine-protein kinase B120pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0048544|recognition of pollen;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G032700.v6.11.6380344 3.50E-05 up no . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.17G032900.v6.14.6119764 1.41E-27 up yes Protein PLANT CADMIUM RESISTANCE 8pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006979|response to oxidative stress;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G033000.v6.1Inf 0.00411 up yes Myb-related protein Myb4pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.17G033200.v6.11.414923 0.00097 up no . pfam13764 E3_UbLigase_R4 E3 ubiquitin-protein ligase UBR4. This is a family of E## ubiquitin ligase enzymes.. . . .

Manes.17G033300.v6.115.407207 ####### up yes Sugar carrier protein Cpfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.17G033400.v6.125.112884 0.01209 up yes . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.17G033700.v6.10.7690838 0.05137 down no Putative PAP-specific phosphatase, mitochondrialpfam00459 Inositol_P Inositol monophosphatase family.GO:0046854|phosphatidylinositol phosphorylation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0008441|3'(2'),5'-bisphosphate nucleotidase activity;GO:0046872|metal ion binding;K01082

Manes.17G033800.v6.10.7045036 0.15716 down no Transcription factor MYB39pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.17G034200.v6.10.3870567 3.34E-08 down yes Putative cyclin-D6-1pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18812

Manes.17G034400.v6.1#NAME? 0.64948 down no . pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.17G035000.v6.10.4682094 6.27E-10 down yes Tyrosyl-DNA phosphodiesterase 1pfam06087 Tyr-DNA_phosphoTyrosyl-DNA phosphodiesterase. Covalent intermediates between topoisomerase I and DNA can become dead-end complexes that lead to cell death. Tyrosyl-DNA phosphodiesterase can hydrolyse the bond between topoisomerase I and DNA.GO:0006281|DNA repair;GO:0006302|double-strand break repair;GO:0000012|single strand break repair;GO:0005634|nucleus;GO:0017005|3'-tyrosyl-DNA phosphodiesterase activity;GO:0003690|double-stranded DNA binding;GO:0004527|exonuclease activity;GO:0003697|single-stranded DNA binding;.

Manes.17G035300.v6.12.0062347 8.75E-10 up yes Polyubiquitin pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.17G035400.v6.1#NAME? 0.00058 down yes . pfam02729 OTCace_N Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding domain.. . . .

Manes.17G035500.v6.10.2159937 0.03414 down no Small ubiquitin-related modifier 3-likepfam11976 Rad60-SLD Ubiquitin-2 like Rad60 SUMO-like. The small ubiquitin-related modifier SUMO-1 is a Ub/Ubl family member, and although SUMO-1 shares structural similarity to Ub, SUMO's cellular functions remain distinct insomuch as SUMO modification alters protein function through changes in activity, cellular localisation, or by protecting substrates from ubiquitination. Rad60 family members contain functionally enigmatic, integral SUMO-like domains (SLDs). Despite their divergence from SUMO, each Rad60 SLD interacts with a subset of SUMO pathway enzymes: SLD2 specifically binds the SUMO E2 conjugating enzyme (Ubc9)), whereas SLD1 binds the SUMO E1 (Fub2, also called Uba2) activating and E3 (Pli1, also called Siz1 and Siz2) specificity enzymes. Structural analysis of PDB:2uyz reveals a mechanistic basis for the near-synonymous roles of Rad60 and SUMO in survival of genotoxic stress and suggest unprecedented DNA-damage-response functions for SLDs in regulating SUMOylation. The Rad60 branch of this family is also known as RENiGO:0043009|chordate embryonic development;GO:0060216|definitive hemopoiesis;GO:0016925|protein sumoylation;GO:0005737|cytoplasm;GO:0016605|PML body;. K12160

Manes.17G035800.v6.10.270126 2.26E-06 down yes Probable xyloglucan endotransglucosylase/hydrolase protein 8pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.17G035900.v6.13.8582175 8.08E-05 up yes Probable dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 3Bpfam04756 OST3_OST6 OST3 / OST6 family. The proteins in this family are part of a complex of eight ER proteins that transfers core oligosaccharide from dolichol carrier to Asn-X-Ser/Thr motifs. This family includes both OST3 and OST6, each of which contains four predicted transmembrane helices. Disruption of OST3 and OST6 leads to a defect in the assembly of the complex. Hence, the function of these genes seems to be essential for recruiting a fully active complex necessary for efficient N-glycosylation.GO:0006487|protein N-linked glycosylation;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0008250|oligosaccharyltransferase complex;GO:0005886|plasma membrane;. K12669

Manes.17G036500.v6.1NA NA -- no Tryptophan synthase beta chain 2, chloroplasticpfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0000162|tryptophan biosynthetic process;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0030170|pyridoxal phosphate binding;GO:0004834|tryptophan synthase activity;K01696

Manes.17G036600.v6.10.544885 1.49E-09 down no Polyadenylation and cleavage factor homolog 4pfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0009908|flower development;GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0009911|positive regulation of flower development;GO:0006369|termination of RNA polymerase II transcription;GO:0005737|cytoplasm;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003729|mRNA binding;GO:0000993|RNA polymerase II core binding;K14400

Manes.17G036800.v6.17.5390661 1.15E-23 up yes Glucose-6-phosphate/phosphate translocator 2, chloroplasticpfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015760|glucose-6-phosphate transport;GO:0015714|phosphoenolpyruvate transport;GO:0015713|phosphoglycerate transport;GO:0015979|photosynthesis;GO:0009643|photosynthetic acclimation;GO:0010109|regulation of photosynthesis;GO:0009749|response to glucose;GO:0080167|response to karrikin;GO:0009624|response to nematode;GO:0009744|response to sucrose;GO:0035436|triose phosphate transmembrane transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015297|antiporter activity;GO:0015152|glucose-6-phosphate transmembrane transporter activity;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015120|phosphoglycerate transmembrane transporter activity;GO:0071917|triose-phosphate transmembrane transporter activity;K15283

Manes.17G037800.v6.16.4254432 3.18E-78 up yes 15.4 kDa class V heat shock proteinpfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.17G038100.v6.10.7625774 0.14298 down no . pfam02953 zf-Tim10_DDP Tim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.. . . .

Manes.17G038400.v6.10.7880024 0.01917 down no Protein TRANSPARENT TESTA 12pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.17G038600.v6.110.270642 0.03045 up no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.17G038700.v6.10.3807137 4.89E-11 down yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.17G039000.v6.12.0684073 1.38E-05 up yes External alternative NAD(P)H-ubiquinone oxidoreductase B2, mitochondrialpfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0055114|oxidation-reduction process;GO:0005743|mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0005509|calcium ion binding;GO:0050660|flavin adenine dinucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.17G039200.v6.11.6396401 0.00026 up no Telomerase Cajal body protein 1pfam00400 WD40 WD domain, G-beta repeat.GO:0051973|positive regulation of telomerase activity;GO:0032203|telomere formation via telomerase;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005697|telomerase holoenzyme complex;GO:0003723|RNA binding;.

Manes.17G039700.v6.10.9390266 0.55525 down no B3 domain-containing protein Os07g0563300pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.17G039800.v6.12.1246417 9.81E-18 up yes Vacuolar protein sorting-associated protein 28 homolog 2pfam03997 VPS28 VPS28 protein.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000813|ESCRT I complex;GO:0032403|protein complex binding;K12184

Manes.17G039900.v6.10.8337964 0.3607 down no Pre-mRNA-splicing factor SYF1pfam08424 NRDE-2 NRDE-2, necessary for RNA interference. This is a family of eukaryotic proteins. Eukaryotic cells express a wide variety of endogenous small regulatory RNAs that regulate heterochromatin formation, developmental timing, defence against parasitic nucleic acids, and genome rearrangement. Many small regulatory RNAs are thought to function in nuclei, and in plants and fungi small interfering (si)RNAs associate with nascent transcripts and direct chromatin and/or DNA modifications. This family protein, NRDE-2, is required for small interfering (si)RNA-mediated silencing in nuclei. NRDE-2 associates with the Argonaute protein NRDE-3 within nuclei and is recruited by NRDE-3/siRNA complexes to nascent transcripts that have been targeted by RNA interference, RNAi, the process whereby double-stranded RNA (dsRNA) directs the sequence-specific degradation of mRNA.GO:0001824|blastocyst development;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0071013|catalytic step 2 spliceosome;GO:0016020|membrane;. K12867

Manes.17G040400.v6.10.6541389 6.70E-05 down no Endonuclease 4pfam02265 S1-P1_nuclease S1/P1 Nuclease. This family contains both S1 and P1 nucleases (EC:3.1.30.1) which cleave RNA and single stranded DNA with no base specificity.GO:0006308|DNA catabolic process;. GO:0004519|endonuclease activity;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;.

Manes.17G040500.v6.114.296005 2.36E-06 up yes . pfam11802 CENP-K Centromere-associated protein K. CENP-K is one of seven new CENP-A-nucleosome distal (CAD) centromere components (the others being CENP-L, CENP-O, CENP-P, CENP-Q, CENP-R and CENP-S) that are identified as assembling on the CENP-A nucleosome associated complex, NAC. The CENP-A NAC is essential, as disruption of the complex causes errors of chromosome alignment and segregation that preclude cell survival despite continued centromere-derived mitotic checkpoint signalling. CENP-K is centromere-associated through its interaction with one or more components of the CENP-A NAC.. . . .

Manes.17G040600.v6.113.163392 6.27E-56 up yes . pfam14995 TMEM107 Transmembrane protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 138 and 164 amino acids in length. There are two completely conserved residues (H and E) that may be functionally important and four transmembrane helices. The domains in this family vary in length from 124 to 126 amino acids. The precise function of the protein family is still unknown.. . . .

Manes.17G041000.v6.10.8349207 0.14719 down no Katanin p80 WD40 repeat-containing subunit B1 homologpfam13925 Katanin_con80 con80 domain of Katanin. The con80 domain of katanin is the C-terminal region of the protein that binds to the N-terminal domain of katanin-p60, the catalytic ATPase. The complex associates with a specific subregion of the mitotic spindle leading to increased microtubule disassembly and targeting of p60 to the spindle poles. The assembly and function of the mitotic spindle requires the activity of a number of microtubule-binding proteins. Katanin, a heterodimeric microtubule-severing ATPase, is found localized at mitotic spindle poles. A proposed model is that katanin is targeted to spindle poles through a combination of direct microtubule binding by the p60 subunit and through interactions between the WD40 domain and an unknown protein.GO:0051013|microtubule severing;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0008352|katanin complex;GO:0005874|microtubule;. K18643

Manes.17G041200.v6.10.3640928 1.50E-13 down yes . pfam04220 YihI Der GTPase activator (YihI). YihI activates the GTPase activity of Der, a 50S ribosomal subunit stability factor. The stimulation is specific to Der as YihI does not stimulate the GTPase activity of Era or ObgE. The interaction of YihI with Der requires only the C-terminal 78 amino acids of YihI. A yihI deletion mutant is viable and shows a shorter lag period, but the same post-lag growth rate as a wild-type strain. yihI is expressed during the lag period. Overexpression of yihI inhibits cell growth and biogenesis of the 50S ribosomal subunit. YihI is an unusual, highly hydrophilic protein with an uneven distribution of charged residues, resulting in an N-terminal region with high pI and a C-terminal region with low pI.. . . .

Manes.17G041300.v6.10.3212487 1.15E-06 down yes . pfam03619 Solute_trans_a Organic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. . . .

Manes.17G041400.v6.10.5315993 0.00404 down no . pfam05546 She9_MDM33 She9 / Mdm33 family. Members of this family are mitochondrial inner membrane proteins with a role in inner mitochondrial membrane organisation and biogenesis.. . . .

Manes.17G041500.v6.11.0375464 0.68361 up no Glucose-induced degradation protein 8 homologpfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. GO:0005634|nucleus;. .

Manes.17G041600.v6.12.4066866 1.32E-23 up yes Uncharacterized ATP-dependent helicase C23E6.02pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006338|chromatin remodeling;GO:0032508|DNA duplex unwinding;GO:0006281|DNA repair;GO:0000724|double-strand break repair via homologous recombination;GO:1990505|mitotic DNA replication maintenance of fidelity;GO:0016567|protein ubiquitination;GO:0000790|nuclear chromatin;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.17G042100.v6.13.0571482 3.47E-31 up yes . pfam02948 Amelogenin Amelogenin. Amelogenins play a role in biomineralisation. They seem to regulate the formation of crystallites during the secretory stage of tooth enamel development. thought to play a major role in the structural organisation and mineralisation of developing enamel. They are found in the extracellular matrix. Mutations in X-chromosomal amelogenin can cause Amelogenesis imperfecta.. . . .

Manes.17G042200.v6.18.7477944 8.59E-18 up yes . pfam01540 Lipoprotein_7 Adhesin lipoprotein. This family consists of the p50 and variable adherence-associated antigen (Vaa) adhesins from Mycoplasma hominis. M. hominis is a mycoplasma associated with human urogenital diseases, pneumonia, and septic arthritis. An adhesin is a cell surface molecule that mediates adhesion to other cells or to the surrounding surface or substrate. The Vaa antigen is a 50-kDa surface lipoprotein that has four tandem repetitive DNA sequences encoding a periodic peptide structure, and is highly immunogenic in the human host. p50 is also a 50-kDa lipoprotein, having three repeats A,B and C, that may be a tetramer of 191-kDa in its native environment.. . . .

Manes.17G042800.v6.14.0119231 1.00E-26 up yes Dof zinc finger protein DOF3.6pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.17G043000.v6.11.224454 0.0329 up no . pfam07814 WAPL Wings apart-like protein regulation of heterochromatin. This family contains sequences expressed in eukaryotic organisms bearing high similarity to the WAPL conserved region of D. melanogaster wings apart-like protein. This protein is involved in the regulation of heterochromatin structure. hWAPL, the human homologue, is found to play a role in the development of cervical carcinogenesis, and is thought to have similar functions to Drosophila wapl protein. Malfunction of the hWAPL pathway is thought to activate an apoptotic pathway that consequently leads to cell death.. . . .

Manes.17G043100.v6.11.8742113 1.48E-12 up no RNA polymerase II C-terminal domain phosphatase-like 1pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0009738|abscisic acid-activated signaling pathway;GO:0016311|dephosphorylation;GO:0007275|multicellular organismal development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0016791|phosphatase activity;GO:0004721|phosphoprotein phosphatase activity;GO:0004647|phosphoserine phosphatase activity;GO:0003723|RNA binding;K18998

Manes.17G043500.v6.19.1674641 6.45E-11 up yes . pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.17G043700.v6.10.3914528 2.13E-12 down yes . pfam00330 Aconitase Aconitase family (aconitate hydratase).. . . .

Manes.17G043800.v6.10.9688124 0.77262 down no RING finger protein 141pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.17G043900.v6.11.6876381 0.00035 up no Sphingolipid delta(4)-desaturase DES1-likepfam00487 FA_desaturase Fatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009827|plant-type cell wall modification;GO:0009860|pollen tube growth;GO:0030148|sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0042284|sphingolipid delta-4 desaturase activity;K04712

Manes.17G044600.v6.1Inf 0.02237 up yes Hyoscyamine 6-dioxygenasepfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . GO:0047998|hyoscyamine (6S)-dioxygenase activity;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;.

Manes.17G044700.v6.1NA NA -- no . pfam04130 Spc97_Spc98 Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.. . . .

Manes.17G045200.v6.1NA NA -- no . pfam01713 Smr Smr domain. This family includes the Smr (Small MutS Related) proteins, and the C-terminal region of the MutS2 protein. It has been suggested that this domain interacts with the MutS1 protein in the case of Smr proteins and with the N-terminal MutS related region of MutS2. This domain exhibits nicking endonuclease activity that might have a role in mismatch repair or genetic recombination. It shows no significant double strand cleavage or exonuclease activity. The full-length human NEDD4-binding protein 2 also has the polynucleotide kinase activity.. . . .

Manes.17G045500.v6.11.5179366 4.40E-06 up no . pfam11145 DUF2921 Protein of unknown function (DUF2921). This eukaryotic family of proteins has no known function.. . . .

Manes.17G046200.v6.13.7066912 9.70E-47 up yes L-type lectin-domain containing receptor kinase VII.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G046300.v6.14.3581852 2.79E-07 up yes . pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.17G046600.v6.13.8315779 2.27E-12 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.17G046800.v6.12.7938263 2.53E-08 up yes . pfam04506 Rft-1 Rft protein. . . . .

Manes.17G046900.v6.14.3321999 1.23E-08 up yes . pfam07273 DUF1439 Protein of unknown function (DUF1439). This family consists of several hypothetical bacterial proteins of around 190 residues in length. Several members of this family are annotated as being putative lipoproteins and are often known as YceB. The function of this family is unknown.. . . .

Manes.17G047300.v6.11.2554463 0.02779 up no Dof zinc finger protein DOF1.4pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.17G047400.v6.10.8269366 0.06666 down no Dol-P-Glc:Glc(2)Man(9)GlcNAc(2)-PP-Dol alpha-1,2-glucosyltransferasepfam04922 DIE2_ALG10 DIE2/ALG10 family. The ALG10 protein from Saccharomyces cerevisiae encodes the alpha-1,2 glucosyltransferase of the endoplasmic reticulum. This protein has been characterized in rat as potassium channel regulator 1.GO:0044267|cellular protein metabolic process;GO:0006488|dolichol-linked oligosaccharide biosynthetic process;GO:0043687|post-translational protein modification;GO:0018279|protein N-linked glycosylation via asparagine;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004583|dolichyl-phosphate-glucose-glycolipid alpha-glucosyltransferase activity;K03850

Manes.17G047500.v6.10.3928102 9.25E-05 down yes Squamosa promoter-binding protein 1pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0009908|flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G047800.v6.19.5639135 3.10E-63 up yes Glyoxysomal processing protease, glyoxysomalpfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.. GO:0009514|glyoxysome;GO:0005777|peroxisome;GO:0004175|endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.17G047900.v6.127.623108 4.86E-29 up yes Auxin-repressed 12.5 kDa proteinpfam05564 Auxin_repressed Dormancy/auxin associated protein. This family contains several plant dormancy-associated and auxin-repressed proteins the function of which are poorly understood.GO:0009734|auxin-activated signaling pathway;. . .

Manes.17G048300.v6.10.8332063 0.19138 down no . pfam03226 Yippee-Mis18 Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.17G048400.v6.124.901099 ####### up yes Ethylene-responsive transcription factor 4pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G048600.v6.10.9537976 0.66395 down no . pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.. . . .

Manes.17G048900.v6.10.3547492 2.58E-06 down yes . pfam11286 DUF3087 Protein of unknown function (DUF3087). This family of proteins with unknown function appears to be restricted to Gammaproteobacteria.. . . .

Manes.17G049000.v6.10.9959496 0.97611 down no Protein E6 pfam11703 UPF0506 UPF0506. This uncharacterized family is found in Schistosoma genomes. Although uncharacterized it appears to belong to the knottin fold. The sequence is composed of two repeats of a 6 cysteine motif.. GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.17G049100.v6.10.3205105 2.62E-07 down yes . pfam03706 UPF0104 Uncharacterized protein family (UPF0104). This family of proteins are integral membrane proteins. These proteins are uncharacterized but contain a conserved PG motif. Some members of this family are annotated as dolichol-P-glucose synthetase and contain a pfam00535 domain.. . . .

Manes.17G049900.v6.12.5544971 2.54E-13 up yes NAC domain-containing protein 8pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G050200.v6.13.1137327 0.22083 up no Glutaredoxin-C9pfam00462 Glutaredoxin Glutaredoxin.GO:0045454|cell redox homeostasis;GO:0009867|jasmonic acid mediated signaling pathway;GO:0009751|response to salicylic acid;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.17G050300.v6.10.5050692 0.00048 down no Auxin response factor 3pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0010158|abaxial cell fate specification;GO:0009850|auxin metabolic process;GO:0009734|auxin-activated signaling pathway;GO:0010582|floral meristem determinacy;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0010050|vegetative phase change;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14486

Manes.17G050700.v6.10.5876082 0.0007 down no OPA3-like proteinpfam07047 OPA3 Optic atrophy 3 protein (OPA3). This family consists of several optic atrophy 3 (OPA3) proteins. OPA3 deficiency causes type III 3-methylglutaconic aciduria (MGA) in humans. This disease manifests with early bilateral optic atrophy, spasticity, extrapyramidal dysfunction, ataxia, and cognitive deficits, but normal longevity.. GO:0005737|cytoplasm;. .

Manes.17G051000.v6.12.1707532 1.40E-12 up yes . pfam14233 DUF4335 Domain of unknown function (DUF4335). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 204 and 480 amino acids in length. There are two completely conserved residues (G and D) that may be functionally important.. . . .

Manes.17G051100.v6.10.6524255 0.00471 down no . pfam13388 DUF4106 Protein of unknown function (DUF4106). This family of proteins are found in large numbers in the Trichomonas vaginalis proteome. The function of this protein is unknown.. . . .

Manes.17G051800.v6.10.5731933 0.00019 down no GDSL esterase/lipase At5g45960pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.17G051900.v6.10.703768 0.0071 down no . pfam06644 ATP11 ATP11 protein. This family consists of several eukaryotic ATP11 proteins. In Saccharomyces cerevisiae, expression of functional F1-ATPase requires two proteins encoded by the ATP11 and ATP12 genes. Atp11p is a molecular chaperone of the mitochondrial matrix that participates in the biogenesis pathway to form F1, the catalytic unit of the ATP synthase.. . . .

Manes.17G052300.v6.12.6942597 2.86E-21 up yes Pyruvate kinase, cytosolic isozymepfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;.

Manes.17G052400.v6.10.7387579 0.02686 down no Glucosidase 2 subunit betapfam12999 PRKCSH-like Glucosidase II beta subunit-like. The sequences found in this family are similar to a region found in the beta-subunit of glucosidase II, which is also known as protein kinase C substrate 80K-H (PRKCSH). The enzyme catalyses the sequential removal of two alpha-1,3-linked glucose residues in the second step of N-linked oligosaccharide processing. The beta subunit is required for the solubility and stability of the heterodimeric enzyme, and is involved in retaining the enzyme within the endoplasmic reticulum.GO:0042742|defense response to bacterium;GO:0005783|endoplasmic reticulum;. K08288

Manes.17G052500.v6.12.5641894 1.13E-26 up yes . pfam01029 NusB NusB family. The NusB protein is involved in the regulation of rRNA biosynthesis by transcriptional antitermination.. . . .



Manes.17G052900.v6.13.7654794 0.44881 up no E3 ubiquitin-protein ligase ATL41pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19038

Manes.17G053000.v6.10.8841332 0.33185 down no Nudix hydrolase 15, mitochondrialpfam00293 NUDIX NUDIX domain.GO:0015937|coenzyme A biosynthetic process;GO:0006753|nucleoside phosphate metabolic process;GO:0006104|succinyl-CoA metabolic process;GO:0005739|mitochondrion;GO:0010945|CoA pyrophosphatase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.17G053100.v6.10.8540605 0.12004 down no Magnesium-chelatase subunit ChlI, chloroplasticpfam13401 AAA_22 AAA domain.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0016851|magnesium chelatase activity;K03405

Manes.17G053900.v6.10.2556954 0.50461 down no . pfam02844 GARS_N Phosphoribosylglycinamide synthetase, N domain. Phosphoribosylglycinamide synthetase catalyses the second step in the de novo biosynthesis of purine. The reaction catalysed by Phosphoribosylglycinamide synthetase is the ATP- dependent addition of 5-phosphoribosylamine to glycine to form 5'phosphoribosylglycinamide. This domain is related to the N-terminal domain of biotin carboxylase/carbamoyl phosphate synthetase (see pfam00289).. . . .

Manes.17G054200.v6.11.205113 0.10736 up no 50S ribosomal protein L34, chloroplasticpfam00468 Ribosomal_L34 Ribosomal protein L34.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02914

Manes.17G054800.v6.12.4505579 0.00317 up yes . pfam05536 Neurochondrin Neurochondrin. This family contains several eukaryotic neurochondrin proteins. Neurochondrin induces hydroxyapatite resorptive activity in bone marrow cells resistant to bafilomycin A1, an inhibitor of macrophage- and osteoclast-mediated resorption. Expression of the gene is localized to chondrocyte, osteoblast, and osteocyte in the bone and to the hippocampus and Purkinje cell layer of cerebellum in the brain.. . . .

Manes.17G054900.v6.11.1136342 0.28444 up no Ubiquitin-like modifier-activating enzyme atg7pfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0006914|autophagy;GO:0006501|C-terminal protein lipidation;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0044805|late nucleophagy;GO:0010150|leaf senescence;GO:0016236|macroautophagy;GO:0000422|mitophagy;GO:0034727|piecemeal microautophagy of nucleus;GO:0030163|protein catabolic process;GO:0006497|protein lipidation;GO:0032446|protein modification by small protein conjugation;GO:0015031|protein transport;GO:0005829|cytosol;GO:0019778|Atg12 activating enzyme activity;GO:0019779|Atg8 activating enzyme activity;K08337

Manes.17G055500.v6.13.8435914 2.07E-16 up yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.17G055600.v6.10.6374395 0.00207 down no Putative lipase YOR059Cpfam05057 DUF676 Putative serine esterase (DUF676). This family of proteins are probably serine esterase type enzymes with an alpha/beta hydrolase fold.GO:0016042|lipid catabolic process;GO:0055088|lipid homeostasis;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0004622|lysophospholipase activity;.

Manes.17G055800.v6.11.9344926 3.90E-13 up no Protein SCAR1pfam09073 BUD22 BUD22. BUD22 has been shown in yeast to be a nuclear protein involved in bud-site selection. It plays a role in positioning the proximal bud pole signal. More recently it has been shown to be involved in ribosome biogenesis.GO:0030036|actin cytoskeleton organization;GO:0051127|positive regulation of actin nucleation;GO:0071944|cell periphery;GO:0005856|cytoskeleton;GO:0043229|intracellular organelle;GO:0016020|membrane;GO:0031209|SCAR complex;GO:0003785|actin monomer binding;.

Manes.17G056000.v6.10.9863459 0.91937 down no Trihelix transcription factor ASIL2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G056200.v6.10.8733524 0.25336 down no Peroxisome biogenesis protein 7pfam00400 WD40 WD domain, G-beta repeat.GO:0006625|protein targeting to peroxisome;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005778|peroxisomal membrane;. K13341

Manes.17G056700.v6.10.4620897 4.34E-11 down yes 2-aminoethanethiol dioxygenasepfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. GO:0005739|mitochondrion;GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.17G057000.v6.1NA NA -- no . pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.. . . .

Manes.17G057500.v6.10.8522066 0.20643 down no SAP30-binding proteinpfam07818 HCNGP HCNGP-like protein. This family comprises sequences bearing significant similarity to the mouse transcriptional regulator protein HCNGP. This protein is localized to the nucleus and is thought to be involved in the regulation of beta-2-microglobulin genes.GO:0006915|apoptotic process;GO:0010467|gene expression;GO:0045814|negative regulation of gene expression, epigenetic;GO:0010942|positive regulation of cell death;GO:0040029|regulation of gene expression, epigenetic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0005634|nucleus;. .

Manes.17G057600.v6.10.5033515 1.15E-08 down no Nucleobase-ascorbate transporter 2pfam00860 Xan_ur_permease Permease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.17G057700.v6.111.953325 9.55E-12 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G057900.v6.110.327507 5.81E-48 up yes Probable LRR receptor-like serine/threonine-protein kinase At5g45780pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G058000.v6.10.7920237 0.1311 down no . pfam12906 RINGv RING-variant domain.. . . .

Manes.17G058500.v6.15.851256 5.33E-63 up yes . pfam15404 PH_4 Pleckstrin homology domain. This Pleckstrin homology domain is found in some fungal species.. . . .

Manes.17G058600.v6.15.9830923 1.94E-06 up yes . pfam14032 PknH_C PknH-like extracellular domain. This domain is functionally uncharacterized. It is found as the periplasmic domain of the bacterial protein kinase PknH. The domain is also found in isolation in numerous proteins, for example the lipoproteins lpqQ, lprH, lppH and lpqA from M. tuberculosis. This family of proteins is found in bacteria. Proteins in this family are typically between 214 and 268 amino acids in length. There are two completely conserved C residues that are likely to form a disulphide bond. A second pair of cysteines are less well conserved probably form a second disulphide bond. It seems likely that this domain functions to bind some as yet unknown ligand.. . . .

Manes.17G058800.v6.10.4873524 1.82E-05 down yes . pfam00770 Peptidase_C5 Adenovirus endoprotease. This family of adenovirus thiol endoproteases specifically cleave Gly-Ala peptides in viral precursor peptides.. . . .

Manes.17G058900.v6.17.3133784 4.87E-58 up yes Probable WRKY transcription factor 65pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G059100.v6.11.0498187 0.90304 up no . pfam11749 DUF3305 Protein of unknown function (DUF3305). Several members of this family are annotated as being molybdopterin-guanine dinucleotide biosynthesis protein A; however, this could not be confirmed. The family is found in proteobacteria.. . . .

Manes.17G059200.v6.10.4639904 0.06621 down no . pfam04633 Herpes_BMRF2 Herpesvirus BMRF2 protein.. . . .

Manes.17G059300.v6.113.169541 7.96E-06 up yes . pfam00617 RasGEF RasGEF domain. Guanine nucleotide exchange factor for Ras-like small GTPases.. . . .

Manes.17G059600.v6.12.6880953 1.52E-14 up yes Ubiquinone biosynthesis O-methyltransferase, mitochondrialpfam13489 Methyltransf_23 Methyltransferase domain. This family appears to be a methyltransferase domain.GO:0006744|ubiquinone biosynthetic process;GO:0005740|mitochondrial envelope;GO:0005743|mitochondrial inner membrane;GO:0008425|2-polyprenyl-6-methoxy-1,4-benzoquinone methyltransferase activity;GO:0008689|3-demethylubiquinone-9 3-O-methyltransferase activity;GO:0004395|hexaprenyldihydroxybenzoate methyltransferase activity;GO:0010420|polyprenyldihydroxybenzoate methyltransferase activity;K00591

Manes.17G059800.v6.10.6387706 0.00024 down no ER lumen protein-retaining receptor Apfam00810 ER_lumen_recept ER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;K10949

Manes.17G060000.v6.11.7651099 2.63E-10 up no U-box domain-containing protein 17pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009814|defense response, incompatible interaction;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.17G060100.v6.12.6574133 0.00023 up yes G-type lectin S-receptor-like serine/threonine-protein kinase SD2-5pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G060900.v6.12.0759217 1.97E-16 up yes SH3 domain-containing protein PJ696.02pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.17G061100.v6.12.6596872 3.50E-13 up yes Aquaporin NIP1-2pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0015700|arsenite transport;GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0080170|hydrogen peroxide transmembrane transport;GO:0046685|response to arsenic-containing substance;GO:0006833|water transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0015105|arsenite transmembrane transporter activity;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09874

Manes.17G061300.v6.11.1592967 0.48053 up no Probable leucine-rich repeat receptor-like serine/threonine-protein kinase At3g14840pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G061500.v6.12.5162583 5.50E-25 up yes MACPF domain-containing protein CAD1pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;. . .

Manes.17G061600.v6.1343.12392 1.68E-75 up yes Protein NRT1/ PTR FAMILY 4.3pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.17G061700.v6.1Inf 5.83E-13 up yes . pfam06884 DUF1264 Protein of unknown function (DUF1264). This family contains a number of bacterial and eukaryotic proteins of unknown function that are approximately 200 residues long. Some family members are annotated as putative lipoproteins.. . . .

Manes.17G061800.v6.10.6865698 0.00113 down no Cyclic phosphodiesterasepfam07823 CPDase Cyclic phosphodiesterase-like protein. Cyclic phosphodiesterase (CPDase) is involved in the tRNA splicing pathway. This protein exhibits a bilobal arrangement of two alpha-beta modules. Two antiparallel helices are found on the outer side of each lobe and frame an antiparallel beta-sheet that is wrapped around an accessible cleft. Moreover, the beta-strands of each lobe interact with the other lobe. The central water-filled cavity houses the enzyme's active site.GO:0006388|tRNA splicing, via endonucleolytic cleavage and ligation;GO:0005737|cytoplasm;GO:0004112|cyclic-nucleotide phosphodiesterase activity;.

Manes.17G062400.v6.10.4201827 3.51E-06 down yes . pfam15488 DUF4645 Domain of unknown function (DUF4645). This family of proteins is found in eukaryotes. Proteins in this family are typically between 200 and 298 amino acids in length.. . . .

Manes.17G062600.v6.10.6366048 0.00085 down no Subtilisin-like protease SBT5.3pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.17G062700.v6.122.994061 4.00E-07 up yes . pfam04520 Senescence_reg Senescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.17G063000.v6.11.8978531 4.96E-13 up no Transcription factor GTE12pfam00439 Bromodomain Bromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.17G063300.v6.15.3245882 0.00083 up yes Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G063600.v6.144.214745 4.31E-18 up yes Xyloglucan endotransglucosylase/hydrolase 2pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.17G063700.v6.1NA NA -- no Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G064000.v6.10.577511 0.13234 down no Protein SRG1pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G064400.v6.10.9249359 0.48029 down no . pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.17G064600.v6.10.3194089 0.00039 down yes Pentatricopeptide repeat-containing protein At5g46460, mitochondrialpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.17G065100.v6.10.9735432 0.78856 down no CTD small phosphatase-like protein 2pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0016311|dephosphorylation;. GO:0004721|phosphoprotein phosphatase activity;K17616

Manes.17G065400.v6.10.8384902 0.06823 down no Carboxyl-terminal-processing peptidase 1, chloroplasticpfam03572 Peptidase_S41 Peptidase family S41.. GO:0009543|chloroplast thylakoid lumen;GO:0031977|thylakoid lumen;GO:0008236|serine-type peptidase activity;.

Manes.17G065900.v6.10.6458183 0.00692 down no Coatomer subunit zeta-1pfam01217 Clat_adaptor_s Clathrin adaptor complex small chain.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;. .

Manes.17G066000.v6.11.9080533 6.63E-12 up no Programmed cell death protein 5pfam01984 dsDNA_bind Double-stranded DNA-binding domain. This domain is believed to bind double-stranded DNA of 20 bases length.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0008285|negative regulation of cell proliferation;GO:1903645|negative regulation of chaperone-mediated protein folding;GO:0043280|positive regulation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0010628|positive regulation of gene expression;GO:1903638|positive regulation of protein import into mitochondrial outer membrane;GO:0090200|positive regulation of release of cytochrome c from mitochondria;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0010698|acetyltransferase activator activity;GO:0003677|DNA binding;GO:0008201|heparin binding;K06875

Manes.17G066100.v6.18.7087062 6.07E-48 up yes Two-pore potassium channel 3pfam07885 Ion_trans_2 Ion channel. This family includes the two membrane helix type ion channels found in bacteria.GO:0071805|potassium ion transmembrane transport;GO:0030322|stabilization of membrane potential;GO:0009535|chloroplast thylakoid membrane;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0046872|metal ion binding;GO:0022841|potassium ion leak channel activity;K05389

Manes.17G066200.v6.11.5273912 0.68132 up no Probable WRKY transcription factor 28pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G066700.v6.10.8319953 0.19012 down no Chlorophyll a-b binding protein 40, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.17G066800.v6.10.8344254 0.25516 down no Chlorophyll a-b binding protein 40, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.17G066900.v6.10.7474179 0.02522 down no Chlorophyll a-b binding protein 40, chloroplasticpfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.17G067300.v6.18.715979 ####### up yes LRR receptor-like serine/threonine-protein kinase FLS2pfam00069 Pkinase Protein kinase domain.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0016045|detection of bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0006898|receptor-mediated endocytosis;GO:0010359|regulation of anion channel activity;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13420

Manes.17G067700.v6.10.7925377 0.05643 down no . pfam06454 DUF1084 Protein of unknown function (DUF1084). This family consists of several hypothetical plant specific proteins of unknown function.. . . .

Manes.17G067900.v6.112.056183 2.40E-17 up yes . pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.17G068000.v6.1Inf 1.37E-07 up yes . pfam09251 PhageP22-tail Salmonella phage P22 tail-spike. Members of this family of viral domains adopt a structure consisting of a single-stranded right-handed beta-helix, which in turn is made of parallel beta-strands and short turns. They are required for recognition of the 0-antigenic repeating units of the cell surface, and for subsequent infection of the bacterial cell.. . . .

Manes.17G068200.v6.10.9624279 0.69243 down no Uncharacterized protein ycf23pfam04481 DUF561 Protein of unknown function (DUF561). Protein of unknown function found in a cyanobacterium, and the chloroplasts of algae.. GO:0009507|chloroplast;GO:0003824|catalytic activity;.

Manes.17G068700.v6.10.6320082 0.00091 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G068900.v6.10.5087332 0.13408 down no Cytochrome b561 domain-containing protein At4g18260pfam11143 DUF2919 Protein of unknown function (DUF2919). This bacterial family of proteins has no known function. Some members are annotated as YfeZ however this cannot be confirmed.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.17G069200.v6.12.1167877 6.38E-15 up yes Mannosyl-oligosaccharide 1,2-alpha-mannosidase MNS3pfam01532 Glyco_hydro_47 Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0097466|glycoprotein ERAD pathway;GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K01230

Manes.17G069500.v6.10.88617 0.31284 down no Phospho-N-acetylmuramoyl-pentapeptide-transferase homologpfam00953 Glycos_transf_4 Glycosyl transferase family 4.. GO:0016021|integral component of membrane;GO:0008963|phospho-N-acetylmuramoyl-pentapeptide-transferase activity;.

Manes.17G069800.v6.10.4356164 0.00521 down yes . pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.17G070100.v6.11.2270499 0.60865 up no Gibberellin 2-beta-dioxygenasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.17G070500.v6.12.4119015 2.01E-06 up yes Glucan endo-1,3-beta-glucosidase 11pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.17G070600.v6.113.855559 1.59E-11 up yes . pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.17G071300.v6.11.0331309 0.7267 up no Pyruvate dehydrogenase E1 component subunit beta-3, chloroplasticpfam02779 Transket_pyr Transketolase, pyrimidine binding domain. This family includes transketolase enzymes, pyruvate dehydrogenases, and branched chain alpha-keto acid decarboxylases.GO:0006096|glycolytic process;GO:0048868|pollen tube development;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0004739|pyruvate dehydrogenase (acetyl-transferring) activity;GO:0008270|zinc ion binding;K00162

Manes.17G071400.v6.11.6555933 0.00262 up no . pfam04599 Pox_G5 Poxvirus G5 protein. This protein has been predicted to be related to the FEN-1 endonuclease.. . . .

Manes.17G071500.v6.10.8182551 0.16164 down no . pfam07103 DUF1365 Protein of unknown function (DUF1365). This family consists of several bacterial and plant proteins of around 250 residues in length. The function of this family is unknown.. . . .

Manes.17G071600.v6.143.432685 1.12E-70 up yes Protein TIFY 5Apfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.17G071700.v6.10.8887271 0.28392 down no Peroxisomal (S)-2-hydroxy-acid oxidase GLO1pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0042742|defense response to bacterium;GO:0050665|hydrogen peroxide biosynthetic process;GO:0009854|oxidative photosynthetic carbon pathway;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005634|nucleus;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0010181|FMN binding;GO:0008891|glycolate oxidase activity;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;K11517

Manes.17G071900.v6.115.545188 0.05673 up no . pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.17G072000.v6.10.9513526 0.71914 down no Protease Do-like 5, chloroplasticpfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0004252|serine-type endopeptidase activity;.

Manes.17G072500.v6.11.9630651 5.26E-14 up no F-box protein At5g46170pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0010286|heat acclimation;. . .

Manes.17G073300.v6.11.6137157 0.00056 up no p21-activated protein kinase-interacting protein 1-likepfam00400 WD40 WD domain, G-beta repeat.GO:0009968|negative regulation of signal transduction;GO:0005730|nucleolus;. K14830

Manes.17G073400.v6.12.2802262 5.56E-05 up yes Pentatricopeptide repeat-containing protein At1g11290, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0016556|mRNA modification;GO:0006397|mRNA processing;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.17G073500.v6.11.3731415 0.00306 up no Putative ALA-interacting subunit 2pfam03381 CDC50 LEM3 (ligand-effect modulator 3) family / CDC50 family. Members of this family have been predicted to contain transmembrane helices. The family member LEM3 is a ligand-effect modulator, mutation of which increases glucocorticoid receptor activity in response to dexamethasone and also confers increased activity on other intracellular receptors including the progesterone, oestrogen and mineralocorticoid receptors. LEM3 is thought to affect a downstream step in the glucocorticoid receptor pathway. Factors that modulate ligand responsiveness are likely to contribute to the context-specific actions of the glucocorticoid receptor in mammalian cells. The products of genes YNR048w, YNL323w and YCR094w (CDC50) show redundancy of function and are involved in regulation of transcription via CDC39. CDC39 (also known as NOT1) is normally a negative regulator of transcription either by affecting the general RNA polymerase II machinery or by altering chromatin structure. One function of CDC39 is to block activation of the m. GO:0016021|integral component of membrane;. .

Manes.17G073700.v6.10.3279019 0.2375 down no . pfam03025 Papilloma_E5 Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.17G074000.v6.11.1521791 0.12227 up no NIPA-like proteinpfam07967 zf-C3HC C3HC zinc finger-like. This zinc-finger like domain is distributed throughout the eukaryotic kingdom in NIPA (Nuclear interacting partner of ALK) proteins. NIPA is implicate to perform some sort of antiapoptotic role in nucleophosmin-anaplastic lymphoma kinase (ALK) mediated signaling events. The domain is often repeated, with the second domain usually containing a large insert (approximately 90 residues) after the first three cysteine residues. The Schizosaccharomyces pombe the protein containing this domain is involved in mRNA export from the nucleus.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.17G074200.v6.10.8543317 0.19032 down no Putative hydrolase C777.06cpfam12706 Lactamase_B_2 Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.17G074400.v6.11.530162 3.66E-06 up no CSC1-like protein ERD4pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.17G074700.v6.16.5161846 0.00638 up yes Isoflavone reductase-like proteinpfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. GO:0005737|cytoplasm;GO:0016491|oxidoreductase activity;.

Manes.17G074800.v6.11.2857932 0.01681 up no . pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. . . .

Manes.17G075100.v6.10.6807774 0.00175 down no Xylosyltransferase 1pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0034605|cellular response to heat;GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.17G075700.v6.10.4600869 5.00E-08 down yes U-box domain-containing protein 11pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.



Manes.17G075900.v6.10.8393759 0.07729 down no Ribonucleases P/MRP protein subunit POP1pfam06978 POP1 Ribonucleases P/MRP protein subunit POP1. This family represents a conserved region approximately 150 residues long located towards the N-terminus of the POP1 subunit that is common to both the RNase MRP and RNase P ribonucleoproteins (EC:3.1.26.5). These RNA-containing enzymes generate mature tRNA molecules by cleaving their 5' ends.GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0001682|tRNA 5'-leader removal;GO:0016078|tRNA catabolic process;GO:0008033|tRNA processing;GO:0005615|extracellular space;GO:0005655|nucleolar ribonuclease P complex;GO:0000172|ribonuclease MRP complex;GO:0044822|poly(A) RNA binding;GO:0000171|ribonuclease MRP activity;GO:0004526|ribonuclease P activity;K01164

Manes.17G076100.v6.10.7097677 0.00316 down no Beta-carotene isomerase D27, chloroplasticpfam13225 DUF4033 Domain of unknown function (DUF4033). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is approximately 80 amino acids in length.GO:0010223|secondary shoot formation;GO:1901601|strigolactone biosynthetic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0016853|isomerase activity;GO:0046872|metal ion binding;K17911

Manes.17G076800.v6.11.4172426 0.01545 up no . pfam15254 CCDC14 Coiled-coil domain-containing protein 14. This protein family, Coiled-coil domain-containing protein 14 (CCDC14) is a domain of unknown function. This family of proteins is found in eukaryotes. Proteins in this family are typically between 301 and 912 amino acids in length.. . . .

Manes.17G076900.v6.10.3895836 2.97E-05 down yes . pfam11029 DAZAP2 DAZ associated protein 2 (DAZAP2). DAZ associated protein 2 has a highly conserved sequence throughout evolution including a conserved polyproline region and several SH2/SH3 binding sites. It occurs as a single copy gene with a four-exon organisation and is located on chromosome 12. It encodes a ubiquitously expressed protein and binds to DAZ and DAZL1 through DAZ repeats.. . . .

Manes.17G077000.v6.10.6958525 0.0005 down no Protein WVD2-like 1pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.17G077300.v6.10.6076574 0.08312 down no . pfam02008 zf-CXXC CXXC zinc finger domain. This domain contains eight conserved cysteine residues that bind to two zinc ions. The CXXC domain is found in a variety of chromatin-associated proteins. This domain binds to nonmethyl-CpG dinucleotides. The domain is characterized by two repeats, and shows a peculiar internal duplication in which the second unit is inserted into the first one. Each of these units is characterized by four conserved cysteines, displaying a CXXCXXCX(n)C motif that chelate a Zn+2 ion. The DNA binding interface has been identified by NMR. In eukaryotes, the CXXC domain is found in stramenopiles, plants and metazoans. Plants possess a mono-CXXC domain that is present in distinct chromatin proteins. Structural comparisons show that the mono-CXXC is homologous to the structural-zinc binding domain of medium chain dehydrogenases.. . . .

Manes.17G077400.v6.13.5966387 4.56E-12 up yes Serine carboxypeptidase-like 50pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K09645

Manes.17G077700.v6.11.1307013 0.26526 up no . pfam00538 Linker_histone linker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.. . . .

Manes.17G077800.v6.10.6207784 0.00356 down no . pfam00538 Linker_histone linker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.. . . .

Manes.17G078600.v6.10.4492203 5.31E-06 down yes CLAVATA3/ESR (CLE)-related protein 16pfam07782 DC_STAMP DC-STAMP-like protein. This is a family of sequences which are similar to a region of the dendritic cell-specific transmembrane protein (DC-STAMP). This is thought to be a novel receptor protein that shares no identity with other multimembrane-spanning proteins. It is thought to have seven putative transmembrane regions, two of which are found in the region featured in this family. DC-STAMP is also described as having potential N-linked glycosylation sites and a potential phosphorylation site for PKC, but these are not conserved throughout the family.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;. .

Manes.17G080000.v6.11.4303498 0.53899 up no Probable ADP-ribosylation factor GTPase-activating protein AGD13pfam00168 C2 C2 domain. GO:0009555|pollen development;. GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.17G080100.v6.10.4624654 1.03E-05 down yes . pfam01216 Calsequestrin Calsequestrin.. . . .

Manes.17G080400.v6.10.5092354 0.00039 down no . pfam10151 DUF2359 Uncharacterized conserved protein (DUF2359). This is a 450 amino acid region of a family of proteins conserved from insects to humans. The mouse protein, Q8BM55, is annotated as being a putative Vitamin K-dependent carboxylation gamma-carboxyglutamic (GLA) domain containing protein, but this could not be confirmed. The function is not known.. . . .

Manes.17G080800.v6.11.0539678 0.73411 up no Cysteine-rich receptor-like protein kinase 10pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G081000.v6.11.2089312 0.1218 up no Phosphoglucomutase, cytoplasmicpfam02878 PGM_PMM_I Phosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I.GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0000287|magnesium ion binding;GO:0004614|phosphoglucomutase activity;.

Manes.17G081100.v6.12.4617239 0.04073 up no Probable pectinesterase/pectinesterase inhibitor 6pfam01095 Pectinesterase Pectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.17G081300.v6.10.5973346 0.00028 down no 21 kDa proteinpfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.17G081600.v6.10.4637355 1.96E-08 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G082000.v6.10.7864666 0.01449 down no Mediator of RNA polymerase II transcription subunit 23pfam11573 Med23 Mediator complex subunit 23. Med23 is one of the subunits of the Tail portion of the Mediator complex that regulates RNA polymerase II activity. Med23 is required for heat-shock-specific gene expression, and has been shown to mediate transcriptional activation of E1A in mice.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. K15166

Manes.17G082100.v6.11.4247039 0.00011 up no Protein TIFY 6Bpfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.17G082400.v6.11.5875764 0.12422 up no UBX domain-containing protein 6pfam09409 PUB PUB domain. The PUB (also known as PUG) domain is found in peptide N-glycanase where it functions as a AAA ATPase binding domain. This domain is also found on other proteins linked to the ubiquitin-proteasome system.. GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005634|nucleus;. K14011

Manes.17G082500.v6.11.1523793 0.40406 up no Probable peroxygenase 4pfam05042 Caleosin Caleosin related protein. This family contains plant proteins related to caleosin. Caleosins contain calcium-binding domains and have an oleosin-like association with lipid bodies. Caleosins are present at relatively low levels and are mainly bound to microsomal membrane fractions at the early stages of seed development. As the seeds mature, overall levels of caleosins increased dramatically and they were associated almost exclusively with storage lipid bodies. This family is probably related to EF hands pfam00036.GO:0009819|drought recovery;GO:0009737|response to abscisic acid;GO:0005811|lipid particle;GO:0046872|metal ion binding;GO:1990137|plant seed peroxidase activity;K17991

Manes.17G083100.v6.11.1379785 0.1705 up no Ubiquitin-conjugating enzyme E2 variant 1Apfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006301|postreplication repair;GO:0070534|protein K63-linked ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10704

Manes.17G083300.v6.10.3421711 0.00032 down yes 1-aminocyclopropane-1-carboxylate oxidase homolog 4pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G083500.v6.16.068558 2.56E-23 up yes Nudix hydrolase 17, mitochondrialpfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.17G083600.v6.11.1931954 0.38218 up no . pfam10326 7TM_GPCR_Str Serpentine type 7TM GPCR chemoreceptor Str. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Str is a member of the Str superfamily of chemoreceptors. Almost a quarter (22.5%) of str and srj family genes and pseudogenes in C. elegans appear to have been newly formed by gene duplications since the species split. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.17G083800.v6.11.3717117 0.00046 up no Protein VAC14 homologpfam11916 Vac14_Fig4_bd Vacuolar protein 14 C-terminal Fig4p binding. Vac14 is a scaffold for the Fab1 kinase complex, a complex that allows for the dynamic interconversion of PI3P and PI(3,5)P2p (phosphoinositide phosphate (PIP) lipids, that are generated transiently on the cytoplasmic face of selected intracellular membranes). This interconversion is regulated by at least five proteins in yeast: the lipid kinase Fab1p, lipid phosphatase Fig4p, the Fab1p activator Vac7p, the Fab1p inhibitor Atg18p, and Vac14p, a protein required for the activity of both Fab1p and Fig4p. The C-terminal region of Vac14 binds to Fig4p. The full length Vac14 in yeasts is likely to be a protein carrying a succession of HEAT repeats, most of which have now degenerated. This regulatory system is crucial for the proper functioning of the mammalian nervous system.GO:0043550|regulation of lipid kinase activity;GO:0070772|PAS complex;. K15305

Manes.17G083900.v6.11.4471843 5.01E-05 up no Nuclear pore complex protein NUP155pfam08801 Nucleoporin_N Nup133 N terminal like. Nup133 is a nucleoporin that is crucial for nuclear pore complex (NPC) biogenesis. The N terminal forms a seven-bladed beta propeller structure. This family now contains other sized nucleoporins, including Nup155, Nup8, Nuo132, Nup15 and Nup170.GO:0051028|mRNA transport;GO:0006913|nucleocytoplasmic transport;GO:0015031|protein transport;GO:0009507|chloroplast;GO:0005643|nuclear pore;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005487|nucleocytoplasmic transporter activity;GO:0017056|structural constituent of nuclear pore;K14312

Manes.17G084600.v6.10.9664763 0.70728 down no Two-component response regulator ARR2pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0010119|regulation of stomatal movement;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.17G084700.v6.11.6290478 7.39E-05 up no Sec14 cytosolic factorpfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0030437|ascospore formation;GO:0031322|ascospore-type prospore-specific spindle pole body remodeling;GO:0006893|Golgi to plasma membrane transport;GO:0048193|Golgi vesicle transport;GO:0000281|mitotic cytokinesis;GO:0015914|phospholipid transport;GO:0015031|protein transport;GO:0010570|regulation of filamentous growth;GO:0032153|cell division site;GO:0060187|cell pole;GO:0051286|cell tip;GO:0035838|growing cell tip;GO:0005634|nucleus;GO:0005628|prospore membrane;GO:0008525|phosphatidylcholine transporter activity;GO:0008526|phosphatidylinositol transporter activity;.

Manes.17G084800.v6.144.69097 7.54E-15 up yes RNA-dependent RNA polymerase 1pfam05183 RdRP RNA dependent RNA polymerase. This family of proteins are eukaryotic RNA dependent RNA polymerases. These proteins are involved in post transcriptional gene silencing where they are thought to amplify dsRNA templates.GO:0006952|defense response;GO:0060148|positive regulation of posttranscriptional gene silencing;GO:0030422|production of siRNA involved in RNA interference;GO:0009751|response to salicylic acid;GO:0009615|response to virus;GO:0010025|wax biosynthetic process;. GO:0003723|RNA binding;GO:0003968|RNA-directed RNA polymerase activity;K11699

Manes.17G085000.v6.10.3470713 0.00018 down yes 3,9-dihydroxypterocarpan 6A-monooxygenasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0006952|defense response;GO:0016020|membrane;GO:0047082|3,9-dihydroxypterocarpan 6a-monooxygenase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K13261

Manes.17G085200.v6.10.7989802 0.46159 down no Probable S-adenosylmethionine-dependent methyltransferase At5g38100pfam03492 Methyltransf_7 SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.17G085300.v6.14.7971465 1.01E-05 up yes MACPF domain-containing protein At1g14780pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;. . .

Manes.17G085700.v6.10.9454785 0.5693 down no Probable small nuclear ribonucleoprotein Sm D2pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0007067|mitotic nuclear division;GO:0007052|mitotic spindle organization;GO:0000398|mRNA splicing, via spliceosome;GO:0022008|neurogenesis;GO:0071013|catalytic step 2 spliceosome;GO:0071011|precatalytic spliceosome;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0044822|poly(A) RNA binding;K11096

Manes.17G085800.v6.10.391569 0.00802 down yes Cyclin-SDS pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0051026|chiasma assembly;GO:0000724|double-strand break repair via homologous recombination;GO:0005634|nucleus;. .

Manes.17G086100.v6.11.0197701 0.81211 up no THO complex subunit 2pfam11262 Tho2 Transcription factor/nuclear export subunit protein 2. THO and TREX form a eukaryotic complex which functions in messenger ribonucleoprotein metabolizm and plays a role in preventing the transcription-associated genetic instability. Tho2, along with four other subunits forms THOGO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0016020|membrane;GO:0000347|THO complex;GO:0000155|phosphorelay sensor kinase activity;GO:0003723|RNA binding;K12879

Manes.17G086300.v6.19.600041 4.15E-06 up yes U-box domain-containing protein 21pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.17G086400.v6.12.6357101 1.92E-28 up yes Receptor protein kinase TMK1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.17G086700.v6.10.4643774 1.68E-07 down yes 54S ribosomal protein L24, mitochondrialpfam00830 Ribosomal_L28 Ribosomal L28 family. The ribosomal 28 family includes L28 proteins from bacteria and chloroplasts. The L24 protein from yeast also contains a region of similarity to prokaryotic L28 proteins. L24 from yeast is also found in the large ribosomal subunitGO:0032543|mitochondrial translation;GO:0005762|mitochondrial large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02902

Manes.17G087000.v6.12.5043421 1.64E-13 up yes Probable transmembrane ascorbate ferrireductase 3pfam03188 Cytochrom_B561 Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0016491|oxidoreductase activity;K08360

Manes.17G087400.v6.10.6890936 0.00046 down no . pfam13532 2OG-FeII_Oxy_2 2OG-Fe(II) oxygenase superfamily.. . . .

Manes.17G087800.v6.10.3758945 4.64E-06 down yes Purple acid phosphatase 7pfam08728 CRT10 CRT10. CRT10 is a transcriptional regulator of ribonucleotide reductase (RNR) genes. RNR catalyses the rate limiting step in dNTP synthesis. Mutations in CRT10 have been shown to enhance hydroxyurea resistance.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.17G088200.v6.10.6087036 0.23482 down no . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.17G088800.v6.15.8320119 0.04964 up no Purple acid phosphatase 3pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;K01078

Manes.17G088900.v6.10.450577 7.51E-05 down yes . pfam10328 7TM_GPCR_Srx Serpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.17G089000.v6.116.917936 7.87E-09 up yes Purple acid phosphatase 3pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;K01078

Manes.17G089500.v6.10.6932412 0.00761 down no IAA-alanine resistance protein 1pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;K14713

Manes.17G089800.v6.15.0671199 3.69E-06 up yes Zinc-finger homeodomain protein 14pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.17G089900.v6.11.9709284 6.29E-13 up no Protein BASIC PENTACYSTEINE1pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0050793|regulation of developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;.

Manes.17G090000.v6.10.1014406 5.40E-05 down yes Putative clathrin assembly protein At1g25240pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.17G090500.v6.16.1312108 4.59E-26 up yes Non-functional NADPH-dependent codeinone reductase 2pfam00248 Aldo_ket_red Aldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.17G090900.v6.10.6581243 0.00539 down no Transmembrane 9 superfamily member 2pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.17G091000.v6.10.5934894 2.56E-07 down no Transmembrane 9 superfamily member 2pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.17G091100.v6.10.6485071 0.00527 down no Sodium/hydrogen exchanger 7pfam00999 Na_H_Exchanger Sodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0010163|high-affinity potassium ion import;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0000302|response to reactive oxygen species;GO:0009651|response to salt stress;GO:0006814|sodium ion transport;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015299|solute:proton antiporter activity;.

Manes.17G091200.v6.10.4359806 6.28E-05 down yes Probable potassium transporter 17pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.17G091500.v6.10.7093271 0.01253 down no Protein NRT1/ PTR FAMILY 8.3pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042938|dipeptide transport;GO:0015833|peptide transport;GO:0015031|protein transport;GO:0042939|tripeptide transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0042936|dipeptide transporter activity;GO:0015334|high-affinity oligopeptide transporter activity;GO:0015197|peptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.17G091900.v6.10.6842973 0.00551 down no . pfam03407 Nucleotid_trans Nucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.. . . .

Manes.17G092000.v6.10.6637619 3.98E-05 down no Protein ACCUMULATION AND REPLICATION OF CHLOROPLASTS 3pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0010020|chloroplast fission;GO:0009707|chloroplast outer membrane;GO:0009570|chloroplast stroma;GO:0035452|extrinsic component of plastid membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0043621|protein self-association;.

Manes.17G092500.v6.11.2192963 0.02879 up no UBX domain-containing protein 7pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. GO:0005654|nucleoplasm;GO:0034098|VCP-NPL4-UFD1 AAA ATPase complex;. .

Manes.17G092700.v6.10.8451041 0.11224 down no SWI/SNF complex component SNF12 homologpfam02201 SWIB SWIB/MDM2 domain. This family includes the SWIB domain and the MDM2 domain. The p53-associated protein (MDM2) is an inhibitor of the p53 tumor suppressor gene binding the transactivation domain and down regulating the ability of p53 to activate transcription. This family contains the p53 binding domain of MDM2.GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K11650

Manes.17G092800.v6.138.083916 0.00735 up yes Lignin-forming anionic peroxidasepfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.17G092900.v6.1Inf 4.27E-70 up yes Lignin-forming anionic peroxidasepfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.17G093000.v6.1Inf 3.44E-14 up yes Lignin-forming anionic peroxidasepfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.17G093100.v6.190.935084 1.32E-14 up yes Lignin-forming anionic peroxidasepfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.17G093200.v6.17.7725647 0.0016 up yes Lignin-forming anionic peroxidasepfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.17G093400.v6.10.4536512 1.75E-11 down yes Pentatricopeptide repeat-containing protein At5g13770, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009658|chloroplast organization;GO:0009507|chloroplast;. .

Manes.17G093500.v6.13.7739507 2.66E-19 up yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.17G093600.v6.10.8428663 0.12261 down no Pentatricopeptide repeat-containing protein At5g39710pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.17G094500.v6.10.915971 0.66166 down no Transcription factor BOApfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G094600.v6.10.6633484 3.53E-05 down no Pentatricopeptide repeat-containing protein At2g15820, chloropasticpfam03161 LAGLIDADG_2 LAGLIDADG DNA endonuclease family. This is a family of site-specific DNA endonucleases encoded by DNA mobile elements. Similar to pfam00961, the members of this family are also LAGLIDADG endonucleases.GO:0000373|Group II intron splicing;GO:0045292|mRNA cis splicing, via spliceosome;GO:0048564|photosystem I assembly;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.17G094700.v6.10.6965245 0.00023 down no Serine/threonine-protein kinase SRK2Epfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0040007|growth;GO:0035556|intracellular signal transduction;GO:0048366|leaf development;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0010359|regulation of anion channel activity;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0010119|regulation of stomatal movement;GO:1902456|regulation of stomatal opening;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0010118|stomatal movement;GO:0005985|sucrose metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0019903|protein phosphatase binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G094900.v6.19.0072249 6.44E-42 up yes . pfam05868 Rotavirus_VP7 Rotavirus major outer capsid protein VP7. This family consists of several Rotavirus major outer capsid protein VP7 sequences. The rotavirus capsid is composed of three concentric protein layers. Proteins VP4 and VP7 comprise the outer layer. VP4 forms spikes and is the viral attachment protein. VP7 is a glycoprotein and the major constituent of the outer protein layer.. . . .

Manes.17G095000.v6.13.9471716 4.22E-06 up yes Salicylic acid-binding protein 2pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0008152|metabolic process;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;. GO:0016298|lipase activity;GO:0080031|methyl salicylate esterase activity;.

Manes.17G095100.v6.10.6678954 0.00012 down no Thebaine 6-O-demethylasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009820|alkaloid metabolic process;. GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G095200.v6.10.5299481 4.74E-05 down no Thebaine 6-O-demethylasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009820|alkaloid metabolic process;. GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G095300.v6.10.3858988 0.04194 down no Thebaine 6-O-demethylasepfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009820|alkaloid metabolic process;. GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G095400.v6.11.3002947 0.06826 up no Gibberellin 20 oxidase 1pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0048366|leaf development;GO:0009739|response to gibberellin;GO:0048575|short-day photoperiodism, flowering;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.17G095800.v6.14.5320717 2.65E-50 up yes . pfam08798 CRISPR_assoc CRISPR associated protein. This domain forms an anti-parallel beta strand structure with flanking alpha helical regions.. . . .

Manes.17G096000.v6.11.3808322 0.00043 up no Sorting nexin-16pfam02194 PXA PXA domain. This domain is associated with PX domains pfam00787.GO:0045022|early endosome to late endosome transport;GO:0008333|endosome to lysosome transport;GO:0006622|protein targeting to lysosome;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0031313|extrinsic component of endosome membrane;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005764|lysosome;GO:0042802|identical protein binding;GO:0035091|phosphatidylinositol binding;.

Manes.17G096200.v6.11.9017657 7.40E-13 up no B3 domain-containing transcription factor VRN1pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.17G096700.v6.125.737825 1.58E-15 up yes . pfam08660 Alg14 Oligosaccharide biosynthesis protein Alg14 like. Alg14 is involved dolichol-linked oligosaccharide biosynthesis and anchors the catalytic subunit Alg13 to the ER membrane.. . . .

Manes.17G096800.v6.121.486724 0.016 up yes . pfam08660 Alg14 Oligosaccharide biosynthesis protein Alg14 like. Alg14 is involved dolichol-linked oligosaccharide biosynthesis and anchors the catalytic subunit Alg13 to the ER membrane.. . . .

Manes.17G096900.v6.110.313786 5.37E-20 up yes . pfam05764 YL1 YL1 nuclear protein. The proteins in this family are designated YL1. These proteins have been shown to be DNA-binding and may be a transcription factor.. . . .

Manes.17G097000.v6.15.7929923 8.90E-05 up yes Extra-large guanine nucleotide-binding protein 1pfam01904 DUF72 Protein of unknown function DUF72. The function of this family is unknown.GO:0007188|adenylate cyclase-modulating G-protein coupled receptor signaling pathway;GO:0005834|heterotrimeric G-protein complex;GO:0005634|nucleus;GO:0031683|G-protein beta/gamma-subunit complex binding;GO:0001664|G-protein coupled receptor binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004871|signal transducer activity;.

Manes.17G097100.v6.10.999876 0.99645 down no Myosin heavy chain kinase Bpfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G097200.v6.10.8923014 0.3802 down no Proteasome assembly chaperone 2pfam09754 PAC2 PAC2 family. This PAC2 (Proteasome assembly chaperone) family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 247 and 307 amino acids in length. These proteins function as a chaperone for the 26S proteasome. The 26S proteasome mediates ubiquitin-dependent proteolysis in eukaryotic cells. A number of studies including very recent ones have revealed that assembly of its 20S catalytic core particle is an ordered process that involves several conserved proteasome assembly chaperones (PACs). Two heterodimeric chaperones, PAC1-PAC2 and PAC3-PAC4, promote the assembly of rings composed of seven alpha subunits.GO:0043248|proteasome assembly;GO:0005634|nucleus;. K11876

Manes.17G097300.v6.11.6584761 0.02323 up no Cold-regulated 413 plasma membrane protein 2pfam05562 WCOR413 Cold acclimation protein WCOR413. This family consists of several WCOR413-like plant cold acclimation proteins.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. .



Manes.17G097400.v6.10.9100912 0.32312 down no Long chain acyl-CoA synthetase 2pfam00501 AMP-binding AMP-binding enzyme.GO:0010143|cutin biosynthetic process;GO:0050832|defense response to fungus;GO:0006631|fatty acid metabolic process;GO:0010311|lateral root formation;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;GO:0031957|very long-chain fatty acid-CoA ligase activity;K01897

Manes.17G097600.v6.11.3908747 0.00554 up no Mitochondrial import receptor subunit TOM6 homologpfam15178 TOM_sub5 Mitochondrial import receptor subunit TOM5 homolog. This is a family of transmembrane proteins thought to form part of the pre-protein translocase complex of the outer mitochondrial membrane (TOM complex). This family of proteins is found in eukaryotes. Proteins in this family are approximately 50 amino acids in length.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;. .

Manes.17G097900.v6.10.5481784 0.00931 down no . pfam03107 C1_2 C1 domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130, therefore we have termed this domain DC1 for divergent C1 domain. This domain probably also binds to two zinc ions. The function of proteins with this domain is uncertain, however this domain may bind to molecules such as diacylglycerol (A Bateman pers. obs.). This family are found in plant proteins.. . . .

Manes.17G098000.v6.1NA NA -- no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.17G098100.v6.1NA NA -- no . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.17G098500.v6.10.3041936 7.88E-06 down yes . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.17G098600.v6.10.9059434 0.3738 down no Probable E3 ubiquitin-protein ligase ARI1pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.17G099100.v6.11.8144267 0.00462 up no UPF0496 protein At4g34320pfam05055 DUF677 Protein of unknown function (DUF677). This family consists of AT14A like proteins from Arabidopsis thaliana. At14a has a small domain that has sequence similarities to integrins from fungi, insects and humans. Transcripts of At14a are found in all Arabidopsis tissues and localizes partly to the plasma membrane.. GO:0016021|integral component of membrane;. .

Manes.17G099400.v6.10.6420878 0.00295 down no Pseudouridine kinasepfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.. . GO:0005524|ATP binding;GO:0050225|pseudouridine kinase activity;K16328

Manes.17G099900.v6.10.8851642 0.51559 down no Dehydrodolichyl diphosphate syntase complex subunit NUS1pfam05206 TRM13 Methyltransferase TRM13. This is a family of eukaryotic proteins which are responsible for 2'-O-methylation of tRNA at position 4. TRM13 shows no sequence similarity to other known methyltransferases.GO:0001525|angiogenesis;GO:0030154|cell differentiation;GO:0019408|dolichol biosynthetic process;GO:0006486|protein glycosylation;GO:0032383|regulation of intracellular cholesterol transport;GO:0055092|sterol homeostasis;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016765|transferase activity, transferring alkyl or aryl (other than methyl) groups;K19177

Manes.17G100200.v6.11.0778056 0.43432 up no Ras-related protein Rab7pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.17G100500.v6.10.9591774 0.7003 down no Guanine nucleotide-binding protein subunit beta-2pfam00400 WD40 WD domain, G-beta repeat.. . GO:0004871|signal transducer activity;.

Manes.17G100600.v6.11.1459655 0.18992 up no Glucan endo-1,3-beta-glucosidase 7pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.17G100700.v6.11.5197507 2.47E-06 up no Cyclase-associated protein 1pfam08603 CAP_C Adenylate cyclase associated (CAP) C terminal.GO:0030036|actin cytoskeleton organization;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;. K17261

Manes.17G100900.v6.10.6016464 9.94E-06 down no Uncharacterized protein At1g01500pfam10322 7TM_GPCR_Sru Serpentine type 7TM GPCR chemoreceptor Sru. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sru is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. GO:0016021|integral component of membrane;. .

Manes.17G101000.v6.11.8964138 4.68E-09 up no . pfam10017 Methyltransf_33 Histidine-specific methyltransferase, SAM-dependent. The mycobacterial members of this family are expressed from part of the ergothioneine biosynthetic gene cluster. EGTD is the histidine methyltransferase that transfers three methyl groups to the alpha-amino moiety of histidine, in the first stage of the production of this histidine betaine derivative that carries a thiol group attached to the C2 atom of an imidazole ring.. . . .

Manes.17G101300.v6.13.5708692 8.15E-35 up yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G101400.v6.16.2815954 9.56E-33 up yes Glycine-rich RNA-binding protein GRP1Apfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006950|response to stress;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.17G101500.v6.162.823405 0 up yes . pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. . . .

Manes.17G101800.v6.11.7007271 0.00157 up no 3-ketoacyl-CoA synthase 4pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.17G101900.v6.10.1600551 8.20E-05 down yes Protein RADIALIS-like 6pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.17G102100.v6.12.737892 2.41E-08 up yes . pfam15383 TMEM237 Transmembrane protein 237. This protein family is found in eukaryotes. The function of this protein is to aid the production of new cilia in ciliogenesis. Mutations in the protein cause a disease, named Joubert syndrome type 14 (JBTS14) and also affect cell signalling using the Wnt pathway. Proteins in this family are typically between 203 and 512 amino acids in length. There are two completely conserved G residues that may be functionally important.. . . .

Manes.17G102300.v6.11.8956151 0.0582 up no . pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.17G102500.v6.10.2141078 0.07764 down no . pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.17G102600.v6.10.3994689 6.12E-10 down yes . pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.17G103200.v6.10.4929972 7.40E-12 down yes . pfam13753 SWM_repeat Putative flagellar system-associated repeat. This family appears to be a repeated unit that can occur up to 29 times in these outer membrane proteins. It is putatively associated with a novel flagellar system.. . . .

Manes.17G103800.v6.10.5059905 6.76E-05 down no Chloride channel protein CLC-bpfam00654 Voltage_CLC Voltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.GO:1902600|hydrogen ion transmembrane transport;GO:0015706|nitrate transport;GO:0034707|chloride channel complex;GO:0009705|plant-type vacuole membrane;GO:0009671|nitrate:proton symporter activity;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.17G104100.v6.10.5066156 4.23E-06 down no Uncharacterized protein At3g27210pfam14323 GxGYxYP GxGYxY sequence motif in domain of unknown function. This family carries a characteristic sequence motif, GxGYxYP, but is of unknown function. Associated families are sugar-processing domains.. GO:0005886|plasma membrane;. .

Manes.17G104600.v6.10.8996475 0.40126 down no UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G104700.v6.10.132604 3.10E-13 down yes UPF0481 protein At3g47200pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G105000.v6.10.7527102 0.07146 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G105100.v6.10.3638576 6.61E-06 down yes . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G105200.v6.10.7323481 0.0263 down no . pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G105700.v6.12.220397 1.79E-09 up yes Ribosome-recycling factorpfam01765 RRF Ribosome recycling factor. The ribosome recycling factor (RRF / ribosome release factor) dissociates the ribosome from the mRNA after termination of translation, and is essential bacterial growth. Thus ribosomes are "recycled" and ready for another round of protein synthesis.GO:0006415|translational termination;GO:0005737|cytoplasm;. K02838

Manes.17G105900.v6.10.697363 0.00205 down no 50S ribosomal protein L13pfam00572 Ribosomal_L13 Ribosomal protein L13.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02871

Manes.17G106000.v6.11.0668551 0.55319 up no Viral IAP-associated factor homologpfam02114 Phosducin Phosducin. GO:0043281|regulation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0005737|cytoplasm;. .

Manes.17G106300.v6.10.977317 0.82784 down no Cytochrome c1 2, heme protein, mitochondrialpfam02167 Cytochrom_C1 Cytochrome C1 family.GO:0055114|oxidation-reduction process;GO:0016020|membrane;GO:0005750|mitochondrial respiratory chain complex III;GO:0005739|mitochondrion;GO:0005773|vacuole;GO:0009055|electron carrier activity;GO:0020037|heme binding;GO:0046872|metal ion binding;K00413

Manes.17G106500.v6.1NA NA -- no . pfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . . .

Manes.17G106600.v6.10.2943086 0.3047 down no . pfam00762 Ferrochelatase Ferrochelatase.. . . .

Manes.17G106700.v6.10.4036327 0.14896 down no . pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.17G106800.v6.11.4650878 0.00448 up no Lysine histidine transporter 1pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.17G106900.v6.11.0270297 0.79195 up no Serine/threonine-protein phosphatase 6 regulatory ankyrin repeat subunit Bpfam12796 Ank_2 Ankyrin repeats (3 copies).. . . K15503

Manes.17G107300.v6.10.994956 0.98221 down no . pfam14661 HAUS6_N HAUS augmin-like complex subunit 6 N-terminus. This family includes the N-terminus of HAUS augmin-like complex subunit 6. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.17G107400.v6.10.8373563 0.07101 down no Serine/threonine protein phosphatase 2A 59 kDa regulatory subunit B' eta isoformpfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.GO:0007165|signal transduction;GO:0000159|protein phosphatase type 2A complex;GO:0008601|protein phosphatase type 2A regulator activity;K11584

Manes.17G108000.v6.11.3880722 0.00129 up no DEAD-box ATP-dependent RNA helicase 17pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14806

Manes.17G108200.v6.13.0826932 5.09E-18 up yes . pfam12737 Mating_C C-terminal domain of homeodomain 1. Mating in fungi is controlled by the loci that determine the mating type of an individual, and only individuals with differing mating types can mate. Basidiomycete fungi have evolved a unique mating system, termed tetrapolar or bifactorial incompatibility, in which mating type is determined by two unlinked loci; compatibility at both loci is required for mating to occur. The multi-allelic tetrapolar mating system is considered to be a novel innovation that could have only evolved once, and is thus unique to the mushroom fungi. This domain is C-terminal to the homeodomain transcription factor region.. . . .

Manes.17G108400.v6.1100.98655 1.50E-15 up yes Cystinosin homologpfam04193 PQ-loop PQ loop repeat. Members of this family are all membrane bound proteins possessing a pair of repeats each spanning two transmembrane helices connected by a loop. The PQ motif found on loop 2 is critical for the localisation of cystinosin to lysosomes. However, the PQ motif appears not to be a general lysosome-targeting motif. It is thought likely to possess a more general function. Most probably this involves a glutamine residue.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005774|vacuolar membrane;. K12386

Manes.17G108500.v6.11.6428866 0.00036 up no Succinate dehydrogenase [ubiquinone] iron-sulfur subunit 2, mitochondrialpfam13085 Fer2_3 2Fe-2S iron-sulfur cluster binding domain. The 2Fe-2S ferredoxin family have a general core structure consisting of beta(2)-alpha-beta(2) which abeta-grasp type fold. The domain is around one hundred amino acids with four conserved cysteine residues to which the 2Fe-2S cluster is ligated.GO:0006121|mitochondrial electron transport, succinate to ubiquinone;GO:0006099|tricarboxylic acid cycle;GO:0005749|mitochondrial respiratory chain complex II, succinate dehydrogenase complex (ubiquinone);GO:0005739|mitochondrion;GO:0045273|respiratory chain complex II;GO:0045281|succinate dehydrogenase complex;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0051538|3 iron, 4 sulfur cluster binding;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0008177|succinate dehydrogenase (ubiquinone) activity;GO:0000104|succinate dehydrogenase activity;GO:0008270|zinc ion binding;K00235

Manes.17G108700.v6.11.1593686 0.19063 up no Uncharacterized membrane protein At3g27390pfam00953 Glycos_transf_4 Glycosyl transferase family 4.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G108800.v6.10.7382214 0.00685 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G108900.v6.10.0560053 0.00289 down yes . pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.17G109400.v6.10.9104646 0.52011 down no Alpha/beta hydrolase domain-containing protein 17Bpfam12695 Abhydrolase_5 Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.17G110100.v6.11.2815668 0.0095 up no Ras-related protein RABB1bpfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009507|chloroplast;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.17G110400.v6.14.28488 6.87E-60 up yes E3 ubiquitin-protein ligase RGLG2pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.17G110500.v6.10.8247484 0.07736 down no Probable methyltransferase PMT9pfam03141 Methyltransf_29 Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008168|methyltransferase activity;.

Manes.17G110600.v6.10.948058 0.92719 down no GDSL esterase/lipase At5g14450pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.17G110800.v6.10.4620081 8.82E-06 down yes . pfam07039 DUF1325 SGF29 tudor-like domain. This domain is found in the yeast protein SAGA-associated factor 29. This domain is related to members of the Tudor domain superfamily such as pfam05641. The SAGA complex is involved in RNA polymerase II-dependent transcriptional regulation. The membership of the tudor domain superfamily suggests this domain may bind to RNA.. . . .

Manes.17G111300.v6.10.8686139 0.24799 down no . pfam04724 Glyco_transf_17 Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.17G111400.v6.14.3421889 2.33E-05 up yes NAC domain-containing protein 8pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G111800.v6.13.2741617 1.19E-11 up yes Cytochrome P450 86A2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0006952|defense response;GO:0006631|fatty acid metabolic process;GO:0016021|integral component of membrane;GO:0018685|alkane 1-monooxygenase activity;GO:0070330|aromatase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K15398

Manes.17G111900.v6.11.2616862 0.01956 up no . pfam06999 Suc_Fer-like Sucrase/ferredoxin-like. This family contains a number of bacterial and eukaryotic proteins approximately 400 residues long that resemble ferredoxin and appear to have sucrolytic activity.. . . .

Manes.17G112000.v6.10.5847674 1.94E-05 down no Heterogeneous nuclear ribonucleoprotein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.17G112600.v6.10.1903471 2.09E-07 down yes Denticleless protein homologpfam00400 WD40 WD domain, G-beta repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006260|DNA replication;GO:0031572|G2 DNA damage checkpoint;GO:0006513|protein monoubiquitination;GO:0000209|protein polyubiquitination;GO:0051726|regulation of cell cycle;GO:0009411|response to UV;GO:0019985|translesion synthesis;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005813|centrosome;GO:0005694|chromosome;GO:0031464|Cul4A-RING E3 ubiquitin ligase complex;GO:0031465|Cul4B-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;K11790

Manes.17G112900.v6.10.6384553 0.00172 down no WD repeat-containing protein 82-Bpfam00400 WD40 WD domain, G-beta repeat.. GO:0005634|nucleus;. K14962

Manes.17G113000.v6.10.7778326 0.01003 down no Protein RST1pfam12530 DUF3730 Protein of unknown function (DUF3730). This domain family is found in eukaryotes, and is typically between 220 and 262 amino acids in length.GO:0043447|alkane biosynthetic process;GO:0006952|defense response;GO:0006629|lipid metabolic process;GO:0048316|seed development;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G113300.v6.10.7395928 0.0062 down no Peptide deformylase 1B, chloroplastic/mitochondrialpfam01327 Pep_deformylase Polypeptide deformylase.GO:0043686|co-translational protein modification;GO:0031365|N-terminal protein amino acid modification;GO:0018206|peptidyl-methionine modification;GO:0006412|translation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005506|iron ion binding;GO:0042586|peptide deformylase activity;K01462

Manes.17G113700.v6.10.7999804 0.14547 down no tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61Apfam08704 GCD14 tRNA methyltransferase complex GCD14 subunit. GCD14 is a subunit of the tRNA methyltransferase complex and is required for 1-methyladenosine modification and maturation of initiator methionyl-tRNA.GO:0030488|tRNA methylation;GO:0005634|nucleus;GO:0031515|tRNA (m1A) methyltransferase complex;GO:0016429|tRNA (adenine-N1-)-methyltransferase activity;K07442

Manes.17G113900.v6.11.3923117 0.23976 up no Germin-like protein subfamily 1 member 13pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.17G114800.v6.11.9187995 0.00011 up no Pentatricopeptide repeat-containing protein At2g13600pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0010182|sugar mediated signaling pathway;GO:0005739|mitochondrion;. .

Manes.17G115100.v6.12.7357592 0.07719 up no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.17G115200.v6.10.75098 0.03596 down no Sirohydrochlorin cobaltochelatasepfam01903 CbiX CbiX. The function of CbiX is uncertain, however it is found in cobalamin biosynthesis operons and so may have a related function. Some CbiX proteins contain a striking histidine-rich region at their C-terminus, which suggests that it might be involved in metal chelation.GO:0019251|anaerobic cobalamin biosynthetic process;. GO:0050897|cobalt ion binding;GO:0016852|sirohydrochlorin cobaltochelatase activity;K03795

Manes.17G115300.v6.10.3702918 7.18E-11 down yes Uncharacterized CRM domain-containing protein At3g25440, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.17G115500.v6.10.8444206 0.18458 down no Probable galactinol--sucrose galactosyltransferase 5pfam05691 Raffinose_syn Raffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;GO:0009737|response to abscisic acid;GO:0006979|response to oxidative stress;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.17G115600.v6.11.8561309 5.46E-12 up no Zinc finger CCCH domain-containing protein 41pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13192

Manes.17G115800.v6.10.5152261 0.00021 down no . pfam08385 DHC_N1 Dynein heavy chain, N-terminal region 1. Dynein heavy chains interact with other heavy chains to form dimers, and with intermediate chain-light chain complexes to form a basal cargo binding unit. The region featured in this family includes the sequences implicated in mediating these interactions. It is thought to be flexible and not to adopt a rigid conformation.. . . .

Manes.17G115900.v6.10.7956209 0.15182 down no Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.17G116100.v6.10.6828181 0.00225 down no Serine/threonine-protein kinase fray2pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08835

Manes.17G116200.v6.10.8353393 0.10705 down no . pfam05742 NRDE NRDE protein. In eukaryotes this family is predicted to play a role in protein secretion and Golgi organisation. In plants this family includes Solanum habrochaites Cwp, which is involved in water permeability in the cuticles of fruit. Mouse T10 has been found to be expressed during early embryogenesis. This protein contains a conserved NRDE motif.. . . .

Manes.17G116400.v6.110.439819 ####### up yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.17G116600.v6.12.0804104 2.41E-14 up yes Phosphoglucan phosphatase LSF1, chloroplasticpfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0006470|protein dephosphorylation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009569|chloroplast starch grain;GO:0009570|chloroplast stroma;GO:0043036|starch grain;GO:0019203|carbohydrate phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.17G116700.v6.10.4025247 1.75E-12 down yes . pfam00866 Ring_hydroxyl_B Ring hydroxylating beta subunit. This subunit has a similar structure to NTF-2 and scytalone dehydratase.. . . .

Manes.17G116900.v6.11.0308913 0.75989 up no Protease Do-like 1, chloroplasticpfam13180 PDZ_2 PDZ domain.GO:0010206|photosystem II repair;GO:0030163|protein catabolic process;GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0005634|nucleus;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.17G117400.v6.10.4241475 1.24E-13 down yes Type IV inositol polyphosphate 5-phosphatase 6pfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0009738|abscisic acid-activated signaling pathway;GO:0030154|cell differentiation;GO:0010588|cotyledon vascular tissue pattern formation;GO:0046855|inositol phosphate dephosphorylation;GO:0048016|inositol phosphate-mediated signaling;GO:0032957|inositol trisphosphate metabolic process;GO:0010305|leaf vascular tissue pattern formation;GO:0046856|phosphatidylinositol dephosphorylation;GO:0010067|procambium histogenesis;GO:0009737|response to abscisic acid;GO:0010051|xylem and phloem pattern formation;GO:0005622|intracellular;GO:0046030|inositol trisphosphate phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.17G117500.v6.10.2571015 0.0044 down yes . pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.17G117800.v6.10.4399212 2.13E-09 down yes Protein ROS1pfam15628 RRM_DME RRM in Demeter. This is a predicted RRM-fold domain present at the C-terminus of Demeter-like glycoslyases. These proteins are involved in DNA demethylation in plants where they catalyze removal of the 5mC base and subsequently cleave the backbone through lyase activity. Orthologs of Demeter are present in plants and stramenopiles. The RRM fold domain is predicted to facilitate interaction of the catalytic domain with ssDNA or regulatory RNA.GO:0006284|base-excision repair;GO:0006342|chromatin silencing;GO:0080111|DNA demethylation;GO:0006306|DNA methylation;GO:0006281|DNA repair;GO:0031936|negative regulation of chromatin silencing;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0019104|DNA N-glycosylase activity;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.17G118000.v6.11.1061828 0.26418 up no Nucleolar complex protein 2 homologpfam03715 Noc2 Noc2p family. At least one member, Noc2p from yeast, is required for a late step in 60S subunit export from the nucleus. It has also been shown to co-precipitate with Nug1p, a nuclear GTPase also required for ribosome nucleus export. This family was formerly known as UPF0120.. GO:0005634|nucleus;. K14833

Manes.17G118400.v6.10.5905566 0.00184 down no Condensin-2 complex subunit H2pfam06278 DUF1032 Protein of unknown function (DUF1032). This family consists of several conserved eukaryotic proteins of unknown function.GO:0030261|chromosome condensation;GO:0045739|positive regulation of DNA repair;GO:2001022|positive regulation of response to DNA damage stimulus;GO:0000793|condensed chromosome;GO:0005730|nucleolus;. K11490

Manes.17G118600.v6.10.1822114 0.00686 down yes Condensin-2 complex subunit H2pfam06278 DUF1032 Protein of unknown function (DUF1032). This family consists of several conserved eukaryotic proteins of unknown function.GO:0030261|chromosome condensation;GO:0045739|positive regulation of DNA repair;GO:2001022|positive regulation of response to DNA damage stimulus;GO:0000793|condensed chromosome;GO:0005730|nucleolus;. K11490



Manes.17G118800.v6.12.242302 1.39E-05 up yes . pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.17G118900.v6.10.4037487 1.17E-10 down yes . pfam00707 IF3_C Translation initiation factor IF-3, C-terminal domain.. . . .

Manes.17G119300.v6.10.2769201 1.85E-12 down yes ABC transporter B family member 15pfam00664 ABC_membrane ABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.17G119900.v6.11.2627347 0.00941 up no Chloroplastic group IIA intron splicing facilitator CRS1, chloroplasticpfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0006397|mRNA processing;GO:0006417|regulation of translation;GO:0008380|RNA splicing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.17G120300.v6.11.4370888 0.00066 up no Ferredoxin-thioredoxin reductase catalytic chain, chloroplasticpfam02943 FeThRed_B Ferredoxin thioredoxin reductase catalytic beta chain.GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0030385|ferredoxin:thioredoxin reductase activity;GO:0046872|metal ion binding;K17892

Manes.17G121200.v6.10.7358174 0.00611 down no CASP-like protein 4A1pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0016226|iron-sulfur cluster assembly;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;.

Manes.17G121800.v6.10.3288939 5.59E-09 down yes . pfam01673 Herpes_env Herpesvirus putative major envelope glycoprotein. This family consists of probable major envelope glycoproteins from members of the herpesviridae including herpes simplex virus, human cytomegalovirus and varicella-zoster virus. Members of the herpesviridae have a dsDNA genome and do not have a RNA stage during there replication.. . . .

Manes.17G122000.v6.10.3809487 1.35E-05 down yes . . . . . . . .

Manes.17G122200.v6.11.2465344 0.01725 up no . pfam02076 STE3 Pheromone A receptor.. . . .

Manes.17G122300.v6.10.5402514 0.00153 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G122700.v6.11.5593799 0.34938 up no UDP-glycosyltransferase 90A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.17G122800.v6.10.169905 0.01369 down yes UDP-glycosyltransferase 90A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.17G123200.v6.10.6330668 5.63E-06 down no Potassium transporter 8pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.17G123300.v6.11.4381164 0.03569 up no . pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.17G123500.v6.130.056704 9.26E-06 up yes Probable inactive receptor kinase At2g26730pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.17G123600.v6.10.8033646 0.11047 down no Ubiquitin-conjugating enzyme E2-23 kDapfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K10576

Manes.17G123800.v6.18.706158 4.13E-08 up yes WAT1-related protein At5g40240pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.17G124400.v6.12.0186448 6.61E-11 up yes . pfam13563 2_5_RNA_ligase2 2'-5' RNA ligase superfamily. This family contains proteins related to pfam02834. These proteins are likely to be enzymes, but they may not share the RNA ligase activity.. . . .

Manes.17G124500.v6.13.4470839 1.52E-25 up yes Xyloglucan glycosyltransferase 4pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G000300.v6.10.9933601 0.96407 down no Tetratricopeptide repeat protein 37pfam13414 TPR_11 TPR repeat. . GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0055087|Ski complex;GO:0035327|transcriptionally active chromatin;. K12600

Manes.18G000500.v6.10.8248083 0.26671 down no . pfam09423 PhoD PhoD-like phosphatase.. . . .

Manes.18G000700.v6.19.9322784 2.52E-16 up yes . pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.18G000800.v6.11.8034288 0.03815 up no . pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.18G001000.v6.12.9288666 3.31E-17 up yes bZIP transcription factor 60pfam07716 bZIP_2 Basic region leucine zipper.GO:0030968|endoplasmic reticulum unfolded protein response;GO:0002376|immune system process;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G001300.v6.10.8585361 0.60392 down no Cyclin-dependent kinase B2-1pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K07760

Manes.18G001400.v6.10.1714991 1.01E-16 down yes DEAD-box ATP-dependent RNA helicase 42pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0000398|mRNA splicing, via spliceosome;GO:0010468|regulation of gene expression;GO:0010501|RNA secondary structure unwinding;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K12811

Manes.18G001800.v6.11.6670966 7.99E-07 up no RNA-binding protein 24-Bpfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0030154|cell differentiation;GO:0043488|regulation of mRNA stability;GO:0010830|regulation of myotube differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0000166|nucleotide binding;.

Manes.18G001900.v6.11.8439643 5.34E-09 up no SWI/SNF complex subunit SWI3Bpfam04433 SWIRM SWIRM domain. This SWIRM domain is a small alpha-helical domain of about 85 amino acid residues found in chromosomal proteins. It contains a helix-turn helix motif and binds to DNA.GO:0006338|chromatin remodeling;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016514|SWI/SNF complex;GO:0003677|DNA binding;K11649

Manes.18G002200.v6.10.6251227 0.19311 down no . pfam00068 Phospholip_A2_1 Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.18G002300.v6.10.7598984 0.03571 down no . pfam00011 HSP20 Hsp20/alpha crystallin family.. . . .

Manes.18G003000.v6.10.92962 0.46964 down no Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1Apfam04597 Ribophorin_I Ribophorin I. Ribophorin I is an essential subunit of oligosaccharyltransferase (OST), which is also known as Dolichyl-diphosphooligosaccharide--protein glycosyltransferase, (EC:2.4.1.119). OST catalyses the transfer of an oligosaccharide from dolichol pyrophosphate to selected asparagine residues of nascent polypeptides as they are translocated into the lumen of the rough endoplasmic reticulum. Ribophorin I and OST48 are though to be responsible for OST catalytic activity. Both yeast and mammalian proteins are glycosylated but the sites are not conserved. Glycosylation may contribute towards general solubility but is unlikely to be involved in a specific biochemical function Most family members are predicted to have a transmembrane helix at the C terminus of this region.GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0004579|dolichyl-diphosphooligosaccharide-protein glycotransferase activity;K12666

Manes.18G003400.v6.10.683832 0.00012 down no Glutamate receptor 3.3pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0050832|defense response to fungus;GO:0009630|gravitropism;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0045087|innate immune response;GO:0009611|response to wounding;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.18G003600.v6.10.7503134 0.06204 down no . pfam11938 DUF3456 TLR4 regulator and MIR-interacting MSAP. This family of proteins, found from plants to humans, is PRAT4 (A and B), a Protein Associated with Toll-like receptor 4. The Toll family of receptors - TLRs - plays an essential role in innate recognition of microbial products, the first line of defence against bacterial infection. PRAT4A influences the subcellular distribution and the strength of TLR responses and alters the relative activity of each TLR. PRAT4B regulates TLR4 trafficking to the cell surface and the extent of its expression there. TLR4 recognizes lipopolysaccharide (LPS), one of the most immuno-stimulatory glycolipids constituting the outer membrane of the Gram-negative bacteria.  This family has also been described as a SAP-like MIR-interacting protein family.. . . .

Manes.18G003700.v6.10.9131923 0.35807 down no Uncharacterized calcium-binding protein C800.10cpfam12763 EF-hand_4 Cytoskeletal-regulatory complex EF hand. This is an efhand family from the N-terminal of actin cytoskeleton-regulatory complex END3 and similar proteins from fungi and closely related species.GO:0000147|actin cortical patch assembly;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0006898|receptor-mediated endocytosis;GO:0030479|actin cortical patch;GO:0005938|cell cortex;GO:0005509|calcium ion binding;.

Manes.18G004200.v6.10.6737825 0.00147 down no Niemann-Pick C1 proteinpfam02460 Patched Patched family. The transmembrane protein Patched is a receptor for the morphogene Sonic Hedgehog. This protein associates with the smoothened protein to transduce hedgehog signals.GO:0008206|bile acid metabolic process;GO:0042632|cholesterol homeostasis;GO:0008203|cholesterol metabolic process;GO:0030301|cholesterol transport;GO:0007041|lysosomal transport;GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005887|integral component of plasma membrane;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0005764|lysosome;GO:0005635|nuclear envelope;GO:0048471|perinuclear region of cytoplasm;GO:0015485|cholesterol binding;GO:0008158|hedgehog receptor activity;K12385

Manes.18G004300.v6.12.4758386 1.69E-24 up yes Protein NLP4pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G004400.v6.11.7980698 2.79E-10 up no Catalase isozyme 1pfam00199 Catalase Catalase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009514|glyoxysome;GO:0004096|catalase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.18G004500.v6.12.2134865 1.27E-13 up yes Catalase isozyme 2pfam00199 Catalase Catalase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009514|glyoxysome;GO:0004096|catalase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.18G004700.v6.10.4270552 1.77E-05 down yes Cyclin-B2-4 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005634|nucleus;. K05868

Manes.18G004800.v6.13.122439 5.28E-29 up yes BTB/POZ domain-containing protein At2g30600pfam12248 Methyltransf_FA Farnesoic acid 0-methyl transferase. This domain family is found in bacteria and eukaryotes, and is approximately 110 amino acids in length.Farnesoic acid O-methyl transferase (FAMeT) is the enzyme that catalyses the formation of methyl farnesoate (MF) from farnesoic acid (FA) in the biosynthetic pathway of juvenile hormone (JH).GO:0016567|protein ubiquitination;. . .

Manes.18G005100.v6.11.0357542 0.70079 up no Putative U5 small nuclear ribonucleoprotein 200 kDa helicasepfam02889 Sec63 Sec63 Brl domain. This domain (also known as the Brl domain) is required for assembly of functional endoplasmic reticulum translocons.GO:0007067|mitotic nuclear division;GO:0000398|mRNA splicing, via spliceosome;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0005634|nucleus;GO:0071011|precatalytic spliceosome;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003676|nucleic acid binding;GO:0003724|RNA helicase activity;K12854

Manes.18G005300.v6.12.5721475 0.0012 up yes . pfam10093 DUF2331 Uncharacterized protein conserved in bacteria (DUF2331). Members of this family of hypothetical bacterial proteins have no known function.. . . .

Manes.18G005400.v6.10.8201052 0.08619 down no Carboxypeptidase A6pfam00246 Peptidase_M14 Zinc carboxypeptidase.GO:0006508|proteolysis;GO:0005615|extracellular space;GO:0005578|proteinaceous extracellular matrix;GO:0004181|metallocarboxypeptidase activity;GO:0008270|zinc ion binding;K08782

Manes.18G005500.v6.11.4784732 1.27E-05 up no Pre-rRNA-processing protein TSR1 homologpfam04950 DUF663 Protein of unknown function (DUF663). This family contains several uncharacterized eukaryotic proteins.GO:0042255|ribosome assembly;GO:0005730|nucleolus;. K14799

Manes.18G005900.v6.10.5521831 0.00048 down no . pfam00997 Casein_kappa Kappa casein. Kappa-casein is a mammalian milk protein involved in a number of important physiological processes. In the gut, the ingested protein is split into an insoluble peptide (para kappa-casein) and a soluble hydrophilic glycopeptide (caseinomacropeptide). Caseinomacropeptide is responsible for increased efficiency of digestion, prevention of neonate hypersensitivity to ingested proteins, and inhibition of gastric pathogens.. . . .

Manes.18G006000.v6.10.6293229 0.05383 down no . pfam07569 Hira TUP1-like enhancer of split. The Hira proteins are found in a range of eukaryotes and are implicated in the assembly of repressive chromatin. These proteins also contain pfam00400.. . . .

Manes.18G006200.v6.15.2188007 1.32E-08 up yes . pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.18G006700.v6.11.2327442 0.02671 up no 4-coumarate--CoA ligase-like 5pfam00501 AMP-binding AMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0009611|response to wounding;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0016874|ligase activity;K10526

Manes.18G006800.v6.10.5203537 0.16326 down no Indole-3-acetic acid-induced protein ARG7pfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.18G007700.v6.11.1079116 0.34225 up no Enoyl-CoA hydratase 2, peroxisomalpfam01575 MaoC_dehydratas MaoC like domain. The maoC gene is part of a operon with maoA which is involved in the synthesis of monoamine oxidase. The MaoC protein is found to share similarity with a wide variety of enzymes; estradiol 17 beta-dehydrogenase 4, peroxisomal hydratase-dehydrogenase-epimerase, fatty acid synthase beta subunit. Several bacterial proteins that are composed solely of this domain have (R)-specific enoyl-CoA hydratase activity. This domain is also present in the NodN nodulation protein N.GO:0033542|fatty acid beta-oxidation, unsaturated, even number;GO:0005777|peroxisome;GO:0080023|3R-hydroxyacyl-CoA dehydratase activity;GO:0016491|oxidoreductase activity;.

Manes.18G007800.v6.10.8712721 0.27321 down no Putative tRNA pseudouridine synthase Pus10pfam08307 Glyco_hydro_98C Glycosyl hydrolase family 98 C-terminal domain. This putative domain is found at the C-terminus of glycosyl hydrolase family 98 proteins. This domain is not expected to form part of the catalytic activity.GO:0001522|pseudouridine synthesis;GO:0008033|tRNA processing;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K07583

Manes.18G008000.v6.10.3068174 2.83E-11 down yes Rop guanine nucleotide exchange factor 1pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0009860|pollen tube growth;GO:0043547|positive regulation of GTPase activity;GO:0080092|regulation of pollen tube growth;GO:0016324|apical plasma membrane;GO:0005829|cytosol;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.18G008100.v6.10.2707491 4.80E-07 down yes . pfam05024 Gpi1 N-acetylglucosaminyl transferase component (Gpi1). Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins.The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This chemically simple step is genetically complex because three or four genes are required in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.. . . .

Manes.18G008400.v6.10.5956176 0.00017 down no . pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.. . . .

Manes.18G008600.v6.10.7709349 0.05407 down no Glutathione S-transferasepfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.18G008800.v6.15.8506885 1.11E-68 up yes Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G009200.v6.12.087581 5.92E-17 up yes 24-methylenesterol C-methyltransferase 2pfam08241 Methyltransf_11 Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0009825|multidimensional cell growth;GO:0032876|negative regulation of DNA endoreduplication;GO:0007389|pattern specification process;GO:0016126|sterol biosynthetic process;GO:0010051|xylem and phloem pattern formation;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030797|24-methylenesterol C-methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K08242

Manes.18G009300.v6.126.775249 ####### up yes Uncharacterized protein At1g76070pfam09507 CDC27 DNA polymerase subunit Cdc27. This protein forms the C subunit of DNA polymerase delta. It carries the essential residues for binding to the Pol1 subunit of polymerase alpha, from residues 293-332, which are characterized by the motif D--G--VT, referred to as the DPIM motif. The first 160 residues of the protein form the minimal domain for binding to the B subunit, Cdc1, of polymerase delta, the final 10 C-terminal residues, 362-372, being the DNA sliding clamp, PCNA, binding motif.. GO:0005886|plasma membrane;. .

Manes.18G009400.v6.10.797167 0.20749 down no Probable prolyl 4-hydroxylase 3pfam03171 2OG-FeII_Oxy 2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005788|endoplasmic reticulum lumen;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;K00472

Manes.18G009600.v6.14.0580531 0.00745 up yes NEP1-interacting protein 2pfam13639 zf-RING_2 Ring finger domain.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.18G009800.v6.11.3108776 0.8529 up no . pfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.. . . .

Manes.18G009900.v6.10.5430413 0.01628 down no Probable nucleoredoxin 2pfam13905 Thioredoxin_8 Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.. . GO:0047134|protein-disulfide reductase activity;K17609

Manes.18G010000.v6.11.8008833 0.37835 up no E3 ubiquitin-protein ligase ATL23pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19037

Manes.18G010100.v6.11.3206384 0.0039 up no Ribonuclease P protein subunit p25-like proteinpfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;K14525

Manes.18G010200.v6.14.3264803 2.52E-13 up yes Expansin-A11pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.18G010300.v6.10.5775979 0.00014 down no Protein Simiatepfam01597 GCV_H Glycine cleavage H-protein. This is a family of glycine cleavage H-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. A lipoyl group is attached to a completely conserved lysine residue. The H protein shuttles the methylamine group of glycine from the P protein to the T protein.. GO:0016607|nuclear speck;. .

Manes.18G010500.v6.10.8211166 0.06872 down no La-related protein 1Cpfam05383 La La domain. This presumed domain is found at the N-terminus of La RNA-binding proteins as well as other proteins. The function of this region is uncertain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005844|polysome;GO:0003723|RNA binding;K18757

Manes.18G010900.v6.11.8967644 2.88E-10 up no . pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. . . .

Manes.18G011000.v6.12.023386 5.02E-09 up yes . pfam02618 YceG YceG-like family. This family of proteins is found in bacteria. Proteins in this family are typically between 332 and 389 amino acids in length. This family was previously incorrectly annotated and names as aminodeoxychorismate lyase. The structure of Escherichia coli yceG was solved by X-ray crystallography.. . . .

Manes.18G011300.v6.11.5252895 3.68E-06 up no WD repeat and FYVE domain-containing protein 3pfam01363 FYVE FYVE zinc finger. The FYVE zinc finger is named after four proteins that it has been found in: Fab1, YOTB/ZK632.12, Vac1, and EEA1. The FYVE finger has been shown to bind two Zn++ ions. The FYVE finger has eight potential zinc coordinating cysteine positions. Many members of this family also include two histidines in a motif R+HHC+XCG, where + represents a charged residue and X any residue. We have included members which do not conserve these histidine residues but are clearly related.GO:0035973|aggrephagy;GO:0016197|endosomal transport;GO:0016239|positive regulation of macroautophagy;GO:0005776|autophagosome;GO:0005737|cytoplasm;GO:0012505|endomembrane system;GO:0097635|extrinsic component of autophagosome membrane;GO:0019898|extrinsic component of membrane;GO:0016234|inclusion body;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0016605|PML body;GO:0005545|1-phosphatidylinositol binding;GO:0003831|beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity;GO:0046872|metal ion binding;.

Manes.18G012300.v6.11.7754638 4.83E-10 up no DEAD-box ATP-dependent RNA helicase 28pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K13181

Manes.18G013200.v6.12.0251371 1.92E-07 up yes Peptidyl-prolyl cis-trans isomerasepfam00160 Pro_isomerase Cyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.18G013300.v6.10.8551699 0.15092 down no . pfam15397 DUF4618 Domain of unknown function (DUF4618). This family of proteins is found in eukaryotes. Proteins in this family are typically between 238 and 363 amino acids in length. There are two conserved sequence motifs: EYP and KCTPD.. . . .

Manes.18G013600.v6.10.9370594 0.64761 down no ER lumen protein-retaining receptorpfam00810 ER_lumen_recept ER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;.

Manes.18G013800.v6.10.5921124 1.05E-07 down no . pfam14964 DUF4507 Domain of unknown function (DUF4507). This family of proteins is found in eukaryotes. Proteins in this family are typically between 346 and 434 amino acids in length.. . . .

Manes.18G013900.v6.10.7357448 0.02955 down no AP-2 complex subunit sigmapfam01217 Clat_adaptor_s Clathrin adaptor complex small chain.GO:0006897|endocytosis;GO:0030122|AP-2 adaptor complex;GO:0008565|protein transporter activity;K11827

Manes.18G014000.v6.10.7839487 0.04379 down no Hexokinase-2, chloroplasticpfam00349 Hexokinase_1 Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam03727. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0006096|glycolytic process;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0005536|glucose binding;GO:0004396|hexokinase activity;.

Manes.18G014200.v6.1Inf 0.08088 up no . pfam06495 Transformer Fruit fly transformer protein. This family consists of transformer proteins from several Drosophila species and also from Ceratitis capitata (Mediterranean fruit fly). The transformer locus (tra) produces an RNA processing protein that alternatively splices the doublesex pre-mRNA in the sex determination hierarchy of Drosophila melanogaster.. . . .

Manes.18G014300.v6.10.4097826 3.47E-05 down yes . pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.. . . .

Manes.18G014800.v6.10.4332408 0.00082 down yes Endoglucanase 2pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.18G014900.v6.11.1069547 0.4896 up no Cytokinin riboside 5'-monophosphate phosphoribohydrolase LOG3pfam03641 Lysine_decarbox Possible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.18G015200.v6.11.1441503 0.14297 up no Filament-like plant protein 4pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.. GO:0005886|plasma membrane;. .

Manes.18G015400.v6.10.7042702 0.03528 down no Auxin response factor 5pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0010305|leaf vascular tissue pattern formation;GO:0009942|longitudinal axis specification;GO:0048507|meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0016020|membrane;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14486

Manes.18G015700.v6.10.7208199 0.01113 down no . pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.. . . .

Manes.18G015900.v6.11.6354678 1.36E-07 up no Zinc finger CCCH domain-containing protein 30pfam04410 Gar1 Gar1/Naf1 RNA binding region. Gar1 is a small nucleolar RNP that is required for pre-mRNA processing and pseudouridylation. It is co-immunoprecipitated with the H/ACA families of snoRNAs. This family represents the conserved central region of Gar1. This region is necessary and sufficient for normal cell growth, and specifically binds two snoRNAs snR10 and snR30. This region is also necessary for nucleolar targeting, and it is thought that the protein is co-transported to the nucleolus as part of a nucleoprotein complex. In humans, Gar1 is also component of telomerase in vivo. Naf1 is an essentail protein that plays a role in ribosome biogenesis, modification of spliceosomal small nuclear RNAs and telomere synthesis, and is homologous to Gar1.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.18G016000.v6.12.5584808 8.07E-22 up yes Zinc finger CCCH domain-containing protein 30pfam15293 NUFIP2 Nuclear fragile X mental retardation-interacting protein 2.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.18G016100.v6.10.9359799 0.51215 down no Protein IQ-DOMAIN 32pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.GO:0009737|response to abscisic acid;GO:0009941|chloroplast envelope;GO:0005829|cytosol;GO:0005875|microtubule associated complex;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.18G016300.v6.10.8733949 0.18494 down no Protein RCC2pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0090630|activation of GTPase activity;GO:0051301|cell division;GO:0072356|chromosome passenger complex localization to kinetochore;GO:0007032|endosome organization;GO:0045184|establishment of protein localization;GO:0048041|focal adhesion assembly;GO:0007229|integrin-mediated signaling pathway;GO:0000278|mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051895|negative regulation of focal adhesion assembly;GO:0034260|negative regulation of GTPase activity;GO:1900025|negative regulation of substrate adhesion-dependent cell spreading;GO:0051987|positive regulation of attachment of spindle microtubules to kinetochore;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0030334|regulation of cell migration;GO:0010762|regulation of fibroblast migration;GO:1900027|regulation of ruffle assembly;GO:0007264|small GTPase mediated signal transduction;GO:0034506|chromosome, centromeric core domain;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005874|microtubule;GO:0030496|midbody;GO:1990023|mitotic spindle midzone;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0008017|microtubule binding;GO:0044822|poly(A) RNA binding;GO:0019904|protein domain specific binding;GO:0019901|protein kinase binding;GO:0048365|Rac GTPase binding;GO:0031267|small GTPase binding;.



Manes.18G016400.v6.10.3298425 3.45E-12 down yes . pfam01421 Reprolysin Reprolysin (M12B) family zinc metalloprotease. The members of this family are enzymes that cleave peptides. These proteases require zinc for catalysis. Members of this family are also known as adamalysins. Most members of this family are snake venom endopeptidases, but there are also some mammalian proteins such as human ADAM8 and fertilin. Fertilin and closely related proteins appear to not have some active site residues and may not be active enzymes.. . . .

Manes.18G016500.v6.11.4977464 1.13E-05 up no Histone H3.3 pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0006007|glucose catabolic process;GO:0006605|protein targeting;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11253

Manes.18G016800.v6.10.6142443 1.36E-05 down no Lysine-specific histone demethylase 1 homolog 3pfam01593 Amino_oxidase Flavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0016491|oxidoreductase activity;.

Manes.18G017000.v6.10.9316504 0.4855 down no V-type proton ATPase 16 kDa proteolipid subunitpfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.18G017100.v6.12.4075022 6.62E-19 up yes 1-acylglycerol-3-phosphate O-acyltransferasepfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0055089|fatty acid homeostasis;GO:0055088|lipid homeostasis;GO:0008654|phospholipid biosynthetic process;GO:0055091|phospholipid homeostasis;GO:0070328|triglyceride homeostasis;GO:0005737|cytoplasm;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0016298|lipase activity;GO:0042171|lysophosphatidic acid acyltransferase activity;GO:0004623|phospholipase A2 activity;.

Manes.18G017300.v6.12.985028 9.85E-07 up yes Kinesin-like protein NACK1pfam00225 Kinesin Kinesin motor domain.GO:0000919|cell plate assembly;GO:0007018|microtubule-based movement;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.18G017400.v6.10.2806459 9.50E-16 down yes . pfam00559 Vif Retroviral Vif (Viral infectivity) protein. Human immunodeficiency virus type 1 (HIV-1) Vif is required for productive infection of T lymphocytes and macrophages. Virions produced in the absence of Vif have abnormal core morphology and those produced in primary T cells carry immature core proteins and low levels of mature capsid.. . . .

Manes.18G017600.v6.10.343857 7.75E-10 down yes . pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.18G017800.v6.10.6877771 0.00252 down no Uncharacterized TPR repeat-containing protein At1g05150pfam13414 TPR_11 TPR repeat. . GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0005509|calcium ion binding;GO:0016757|transferase activity, transferring glycosyl groups;GO:0008270|zinc ion binding;.

Manes.18G017900.v6.14.5132855 0.12032 up no . . . . . . . .

Manes.18G018000.v6.10.4545172 2.50E-10 down yes Microspherule protein 1pfam13325 MCRS_N N-terminal region of micro-spherule protein. This domain is found in plants and higher eukaryotes, and is the N-terminal region of micro-spherule proteins which repress the transactivation activities of Nrf1 (p45 nuclear factor-erythroid 2 (p45 NF-E2)-related factor 1). In conjunction with DIPA the full-length protein acts as a transcription repressor. The exact function of the region is not known.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043984|histone H4-K16 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0015629|actin cytoskeleton;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0000123|histone acetyltransferase complex;GO:0031011|Ino80 complex;GO:0071339|MLL1 complex;GO:0005654|nucleoplasm;GO:0046972|histone acetyltransferase activity (H4-K16 specific);GO:0043995|histone acetyltransferase activity (H4-K5 specific);GO:0043996|histone acetyltransferase activity (H4-K8 specific);K11674

Manes.18G018100.v6.10.8740757 0.17614 down no Coatomer subunit alpha-1pfam06957 COPI_C Coatomer (COPI) alpha subunit C-terminus. This family represents the C-terminus (approximately 500 residues) of the eukaryotic coatomer alpha subunit. Coatomer (COPI) is a large cytosolic protein complex which forms a coat around vesicles budding from the Golgi apparatus. Such coatomer-coated vesicles have been proposed to play a role in many distinct steps of intracellular transport. Note that many family members also contain the pfam04053 domain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030126|COPI vesicle coat;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005198|structural molecule activity;K05236

Manes.18G018400.v6.11.5469642 0.00055 up no Cysteine proteinase RD19apfam00112 Peptidase_C1 Papain family cysteine protease.GO:0042742|defense response to bacterium;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;K01373

Manes.18G018500.v6.15.8051205 2.85E-08 up yes Histone H3.2 pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.18G018800.v6.11.4007889 0.00021 up no Protein WALLS ARE THIN 1pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0009851|auxin biosynthetic process;GO:0010315|auxin efflux;GO:0009734|auxin-activated signaling pathway;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0009834|plant-type secondary cell wall biogenesis;GO:0090355|positive regulation of auxin metabolic process;GO:0090358|positive regulation of tryptophan metabolic process;GO:0000162|tryptophan biosynthetic process;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0022857|transmembrane transporter activity;.

Manes.18G019200.v6.10.8621622 0.16812 down no Probable GTP-binding protein OBGC2pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.. . GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0000287|magnesium ion binding;.

Manes.18G019300.v6.11.5780959 1.43E-06 up no . pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. . . .

Manes.18G019500.v6.10.7390748 0.00269 down no Mannan endo-1,4-beta-mannosidase 7pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.18G019600.v6.10.7692594 0.3442 down no Glucose-1-phosphate adenylyltransferase large subunit 2, chloroplastic/amyloplasticpfam00483 NTP_transferase Nucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;.

Manes.18G019900.v6.10.284448 0.00091 down yes Abscisic acid 8'-hydroxylase 2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0009687|abscisic acid metabolic process;GO:0048838|release of seed from dormancy;GO:0010114|response to red light;GO:0009639|response to red or far red light;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.18G020100.v6.10.5721466 3.73E-05 down no Bifunctional dihydrofolate reductase-thymidylate synthasepfam00186 DHFR_1 Dihydrofolate reductase.GO:0006231|dTMP biosynthetic process;GO:0006545|glycine biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0004146|dihydrofolate reductase activity;GO:0004799|thymidylate synthase activity;.

Manes.18G020200.v6.10.5823137 0.02002 down no . pfam00178 Ets Ets-domain. . . . .

Manes.18G020300.v6.11.8553394 1.29E-11 up no Phosphatidylinositol/phosphatidylcholine transfer protein SFH8pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.18G020500.v6.12.3136391 2.19E-16 up yes Bifunctional nuclease 1pfam02577 DNase-RNase Bifunctional nuclease. This family is a bifunctional nuclease, with both DNase and RNase activity. It forms a wedge-shaped dimer, with each monomer being triangular in shape. A large groove at the thick end of the wedge contains a possible active site.GO:0050832|defense response to fungus;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0005634|nucleus;GO:0004518|nuclease activity;GO:0043565|sequence-specific DNA binding;.

Manes.18G020600.v6.11.2909282 0.05654 up no Transcription factor bHLH110pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G020800.v6.11.0571289 0.74936 up no AP-4 complex subunit mupfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0005905|coated pit;GO:0005829|cytosol;GO:0005794|Golgi apparatus;. .

Manes.18G020900.v6.11.2447395 0.03071 up no Mitogen-activated protein kinase homolog NTF3pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.18G021000.v6.10.3608037 4.61E-18 down yes Protein TIC 20-I, chloroplasticpfam09685 Tic20 Tic20-like protein. Chloroplast function requires the import of nuclear encoded proteins from the cytoplasm across the chloroplast double membrane. This is accomplished by two protein complexes, the Toc complex located at the outer membrane and the Tic complex located at the inner membrane. The Toc complex recognizes specific proteins by a cleavable N-terminal sequence and is primarily responsible for translocation through the outer membrane, while the Tic complex translocates the protein through the inner membrane. This entry represents Tic20, a core member of the Tic complex. This protein is deeply embedded in the inner envelope membrane and is thought to function as a protein- conducting component of the Tic complex. This family also includes many proteins of unknown function from non-synthetic organisms.GO:0045037|protein import into chloroplast stroma;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008565|protein transporter activity;.

Manes.18G021100.v6.10.7440286 0.00703 down no . pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.18G021200.v6.10.3400793 0.00016 down yes Transmembrane protein 56-Bpfam03798 TRAM_LAG1_CLN8TLC domain.. GO:0016021|integral component of membrane;. .

Manes.18G021400.v6.11.1100226 0.24992 up no BEL1-like homeodomain protein 3pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G021700.v6.11.6931489 4.41E-07 up no Pentatricopeptide repeat-containing protein At1g19720pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.18G021900.v6.12.1469871 0.15519 up no . pfam02521 HP_OMP_2 Putative outer membrane protein. This family consists of putative outer membrane proteins from Helicobacter pylori (campylobacter pylori).. . . .

Manes.18G022600.v6.13.4270324 3.26E-20 up yes Uncharacterized sugar kinase slr0537pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.. . GO:0016301|kinase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;.

Manes.18G022700.v6.10.9904274 0.98215 down no Gamma carbonic anhydrase 1, mitochondrialpfam00132 Hexapep Bacterial transferase hexapeptide (six repeats).GO:0009853|photorespiration;GO:0070207|protein homotrimerization;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0045271|respiratory chain complex I;GO:0004089|carbonate dehydratase activity;GO:0046872|metal ion binding;.

Manes.18G022900.v6.14.3581694 1.81E-08 up yes . pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.. . . .

Manes.18G023000.v6.14.1466755 8.98E-20 up yes . pfam04801 Sin_N Sin-like protein conserved region. Family of higher eukaryotic proteins. SIN was identified as a protein that interacts specifically with SXL (sex lethal) in a yeast two-hybrid assay. The interaction is mediated by one of the SXL RNA binding domains.. . . .

Manes.18G023100.v6.11.9976517 1.12E-08 up no . pfam01167 Tub Tub family. . . . .

Manes.18G023700.v6.12.8153641 3.59E-17 up yes Zinc-finger homeodomain protein 5pfam04770 ZF-HD_dimer ZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0009738|abscisic acid-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G023800.v6.10.7143799 0.00461 down no Putative DNA-3-methyladenine glycosylase YfjPpfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;. GO:0003677|DNA binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0052822|DNA-3-methylguanine glycosylase activity;GO:0052821|DNA-7-methyladenine glycosylase activity;GO:0043916|DNA-7-methylguanine glycosylase activity;K01247

Manes.18G024300.v6.10.2758043 0.08905 down no Protein RADIALIS-like 6pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.18G024600.v6.1#NAME? 0.43095 down no . pfam03876 SHS2_Rpb7-N SHS2 domain found in N terminus of Rpb7p/Rpc25p/MJ0397. Rpb7 bind to Rpb4 to form a heterodimer. This complex is thought to interact with the nascent RNA strand during RNA polymerase II elongation. This family includes the homologs from RNA polymerase I and III. In RNA polymerase I, Rpa43 is at least one of the subunits contacted by the transcription factor TIF-IA. The N terminus of Rpb7p/Rpc25p/MJ0397 has a SHS2 domain that is involved in protein-protein interaction.. . . .

Manes.18G024800.v6.1Inf 0.35135 up no . pfam05656 DUF805 Protein of unknown function (DUF805). This family consists of several bacterial proteins of unknown function.. . . .

Manes.18G025400.v6.10.7537886 0.04537 down no B3 domain-containing protein REM16pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.18G025500.v6.10.5580617 0.00213 down no B3 domain-containing protein Os03g0212300pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.18G025700.v6.10.9490193 0.63871 down no B3 domain-containing protein REM16pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.18G025800.v6.11.1340073 0.45413 up no Probable transcription factor KAN4pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0080060|integument development;GO:0048481|ovule development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005618|cell wall;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.18G026500.v6.11.4197278 0.00031 up no Probable LRR receptor-like serine/threonine-protein kinase At2g16250pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G026900.v6.11.0322067 0.73191 up no Putative S-adenosyl-L-methionine-dependent methyltransferase MAB_3787pfam04072 LCM Leucine carboxyl methyltransferase. Family of leucine carboxyl methyltransferases EC:2.1.1.-. This family may need divides a the full alignment contains a significantly shorter mouse sequence.. . GO:0008168|methyltransferase activity;.

Manes.18G027200.v6.12.9363835 1.70E-20 up yes . pfam08013 Tagatose_6_P_K Tagatose 6 phosphate kinase. Proteins in this family are tagatose 6 phosphate kinases.. . . .

Manes.18G027400.v6.10.3562532 2.52E-11 down yes . pfam12449 DUF3684 Protein of unknown function (DUF3684). This domain family is found in eukaryotes, and is typically between 1072 and 1090 amino acids in length.. . . .

Manes.18G027500.v6.10.1451422 2.05E-25 down yes . pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.18G027600.v6.10.1698132 6.35E-36 down yes . pfam13195 DUF4011 Protein of unknown function (DUF4011). This family of proteins is found in archaea and bacteria. Many members are annotated as being putative DNA helicase-related proteins.. . . .

Manes.18G027700.v6.10.5982466 0.02651 down no . pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.18G027900.v6.10.4375328 1.01E-05 down yes Deoxyuridine 5'-triphosphate nucleotidohydrolasepfam00692 dUTPase dUTPase. dUTPase hydrolyses dUTP to dUMP and pyrophosphate.GO:0006281|DNA repair;GO:0006226|dUMP biosynthetic process;GO:0046081|dUTP catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004170|dUTP diphosphatase activity;GO:0042802|identical protein binding;GO:0000287|magnesium ion binding;K01520

Manes.18G028400.v6.136.361996 0.00305 up yes Uncharacterized membrane protein At1g75140pfam01576 Myosin_tail_1 Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.18G028500.v6.10.9184795 0.40247 down no COP9 signalosome complex subunit 4pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;GO:0043234|protein complex;. K12178

Manes.18G028900.v6.10.8387749 0.09545 down no Probable protein phosphatase 2C 55pfam13672 PP2C_2 Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.18G029000.v6.10.819935 0.05868 down no UDP-D-xylose:L-fucose alpha-1,3-D-xylosyltransferase 2pfam03407 Nucleotid_trans Nucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.GO:0042546|cell wall biogenesis;GO:0010306|rhamnogalacturonan II biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0035252|UDP-xylosyltransferase activity;K11714

Manes.18G029100.v6.10.5435007 1.34E-08 down no J domain-containing protein required for chloroplast accumulation response 1pfam07964 Red1 Rec10 / Red1. Rec10 / Red1 is involved in meiotic recombination and chromosome segregation during homologous chromosome formation. This protein localizes to the synaptonemal complex in S. cerevisiae and the analogous structures (linear elements) in S. pombe. This family is currently only found in fungi.GO:0007015|actin filament organization;GO:0071483|cellular response to blue light;GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0005737|cytoplasm;. .

Manes.18G029300.v6.10.7254014 0.00128 down no Lysophospholipid acyltransferase LPEAT1pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0008654|phospholipid biosynthetic process;GO:0006644|phospholipid metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0050200|plasmalogen synthase activity;K13510

Manes.18G029600.v6.10.5926322 6.83E-06 down no Protein BRASSINAZOLE-RESISTANT 1pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0009742|brassinosteroid mediated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14503

Manes.18G029900.v6.10.5800838 1.30E-07 down no Leishmanolysin homologpfam01457 Peptidase_M8 Leishmanolysin.GO:0007155|cell adhesion;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.18G030100.v6.10.7590388 0.42934 down no Probable 1-acyl-sn-glycerol-3-phosphate acyltransferase 4pfam01553 Acyltransferase Acyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;K13513

Manes.18G030200.v6.12.1152467 1.78E-15 up yes E3 ubiquitin-protein ligase RNF185pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0006914|autophagy;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0036503|ERAD pathway;GO:0051865|protein autoubiquitination;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0044390|ubiquitin-like protein conjugating enzyme binding;GO:0008270|zinc ion binding;K10666

Manes.18G030500.v6.12.9751067 3.92E-17 up yes Probable galacturonosyltransferase-like 1pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0052386|cell wall thickening;GO:0010417|glucuronoxylan biosynthetic process;GO:0048366|leaf development;GO:0032504|multicellular organism reproduction;GO:0045489|pectin biosynthetic process;GO:0010051|xylem and phloem pattern formation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.18G030600.v6.1123.22234 ####### up yes Probable calcium-binding protein CML41pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.18G030700.v6.127.61038 0.00963 up yes Protein LYK5pfam00069 Pkinase Protein kinase domain.GO:0071323|cellular response to chitin;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.18G030800.v6.10.9869673 0.93559 down no Protein DA1 pfam12315 DUF3633 Protein of unknown function (DUF3633). This domain family is found in bacteria and eukaryotes, and is approximately 210 amino acids in length. The family is found in association with pfam00412.GO:0046621|negative regulation of organ growth;GO:0048482|ovule morphogenesis;GO:0048317|seed morphogenesis;. GO:0043130|ubiquitin binding;GO:0008270|zinc ion binding;.

Manes.18G031000.v6.10.9291909 0.64094 down no Probable E3 ubiquitin-protein ligase ARI2pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.18G031100.v6.14.0217481 1.32E-18 up yes . pfam07695 7TMR-DISM_7TM7TM diverse intracellular signalling. This entry represents the transmembrane region of the 7TM-DISM (7TM Receptors with Diverse Intracellular Signalling Modules).. . . .

Manes.18G031200.v6.14.4920334 1.64E-65 up yes . pfam01040 UbiA UbiA prenyltransferase family.. . . .

Manes.18G031300.v6.11.530857 1.97E-06 up no Exocyst complex component SEC3Apfam09763 Sec3_C Exocyst complex component Sec3. This entry is the conserved middle and C-terminus of the Sec3 protein. Sec3 binds to the C-terminal cytoplasmic domain of GLYT1 (glycine transporter protein 1). Sec3 is the exocyst component that is closest to the plasma membrane docking site and it serves as a spatial landmark in the plasma membrane for incoming secretory vesicles. Sec3 is recruited to the sites of polarised membrane growth through its interaction with Rho1p, a small GTP-binding protein.GO:0006887|exocytosis;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.18G031400.v6.11.592321 0.0715 up no Probable E3 ubiquitin-protein ligase ARI7pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.18G031500.v6.10.5952416 0.05757 down no . pfam03350 UPF0114 Uncharacterized protein family, UPF0114.. . . .

Manes.18G031900.v6.10.5922518 0.52253 down no Wall-associated receptor kinase-like 14pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G032000.v6.12.6201916 4.18E-05 up yes F-box/WD repeat-containing protein sel-10pfam00400 WD40 WD domain, G-beta repeat.GO:0046660|female sex differentiation;GO:0045746|negative regulation of Notch signaling pathway;GO:0008593|regulation of Notch signaling pathway;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0030424|axon;GO:0005737|cytoplasm;. K10260

Manes.18G032100.v6.10.5691364 0.00344 down no Proline-rich receptor-like protein kinase PERK1pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.18G032300.v6.10.6400406 0.00192 down no 3 beta-hydroxysteroid dehydrogenase/Delta 5-->4-isomerasepfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0016042|lipid catabolic process;GO:0006694|steroid biosynthetic process;GO:0008202|steroid metabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003854|3-beta-hydroxy-delta5-steroid dehydrogenase activity;GO:0070403|NAD+ binding;GO:0004769|steroid delta-isomerase activity;K16045

Manes.18G032400.v6.10.7178927 0.00395 down no . pfam05705 DUF829 Eukaryotic protein of unknown function (DUF829). This family consists of several uncharacterized eukaryotic proteins.. . . .

Manes.18G032500.v6.10.5411189 0.00018 down no . pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.18G032900.v6.10.539451 0.00018 down no Probable carboxylesterase 2pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.18G033500.v6.10.6569308 0.00571 down no Probable inactive heme oxygenase 2, chloroplasticpfam01126 Heme_oxygenase Heme oxygenase.GO:0006788|heme oxidation;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0004392|heme oxygenase (decyclizing) activity;.

Manes.18G033600.v6.10.753327 0.10457 down no . pfam00798 Arena_glycoprot Arenavirus glycoprotein.. . . .

Manes.18G034200.v6.11.3684309 0.00059 up no . pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.18G034300.v6.15.8424314 3.29E-17 up yes . pfam07409 GP46 Phage protein GP46. This family contains GP46 phage proteins (approximately 120 residues long).. . . .

Manes.18G034400.v6.135.802778 ####### up yes . pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.18G034800.v6.10.6716388 0.00707 down no Protein OSB1, mitochondrialpfam00436 SSB Single-strand binding protein family. This family includes single stranded binding proteins and also the primosomal replication protein N (PriB). PriB forms a complex with PriA, PriC and ssDNA.GO:0000002|mitochondrial genome maintenance;GO:0045910|negative regulation of DNA recombination;GO:0048046|apoplast;GO:0005739|mitochondrion;GO:0003697|single-stranded DNA binding;.



Manes.18G035100.v6.12.1821795 2.61E-14 up yes . pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.. . . .

Manes.18G035400.v6.11.1040378 0.96061 up no Dof zinc finger protein DOF5.8pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G035500.v6.12.0577552 2.24E-11 up yes Probable protein phosphatase 2C 12pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G035700.v6.11.2551757 0.01623 up no Phosphatidate phosphatase PAH2pfam08235 LNS2 LNS2 (Lipin/Ned1/Smp2). This domain is found in Saccharomyces cerevisiae protein SMP2, proteins with an N-terminal lipin domain (Pfam: PF04571) and phosphatidylinositol transfer proteins. SMP2 (also known as PAH1) is involved in plasmid maintenance and respiration, and has been identified as a Mg2+-dependent phosphatidate phosphatase (EC:3.1.3.4) that contains a haloacid dehalogenase (HAD)-like domain. Lipin proteins are involved in adipose tissue development and insulin resistance.GO:0019375|galactolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.18G036200.v6.10.1862227 1.01E-19 down yes Calmodulin-like protein 4pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.18G036300.v6.10.1395581 2.01E-13 down yes Calmodulin-like protein 4pfam13405 EF-hand_6 EF-hand domain.. . GO:0005509|calcium ion binding;K13448

Manes.18G036600.v6.10.8563306 0.1153 down no Protein TIC 22, chloroplasticpfam04278 Tic22 Tic22-like family. The preprotein translocation at the inner envelope membrane of chloroplasts so far involves five proteins: Tic110, Tic55, Tic40, Tic22 (this family) and Tic20. The molecular function of these proteins has not yet been established.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031972|chloroplast intermembrane space;GO:0016020|membrane;GO:0009536|plastid;. .

Manes.18G036700.v6.14.3541832 1.12E-12 up yes UDP-glucuronate:xylan alpha-glucuronosyltransferase 2pfam01501 Glyco_transf_8 Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0080116|glucuronoxylan glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.18G037000.v6.10.9448375 0.81087 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.18G037300.v6.11.081456 0.43416 up no Peroxisomal multifunctional enzyme type 2pfam02036 SCP2 SCP-2 sterol transfer family. This domain is involved in binding sterols. It is found in the SCP2 protein, as well as the C terminus of the enzyme estradiol 17 beta-dehydrogenase EC:1.1.1.62. The UNC-24 protein contains an SPFH domain pfam01145.GO:0008203|cholesterol metabolic process;GO:0006635|fatty acid beta-oxidation;GO:0005777|peroxisome;GO:0033989|3alpha,7alpha,12alpha-trihydroxy-5beta-cholest-24-enoyl-CoA hydratase activity;GO:0016853|isomerase activity;GO:0030283|testosterone dehydrogenase [NAD(P)] activity;K12405

Manes.18G037600.v6.133.096478 3.54E-13 up yes . pfam15106 TMEM156 TMEM156 protein family. The function of this family of transmembrane proteins, TMEM 156, has not, as yet, been determined. Members of this family are as yet uncharacterized. This family of proteins are found in eukaryotes. Proteins in this family are approximately 310 amino acids in length. In humans, the gene encoding this protein is located in the chromosomal position, 4p14.. . . .

Manes.18G037700.v6.13.0478242 4.59E-23 up yes Serine/threonine-protein kinase tricornerpfam00069 Pkinase Protein kinase domain.GO:0048800|antennal morphogenesis;GO:0022416|chaeta development;GO:0048813|dendrite morphogenesis;GO:0070593|dendrite self-avoidance;GO:0035317|imaginal disc-derived wing hair organization;GO:0007476|imaginal disc-derived wing morphogenesis;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0048814|regulation of dendrite morphogenesis;GO:0007165|signal transduction;GO:0030424|axon;GO:0044297|cell body;GO:0005938|cell cortex;GO:0070451|cell hair;GO:0071944|cell periphery;GO:0005737|cytoplasm;GO:0030425|dendrite;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.18G037800.v6.12.4076371 7.36E-08 up yes Protein DCL, chloroplasticpfam11523 DUF3223 Protein of unknown function (DUF3223). This family of proteins has no known function.GO:0009308|amine metabolic process;GO:0009507|chloroplast;GO:0005507|copper ion binding;GO:0048038|quinone binding;.

Manes.18G037900.v6.11.9253895 2.57E-07 up no ABSCISIC ACID-INSENSITIVE 5-like protein 5pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G038000.v6.11.056175 0.54317 up no THO complex subunit 5Bpfam09766 FimP Fms-interacting protein. This entry carries part of the crucial 144 N-terminal residues of the FmiP protein, which is essential for the binding of the protein to the cytoplasmic domain of activated Fms-molecules in M-CSF induced haematopoietic differentiation of macrophages. The C-terminus contains a putative nuclear localisation sequence and a leucine zipper which suggest further, as yet unknown, nuclear functions. The level of FMIP expression might form a threshold that determines whether cells differentiate into macrophages or into granulocytes.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0000347|THO complex;GO:0003723|RNA binding;K13174

Manes.18G038400.v6.10.7901295 0.46045 down no Transcription factor HEC1pfam11573 Med23 Mediator complex subunit 23. Med23 is one of the subunits of the Tail portion of the Mediator complex that regulates RNA polymerase II activity. Med23 is required for heat-shock-specific gene expression, and has been shown to mediate transcriptional activation of E1A in mice.GO:0048462|carpel formation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G038500.v6.11.5646533 3.55E-05 up no Protein ROOT INITIATION DEFECTIVE 3pfam00400 WD40 WD domain, G-beta repeat.GO:1902184|negative regulation of shoot apical meristem development;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;. .

Manes.18G038600.v6.10.5249957 7.62E-07 down no Heat stress transcription factor B-4pfam00447 HSF_DNA-bind HSF-type DNA-binding.GO:0008356|asymmetric cell division;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.18G038900.v6.15.4916071 2.28E-81 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.18G039000.v6.12.2946746 0.00046 up yes Subtilisin-like protease SBT1.2pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0042127|regulation of cell proliferation;GO:0010103|stomatal complex morphogenesis;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009897|external side of plasma membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.18G039400.v6.10.3277782 1.53E-24 down yes Probable serine/threonine-protein kinase At1g01540pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G039500.v6.15.1338328 0.22741 up no Transcription factor bHLH95pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G039600.v6.10.3617403 3.53E-11 down yes Transcription factor SPATULApfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048440|carpel development;GO:0007623|circadian rhythm;GO:0010154|fruit development;GO:0010187|negative regulation of seed germination;GO:0009409|response to cold;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G040100.v6.14.0572993 1.71E-18 up yes Uncharacterized acetyltransferase At3g50280pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.18G040400.v6.12.7987988 2.01E-31 up yes Ethylene-responsive transcription factor ERF011pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0042742|defense response to bacterium;GO:0009873|ethylene-activated signaling pathway;GO:0010941|regulation of cell death;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G040500.v6.10.2638962 4.38E-05 down yes Protein ssh4 pfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.GO:0015031|protein transport;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.18G040600.v6.11.4929925 9.25E-06 up no Chromosome-associated kinesin KIF4Apfam00225 Kinesin Kinesin motor domain.GO:0008089|anterograde axon cargo transport;GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0007411|axon guidance;GO:0007596|blood coagulation;GO:0007018|microtubule-based movement;GO:0000281|mitotic cytokinesis;GO:0051256|mitotic spindle midzone assembly;GO:0006996|organelle organization;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0030496|midbody;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005876|spindle microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0003777|microtubule motor activity;K10395

Manes.18G040700.v6.10.3777398 3.87E-07 down yes . pfam07183 DUF1403 Protein of unknown function (DUF1403). This family consists of several hypothetical bacterial proteins of around 320 residues in length. Members of this family are mainly found in Rhizobium and Agrobacterium species. The function of this family is unknown.. . . .

Manes.18G041200.v6.10.9092038 0.39737 down no Mannose-P-dolichol utilization defect 1 protein homolog 2pfam04193 PQ-loop PQ loop repeat. Members of this family are all membrane bound proteins possessing a pair of repeats each spanning two transmembrane helices connected by a loop. The PQ motif found on loop 2 is critical for the localisation of cystinosin to lysosomes. However, the PQ motif appears not to be a general lysosome-targeting motif. It is thought likely to possess a more general function. Most probably this involves a glutamine residue.GO:0006810|transport;GO:0016021|integral component of membrane;. K09660

Manes.18G041300.v6.1Inf 0.00073 up yes . pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.18G041400.v6.10.699414 0.00026 down no F-box protein At1g47056pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G041600.v6.10.316784 3.43E-11 down yes Cyclin-D3-1 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0000082|G1/S transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051726|regulation of cell cycle;GO:0009735|response to cytokinin;GO:0009744|response to sucrose;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.18G041700.v6.10.9920125 0.97725 down no Probable isoaspartyl peptidase/L-asparaginase 2pfam01112 Asparaginase_2 Asparaginase.. . GO:0004067|asparaginase activity;GO:0008798|beta-aspartyl-peptidase activity;K13051

Manes.18G041800.v6.10.4391372 0.13301 down no . pfam02359 CDC48_N Cell division protein 48 (CDC48), N-terminal domain. This domain has a double psi-beta barrel fold and includes VCP-like ATPase and N-ethylmaleimide sensitive fusion protein N-terminal domains. Both the VAT and NSF N-terminal functional domains consist of two structural domains of which this is at the N-terminus. The VAT-N domain found in AAA ATPases pfam00004 is a substrate 185-residue recognition domain.. . . .

Manes.18G042000.v6.14.20835 3.97E-40 up yes Transcription factor MYB44pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.18G042100.v6.135.941258 1.79E-17 up yes . pfam13701 DDE_Tnp_1_4 Transposase DDE domain group 1. Transposase proteins are necessary for efficient DNA transposition. This domain is a member of the DDE superfamily, which contain three carboxylate residues that are believed to be responsible for coordinating metal ions needed for catalysis.. . . .

Manes.18G042700.v6.10.3279626 2.50E-08 down yes Isoflavone 2'-hydroxylasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0033773|isoflavone 2'-hydroxylase activity;.

Manes.18G043000.v6.10.6422192 0.00075 down no Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G043200.v6.10.3770046 0.00018 down yes Cyclin-A3-2 pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005737|cytoplasm;GO:0005634|nucleus;. K06627

Manes.18G043500.v6.11.4935242 0.03068 up no Cytochrome P450 81E8pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G043900.v6.11.0691119 0.60258 up no . pfam13700 DUF4158 Domain of unknown function (DUF4158). The exact function of this domain is not clear, but it frequently occurs as an N-terminal region of transposase 3 or IS3 family of insertion elements.. . . .

Manes.18G044000.v6.18.1605075 2.25E-25 up yes Cytochrome B5 isoform Dpfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0042742|defense response to bacterium;GO:0055114|oxidation-reduction process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.18G044100.v6.11.6388328 0.00052 up no . pfam09177 Syntaxin-6_N Syntaxin 6, N-terminal. Members of this family, which are found in the amino terminus of various SNARE proteins, adopt a structure consisting of an antiparallel three-helix bundle. Their exact function has not been determined, though it is known that they regulate the SNARE motif, as well as mediate various protein-protein interactions involved in membrane-transport.. . . .

Manes.18G044500.v6.12.8080656 2.80E-27 up yes Acyl-CoA-binding domain-containing protein 3pfam00887 ACBP Acyl CoA binding protein.GO:0006810|transport;GO:0005615|extracellular space;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.18G044600.v6.11.4094264 0.00168 up no . pfam12907 zf-met2 Zinc-binding. This is small family of metazoan zinc-binding proteins.. . . .

Manes.18G044800.v6.10.7402892 0.14914 down no . pfam12663 DUF3788 Protein of unknown function (DUF3788). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 137 and 149 amino acids in length. This family may be distantly related to RelE proteins.. . . .

Manes.18G044900.v6.11.8392171 3.52E-05 up no 40S ribosomal protein S29pfam00253 Ribosomal_S14 Ribosomal protein S14p/S29e. This family includes both ribosomal S14 from prokaryotes and S29 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.18G045000.v6.12.028536 6.17E-05 up yes . pfam04878 Baculo_p48 Baculovirus P48 protein.. . . .

Manes.18G045300.v6.139.771683 ####### up yes Zinc finger protein ZAT10pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0035264|multicellular organism growth;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009644|response to high light intensity;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G045500.v6.10.7550958 0.29981 down no . pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.18G046200.v6.12.3354536 2.25E-10 up yes U-box domain-containing protein 4pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G046300.v6.13.1565657 6.32E-26 up yes Mitochondrial outer membrane protein porin 2pfam01459 Porin_3 Eukaryotic porin.GO:0006811|ion transport;GO:0040008|regulation of growth;GO:0005741|mitochondrial outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;.

Manes.18G046600.v6.10.3429909 8.13E-07 down yes Tetratricopeptide repeat protein 7Apfam13414 TPR_11 TPR repeat. GO:0006879|cellular iron ion homeostasis;GO:0030097|hemopoiesis;GO:0005623|cell;. .

Manes.18G046800.v6.1660.31337 4.24E-84 up yes . pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.18G046900.v6.11.9902841 8.94E-14 up no GPN-loop GTPase 2pfam03029 ATP_bind_1 Conserved hypothetical ATP binding protein. Members of this family are found in a range of archaea and eukaryotes and have hypothesised ATP binding activity.. . GO:0005525|GTP binding;GO:0016787|hydrolase activity;.

Manes.18G047000.v6.12.3106537 3.22E-19 up yes LIM domain-containing protein WLIM1pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.18G047100.v6.10.6404217 0.00128 down no . pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.18G047200.v6.10.0579304 0.01607 down yes . pfam08610 Pex16 Peroxisomal membrane protein (Pex16). Pex16 is a peripheral protein located at the matrix face of the peroxisomal membrane.. . . .

Manes.18G047300.v6.11.0588014 0.69111 up no . pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.18G047500.v6.10.4095165 0.00335 down yes . pfam08574 DUF1762 Protein of unknown function (DUF1762). This is a family of proteins of unknown function. Yeast IWR1 is known to interact with RNA polymerase II and deletion of this protein results in hypersensitivity to the K1 killer toxin.. . . .

Manes.18G048000.v6.118.259264 4.23E-11 up yes . pfam13491 DUF4117 Domain of unknown function (DUF4117). This family is frequently found on DNA-translocase FtsK proteins at the N-terminus. The function is not known but might well be enzymatic.. . . .

Manes.18G048100.v6.10.6931466 0.00075 down no ABSCISIC ACID-INSENSITIVE 5-like protein 2pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.18G048200.v6.12.4405536 3.52E-11 up yes U-box domain-containing protein 31pfam03710 GlnE Glutamate-ammonia ligase adenylyltransferase. Conserved repeated domain found in GlnE proteins. These proteins adenylate and deadenylate glutamine synthases: ATP + {L-Glutamate:ammonia ligase (ADP-forming)} = Diphosphate + Adenylyl-{L-Glutamate:Ammonia ligase (ADP-forming)}. The family is related to the pfam01909 domain.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G048400.v6.11.5571787 8.30E-06 up no U-box domain-containing protein 30pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0071472|cellular response to salt stress;GO:1901001|negative regulation of response to salt stress;. GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;.

Manes.18G048900.v6.10.9501529 0.63678 down no . pfam09741 DUF2045 Uncharacterized conserved protein (DUF2045). This entry is the conserved 250 residues of proteins of approximately 450 amino acids. It contains several highly conserved motifs including a CVxLxxxD motif.The function is unknown.. . . .

Manes.18G049100.v6.1Inf 0.38062 up no Basic leucine zipper 43pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G049400.v6.10.2279561 1.06E-07 down yes . pfam03122 Herpes_MCP Herpes virus major capsid protein. This family represents the major capsid protein (MCP) of herpes viruses. The capsid shell consists of 150 MCP hexamers and 12 MCP pentamers. One pentamer is found at each of the 12 apices of the icosahedral shell, and the hexamers form the edges and 20 faces.. . . .

Manes.18G049500.v6.1Inf 0.38692 up no . pfam11141 DUF2914 Protein of unknown function (DUF2914). This bacterial family of proteins has no known function.. . . .

Manes.18G049700.v6.10.865111 0.2519 down no RNA-binding protein 1pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0008283|cell proliferation;. GO:0000166|nucleotide binding;GO:0003727|single-stranded RNA binding;K14411

Manes.18G049800.v6.10.8036006 0.03705 down no . pfam11255 DUF3054 Protein of unknown function (DUF3054). Some members in this family of proteins are annotated as membrane proteins however this cannot be confirmed. Currently no function is known.. . . .

Manes.18G050200.v6.11.0779641 0.46565 up no Chaperone protein DnaJ 1pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.18G050400.v6.10.7149731 0.03409 down no . pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.18G050700.v6.13.9288147 7.85E-56 up yes Probable xyloglucan glycosyltransferase 12pfam13641 Glyco_tranf_2_3 Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G050800.v6.128.160104 1.47E-19 up yes . pfam11264 ThylakoidFormat Thylakoid formation protein. THF1 is localized to the outer plastid membrane and the stroma. THF1 has a role in sugar signalling. THF1 is also thought to have a role in chloroplast and leaf development. THF1 has been shown to play a crucial role in vesicle-mediated thylakoid membrane biogenesis.. . . .

Manes.18G051100.v6.10.8950248 0.39867 down no CSC1-like protein RXW8pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.18G051200.v6.10.8861995 0.28157 down no . pfam06446 Hepcidin Hepcidin. Hepcidin is a antibacterial and antifungal protein expressed in the liver and is also a signaling molecule in iron metabolizm. The hepcidin protein is cysteine-rich and forms a distorted beta-sheet with an unusual disulphide bond found at the turn of the hairpin.. . . .

Manes.18G051400.v6.11.8558808 0.14473 up no Branched-chain-amino-acid aminotransferase 2, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0071669|plant-type cell wall organization or biogenesis;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;K00826

Manes.18G051500.v6.12.7405938 5.19E-26 up yes Branched-chain-amino-acid aminotransferase 5, chloroplasticpfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;.

Manes.18G051800.v6.10.7746965 0.0561 down no Endo-1,4-beta-xylanase Apfam00331 Glyco_hydro_10 Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;. GO:0030246|carbohydrate binding;GO:0031176|endo-1,4-beta-xylanase activity;.

Manes.18G052000.v6.10.5323589 0.00842 down no . pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.18G052300.v6.12.3623388 9.31E-09 up yes Ergosterol biosynthetic protein 28pfam03694 Erg28 Erg28 like protein. This is a family of integral membrane proteins, which may contain four transmembrane helices. Members of this family are thought to be involved in sterol C-4 demethylation. In S. cerevisiae they may tether Erg26p (sterol dehydrogenase/decarboxylase) and Erg27p (3-ketoreductase) to the endoplasmic reticulum or may facilitate interaction between these proteins. The family contains a conserved arginine and histidine that may be functionally important.GO:0016126|sterol biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.18G052400.v6.13.9802905 1.78E-31 up yes . pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.18G052500.v6.15.9733906 2.76E-78 up yes . pfam04633 Herpes_BMRF2 Herpesvirus BMRF2 protein.. . . .

Manes.18G052600.v6.131.698956 ####### up yes SPX domain-containing protein 2pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.18G052800.v6.10.4171883 1.02E-06 down yes . pfam05050 Methyltransf_21 Methyltransferase FkbM domain. This family has members from bacteria to human, and appears to be a methyltransferase.. . . .

Manes.18G052900.v6.13.8018987 5.90E-16 up yes . pfam14964 DUF4507 Domain of unknown function (DUF4507). This family of proteins is found in eukaryotes. Proteins in this family are typically between 346 and 434 amino acids in length.. . . .

Manes.18G053000.v6.11.7241033 8.39E-10 up no Inositol-tetrakisphosphate 1-kinase 3pfam05770 Ins134_P3_kin Inositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.GO:0032957|inositol trisphosphate metabolic process;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0047325|inositol tetrakisphosphate 1-kinase activity;GO:0052726|inositol-1,3,4-trisphosphate 5-kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0000287|magnesium ion binding;.

Manes.18G053300.v6.11.0215835 0.78503 up no Amino acid permease 6pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015810|aspartate transport;GO:0015804|neutral amino acid transport;GO:0015827|tryptophan transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015172|acidic amino acid transmembrane transporter activity;GO:0015175|neutral amino acid transmembrane transporter activity;GO:0015293|symporter activity;.



Manes.18G054300.v6.12.6276899 1.69E-05 up yes MATE efflux family protein 5pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.18G054400.v6.12.1387609 1.27E-08 up yes Probable beta-1,4-xylosyltransferase IRX9Hpfam03360 Glyco_transf_43 Glycosyltransferase family 43.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0010584|pollen exine formation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015018|galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.

Manes.18G054600.v6.11.3279165 0.00388 up no Ubiquitin-fold modifier-conjugating enzyme 1pfam08694 UFC1 Ubiquitin-fold modifier-conjugating enzyme 1. Ubiquitin-like (UBL) post-translational modifiers are covalently linked to most, if not all, target protein(s) through an enzymatic cascade analogous to ubiquitylation, consisting of E1 (activating), E2 (conjugating), and E3 (ligating) enzymes. Ubiquitin-fold modifier 1 (Ufm1) a ubiquitin-like protein is activated by a novel E1-like enzyme, Uba5, by forming a high-energy thioester bond. Activated Ufm1 is then transferred to its cognate E2-like enzyme, Ufc1, in a similar thioester linkage. This family represents the E2-like enzyme.. . . K12165

Manes.18G054700.v6.11.4410368 0.00086 up no Phosphoenolpyruvate carboxykinase [ATP]pfam01293 PEPCK_ATP Phosphoenolpyruvate carboxykinase.GO:0016036|cellular response to phosphate starvation;GO:0009817|defense response to fungus, incompatible interaction;GO:0006094|gluconeogenesis;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004612|phosphoenolpyruvate carboxykinase (ATP) activity;K01610

Manes.18G054800.v6.11.8102278 0.00011 up no Uncharacterized protein sll0103pfam00092 VWA von Willebrand factor type A domain.. . . K07114

Manes.18G054900.v6.11.0117859 0.91196 up no Auxin-responsive protein IAA9pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G055000.v6.10.3918823 0.00128 down yes Transcription factor bHLH93pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G055100.v6.11.3850929 0.01663 up no Phosphoglycerate mutase-like protein 1pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. GO:0005829|cytosol;. .

Manes.18G055200.v6.10.9551306 0.71106 down no Protein odr-4 homologpfam14778 ODR4-like Olfactory receptor 4-like. In C.elegans, odr-4 and odr-8 are required for localizing a subset of odorant GPCRs to the cilia of olfactory neurons. Olfactory receptors (ORs) are synthesized in endoplasmic reticulum of the olfactory neurons, trafficked to the cell surface membrane and transported to the tip of the olfactory cilium, where they bind with odorants. Various accessory proteins are required for proper targetting of different ORs to the cell membrane. ODR-4 was the first accessory protein to be described.. GO:0016021|integral component of membrane;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.18G055400.v6.10.4268834 2.56E-15 down yes Pentatricopeptide repeat-containing protein At1g11290, chloroplasticpfam14432 DYW_deaminase DYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0016556|mRNA modification;GO:0006397|mRNA processing;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.18G055600.v6.10.4583984 0.46052 down no MADS-box transcription factor ANR1pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0071249|cellular response to nitrate;GO:0048527|lateral root development;GO:0010167|response to nitrate;GO:0007584|response to nutrient;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;K09264

Manes.18G055800.v6.10.83785 0.65459 down no . pfam04505 Dispanin Interferon-induced transmembrane protein. This family includes the human leukocyte antigen CD225, which is an interferon inducible transmembrane protein, and is associated with interferon induced cell growth suppression.. . . .

Manes.18G055900.v6.10.4620414 0.00046 down yes . pfam09859 Oxygenase-NA Oxygenase, catalyzing oxidative methylation of damaged DNA. This family of bacterial sequences is predicted to catalyse oxidative de-methylation of damaged bases in DNA.. . . .

Manes.18G056000.v6.1NA NA -- no . pfam04417 DUF501 Protein of unknown function (DUF501). Family of uncharacterized bacterial proteins.. . . .

Manes.18G056100.v6.10.9330173 0.48414 down no BEACH domain-containing protein lvsCpfam02138 Beach Beige/BEACH domain.GO:0016197|endosomal transport;GO:0012505|endomembrane system;GO:0019898|extrinsic component of membrane;GO:0005622|intracellular;GO:0005543|phospholipid binding;.

Manes.18G056400.v6.10.7862201 0.12349 down no GATA transcription factor 24pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.18G056500.v6.10.7647409 0.0082 down no Protein KIAA0100pfam10351 Apt1 Golgi-body localisation protein domain. This is the C-terminus of a family of proteins conserved from plants to humans. The plant members are localized to the Golgi proteins and appear to regulate membrane trafficking, as they are required for rapid vesicle accumulation at the tip of the pollen tube. The C-terminus probably contains the Golgi localisation signal and it is well-conserved.. GO:0005576|extracellular region;. .

Manes.18G056600.v6.11.8085626 5.00E-07 up no Neuroguidin pfam04000 Sas10_Utp3 Sas10/Utp3/C1D family. This family contains Utp3 and LCP5 which are components of the U3 ribonucleoprotein complex. It also includes the human C1D protein and Saccharomyces cerevisiae YHR081W (rrp47), an exosome-associated protein required for the 3' processing of stable RNAs, and Sas10 which has been identified as a regulator of chromatin silencing. This family also includes the human protein Neuroguidin an initiation factor 4E (eIF4E) binding protein.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006417|regulation of translation;GO:0030424|axon;GO:0000775|chromosome, centromeric region;GO:0005737|cytoplasm;GO:0030425|dendrite;GO:0030175|filopodium;GO:0005730|nucleolus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14765

Manes.18G056800.v6.132.26593 1.75E-40 up yes . pfam06747 CHCH CHCH domain. we have identified a conserved motif in the LOC118487 protein that we have called the CHCH motif. Alignment of this protein with related members showed the presence of three subgroups of proteins, which are called the S (Small), N (N-terminal extended) and C (C-terminal extended) subgroups. All three sub-groups of proteins have in common that they contain a predicted conserved [coiled coil 1]-[helix 1]-[coiled coil 2]-[helix 2] domain (CHCH domain). Within each helix of the CHCH domain, there are two cysteines present in a C-X9-C motif. The N-group contains an additional double helix domain, and each helix contains the C-X9-C motif. This family contains a number of characterized proteins: Cox19 protein - a nuclear gene of Saccharomyces cerevisiae, codes for an 11-kDa protein (Cox19p) required for expression of cytochrome oxidase. Because cox19 mutants are able to synthesize the mitochondrial and nuclear gene products of cytochrome oxidase, Cox19p probably functions post-translationally during ass. . . .

Manes.18G056900.v6.10.8920718 0.28871 down no E3 ubiquitin-protein ligase UPL2pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10592

Manes.18G057100.v6.148.701201 1.51E-08 up yes . pfam14683 CBM-like Polysaccharide lyase family 4, domain III. CBM-like is domain III of rhamnogalacturonan lyase (RG-lyase). The full-length protein specifically recognizes and cleaves alpha-1,4 glycosidic bonds between l-rhamnose and d-galacturonic acids in the backbone of rhamnogalacturonan-I, a major component of the plant cell wall polysaccharide, pectin. This domain possesses a jelly roll beta-sandwich fold structurally homologous to carbohydrate binding modules (CBMs), and it carries two sulfate ions and a hexa-coordinated calcium ion.. . . .

Manes.18G057500.v6.11.3554605 0.00115 up no XIAP-associated factor 1pfam02176 zf-TRAF TRAF-type zinc finger.GO:0006915|apoptotic process;GO:0019221|cytokine-mediated signaling pathway;GO:0031333|negative regulation of protein complex assembly;GO:0035456|response to interferon-beta;GO:0060337|type I interferon signaling pathway;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.18G058000.v6.11.7561739 6.91E-09 up no . pfam15502 MPLKIP M-phase-specific PLK1-interacting protein.. . . .

Manes.18G058100.v6.10.9270391 0.44003 down no NADPH--cytochrome P450 reductasepfam00667 FAD_binding_1 FAD binding domain. This domain is found in sulfite reductase, NADPH cytochrome P450 reductase, Nitric oxide synthase and methionine synthase reductase.. GO:0005789|endoplasmic reticulum membrane;GO:0010181|FMN binding;GO:0005506|iron ion binding;GO:0003958|NADPH-hemoprotein reductase activity;.

Manes.18G058200.v6.10.9199693 0.38724 down no NADPH--cytochrome P450 reductasepfam00667 FAD_binding_1 FAD binding domain. This domain is found in sulfite reductase, NADPH cytochrome P450 reductase, Nitric oxide synthase and methionine synthase reductase.. GO:0005789|endoplasmic reticulum membrane;GO:0010181|FMN binding;GO:0005506|iron ion binding;GO:0003958|NADPH-hemoprotein reductase activity;.

Manes.18G058300.v6.12.8929914 1.74E-33 up yes Telomeric repeat-binding factor 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0051301|cell division;GO:0000086|G2/M transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0007094|mitotic spindle assembly checkpoint;GO:0008156|negative regulation of DNA replication;GO:0051974|negative regulation of telomerase activity;GO:0032211|negative regulation of telomere maintenance via telomerase;GO:0043065|positive regulation of apoptotic process;GO:0031116|positive regulation of microtubule polymerization;GO:0045931|positive regulation of mitotic cell cycle;GO:0045840|positive regulation of mitotic nuclear division;GO:0051260|protein homooligomerization;GO:0042493|response to drug;GO:0007004|telomere maintenance via telomerase;GO:0031627|telomeric loop formation;GO:0000781|chromosome, telomeric region;GO:0005737|cytoplasm;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005819|spindle;GO:0008301|DNA binding, bending;GO:0003691|double-stranded telomeric DNA binding;GO:0008017|microtubule binding;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;GO:0042162|telomeric DNA binding;.

Manes.18G058400.v6.13.3361071 1.77E-13 up yes . pfam11046 HycA_repressor Transcriptional repressor of hyc and hyp operons. This family is conserved in Proteobacteria. It is likely to be the transcriptional repressor molecule for the hyc and hyp operons, which express, amongst others, the protein HycA. This protein may be harnessed for the reduction of technetium oxide, an unwelcome product of radio-nucleotide bioaccumulation. HycA produces formate hydrogenlyase, one of the key proteins necessary for metal compound reduction.. . . .

Manes.18G058900.v6.11.1717979 0.09264 up no Mechanosensitive ion channel protein 2, chloroplasticpfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0010020|chloroplast fission;GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009526|plastid envelope;. .

Manes.18G059000.v6.10.5441929 2.64E-05 down no Probable ubiquitin-like-specific protease 2Bpfam02902 Peptidase_C48 Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0016926|protein desumoylation;. GO:0016929|SUMO-specific protease activity;K08596

Manes.18G059200.v6.11.4354085 8.77E-05 up no MADS-box protein JOINTLESSpfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G059400.v6.10.5176165 0.00412 down no Putative transcription factor bHLH107pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G059500.v6.10.8548297 0.30219 down no Beta carbonic anhydrase 5, chloroplasticpfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009507|chloroplast;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;K01673

Manes.18G059600.v6.10.6043338 2.52E-05 down no AP-4 complex subunit mupfam00928 Adap_comp_sub Adaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0005905|coated pit;GO:0005829|cytosol;GO:0005794|Golgi apparatus;. .

Manes.18G059800.v6.110.492495 ####### up yes AT-hook motif nuclear-localized protein 27pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.18G059900.v6.10.7531956 0.00691 down no Ubiquitin carboxyl-terminal hydrolase 16pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0008283|cell proliferation;GO:0009908|flower development;GO:0048366|leaf development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:1901000|regulation of response to salt stress;GO:0009651|response to salt stress;GO:0048364|root development;GO:0048367|shoot system development;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;K11855

Manes.18G060000.v6.11.3657819 0.00458 up no Stress response protein NhaXpfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;. . .

Manes.18G060100.v6.10.3361175 6.12E-13 down yes Protein ASPARTIC PROTEASE IN GUARD CELL 1pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.18G060300.v6.10.5603847 0.07908 down no . pfam04499 SAPS SIT4 phosphatase-associated protein. This family includes a conserved region from a group of yeast proteins that associate with the SIT4 phosphatase. This association is required for SIT4's role in G1 cyclin transcription and for bud formation. This family also includes homologous regions from other eukaryotes.. . . .

Manes.18G060900.v6.11.9005743 4.27E-13 up no 14-3-3-like protein GF14 kappapfam00244 2014/3/3 14-3-3 protein.GO:0019222|regulation of metabolic process;. . .

Manes.18G061000.v6.11.0478696 0.65129 up no Protein CutA, chloroplasticpfam03091 CutA1 CutA1 divalent ion tolerance protein. Several gene loci with a possible involvement in cellular tolerance to copper have been identified. One such locus in eubacteria and archaebacteria, cutA, is thought to be involved in cellular tolerance to a wide variety of divalent cations other than copper. The cutA locus consists of two operons, of one and two genes. The CutA1 protein is a cytoplasmic protein, encoded by the single-gene operon and has been linked to divalent cation tolerance. It has no recognized structural motifs. This family also contains putative proteins from eukaryotes (human and Drosophila).GO:0010038|response to metal ion;GO:0009507|chloroplast;GO:0031972|chloroplast intermembrane space;GO:0005507|copper ion binding;K03926

Manes.18G061700.v6.10.8151275 0.1436 down no . pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.18G061800.v6.10.8426045 0.07163 down no Transport inhibitor response 1-like proteinpfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0009734|auxin-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0000822|inositol hexakisphosphate binding;.

Manes.18G062000.v6.10.8475023 0.09471 down no Pyridoxine/pyridoxamine 5'-phosphate oxidase 1, chloroplasticpfam03853 YjeF_N YjeF-related protein N-terminus. YjeF-N domain is a novel version of the Rossmann fold with a set of catalytic residues and structural features that are different from the conventional dehydrogenases. YjeF-N domain is fused to Ribokinases in bacteria (YjeF), where they may be phosphatases, and to divergent Sm and the FDF domain in eukaryotes (Dcp3p and FLJ21128), where they may be involved in decapping and catalyze hydrolytic RNA-processing reactions.GO:0006734|NADH metabolic process;GO:0006739|NADP metabolic process;GO:0042823|pyridoxal phosphate biosynthetic process;GO:0008615|pyridoxine biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0010181|FMN binding;GO:0046872|metal ion binding;GO:0052856|NADHX epimerase activity;GO:0052857|NADPHX epimerase activity;GO:0004733|pyridoxamine-phosphate oxidase activity;K00275

Manes.18G062200.v6.11.466661 0.00034 up no Serine/threonine-protein kinase PEPKR2pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;.

Manes.18G062300.v6.11.6060635 3.51E-06 up no Phosphoribosylaminoimidazole-succinocarboxamide synthase, chloroplasticpfam01259 SAICAR_synt SAICAR synthetase. Also known as Phosphoribosylaminoimidazole-succinocarboxamide synthase.GO:0006189|'de novo' IMP biosynthetic process;GO:0009733|response to auxin;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0004639|phosphoribosylaminoimidazolesuccinocarboxamide synthase activity;K01923

Manes.18G062400.v6.10.7806685 0.0983 down no . pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.. . . .

Manes.18G062600.v6.12.3717491 6.34E-13 up yes Purine permease 1pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0010184|cytokinin transport;GO:0006863|purine nucleobase transport;GO:0015860|purine nucleoside transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0005345|purine nucleobase transmembrane transporter activity;GO:0015211|purine nucleoside transmembrane transporter activity;.

Manes.18G063000.v6.10.4162084 5.86E-07 down yes Transcription factor bHLH96pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G063500.v6.13.8730029 6.11E-07 up yes Isoamylase 3, chloroplasticpfam00128 Alpha-amylase Alpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005977|glycogen metabolic process;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009569|chloroplast starch grain;GO:0009570|chloroplast stroma;GO:0043169|cation binding;GO:0019156|isoamylase activity;K01214

Manes.18G063700.v6.12.2326167 2.75E-10 up yes Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G063800.v6.10.5383727 0.00458 down no Homeobox-leucine zipper protein ATHB-6pfam02183 HALZ Homeobox associated leucine zipper.GO:0009738|abscisic acid-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.18G064100.v6.12.322071 1.46E-17 up yes Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G064200.v6.14.9383133 5.06E-07 up yes . pfam06836 DUF1240 Protein of unknown function (DUF1240). This family consists of a number of hypothetical putative membrane proteins which seem to be specific to Yersinia pestis. The function of this family is unknown.. . . .

Manes.18G064900.v6.11.850253 1.22E-08 up no . pfam07103 DUF1365 Protein of unknown function (DUF1365). This family consists of several bacterial and plant proteins of around 250 residues in length. The function of this family is unknown.. . . .

Manes.18G065100.v6.1Inf 0.04556 up no Probable 2-aminoethanethiol dioxygenasepfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.18G065200.v6.10.5607428 0.03342 down no Serine/threonine-protein kinase SAPK2pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G065400.v6.12.0170537 1.69E-15 up yes F-box protein At1g78280pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.. GO:0005829|cytosol;. .

Manes.18G065600.v6.16.72058 7.13E-06 up yes Putative ribonuclease H protein At1g65750pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.18G065800.v6.19.4927701 2.16E-46 up yes Protein EXORDIUMpfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.18G066100.v6.17.9811823 3.32E-10 up yes RNA-binding protein 24pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0003228|atrial cardiac muscle tissue development;GO:0072358|cardiovascular system development;GO:0030154|cell differentiation;GO:0048702|embryonic neurocranium morphogenesis;GO:0001947|heart looping;GO:0006397|mRNA processing;GO:0043488|regulation of mRNA stability;GO:0010830|regulation of myotube differentiation;GO:0060297|regulation of sarcomere organization;GO:0007519|skeletal muscle tissue development;GO:0001756|somitogenesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0000166|nucleotide binding;.

Manes.18G066400.v6.10.9397067 0.50595 down no Protein phosphatase 1 regulatory subunit SDS22 homologpfam13855 LRR_8 Leucine rich repeat.. GO:0005634|nucleus;. K17550

Manes.18G066600.v6.11.2437996 0.02864 up no 5'-adenylylsulfate reductase-like 4pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.18G066700.v6.13.993584 1.71E-12 up yes . pfam10476 DUF2448 Protein of unknown function C-terminus (DUF2448). The family DUF2349 is the N-terminal part of this family. This protein is found in eukaryotes but its function is not known.. . . .

Manes.18G066800.v6.10.3194621 1.20E-06 down yes . pfam01454 MAGE MAGE family. The MAGE (melanoma antigen-encoding gene) family are expressed in a wide variety of tumors but not in normal cells, with the exception of the male germ cells, placenta, and, possibly, cells of the developing embryo. The cellular function of this family is unknown. This family also contains the yeast protein, Nse3. The Nse3 protein is part of the Smc5-6 complex. Nse3 has been demonstrated to be important for meiosis.. . . .

Manes.18G067100.v6.11.190901 0.13036 up no Probable protein phosphatase 2C 10pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G067200.v6.10.5350599 0.00025 down no Probable protein phosphatase 2C 10pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G067300.v6.10.8042391 0.02215 down no Cryptochrome-1pfam03441 FAD_binding_7 FAD binding domain of DNA photolyase.GO:0046283|anthocyanin-containing compound metabolic process;GO:0009785|blue light signaling pathway;GO:0010617|circadian regulation of calcium ion oscillation;GO:0009583|detection of light stimulus;GO:0006281|DNA repair;GO:0055114|oxidation-reduction process;GO:0009640|photomorphogenesis;GO:0046777|protein autophosphorylation;GO:0018298|protein-chromophore linkage;GO:0010075|regulation of meristem growth;GO:0051510|regulation of unidimensional cell growth;GO:0009637|response to blue light;GO:0009414|response to water deprivation;GO:0010343|singlet oxygen-mediated programmed cell death;GO:0010118|stomatal movement;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0003913|DNA photolyase activity;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;K12118

Manes.18G067400.v6.1Inf 0.08944 up no Transcription factor MYB39pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.18G067500.v6.10.9989226 0.99928 down no . pfam13194 DUF4010 Domain of unknown function (DUF4010). This is a family of putative membrane proteins found in archaea and bacteria. It is sometimes found C terminal to pfam02308.. . . .

Manes.18G067800.v6.113.710119 ####### up yes . pfam04307 DUF457 Predicted membrane-bound metal-dependent hydrolase (DUF457). Family of predicted membrane-bound metal-dependent hydrolases, based on CA_C0507. May act as phospholipases.. . . .

Manes.18G068200.v6.10.1973164 2.51E-08 down yes . pfam06022 Cir_Bir_Yir Plasmodium variant antigen protein Cir/Yir/Bir. This family consists of several Cir, Yir and Bir proteins from the Plasmodium species P.chabaudi, P.yoelii and P.berghei.. . . .

Manes.18G069100.v6.12.9443924 2.33E-25 up yes Uncharacterized WD repeat-containing protein C2A9.03pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.18G069300.v6.10.775809 0.0336 down no Probable beta-D-xylosidase 7pfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005578|proteinaceous extracellular matrix;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.18G069400.v6.10.6725163 0.11191 down no Probable beta-D-xylosidase 7pfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005578|proteinaceous extracellular matrix;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.18G069700.v6.11.6663086 6.77E-06 up no Protein DOWNSTREAM OF FLCpfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.18G069800.v6.10.4004671 5.07E-05 down yes Probable glucan 1,3-beta-glucosidase Apfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0071555|cell wall organization;GO:0070879|fungal-type cell wall beta-glucan metabolic process;GO:0000272|polysaccharide catabolic process;GO:0000935|barrier septum;GO:0005576|extracellular region;GO:0046557|glucan endo-1,6-beta-glucosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;GO:0046872|metal ion binding;K01210

Manes.18G070300.v6.10.9024693 0.34075 down no Acetyl-CoA carboxylase 1pfam08326 ACC_central Acetyl-CoA carboxylase, central region. The region featured in this family is found in various eukaryotic acetyl-CoA carboxylases, N-terminal to the catalytic domain (pfam01039). This enzyme (EC:6.4.1.2) is involved in the synthesis of long-chain fatty acids, as it catalyses the rate-limiting step in this process.GO:0009793|embryo development ending in seed dormancy;GO:0030497|fatty acid elongation;GO:2001295|malonyl-CoA biosynthetic process;GO:0009933|meristem structural organization;GO:0010072|primary shoot apical meristem specification;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003989|acetyl-CoA carboxylase activity;GO:0005524|ATP binding;GO:0004075|biotin carboxylase activity;GO:0046872|metal ion binding;K11262

Manes.18G070400.v6.11.3348231 0.00775 up no tRNA modification GTPase MnmEpfam10396 TrmE_N GTP-binding protein TrmE N-terminus. This family represents the shorter, B, chain of the homo-dimeric structure which is a guanine nucleotide-binding protein that binds and hydrolyses GTP. TrmE is homologous to the tetrahydrofolate-binding domain of N,N-dimethylglycine oxidase and indeed binds formyl-tetrahydrofolate. TrmE actively participates in the formylation reaction of uridine and regulates the ensuing hydrogenation reaction of a Schiff's base intermediate. This B chain is the N-terminal portion of the protein consisting of five beta-strands and three alpha helices and is necessary for mediating dimer formation within the protein.GO:0007264|small GTPase mediated signal transduction;GO:0006400|tRNA modification;GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;K03650

Manes.18G070500.v6.10.4909928 4.16E-06 down yes Sulfate transporter 1.3pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K17470

Manes.18G070600.v6.10.5660924 0.0007 down no Low affinity sulfate transporter 3pfam00916 Sulfate_transp Sulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;.

Manes.18G070700.v6.10.3162715 9.16E-05 down yes Heavy metal-associated isoprenylated plant protein 26pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.18G070900.v6.17.1988299 0.0258 up yes . pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.18G071200.v6.1Inf 0.08879 up no . pfam14858 DUF4486 Domain of unknown function (DUF4486). This domain family is found in eukaryotes, and is typically between 542 and 565 amino acids in length.. . . .

Manes.18G071400.v6.10.3618415 6.79E-20 down yes Vacuolar membrane-associated protein iml1pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.GO:0035556|intracellular signal transduction;GO:2000785|regulation of autophagosome assembly;GO:0097042|extrinsic component of fungal-type vacuolar membrane;GO:1990130|Iml1 complex;GO:0005096|GTPase activator activity;.

Manes.18G071700.v6.10.8560804 0.26619 down no Transcription factor TGA7pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0042742|defense response to bacterium;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14431

Manes.18G071800.v6.11.045718 0.64888 up no Chaperone protein DnaJpfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.18G072200.v6.11.1625414 0.27324 up no . pfam10861 DUF2784 Protein of Unknown function (DUF2784). This is a family of uncharacterized protein. The function is not known however it is conserved in Bacteria.. . . .

Manes.18G072400.v6.12.2239761 3.76E-15 up yes Auxin response factor 17pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0048830|adventitious root development;GO:0009653|anatomical structure morphogenesis;GO:0009734|auxin-activated signaling pathway;GO:0052543|callose deposition in cell wall;GO:0009555|pollen development;GO:0010208|pollen wall assembly;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.18G072500.v6.10.5351867 5.26E-09 down no Probable eukaryotic translation initiation factor 5-2pfam01873 eIF-5_eIF-2B Domain found in IF2B/IF5. This family includes the N terminus of eIF-5, and the C terminus of eIF-2 beta. This region corresponds to the whole of the archaebacterial eIF-2 beta homologue. The region contains a putative zinc binding C4 finger.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003743|translation initiation factor activity;K03262

Manes.18G072600.v6.10.1942614 2.70E-05 down yes . pfam15536 Toxin_58 Putative toxin 58. A predicted RNase toxin found in bacterial polymorphic toxin systems. The toxin possesses an all-beta fold and conserved aspartate, arginine, histidine and cysteine residues that is usually exported by the Photorhabdus virulence cassette (PVC)-type export system.. . . .

Manes.18G072700.v6.11.2906269 0.00669 up no Histone acetyltransferase of the MYST family 1pfam01853 MOZ_SAS MOZ/SAS family. This region of these proteins has been suggested to be homologous to acetyltransferases.GO:0006281|DNA repair;GO:0016573|histone acetylation;GO:0043981|histone H4-K5 acetylation;GO:2000028|regulation of photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0004402|histone acetyltransferase activity;GO:0043995|histone acetyltransferase activity (H4-K5 specific);GO:0046872|metal ion binding;K11308

Manes.18G073900.v6.10.4400036 5.41E-09 down yes Probable serine/threonine-protein kinase mps1pfam00069 Pkinase Protein kinase domain.GO:0051304|chromosome separation;GO:0007093|mitotic cell cycle checkpoint;GO:0005813|centrosome;GO:0000778|condensed nuclear chromosome kinetochore;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08866

Manes.18G074400.v6.10.9685037 0.82026 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G074800.v6.10.8178048 0.06606 down no . pfam02537 CRCB CrcB-like protein. CRCB is a putative integral membrane protein possibly involved in chromosome condensation. Over expression in Escherichia coli also leads to camphor resistance.. . . .

Manes.18G075500.v6.10.8558824 0.15681 down no Phosphatidylinositol 4-phosphate 5-kinase 1pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.18G075600.v6.16.9847648 2.54E-11 up yes Ethylene-responsive transcription factor ERF012pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071497|cellular response to freezing;GO:0034605|cellular response to heat;GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.18G075700.v6.11.4678493 0.00119 up no Transmembrane emp24 domain-containing protein p24delta5pfam01105 EMP24_GP25L emp24/gp25L/p24 family/GOLD. Members of this family are implicated in bringing cargo forward from the ER and binding to coat proteins by their cytoplasmic domains. This domain corresponds closely to the beta-strand rich GOLD domain described in. The GOLD domain is always found combined with lipid- or membrane-association domains.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030134|ER to Golgi transport vesicle;GO:0016021|integral component of membrane;. .

Manes.18G076100.v6.10.9733061 0.82798 down no Putative glutathione-specific gamma-glutamylcyclotransferase 2pfam04752 ChaC ChaC-like protein. The ChaC protein is thought to be associated with the putative ChaA Ca2+/H+ cation transport protein in Escherichia coli. Its function is not known. This family also includes homologues regions from several other bacterial and eukaryotic proteins.. . GO:0016746|transferase activity, transferring acyl groups;.

Manes.18G076400.v6.10.4230962 5.53E-10 down yes . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.18G076700.v6.11.0665567 0.48267 up no Sister chromatid cohesion protein PDS5 homolog Apfam01602 Adaptin_N Adaptin N terminal region. This family consists of the N terminal region of various alpha, beta and gamma subunits of the AP-1, AP-2 and AP-3 adaptor protein complexes. The adaptor protein (AP) complexes are involved in the formation of clathrin-coated pits and vesicles. The N-terminal region of the various adaptor proteins (APs) is constant by comparison to the C-terminal which is variable within members of the AP-2 family; and it has been proposed that this constant region interacts with another uniform component of the coated vesicles.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0008156|negative regulation of DNA replication;GO:0005634|nucleus;. K11267

Manes.18G076800.v6.11.6424074 9.19E-08 up no Small glutamine-rich tetratricopeptide repeat-containing protein betapfam13414 TPR_11 TPR repeat. GO:0006457|protein folding;. GO:0051087|chaperone binding;GO:0030544|Hsp70 protein binding;GO:0008022|protein C-terminus binding;.

Manes.18G077100.v6.10.8209269 0.2149 down no Esterase pfam12923 RRP7 Ribosomal RNA-processing protein 7 (RRP7). RRP7 is an essential protein in yeast that is involved in pre-rRNA processing and ribosome assembly. It is speculated to be required for correct assembly of rpS27 into the pre-ribosomal particle.GO:0006952|defense response;. GO:0016788|hydrolase activity, acting on ester bonds;GO:0019863|IgE binding;.

Manes.18G077500.v6.11.5425037 0.00536 up no TLC domain-containing protein 2pfam03798 TRAM_LAG1_CLN8TLC domain.. GO:0016021|integral component of membrane;. .

Manes.18G077600.v6.12.0247993 0.00015 up yes Chlorophyllide a oxygenase, chloroplasticpfam00355 Rieske Rieske [2Fe-2S] domain. The rieske domain has a [2Fe-2S] centre. Two conserved cysteines coordinate one Fe ion, while the other Fe ion is coordinated by two conserved histidines. In hyperthermophilic archaea there is a SKTPCX(2-3)C motif at the C-terminus. The cysteines in this motif form a disulphide bridge, which stabilizes the protein.GO:0015995|chlorophyll biosynthetic process;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0042651|thylakoid membrane;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K13600

Manes.18G077700.v6.10.2421791 2.60E-10 down yes . pfam13248 zf-ribbon_3 zinc-ribbon domain. This family consists of a single zinc ribbon domain, ie half of a pair as in family DZR. pfam12773.. . . .

Manes.18G078400.v6.10.8093207 0.65262 down no IAA-amino acid hydrolase ILR1-like 6pfam01546 Peptidase_M20 Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009694|jasmonic acid metabolic process;GO:0010112|regulation of systemic acquired resistance;GO:0009753|response to jasmonic acid;. GO:1990206|jasmonyl-Ile conjugate hydrolase activity;K14664

Manes.18G078500.v6.10.7253073 0.00098 down no Delta-aminolevulinic acid dehydratase 1, chloroplasticpfam00490 ALAD Delta-aminolevulinic acid dehydratase.GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004655|porphobilinogen synthase activity;GO:0008270|zinc ion binding;K01698

Manes.18G079000.v6.11.399379 0.00019 up no Aldehyde dehydrogenase family 3 member H1pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005773|vacuole;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.18G079100.v6.10.5148873 0.00039 down no DnaJ homolog subfamily B member 13pfam01556 CTDII DnaJ C terminal domain. This family consists of the C terminal region form the DnaJ protein. It is always found associated with pfam00226 and pfam00684. DnaJ is a chaperone associated with the Hsp70 heat-shock system involved in protein folding and renaturation after stress. The two C-terminal domains CTDI and this, CTDII, are necessary for maintaining the J-domains in their specific relative positions.GO:0006457|protein folding;. . K09519

Manes.18G079200.v6.10.95605 0.67275 down no Ubiquitin carboxyl-terminal hydrolase 26pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0048316|seed development;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11858

Manes.18G079300.v6.10.2886725 0.1105 down no Guanine nucleotide-binding protein subunit gamma 1pfam04387 PTPLA Protein tyrosine phosphatase-like protein, PTPLA. This family includes the mammalian protein tyrosine phosphatase-like protein, PTPLA. A significant variation of PTPLA from other protein tyrosine phosphatases is the presence of proline instead of catalytic arginine at the active site. It is thought that PTPLA proteins have a role in the development, differentiation, and maintenance of a number of tissue types.GO:0010541|acropetal auxin transport;GO:0009817|defense response to fungus, incompatible interaction;GO:0007186|G-protein coupled receptor signaling pathway;GO:0048527|lateral root development;GO:0018345|protein palmitoylation;GO:0018342|protein prenylation;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005834|heterotrimeric G-protein complex;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0004871|signal transducer activity;.

Manes.18G079400.v6.12.1863649 4.28E-17 up yes Aspartic proteinase Asp1pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;.

Manes.18G079600.v6.111.909891 ####### up yes NAC domain-containing protein 2pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G079900.v6.12.862608 2.72E-06 up yes Beta-galactosidase 16pfam01301 Glyco_hydro_35 Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.18G080200.v6.11.0150305 0.92189 up no Metal transporter Nramp5pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G080500.v6.1Inf 0.02254 up yes F-box protein At5g49610pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. . .

Manes.18G080700.v6.15.2181645 6.69E-08 up yes F-box protein At5g49610pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. . .

Manes.18G081200.v6.1Inf 0.00014 up yes Protein TolB pfam07676 PD40 WD40-like Beta Propeller Repeat. This family appears to be related to the pfam00400 repeat This This repeat corresponds to the RIVW repeat identified in cell surface proteins [Adindla et al. Comparative and Functional Genomics 2004; 5:2-16].GO:0017038|protein import;GO:0042597|periplasmic space;. K03641

Manes.18G081400.v6.10.4396645 2.72E-12 down yes Protein TolB pfam07676 PD40 WD40-like Beta Propeller Repeat. This family appears to be related to the pfam00400 repeat This This repeat corresponds to the RIVW repeat identified in cell surface proteins [Adindla et al. Comparative and Functional Genomics 2004; 5:2-16].GO:0017038|protein import;GO:0042597|periplasmic space;. K03641

Manes.18G081500.v6.11.8423509 0.06089 up no Amino acid permease 3pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015802|basic amino acid transport;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.18G081600.v6.10.2043713 0.10914 down no . pfam03899 ATP_synt_I ATP synthase I chain.. . . .

Manes.18G081700.v6.13.2206228 1.72E-10 up yes Amino acid permease 3pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015802|basic amino acid transport;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.18G082000.v6.10.5569123 0.00059 down no Myosin heavy chain kinase Bpfam13445 zf-RING_UBOX RING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G082300.v6.10.9109368 0.37113 down no . pfam12128 DUF3584 Protein of unknown function (DUF3584). This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 943 to 1234 amino acids in length. This family contains a P-loop motif suggesting it is a nucleotide binding protein. It may be involved in replication.. . . .

Manes.18G082500.v6.10.4938828 1.69E-08 down yes Histone-lysine N-methyltransferase ASHH2pfam07496 zf-CW CW-type Zinc Finger. This domain appears to be a zinc finger. The alignment shows four conserved cysteine residues and a conserved tryptophan. It was first identified by, and is predicted to be a "highly specialized mononuclear four-cysteine zinc finger...that plays a role in DNA binding and/or promoting protein-protein interactions in complicated eukaryotic processes including...chromatin methylation status and early embryonic development." Weak homology to pfam00628 further evidences these predictions (personal obs: C Yeats). Twelve different CW-domain-containing protein subfamilies are described, with different subfamilies being characteristic of vertebrates, higher plants and other animals in which these domain is found.GO:0048653|anther development;GO:0016116|carotenoid metabolic process;GO:0009553|embryo sac development;GO:0010452|histone H3-K36 methylation;GO:0051568|histone H3-K4 methylation;GO:0009910|negative regulation of flower development;GO:0048481|ovule development;GO:0009555|pollen development;GO:0031062|positive regulation of histone methylation;GO:0040029|regulation of gene expression, epigenetic;GO:0010363|regulation of plant-type hypersensitive response;GO:0043067|regulation of programmed cell death;GO:0010223|secondary shoot formation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.18G082600.v6.10.667069 0.00022 down no Histone-lysine N-methyltransferase ASHH2pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0048653|anther development;GO:0016116|carotenoid metabolic process;GO:0009553|embryo sac development;GO:0010452|histone H3-K36 methylation;GO:0051568|histone H3-K4 methylation;GO:0009910|negative regulation of flower development;GO:0048481|ovule development;GO:0009555|pollen development;GO:0031062|positive regulation of histone methylation;GO:0040029|regulation of gene expression, epigenetic;GO:0010363|regulation of plant-type hypersensitive response;GO:0043067|regulation of programmed cell death;GO:0010223|secondary shoot formation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.18G083000.v6.11.2656175 0.00964 up no Zinc finger CCCH domain-containing protein 7pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0003723|RNA binding;.

Manes.18G083200.v6.10.8587878 0.23866 down no UDP-sugar pyrophosphorylasepfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.. . GO:0051748|UTP-monosaccharide-1-phosphate uridylyltransferase activity;.

Manes.18G083500.v6.10.492742 0.00432 down yes BTB/POZ domain-containing protein At4g08455pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . K10523

Manes.18G084200.v6.10.5794928 0.00035 down no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.18G084500.v6.10.4992274 1.18E-08 down yes Protein STAY-GREEN LIKE, chloroplasticpfam12638 Staygreen Staygreen protein. This family of proteins have been implicated in chlorophyll degradation. Intriguingly members of this family are also found in non-photosynthetic bacteria.GO:0009658|chloroplast organization;GO:0009507|chloroplast;. .

Manes.18G084600.v6.11.4564564 6.18E-05 up no Hepatocyte growth factor-regulated tyrosine kinase substratepfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0010324|membrane invagination;GO:0046426|negative regulation of JAK-STAT cascade;GO:1903543|positive regulation of exosomal secretion;GO:0010628|positive regulation of gene expression;GO:0072657|protein localization to membrane;GO:0006622|protein targeting to lysosome;GO:0043405|regulation of MAP kinase activity;GO:0005737|cytoplasm;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0070062|extracellular exosome;GO:0043231|intracellular membrane-bounded organelle;GO:0032585|multivesicular body membrane;GO:0046872|metal ion binding;GO:0019904|protein domain specific binding;GO:0043130|ubiquitin binding;K12182

Manes.18G084700.v6.11.8077069 0.00013 up no . pfam00002 7tm_2 7 transmembrane receptor (Secretin family). This family is known as Family B, the secretin-receptor family or family 2 of the G-protein-coupled receptors (GCPRs).They have been described in many animal species, but not in plants, fungi or prokaryotes. Three distinct sub-families are recognized. Subfamily B1 contains classical hormone receptors, such as receptors for secretin and glucagon, that are all involved in cAMP-mediated signalling pathways. Subfamily B2 contains receptors with long extracellular N-termini, such as the leukocyte cell-surface antigen CD97; calcium-independent receptors for latrotoxin, and brain-specific angiogenesis inhibitors amongst others. Subfamily B3 includes Methuselah and other Drosophila proteins. Other than the typical seven-transmembrane region, characteristic structural features include an amino-terminal extracellular domain involved in ligand binding, and an intracellular loop (IC3) required for specific G-protein coupling.. . . .

Manes.18G085100.v6.11.253602 0.03734 up no F-box protein SKP2Apfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0071365|cellular response to auxin stimulus;GO:0010311|lateral root formation;GO:0051781|positive regulation of cell division;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0004842|ubiquitin-protein transferase activity;K03875

Manes.18G085800.v6.11.2624508 0.00918 up no Scarecrow-like protein 1pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G086100.v6.10.23591 0.0003 down yes . pfam03307 Adeno_E3_15_3 Adenovirus 15.3kD protein in E3 region.. . . .

Manes.18G086400.v6.14.1131631 0.44906 up no Bidirectional sugar transporter SWEET1pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.18G086500.v6.10.4354201 2.52E-07 down yes Probable arabinosyltransferase ARAD1pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G086700.v6.11.2415928 0.01751 up no Putative transcription elongation factor SPT5 homolog 1pfam03439 Spt5-NGN Early transcription elongation factor of RNA pol II, NGN section. Spt5p and prokaryotic NusG are shown to contain a novel 'NGN' domain. The combined NGN and KOW motif regions of Spt5 form the binding domain with Spt4. Spt5 complexes with Spt4 as a 1:1 heterodimer snf this Spt5-Spt4 complex regulates early transcription elongation by RNA polymerase II and has an imputed role in pre-mRNA processing via its physical association with mRNA capping enzymes. The Schizosaccharomyces pombe core Spt5-Spt4 complex is a heterodimer bearing a trypsin-resistant Spt4-binding domain within the Spt5 subunit.GO:0032784|regulation of DNA-templated transcription, elongation;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K15172

Manes.18G087100.v6.15.5620008 0.01951 up yes LRR receptor-like serine/threonine-protein kinase GSO2pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009553|embryo sac development;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.18G087600.v6.11.9592464 3.28E-09 up no Pentatricopeptide repeat-containing protein At3g09040, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.18G088600.v6.19.4095173 0.00107 up yes Pathogen-related proteinpfam00496 SBP_bac_5 Bacterial extracellular solute-binding proteins, family 5 Middle. The borders of this family are based on the PDBSum definitions of the domain edges for Salmonella typhimurium oppA.GO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.18G088800.v6.11.0445231 0.69877 up no LRR receptor-like serine/threonine-protein kinase RCH1pfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G088900.v6.10.4699801 1.36E-13 down yes Receptor-like protein kinase 2pfam00069 Pkinase Protein kinase domain.GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G089300.v6.15.1806918 6.14E-27 up yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G089700.v6.158.90917 ####### up yes U-box domain-containing protein 29pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009506|plasmodesma;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G089900.v6.10.6417984 0.00176 down no Ultraviolet-B receptor UVR8pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.18G090100.v6.10.6735978 0.00093 down no Protein MATERNALLY EXPRESSED GENE 5pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;. GO:0000166|nucleotide binding;GO:0017069|snRNA binding;.

Manes.18G090300.v6.10.932196 0.4577 down no Serine/threonine-protein kinase HT1pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G090400.v6.11.1881719 0.06226 up no Serine decarboxylasepfam00282 Pyridoxal_deC Pyridoxal-dependent decarboxylase conserved domain.GO:0019752|carboxylic acid metabolic process;GO:0006580|ethanolamine metabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016831|carboxy-lyase activity;GO:0030170|pyridoxal phosphate binding;K01590

Manes.18G090500.v6.10.4916153 0.01588 down yes Serine decarboxylase 1pfam00282 Pyridoxal_deC Pyridoxal-dependent decarboxylase conserved domain.GO:0019752|carboxylic acid metabolic process;GO:0006580|ethanolamine metabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016831|carboxy-lyase activity;GO:0030170|pyridoxal phosphate binding;K01590

Manes.18G091000.v6.10.5120915 1.73E-07 down no . pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.18G091700.v6.10.7019358 0.0018 down no Trihelix transcription factor GT-2pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G092200.v6.10.7956381 0.42796 down no . pfam00499 Oxidored_q3 NADH-ubiquinone/plastoquinone oxidoreductase chain 6.. . . .

Manes.18G092500.v6.12.217209 4.71E-17 up yes . pfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.. . . .

Manes.18G092600.v6.10.3288909 0.0007 down yes . pfam04441 Pox_VERT_large Poxvirus early transcription factor (VETF), large subunit. The poxvirus early transcription factor (VETF), in addition to the viral RNA polymerase, is required for efficient transcription of early genes in vitro. VETF is a heterodimeric protein that binds specifically to early gene promoters. The heterodimer is comprised of an 82 kDa (this family) subunit and a 70 kDa subunit.. . . .

Manes.18G092800.v6.10.9271038 0.58434 down no Sterol 3-beta-glucosyltransferase UGT80B1pfam03033 Glyco_transf_28 Glycosyltransferase family 28 N-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). This N-terminal domain contains the acceptor binding site and likely membrane association site. This family also contains a large number of proteins that probably have quite distinct activities.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0030259|lipid glycosylation;GO:0010214|seed coat development;GO:0009845|seed germination;GO:0016126|sterol biosynthetic process;GO:0016125|sterol metabolic process;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016906|sterol 3-beta-glucosyltransferase activity;K05841

Manes.18G093100.v6.10.9610567 0.81695 down no . pfam02496 ABA_WDS ABA/WDS induced protein. This is a family of plant proteins induced by water deficit stress (WDS), or abscisic acid (ABA) stress and ripening.. . . .

Manes.18G093400.v6.10.8924603 0.23789 down no Polypyrimidine tract-binding protein homolog 3pfam13893 RRM_5 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0006417|regulation of translation;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0000932|cytoplasmic mRNA processing body;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14948

Manes.18G093600.v6.12.0604214 0.09593 up no . pfam10854 DUF2649 Protein of unknown function (DUF2649). Members in this family of proteins are annotated as Plectrovirus orf 10 transmembrane proteins however currently no function is known.. . . .

Manes.18G093700.v6.13.4475748 0.14923 up no . pfam14010 PEPcase_2 Phosphoenolpyruvate carboxylase. This family of phosphoenolpyruvate carboxylases is based on seqeunces not picked up by the model for PEPcase, PF00311. Most of the family members are from Archaea.. . . .

Manes.18G093800.v6.131.929179 1.04E-05 up yes Ethylene-responsive transcription factor ERF110pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G093900.v6.1NA NA -- no . pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.18G094000.v6.11.0429883 0.65045 up no Protein S-acyltransferase 8pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K16675

Manes.18G094200.v6.10.9819807 0.94941 down no . pfam12023 DUF3511 Domain of unknown function (DUF3511). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 50 amino acids in length. This domain has two completely conserved residues (Y and K) that may be functionally important.. . . .

Manes.18G094400.v6.11.3314874 0.00168 up no . pfam00504 Chloroa_b-bind Chlorophyll A-B binding protein.. . . .

Manes.18G094500.v6.10.7530503 0.02021 down no . pfam10192 GpcrRhopsn4 Rhodopsin-like GPCR transmembrane domain. This region of 270 amino acids is the seven transmembrane alpha-helical domains included within five GPCRRHODOPSN4 motifs of a G-protein-coupled-receptor (GPCR) protein, conserved from nematodes to humans. GPCRs are integral membrane receptors whose intracellular actions are mediated by signalling pathways involving G proteins and downstream secondary messengers.. . . .

Manes.18G094600.v6.11.3839736 0.00029 up no . pfam13218 DUF4026 Protein of unknown function (DUF4026). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 450 amino acids in length. The family is found in association with pfam10077.. . . .

Manes.18G094800.v6.12.5977897 6.96E-10 up yes UDP-galactose transporter 2pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.18G094900.v6.18.5251695 8.30E-10 up yes Beta-amyrin 11-oxidasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G095000.v6.12.9735442 5.43E-05 up yes Protein GIGANTEApfam02443 Circo_capsid Circovirus capsid protein. Circoviruses are small circular single stranded viruses. This family is the capsid protein from viruses such as porcine circovirus and beak and feather disease virus. These proteins are about 220 amino acids long.GO:0030154|cell differentiation;GO:0007623|circadian rhythm;GO:0009908|flower development;GO:0048578|positive regulation of long-day photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0042752|regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009409|response to cold;GO:0010218|response to far red light;GO:0042542|response to hydrogen peroxide;GO:0080167|response to karrikin;GO:0010378|temperature compensation of the circadian clock;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;. K12124

Manes.18G095200.v6.10.701328 0.00186 down no U3 small nucleolar RNA-associated protein 4pfam00400 WD40 WD domain, G-beta repeat.GO:0030490|maturation of SSU-rRNA;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0072686|mitotic spindle;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0034455|t-UTP complex;GO:0030515|snoRNA binding;K14548

Manes.18G095300.v6.10.3809458 2.72E-10 down yes Dehydrogenase/reductase SDR family member 12pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;K11168

Manes.18G095400.v6.10.6178717 0.01644 down no Dehydrogenase/reductase SDR family member 12pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;K11168

Manes.18G095800.v6.1#NAME? 0.06754 down no Peroxidase 12pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.18G095900.v6.11.877568 3.42E-05 up no Hypoxanthine-guanine phosphoribosyltransferasepfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0032264|IMP salvage;GO:0006166|purine ribonucleoside salvage;GO:0005737|cytoplasm;GO:0052657|guanine phosphoribosyltransferase activity;GO:0004422|hypoxanthine phosphoribosyltransferase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K00760



Manes.18G096200.v6.10.9201979 0.40016 down no . pfam07343 DUF1475 Protein of unknown function (DUF1475). This family consists of several hypothetical plant proteins of around 250 residues in length. Members of this family seem to be found exclusively in Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.18G096500.v6.12.1003683 3.85E-10 up yes Sphinganine C(4)-monooxygenase 2pfam04116 FA_hydroxylase Fatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.18G097100.v6.11.029495 0.73706 up no Exocyst complex component SEC6pfam06046 Sec6 Exocyst complex component Sec6. Sec6 is a component of the multiprotein exocyst complex. Sec6 interacts with Sec8, Sec10 and Exo70.These exocyst proteins localize to regions of active exocytosis-at the growing ends of interphase cells and in the medial region of cells undergoing cytokinesis-in an F-actin-dependent and exocytosis- independent manner.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;. .

Manes.18G097500.v6.11.6026693 1.86E-07 up no . pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.18G097800.v6.10.6847528 0.01539 down no Putative 1-phosphatidylinositol-3-phosphate 5-kinase FAB1Dpfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;K00921

Manes.18G097900.v6.10.8574394 0.76789 down no . pfam10230 DUF2305 Uncharacterized conserved protein (DUF2305). This family of proteins is conserved from plants to humans. The function is unknown.. . . .

Manes.18G098100.v6.11.529188 0.00015 up no . pfam04189 Gcd10p Gcd10p family. eIF-3 is a multi-subunit complex that stimulates translation initiation in vitro at several different steps. This family corresponds to the gamma subunit if eIF3. The Yeast protein Gcd10p has also been shown to be part of a complex with the methyltransferase Gcd14p that is involved in modifying tRNA.. . . .

Manes.18G098500.v6.111.870682 0.00012 up yes . pfam02639 DUF188 Uncharacterized BCR, YaiI/YqxD family COG1671.. . . .

Manes.18G098700.v6.155.810764 ####### up yes Probable WRKY transcription factor 33pfam03106 WRKY WRKY DNA -binding domain.GO:0010120|camalexin biosynthetic process;GO:0070370|cellular heat acclimation;GO:0034605|cellular response to heat;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010508|positive regulation of autophagy;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K13424

Manes.18G099200.v6.10.7869791 0.01711 down no . pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.18G099400.v6.11.2099944 0.17445 up no Sucrose transport protein SUC2pfam00083 Sugar_tr Sugar (and other) transporter.GO:0005985|sucrose metabolic process;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0008506|sucrose:proton symporter activity;K15378

Manes.18G099800.v6.11.4919448 1.63E-05 up no Protein SENSITIVE TO PROTON RHIZOTOXICITY 1pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G100200.v6.15.9547011 9.67E-76 up yes Leucine-rich repeat receptor-like tyrosine-protein kinase PXC3pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;.

Manes.18G100300.v6.10.2295261 7.89E-18 down yes Probable magnesium transporter NIPA4pfam05653 Mg_trans_NIPA Magnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.18G100700.v6.11.1767487 0.26288 up no Ubiquitin-conjugating enzyme E2 30pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K06689

Manes.18G100800.v6.10.4159449 0.08367 down no NAC domain-containing protein 7pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:1901348|positive regulation of secondary cell wall biogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048759|xylem vessel member cell differentiation;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G100900.v6.10.8512429 0.19355 down no Uncharacterized membrane protein At4g09580pfam09335 SNARE_assoc SNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.18G101000.v6.12.0842825 6.19E-17 up yes Calcium-dependent protein kinase 11pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:1901979|regulation of inward rectifier potassium channel activity;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.18G101100.v6.13.71556 3.47E-25 up yes Subtilisin-like protease SBT5.4pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.GO:0010074|maintenance of meristem identity;GO:0040008|regulation of growth;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.18G101200.v6.10.6211598 1.58E-06 down no Erythroid differentiation-related factor 1pfam10441 Urb2 Urb2/Npa2 family. This family includes the Urb2 protein from yeast that are involved in ribosome biogenesis.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.18G101300.v6.12.5858873 9.38E-20 up yes ABC transporter G family member 25pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0080168|abscisic acid transport;GO:0009737|response to abscisic acid;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;.

Manes.18G101400.v6.1NA NA -- no . pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.18G101600.v6.11.5317741 4.20E-06 up no . pfam10186 Atg14 UV radiation resistance protein and autophagy-related subunit 14. The Atg14 or Apg14 proteins are hydrophilic proteins with a predicted molecular mass of 40.5 kDa, and have a coiled-coil motif at the N terminus region. Yeast cells with mutant Atg14 are defective not only in autophagy but also in sorting of carboxypeptidase Y (CPY), a vacuolar-soluble hydrolase, to the vacuole. Subcellular fractionation indicate that Apg14p and Apg6p are peripherally associated with a membrane structure(s). Apg14p was co-immunoprecipitated with Apg6p, suggesting that they form a stable protein complex. These results imply that Apg6/Vps30p has two distinct functions: in the autophagic process and in the vacuolar protein sorting pathway. Apg14p may be a component specifically required for the function of Apg6/Vps30p through the autophagic pathway. There are 17 auto-phagosomal component proteins which are categorized into six functional units, one of which is the AS-PI3K complex (Vps30/Atg6 and Atg14). The AS-PI3K complex and the. . . .

Manes.18G102100.v6.1Inf 0.38426 up no Tryptophan aminotransferase-related protein 4pfam04864 Alliinase_C Allinase. Allicin is a thiosulphinate that gives rise to dithiines, allyl sulphides and ajoenes, the three groups of active compounds in Allium species. Allicin is synthesized from sulfoxide cysteine derivatives by alliinase (EC:4.4.1.4), whose C-S lyase activity cleaves C(beta)-S(gamma) bonds. It is thought that this enzyme forms part of a primitive plant defence system.. GO:0016021|integral component of membrane;GO:0016846|carbon-sulfur lyase activity;GO:0008483|transaminase activity;.

Manes.18G102200.v6.12.0423809 1.15E-14 up yes Receptor homology region, transmembrane domain- and RING domain-containing protein 2pfam13639 zf-RING_2 Ring finger domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0000326|protein storage vacuole;GO:0032586|protein storage vacuole membrane;GO:0008270|zinc ion binding;K15692

Manes.18G103000.v6.11.5303334 2.19E-06 up no Alkaline/neutral invertase CINV2pfam12899 Glyco_hydro_100 Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.18G103500.v6.10.538508 2.43E-07 down no Deoxycytidine kinasepfam01712 dNK Deoxynucleoside kinase. This family consists of various deoxynucleoside kinases cytidine EC:2.7.1.74, guanosine EC:2.7.1.113, adenosine EC:2.7.1.76 and thymidine kinase EC:2.7.1.21 (which also phosphorylates deoxyuridine and deoxycytosine.) These enzymes catalyse the production of deoxynucleotide 5'-monophosphate from a deoxynucleoside. Using ATP and yielding ADP in the process.GO:0046092|deoxycytidine metabolic process;GO:0009157|deoxyribonucleoside monophosphate biosynthetic process;GO:0017144|drug metabolic process;GO:0006220|pyrimidine nucleotide metabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004137|deoxycytidine kinase activity;GO:0008144|drug binding;GO:0000287|magnesium ion binding;GO:0032548|pyrimidine deoxyribonucleoside binding;K00893

Manes.18G103700.v6.10.4076786 3.29E-07 down yes . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.18G103900.v6.10.7342966 0.00534 down no . pfam05141 DIT1_PvcA Pyoverdine/dityrosine biosynthesis protein. DIT1 is involved in synthesising dityrosine. Dityrosine is a sporulation-specific component of the yeast ascospore wall that is essential for the resistance of the spores to adverse environmental conditions. Pyoverdine biosynthesis protein PvcA is involved in the biosynthesis of pyoverdine, a cyclized isocyano derivative of tyrosine. It has a modified Rossmann fold.. . . .

Manes.18G104300.v6.10.4142409 7.28E-10 down yes Multiple C2 and transmembrane domain-containing protein 1pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.18G104800.v6.1#NAME? 0.06775 down no Protein NRT1/ PTR FAMILY 5.10pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G105100.v6.14.7320304 1.98E-20 up yes Protein NRT1/ PTR FAMILY 5.10pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G105200.v6.10.5079417 0.00108 down no Protein NRT1/ PTR FAMILY 5.10pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G105400.v6.14.906976 6.82E-14 up yes Patellin-3 pfam00650 CRAL_TRIO CRAL/TRIO domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0006810|transport;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.18G105500.v6.12.9536207 0.00012 up yes . pfam06317 Arena_RNA_pol Arenavirus RNA polymerase. This family consists of several Arenavirus RNA polymerase proteins (EC:2.7.7.48).. . . .

Manes.18G105600.v6.10.3259805 4.70E-05 down yes Probable receptor-like protein kinase At1g67000pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G105800.v6.11.8913305 4.53E-06 up no Putative disease resistance protein At1g50180pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0009506|plasmodesma;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G105900.v6.10.7684913 0.28597 down no Protein kinase APK1B, chloroplasticpfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.18G106000.v6.11.1780261 0.12612 up no . pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.. . . .

Manes.18G106500.v6.10.5730106 0.00305 down no . pfam00290 Trp_syntA Tryptophan synthase alpha chain.. . . .

Manes.18G106700.v6.10.9199894 0.50838 down no E3 ubiquitin-protein ligase RNF170pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K15707

Manes.18G107100.v6.10.4221911 3.51E-08 down yes Receptor-like protein kinase HSL1pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.18G107200.v6.15.3890982 4.66E-20 up yes Serine/threonine-protein kinase-like protein CCR4pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.18G107500.v6.10.7304759 0.21884 down no Structural maintenance of chromosomes protein 4pfam06470 SMC_hinge SMC proteins Flexible Hinge Domain. This family represents the hinge region of the SMC (Structural Maintenance of Chromosomes) family of proteins. The hinge region is responsible for formation of the DNA interacting dimer. It is also possible that the precise structure of it is an essential determinant of the specificity of the DNA-protein interaction.GO:0051301|cell division;GO:0009790|embryo development;GO:0051321|meiotic cell cycle;GO:0007076|mitotic chromosome condensation;GO:0000070|mitotic sister chromatid segregation;GO:0005694|chromosome;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.18G107800.v6.11.815531 7.13E-07 up no Putative F-box/kelch-repeat protein At1g12870pfam08268 FBA_3 F-box associated domain.. GO:0005774|vacuolar membrane;. .

Manes.18G108000.v6.10.6949195 0.00096 down no Endonuclease MutS2pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0006298|mismatch repair;GO:0045910|negative regulation of DNA recombination;. GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0004519|endonuclease activity;GO:0030983|mismatched DNA binding;K07456

Manes.18G108100.v6.13.1435786 4.97E-07 up yes . pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .

Manes.18G108200.v6.10.8266905 0.10782 down no Probable ribonuclease P/MRP protein subunit POP5pfam01900 RNase_P_Rpp14 Rpp14/Pop5 family. tRNA processing enzyme ribonuclease P (RNase P) consists of an RNA molecule associated with at least eight protein subunits, hPop1, Rpp14, Rpp20, Rpp25, Rpp29, Rpp30, Rpp38, and Rpp40. This protein is known as Pop5 in eukaryotes.GO:0008033|tRNA processing;GO:0005730|nucleolus;GO:0005773|vacuole;GO:0004526|ribonuclease P activity;K03537

Manes.18G108900.v6.10.9010803 0.39883 down no Probable VAMP-like protein At1g33475pfam00957 Synaptobrevin Synaptobrevin.GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.18G109000.v6.10.6775718 0.03204 down no RING-H2 finger protein ATL7pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;K19039

Manes.18G109100.v6.10.8839074 0.37043 down no . pfam09835 DUF2062 Uncharacterized protein conserved in bacteria (DUF2062). This domain, found in various prokaryotic proteins, has no known function.. . . .

Manes.18G109700.v6.10.9371329 0.5516 down no Probable acyl-activating enzyme 6pfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;. GO:0016874|ligase activity;.

Manes.18G110000.v6.1Inf 0.04485 up no . pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.. . . .

Manes.18G110800.v6.10.5551174 0.01519 down no Probable carboxylesterase 18pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009860|pollen tube growth;. GO:0052689|carboxylic ester hydrolase activity;.

Manes.18G111000.v6.11.960222 4.97E-13 up no Probable carboxylesterase 18pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009860|pollen tube growth;. GO:0052689|carboxylic ester hydrolase activity;.

Manes.18G111100.v6.11.1542619 0.32927 up no Probable carboxylesterase 18pfam07859 Abhydrolase_3 alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009860|pollen tube growth;. GO:0052689|carboxylic ester hydrolase activity;.

Manes.18G111500.v6.14.982827 1.82E-13 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G111600.v6.10.9840336 0.92017 down no Eukaryotic translation initiation factor 2Dpfam01253 SUI1 Translation initiation factor SUI1.GO:0001731|formation of translation preinitiation complex;GO:0002192|IRES-dependent translational initiation;GO:0032790|ribosome disassembly;GO:0005737|cytoplasm;GO:0022627|cytosolic small ribosomal subunit;GO:0005654|nucleoplasm;GO:0003743|translation initiation factor activity;K15027

Manes.18G111800.v6.11.2894063 0.0045 up no Dynamin-2A pfam00350 Dynamin_N Dynamin family.GO:0006896|Golgi to vacuole transport;GO:0005829|cytosol;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016020|membrane;GO:0005874|microtubule;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0008289|lipid binding;K01528

Manes.18G112000.v6.10.5351595 9.90E-05 down no Uncharacterized protein slp1pfam07738 Sad1_UNC Sad1 / UNC-like C-terminal. The C. elegans UNC-84 protein is a nuclear envelope protein that is involved in nuclear anchoring and migration during development. The S. pombe Sad1 protein localizes at the spindle pole body. UNC-84 and and Sad1 share a common C-terminal region, that is often termed the SUN (Sad1 and UNC) domain. In mammals, the SUN domain is present in two proteins, Sun1 and Sun2. The SUN domain of Sun2 has been demonstrated to be in the periplasm.GO:0034975|protein folding in endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.18G112200.v6.11.848475 1.05E-06 up no TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G112400.v6.10.5161648 4.73E-06 down no TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G112900.v6.159.078417 0.00055 up yes Serpin-ZX pfam00079 Serpin Serpin (serine protease inhibitor). Structure is a multi-domain fold containing a bundle of helices and a beta sandwich.. GO:0005615|extracellular space;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.18G113000.v6.12.3631206 1.87E-11 up yes Serpin-ZX pfam00079 Serpin Serpin (serine protease inhibitor). Structure is a multi-domain fold containing a bundle of helices and a beta sandwich.GO:0010951|negative regulation of endopeptidase activity;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0004869|cysteine-type endopeptidase inhibitor activity;GO:0004867|serine-type endopeptidase inhibitor activity;K13963

Manes.18G113100.v6.1Inf 0.17988 up no . pfam04632 FUSC Fusaric acid resistance protein family. This family includes a conserved region found in two proteins associated with fusaric acid resistance, from Burkholderia cepacia and Klebsiella oxytoca. These proteins are likely to be membrane transporter proteins.. . . .

Manes.18G113200.v6.10.7878766 0.03656 down no CMP-sialic acid transporter 4pfam04142 Nuc_sug_transp Nucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:0015780|nucleotide-sugar transport;GO:0015739|sialic acid transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005338|nucleotide-sugar transmembrane transporter activity;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;K15272

Manes.18G113600.v6.1NA NA -- no Mitogen-activated protein kinase kinase kinase 2pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.18G114800.v6.13.2186169 0.01124 up yes MLP-like protein 328pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0080184|response to phenylpropanoid;GO:0010043|response to zinc ion;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005829|cytosol;GO:0005507|copper ion binding;.

Manes.18G114900.v6.11.016909 0.90029 up no Protein SUPPRESSOR OF npr1-1, CONSTITUTIVE 1pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0042742|defense response to bacterium;GO:0009733|response to auxin;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.18G115000.v6.10.1193255 0.00032 down yes TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G115100.v6.10.1628552 0.00042 down yes Protein SUPPRESSOR OF npr1-1, CONSTITUTIVE 1pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0042742|defense response to bacterium;GO:0009733|response to auxin;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.18G115500.v6.10.4406018 4.97E-09 down yes Protein SUPPRESSOR OF npr1-1, CONSTITUTIVE 1pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0042742|defense response to bacterium;GO:0009733|response to auxin;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.18G115700.v6.12.1953904 1.19E-17 up yes DNA-damage-repair/toleration protein DRT100pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.18G117200.v6.12.9656952 2.47E-06 up yes Disease resistance protein RPM1pfam13855 LRR_8 Leucine rich repeat.GO:0009626|plant-type hypersensitive response;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;K13457

Manes.18G117800.v6.10.3865964 1.09E-06 down yes Disease resistance protein RPM1pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;K13457

Manes.18G118100.v6.11.0565939 0.59175 up no Phospholipase SGR2pfam02862 DDHD DDHD domain. The DDHD domain is 180 residues long and contains four conserved residues that may form a metal binding site. The domain is named after these four residues. This pattern of conservation of metal binding residues is often seen in phosphoesterase domains. This domain is found in retinal degeneration B proteins, as well as a family of probable phospholipases. It has been shown that this domain is found in a longer C terminal region that binds to PYK2 tyrosine kinase. These proteins have been called N-terminal domain-interacting receptor (Nir1, Nir2 and Nir3). This suggests that this region is involved in functionally important interactions in other members of this family.GO:0009660|amyloplast organization;GO:0009590|detection of gravity;GO:0016042|lipid catabolic process;GO:0009959|negative gravitropism;GO:0009705|plant-type vacuole membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0046872|metal ion binding;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;.

Manes.18G118400.v6.1NA NA -- no Beta-amyrin 28-oxidasepfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G118600.v6.10.8842433 0.29164 down no Protein phosphatase methylesterase 1pfam12697 Abhydrolase_6 Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0006482|protein demethylation;. GO:0051722|protein C-terminal methylesterase activity;GO:0051721|protein phosphatase 2A binding;K13617

Manes.18G118800.v6.1Inf 0.01353 up yes Ethylene-responsive transcription factor ERF022pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G118900.v6.1Inf 0.38426 up no Ethylene-responsive transcription factor ERF021pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G119500.v6.1Inf 0.01325 up yes Ethylene-responsive transcription factor ERF020pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G119800.v6.10.9256514 0.53438 down no NAD(P)H-quinone oxidoreductase subunit 2 B, chloroplasticpfam00361 Oxidored_q1 NADH-Ubiquinone/plastoquinone (complex I), various chains. This family is part of complex I which catalyses the transfer of two electrons from NADH to ubiquinone in a reaction that is associated with proton translocation across the membrane.GO:0042773|ATP synthesis coupled electron transport;GO:0019684|photosynthesis, light reaction;GO:0006810|transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0048038|quinone binding;.

Manes.18G119900.v6.10.2501724 5.58E-06 down yes Vacuolar protein sorting-associated protein 9Apfam02204 VPS9 Vacuolar sorting protein 9 (VPS9) domain. This domain acts as a GDP-GTP exchange factor (GEF). It activates Rab GTPases by stimulating the release of GDP and allowing GTP to bind.GO:0000919|cell plate assembly;GO:0042546|cell wall biogenesis;GO:0009793|embryo development ending in seed dormancy;GO:0043547|positive regulation of GTPase activity;GO:0048528|post-embryonic root development;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0005096|GTPase activator activity;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.18G120000.v6.1NA NA -- no . pfam12630 Pox_polyA_pol_N Poxvirus poly(A) polymerase N-terminal domain. This domain is found at the N-terminus of the pox virus Poly(A) polymerase protein. According to SCOP this domain contains a helix-hairpin-helix motif.. . . .

Manes.18G120400.v6.12.872283 2.58E-24 up yes 12-oxophytodienoate reductase 2pfam00724 Oxidored_FMN NADH:flavin oxidoreductase / NADH oxidase family.GO:0031408|oxylipin biosynthetic process;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0016629|12-oxophytodienoate reductase activity;GO:0010181|FMN binding;K05894

Manes.18G120600.v6.1NA NA -- no Putative 12-oxophytodienoate reductase 11pfam00724 Oxidored_FMN NADH:flavin oxidoreductase / NADH oxidase family.GO:0031408|oxylipin biosynthetic process;. GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.18G120900.v6.10.6138567 1.91E-05 down no GDSL esterase/lipase At1g33811pfam00657 Lipase_GDSL GDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.18G122100.v6.10.3549253 3.17E-12 down yes Calcium uniporter protein 6, mitochondrialpfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.



Manes.18G122300.v6.10.9335806 0.63558 down no ATP-dependent DNA helicase RecQpfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006974|cellular response to DNA damage stimulus;GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0009432|SOS response;GO:0043590|bacterial nucleoid;GO:0005737|cytoplasm;GO:0030894|replisome;GO:0017117|single-stranded DNA-dependent ATP-dependent DNA helicase complex;GO:0005524|ATP binding;GO:0043140|ATP-dependent 3'-5' DNA helicase activity;GO:0004003|ATP-dependent DNA helicase activity;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0017116|single-stranded DNA-dependent ATP-dependent DNA helicase activity;GO:0046914|transition metal ion binding;GO:0008270|zinc ion binding;K03654

Manes.18G122400.v6.11.2617633 0.03075 up no . pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. . . .

Manes.18G122600.v6.10.5912603 0.0038 down no Cytochrome P450 714C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G123400.v6.10.3390437 1.70E-09 down yes Cytochrome P450 714C2pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G123900.v6.11.0627181 0.58509 up no NAD(P)H-quinone oxidoreductase subunit Npfam11909 NdhN NADH-quinone oxidoreductase cyanobacterial subunit N. The proton-pumping NADH:ubiquinone oxidoreductase catalyzes the electron transfer from NADH to ubiquinone linked with proton translocation across the membrane. It is the largest, most complex and least understood of the respiratory chain enzymes and is referred to as Complex I. The subunit composition of the enzyme varies between groups of organisms. Complex I originating from mammalian mitochondria contains 45 different proteins, whereas in bacteria, the corresponding complex NDH-1 consists of 14 different polypeptides. Homologues of these 14 proteins are found among subunits of the mitochondrial complex I, and therefore bacterial NDH-1 might be considered a model proton-pumping NADH dehydrogenase with a minimal set of subunits. Escherichia coli NDH-1 readily disintegrates into 3 subcomplexes: a water-soluble NADH dehydrogenase fragment (NuoE, -F, and -G),the connecting fragment (NuoB, -C, -D, and -I), and the membrane fragment (NuoA, -H, -J, -K, -L, -M, GO:0006810|transport;GO:0042651|thylakoid membrane;GO:0016655|oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor;GO:0048038|quinone binding;K05585

Manes.18G124500.v6.10.582196 4.58E-06 down no Membrane-bound transcription factor site-2 proteasepfam02163 Peptidase_M50 Peptidase family M50.GO:0008203|cholesterol metabolic process;GO:0031293|membrane protein intracellular domain proteolysis;GO:0051091|positive regulation of sequence-specific DNA binding transcription factor activity;GO:1990440|positive regulation of transcription from RNA polymerase II promoter in response to endoplasmic reticulum stress;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K07765

Manes.18G124800.v6.12.489665 9.37E-24 up yes RING finger and transmembrane domain-containing protein 2pfam13639 zf-RING_2 Ring finger domain.. GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.18G125300.v6.13.127095 3.11E-12 up yes Probable LRR receptor-like serine/threonine-protein kinase At1g06840pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G125400.v6.13.8557928 3.73E-38 up yes TMV resistance protein Npfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G125500.v6.10.7510237 0.01952 down no Probable LRR receptor-like serine/threonine-protein kinase At1g06840pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G125600.v6.11.743605 5.87E-08 up no WD repeat-containing protein 36pfam04192 Utp21 Utp21 specific WD40 associated putative domain. Utp21 is a subunit of U3 snoRNP, which is essential for synthesis of 18S rRNA.GO:0030516|regulation of axon extension;GO:0050896|response to stimulus;GO:0001895|retina homeostasis;GO:0006364|rRNA processing;GO:0007601|visual perception;GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14554

Manes.18G125700.v6.15.9481019 1.23E-13 up yes Pathogenesis-related genes transcriptional activator PTI6pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13434

Manes.18G127000.v6.10.9241172 0.44827 down no ATP-dependent RNA helicase DBP2pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12823

Manes.18G127700.v6.11.2300131 0.0694 up no Malonyl-CoA-acyl carrier protein transacylase, mitochondrialpfam00698 Acyl_transf_1 Acyl transferase domain.GO:0006633|fatty acid biosynthetic process;GO:0008152|metabolic process;GO:0005739|mitochondrion;GO:0004314|[acyl-carrier-protein] S-malonyltransferase activity;GO:0044822|poly(A) RNA binding;GO:0016740|transferase activity;K00645

Manes.18G130800.v6.1Inf 0.9009 up no . pfam05731 TROVE TROVE domain. This presumed domain is found in TEP1 and Ro60 proteins, that are RNA-binding components of Telomerase, Ro and Vault RNPs. This domain has been named TROVE, (after Telomerase, Ro and Vault). This domain is probably RNA-binding.. . . .

Manes.18G131700.v6.1Inf 0.9009 up no . pfam03743 TrbI Bacterial conjugation TrbI-like protein. Although not essential for conjugation, the TrbI protein greatly increase the conjugational efficiency.. . . .

Manes.18G132200.v6.1Inf 0.9009 up no . pfam03281 Mab-21 Mab-21 protein. This family contains Mab-21 and Mab-21 like proteins. In C. elegans these proteins are required for several aspects of embryonic development.. . . .

Manes.18G135100.v6.1NA NA -- no . pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.. . . .

Manes.18G135300.v6.1NA NA -- no . pfam14015 DUF4231 Protein of unknown function (DUF4231). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea, eukaryotes and viruses. Proteins in this family are typically between 148 and 288 amino acids in length.. . . .

Manes.18G136200.v6.13.4461533 7.55E-38 up yes Inactive receptor-like serine/threonine-protein kinase At2g40270pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.18G136400.v6.16.8018877 1.37E-52 up yes Probable protein phosphatase 2C 25pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0050832|defense response to fungus;GO:0006470|protein dephosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0005634|nucleus;GO:0009536|plastid;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G136500.v6.11.6389902 2.75E-08 up no Ran-binding protein 1 homolog cpfam00638 Ran_BP1 RanBP1 domain.GO:0051028|mRNA transport;GO:0000060|protein import into nucleus, translocation;GO:0005643|nuclear pore;. K15306

Manes.18G136900.v6.10.9268581 0.55009 down no E3 ubiquitin-protein ligase listerinpfam15268 Dapper Dapper. This is a family of signalling proteins. They act in a diverse range of signaling pathways and have a range of binding partners. They act as homo- and heterodimers.GO:0016567|protein ubiquitination;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.18G137700.v6.11.3945408 0.00039 up no Probable GTP-binding protein EngBpfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0000917|barrier septum assembly;. GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0000287|magnesium ion binding;K03978

Manes.18G137800.v6.12.7416674 6.04E-30 up yes Taxadien-5-alpha-ol O-acetyltransferasepfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0042617|paclitaxel biosynthetic process;. GO:0050638|taxadien-5-alpha-ol O-acetyltransferase activity;.

Manes.18G138500.v6.11.5551043 9.64E-05 up no Uncharacterized protein At2g38710pfam01871 AMMECR1 AMMECR1. This family consists of several AMMECR1 as well as several uncharacterized proteins. The contiguous gene deletion syndrome AMME is characterized by Alport syndrome, midface hypoplasia, mental retardation and elliptocytosis and is caused by a deletion in Xq22.3, comprising several genes including COL4A5, FACL4 and AMMECR1. This family contains sequences from several eukaryotic species as well as archaebacteria and it has been suggested that the AMMECR1 protein may have a basic cellular function, potentially in either the transcription, replication, repair or translation machinery.GO:0009651|response to salt stress;GO:0005829|cytosol;. .

Manes.18G138800.v6.10.7698383 0.01286 down no Putative tRNA pseudouridine synthasepfam01416 PseudoU_synth_1 tRNA pseudouridine synthase. Involved in the formation of pseudouridine at the anticodon stem and loop of transfer-RNAs Pseudouridine is an isomer of uridine (5-(beta-D-ribofuranosyl) uracil, and id the most abundant modified nucleoside found in all cellular RNAs. The TruA-like proteins also exhibit a conserved sequence with a strictly conserved aspartic acid, likely involved in catalysis.GO:0001522|pseudouridine synthesis;GO:0008033|tRNA processing;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06173

Manes.18G138900.v6.10.9755094 0.80856 down no Superkiller viralicidic activity 2-like 2pfam13234 rRNA_proc-arch rRNA-processing arch domain. Mtr4 is the essential RNA helicase, and is an exosome-activating cofactor. This arch domain is carried in Mtr4 and Ski2 (the cytosolic homologue of Mtr4). The arch domain is required for proper 5.8S rRNA processing, and appears to function independently of canonical helicase activity.GO:0000460|maturation of 5.8S rRNA;GO:0006397|mRNA processing;GO:0006401|RNA catabolic process;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0000178|exosome (RNase complex);GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0044822|poly(A) RNA binding;GO:0003724|RNA helicase activity;K12598

Manes.18G139300.v6.10.8884017 0.27059 down no Probable serine/threonine-protein kinase WNK4pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.18G139500.v6.10.1255766 9.37E-05 down yes Transcription repressor OFP17pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.18G139600.v6.10.4922036 5.81E-05 down yes . pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.18G139800.v6.10.960803 0.69605 down no Eukaryotic translation initiation factor 2 subunit betapfam01873 eIF-5_eIF-2B Domain found in IF2B/IF5. This family includes the N terminus of eIF-5, and the C terminus of eIF-2 beta. This region corresponds to the whole of the archaebacterial eIF-2 beta homologue. The region contains a putative zinc binding C4 finger.. . GO:0046872|metal ion binding;GO:0003743|translation initiation factor activity;.

Manes.18G140300.v6.10.6661403 0.00342 down no Biogenesis of lysosome-related organelles complex 1 subunit 1pfam06320 GCN5L1 GCN5-like protein 1 (GCN5L1). This family consists of several eukaryotic GCN5-like protein 1 (GCN5L1) sequences. The function of this family is unknown.GO:0016197|endosomal transport;GO:0045324|late endosome to vacuole transport;GO:0048364|root development;GO:0031083|BLOC-1 complex;GO:0005768|endosome;GO:0005739|mitochondrion;. .

Manes.18G140800.v6.10.8614909 0.12799 down no Protein TIC110, chloroplasticpfam00385 Chromo Chromo (CHRromatin Organisation MOdifier) domain.GO:0009658|chloroplast organization;GO:0045037|protein import into chloroplast stroma;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0031897|Tic complex;. .

Manes.18G140900.v6.1NA NA -- no . pfam03732 Retrotrans_gag Retrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.18G141000.v6.10.8849903 0.20338 down no Protein TIC110, chloroplasticpfam05879 RHD3 Root hair defective 3 GTP-binding protein (RHD3). This family consists of several eukaryotic root hair defective 3 like GTP-binding proteins. It has been speculated that the RHD3 protein is a member of a novel class of GTP-binding proteins that is widespread in eukaryotes and required for regulated cell enlargement. The family also contains the homologous yeast synthetic enhancement of YOP1 (SEY1) protein which is involved in membrane trafficking.GO:0009658|chloroplast organization;GO:0045037|protein import into chloroplast stroma;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0031897|Tic complex;. .

Manes.18G141100.v6.1Inf 0.35135 up no . pfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. . . .

Manes.18G141200.v6.10.7533518 0.00967 down no Probable phytol kinase 2, chloroplasticpfam01148 CTP_transf_1 Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.GO:0048440|carpel development;GO:0016487|farnesol metabolic process;GO:0006720|isoprenoid metabolic process;GO:0009737|response to abscisic acid;GO:0010189|vitamin E biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0052669|CTP:2-trans,-6-trans-farnesol kinase activity;GO:0052668|farnesol kinase activity;GO:0052670|geraniol kinase activity;GO:0052671|geranylgeraniol kinase activity;GO:0016301|kinase activity;K15892

Manes.18G141300.v6.10.6013941 0.02458 down no . pfam14307 Glyco_tran_WbsX Glycosyltransferase WbsX. Members of this family are found in within O-antigen biosynthesis clusters in Gram negative bacteria, where they are predicted to function as glycosyltransferases.. . . .

Manes.18G141800.v6.10.9000874 0.34465 down no 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatasepfam01591 6PF2K 6-phosphofructo-2-kinase. This enzyme occurs as a bifunctional enzyme with fructose-2,6-bisphosphatase. The bifunctional enzyme catalyses both the synthesis and degradation of fructose-2,6-bisphosphate, a potent regulator of glycolysis. This enzyme contains a P-loop motif.GO:0006003|fructose 2,6-bisphosphate metabolic process;GO:0006002|fructose 6-phosphate metabolic process;GO:0006000|fructose metabolic process;GO:0043609|regulation of carbon utilization;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003873|6-phosphofructo-2-kinase activity;GO:0005524|ATP binding;GO:0004331|fructose-2,6-bisphosphate 2-phosphatase activity;GO:2001070|starch binding;K01103

Manes.18G141900.v6.11.0029272 0.95742 up no Cinnamoyl-CoA reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.18G142600.v6.10.2601296 4.69E-12 down yes ATP synthase subunit a, chloroplasticpfam00119 ATP-synt_A ATP synthase A chain.GO:0015986|ATP synthesis coupled proton transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0045263|proton-transporting ATP synthase complex, coupling factor F(o);GO:0046933|proton-transporting ATP synthase activity, rotational mechanism;.

Manes.18G142700.v6.10.7932472 0.23152 down no . pfam05297 Herpes_LMP1 Herpesvirus latent membrane protein 1 (LMP1). This family consists of several latent membrane protein 1 or LMP1s mostly from Epstein-Barr virus. LMP1 of EBV is a 62-65 kDa plasma membrane protein possessing six membrane spanning regions, a short cytoplasmic N-terminus and a long cytoplasmic carboxy tail of 200 amino acids. EBV latent membrane protein 1 (LMP1) is essential for EBV-mediated transformation and has been associated with several cases of malignancies. EBV-like viruses in Cynomolgus monkeys (Macaca fascicularis) have been associated with high lymphoma rates in immunosuppressed monkeys. . . .

Manes.18G142900.v6.12.5488386 7.02E-23 up yes Mitoferrin pfam00153 Mito_carr Mitochondrial carrier protein.GO:0034755|iron ion transmembrane transport;GO:0048250|mitochondrial iron ion transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005381|iron ion transmembrane transporter activity;K15113

Manes.18G143800.v6.12.0014305 4.89E-11 up yes Leucine-rich repeat extensin-like protein 2pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.18G143900.v6.10.8142576 0.03398 down no Methyl-CpG-binding domain protein 4pfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;GO:0006285|base-excision repair, AP site formation;GO:0045008|depyrimidination;GO:0006281|DNA repair;GO:0032355|response to estradiol;GO:0009314|response to radiation;GO:0000785|chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004520|endodeoxyribonuclease activity;GO:0008263|pyrimidine-specific mismatch base pair DNA N-glycosylase activity;GO:0003696|satellite DNA binding;K10801

Manes.18G144000.v6.1Inf 0.04761 up no Protein PHR1-LIKE 1pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G144200.v6.10.673062 0.00033 down no . pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.18G144600.v6.12.5057924 3.58E-22 up yes TMV resistance protein Npfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G144900.v6.12.1443432 0.08521 up no Pollen receptor-like kinase 1pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G145100.v6.10.6032741 9.05E-05 down no F-box/LRR-repeat protein 3pfam13855 LRR_8 Leucine rich repeat.. . . K10268

Manes.S000300.v6.10.3167784 4.81E-07 down yes Pentatricopeptide repeat-containing protein At1g62680, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S001000.v6.10.3501524 1.22E-11 down yes Mannan endo-1,4-beta-mannosidase 2pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.S001200.v6.10.9117033 0.53024 down no Probable serine/threonine-protein kinase At1g54610pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S001300.v6.13.6502936 4.70E-21 up yes L-type lectin-domain containing receptor kinase VII.1pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S001500.v6.10.1885372 2.66E-06 down yes Putative RING-H2 finger protein ATL21Bpfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.S001600.v6.12.4345149 2.35E-07 up yes Long chain acyl-CoA synthetase 4pfam00501 AMP-binding AMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.S001800.v6.10.5251254 5.22E-09 down no Endoglucanase 6pfam00759 Glyco_hydro_9 Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0008810|cellulase activity;.

Manes.S002300.v6.16.4188599 6.67E-23 up yes Zinc finger protein ZAT11pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0071289|cellular response to nickel ion;GO:2000280|regulation of root development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S002400.v6.16.1021022 2.12E-10 up yes Probable mitochondrial chaperone BCS1-Bpfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.S002500.v6.11.4774712 0.02607 up no . pfam00344 SecY SecY translocase.. . . .

Manes.S002600.v6.10.4520029 0.00793 down yes . pfam13952 DUF4216 Domain of unknown function (DUF4216). This DUF is sometimes found at the C-terminal end of proteins carrying a Transposase_21 domain, pfam02992.. . . .

Manes.S002700.v6.16.1092928 0.00157 up yes . pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.S003000.v6.10.8428192 0.27018 down no . pfam02393 US22 US22 like. US22 proteins have been found across many animal DNA viruses and some vertebrates. The name sake of this family, US22, is an early nuclear protein that is secreted from cells. The US22 family may have a role in virus replication and pathogenesis. Domain analysis showed that US22 proteins #=GF CC   usually contain two copies of conserved modules which is homologous to several other families like SMI1 and SYD (commonly called SUKH superfamily). Bacterial operon analysis revealed that all bacterial SUKH members function as immunity proteins against various toxins. Thus US22 family is predicted to counter diverse anti-viral responses by interacting with specific host proteins.. . . .

Manes.S003900.v6.10.6541639 0.008 down no Pentatricopeptide repeat-containing protein At1g63080, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S004300.v6.10.6488565 0.00622 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S004500.v6.10.6234346 0.03408 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S005000.v6.1#NAME? 1 down no . pfam00450 Peptidase_S10 Serine carboxypeptidase.. . . .

Manes.S006300.v6.10.6108554 0.01843 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.S007300.v6.10.6215346 0.00738 down no Pentatricopeptide repeat-containing protein At1g63080, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S007700.v6.10.5471206 0.00027 down no Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S007800.v6.10.5782269 0.06071 down no Serine carboxypeptidase-like 20pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0005777|peroxisome;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.S007900.v6.10.4217755 7.90E-06 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S008200.v6.10.6212497 0.00014 down no . pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.S010000.v6.1Inf 0.35135 up no . pfam06167 Peptidase_M90 Glucose-regulated metallo-peptidase M90. MtfA (earlier known as YeeI) is a transcription factor A that binds Mlc (make large colonies), itself a repressor of glucose and hence a protein important in regulation of the phosphoenolpyruvate:glucose-phosphotransferase (ptsG) system, the major glucose transporter in E.coli. Mlc is a repressor of ptsG, and MtfA is found to bind and inactivate Mlc with high affinity. The membrane-bound protein EIICBGlc encoded by the ptsG gene is the major glucose transporter in Escherichia coli. MtfA is found to be a glucose-regulated peptidase, whose activity is regulated by binding to Mlc available in the cytoplasm, which in turn has been released from EIICBGlc during times when no glucose is taken up. A physiologically relevant target for this peptidase is not yet known.. . . .

Manes.S010400.v6.1NA NA -- no Zinc finger MYM-type protein 1pfam14291 DUF4371 Domain of unknown function (DUF4371).. GO:0005634|nucleus;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;.

Manes.S010500.v6.1Inf 0.09072 up no . pfam00110 wnt wnt family. Wnt genes have been identified in vertebrates and invertebrates but not in plants, unicellular eukaryotes or prokaryotes. In humans, 19 WNT proteins are known. Because of their insolubility little is known about Wnt protein structure, but all have 23 or 24 Cys residues whose spacing is highly conserved. Signal transduction by Wnt proteins (including the Wnt/beta-catenin, the Wnt/Ca++, and the Wnt/polarity pathway) is mediated by receptors of the Frizzled and LDL-receptor-related protein (LRP) families.. . . .

Manes.S010700.v6.11.4372147 0.07168 up no . pfam13414 TPR_11 TPR repeat. . . . .

Manes.S011200.v6.12.3012302 3.01E-19 up yes NADPH:adrenodoxin oxidoreductase, mitochondrialpfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0009102|biotin biosynthetic process;GO:0022900|electron transport chain;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0016731|oxidoreductase activity, acting on iron-sulfur proteins as donors, NAD or NADP as acceptor;K18914

Manes.S012400.v6.10.6135218 0.00133 down no Cellular nucleic acid-binding protein homologpfam14634 zf-RING_5 zinc-RING finger domain.GO:2000767|positive regulation of cytoplasmic translation;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003729|mRNA binding;GO:0008494|translation activator activity;GO:0008270|zinc ion binding;K09250

Manes.S013100.v6.10.7530218 0.0108 down no 2-alkenal reductase (NADP(+)-dependent)pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.S013300.v6.185.803455 2.27E-07 up yes . pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.S013500.v6.11.2626389 0.01976 up no Pre-mRNA-splicing factor 38pfam03371 PRP38 PRP38 family. Members of this family are related to the pre mRNA splicing factor PRP38 from yeast. Therefore all the members of this family could be involved in splicing. This conserved region could be involved in RNA binding. The putative domain is about 180 amino acids in length. PRP38 is a unique component of the U4/U6.U5 tri-small nuclear ribonucleoprotein (snRNP) particle and is necessary for an essential step late in spliceosome maturation.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K12849

Manes.S013700.v6.1Inf 0.9009 up no . pfam03333 PapB Adhesin biosynthesis transcription regulatory protein. This family includes PapB, DaaA, FanA, FanB, and AfaA.. . . .

Manes.S014200.v6.11.3577828 0.02812 up no Glucan endo-1,3-beta-glucosidase 9pfam00332 Glyco_hydro_17 Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.S014600.v6.14.5578262 0.03447 up no Receptor-like protein 12pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.S015000.v6.1#NAME? 0.20148 down no LRR receptor-like serine/threonine-protein kinase GSO1pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S015400.v6.1 3.531591 1.67E-15 up yes Protein EXORDIUM-like 5pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005615|extracellular space;. .



Manes.S015600.v6.10.9008249 0.28924 down no Synaptotagmin-5pfam00168 C2 C2 domain. . GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.S015800.v6.12.1641845 9.87E-10 up yes F-box protein CPR30pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.S016000.v6.1NA NA -- no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S016100.v6.1NA NA -- no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S016300.v6.10.5224382 2.14E-05 down no Syntaxin-51 pfam01074 Glyco_hydro_38 Glycosyl hydrolases family 38 N-terminal domain. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm.GO:0006886|intracellular protein transport;GO:0006906|vesicle fusion;GO:0016192|vesicle-mediated transport;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0005484|SNAP receptor activity;K08503

Manes.S016500.v6.10.7290259 0.00239 down no Putative E3 ubiquitin-protein ligase LIN-2pfam02348 CTP_transf_3 Cytidylyltransferase. This family consists of two main Cytidylyltransferase activities: 1) 3-deoxy-manno-octulosonate cytidylyltransferase,, EC:2.7.7.38 catalyzing the reaction:- CTP + 3-deoxy-D-manno-octulosonate <=> diphosphate + CMP-3-deoxy-D-manno-octulosonate, 2) acylneuraminate cytidylyltransferase EC:2.7.7.43, catalyzing the reaction:- CTP + N-acylneuraminate <=> diphosphate + CMP-N-acylneuraminate. NeuAc cytydilyltransferase of Mannheimia haemolytica has been characterized describing kinetics and regulation by substrate charge, energetic charge and amino-sugar demand.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.S016800.v6.1 1.910748 0.3114 up no Metalloendoproteinase 1pfam00413 Peptidase_M10 Matrixin. The members of this family are enzymes that cleave peptides. These proteases require zinc for catalysis.. GO:0031012|extracellular matrix;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.S017800.v6.10.5936613 2.08E-07 down no Reticulon-like protein B21pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.S018200.v6.10.6081083 0.01733 down no . pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.S018300.v6.10.5196058 9.92E-11 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S019100.v6.123.739437 0.00024 up yes . pfam11894 DUF3414 Protein of unknown function (DUF3414). This family of proteins are functionally uncharacterized. The family is found in eukaryotes and has a conserved LLG sequence motif.. . . .

Manes.S019200.v6.11.2358067 0.15663 up no . pfam10167 NEP Uncharacterized conserved protein. This is the N-terminal 80 residues of a family of proteins conserved from plants to humans. It contains a characteristic NEP sequence motif. The function is not known.. . . .

Manes.S019500.v6.11.3603064 0.00068 up no Serine carboxypeptidase-like 49pfam00450 Peptidase_S10 Serine carboxypeptidase.. GO:0005829|cytosol;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16298

Manes.S019600.v6.12.0045171 3.04E-11 up yes . pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .

Manes.S020100.v6.11.0019834 0.96334 up no Basic secretory protease (Fragments)pfam04450 BSP Peptidase of plants and bacteria. These basic secretory proteins (BSPs) are believed to be part of the plants defence mechanism against pathogens.. . GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.S020400.v6.11.6458963 2.82E-06 up no LRR receptor-like serine/threonine-protein kinase GSO1pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S020800.v6.11.8810936 1.34E-10 up no Metal tolerance protein 12pfam01545 Cation_efflux Cation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;K14692

Manes.S022500.v6.10.4888491 5.34E-06 down yes Histone H2B pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.S022600.v6.12.9125258 2.73E-34 up yes Soluble inorganic pyrophosphatasepfam00719 Pyrophosphatase Inorganic pyrophosphatase.GO:0006796|phosphate-containing compound metabolic process;GO:0005737|cytoplasm;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;K01507

Manes.S022900.v6.11.2755232 0.00706 up no Paired amphipathic helix protein Sin3-like 2pfam08295 Sin3_corepress Sin3 family co-repressor. This domain is found on transcriptional regulators. It forms interactions with histone deacetylases.GO:0016575|histone deacetylation;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0005829|cytosol;GO:0000118|histone deacetylase complex;GO:0001106|RNA polymerase II transcription corepressor activity;.

Manes.S023500.v6.1 0.701937 0.00267 down no Probable receptor-like protein kinase At5g15080pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S023900.v6.1NA NA -- no . pfam06124 DUF960 Staphylococcal protein of unknown function (DUF960). This family consists of several hypothetical proteins from several species of Staphylococcus. The function of this family is unknown.. . . .

Manes.S024500.v6.10.1955718 0.0013 down yes Trans-resveratrol di-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.S024800.v6.10.6001823 0.01256 down no Probable E3 ubiquitin-protein ligase XERICOpfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.S024900.v6.14.0733001 3.04E-27 up yes E3 ubiquitin-protein ligase RHA2Apfam13639 zf-RING_2 Ring finger domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16282

Manes.S025700.v6.10.6930463 0.00072 down no Scarecrow-like protein 13pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.S026200.v6.10.5125195 1.53E-07 down no Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S026400.v6.11.1121552 0.2664 up no FAS-associated factor 2-Bpfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. GO:0005783|endoplasmic reticulum;GO:0005811|lipid particle;. K18726

Manes.S026500.v6.10.7750663 0.01075 down no Serine/threonine-protein kinase WNK8pfam00069 Pkinase Protein kinase domain.GO:0048573|photoperiodism, flowering;GO:0009911|positive regulation of flower development;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0009909|regulation of flower development;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.S026600.v6.10.8310587 0.24036 down no Probable inactive purple acid phosphatase 28pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.S026700.v6.10.9212813 0.59164 down no . pfam04878 Baculo_p48 Baculovirus P48 protein.. . . .

Manes.S026800.v6.10.5544223 6.51E-09 down no DNA polymerase I A, chloroplastic/mitochondrialpfam00476 DNA_pol_A DNA polymerase family A.GO:0071897|DNA biosynthetic process;GO:0006281|DNA repair;GO:0006264|mitochondrial DNA replication;GO:0033259|plastid DNA replication;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0008408|3'-5' exonuclease activity;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;K02335

Manes.S027400.v6.10.9569126 0.73634 down no Probable cinnamyl alcohol dehydrogenase 1pfam00107 ADH_zinc_N Zinc-binding dehydrogenase.GO:0009809|lignin biosynthetic process;. GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.S027700.v6.10.5330961 2.62E-09 down no . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.S030400.v6.10.4280627 1.97E-05 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S030600.v6.10.2173463 5.34E-08 down yes . pfam03798 TRAM_LAG1_CLN8TLC domain.. . . .

Manes.S030700.v6.10.1199066 1.32E-06 down yes . pfam08759 DUF1792 Domain of unknown function (DUF1792). This putative domain is probably missannotated as a glycosyl transferase 8 family member. This domain is found at the C-terminus of proteins that also contain the glycosyl transferase domain at the N-terminus.. . . .

Manes.S030800.v6.10.5231562 3.37E-08 down no Ras-related protein RABA5apfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.S031100.v6.16.6421356 7.80E-25 up yes . pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.. . . .

Manes.S031400.v6.10.3784387 1.90E-10 down yes . pfam02508 Rnf-Nqr Rnf-Nqr subunit, membrane protein. This is a family of integral membrane proteins including Rhodobacter-specific nitrogen fixation (rnf) proteins RnfA and RnfE and Na+-translocating NADH:ubiquinone oxidoreductase (Na+-NQR) subunits NqrD and NqrE.. . . .

Manes.S031700.v6.10.2963809 2.30E-15 down yes Protein BASIC PENTACYSTEINE7pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.S031800.v6.10.5659495 5.59E-06 down no Phosphoribulokinase, chloroplasticpfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0042742|defense response to bacterium;GO:0019253|reductive pentose-phosphate cycle;GO:0009409|response to cold;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0016020|membrane;GO:0010319|stromule;GO:0009579|thylakoid;GO:0005524|ATP binding;GO:0008974|phosphoribulokinase activity;K00855

Manes.S031900.v6.10.5000821 1.23E-08 down no Rho GDP-dissociation inhibitor 1pfam02115 Rho_GDI RHO protein GDP dissociation inhibitor.GO:0009932|cell tip growth;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0005094|Rho GDP-dissociation inhibitor activity;K12462

Manes.S033700.v6.18.9173545 9.18E-11 up yes . pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.S034000.v6.12.9121448 4.63E-07 up yes 4-coumarate--CoA ligase-like 7pfam00501 AMP-binding AMP-binding enzyme.. . GO:0005524|ATP binding;GO:0016874|ligase activity;.

Manes.S034100.v6.116.481833 3.20E-33 up yes . pfam07887 Calmodulin_bind Calmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.S034200.v6.13.1055291 3.25E-25 up yes Ethylene-responsive transcription factor CRF1pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S034400.v6.1 0.021863 3.63E-07 down yes Probable N-acetyltransferase HLS1-likepfam00583 Acetyltransf_1 Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.S034800.v6.1NA NA -- no . pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.S034900.v6.11.0831827 0.38861 up no Putative disease resistance protein RGA1pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S035500.v6.10.8085988 0.10596 down no Probable receptor-like protein kinase At5g15080pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S037200.v6.10.8471554 0.14858 down no Ubiquitin carboxyl-terminal hydrolase 4pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.S037700.v6.122.527513 4.99E-71 up yes . pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.S038500.v6.1Inf 0.00023 up yes Protein kinase APK1A, chloroplasticpfam07114 DUF1370 Protein of unknown function (DUF1370). This family consists of several hypothetical eukaryotic proteins of around 200 residues in length. Members of this family seem to be specific to mammals and their function is unknown.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.S039000.v6.14.1798592 4.40E-36 up yes Protein PLANT CADMIUM RESISTANCE 7pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.S039200.v6.11.0100009 0.91299 up no . pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.S039300.v6.11.8838982 0.00507 up no . pfam00521 DNA_topoisoIV DNA gyrase/topoisomerase IV, subunit A.. . . .

Manes.S039900.v6.13.0656353 1.11E-05 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At1g61390pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S040300.v6.14.0280363 6.46E-08 up yes G-type lectin S-receptor-like serine/threonine-protein kinase At1g61390pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S040900.v6.10.4020685 0.00042 down yes Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.S041000.v6.11.9353406 3.30E-05 up no Polyadenylation and cleavage factor homolog 4pfam09861 DUF2088 Domain of unknown function (DUF2088). This domain, found in various hypothetical prokaryotic proteins, has no known function.GO:0009908|flower development;GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0009911|positive regulation of flower development;GO:0006369|termination of RNA polymerase II transcription;GO:0005737|cytoplasm;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003729|mRNA binding;GO:0000993|RNA polymerase II core binding;K14400

Manes.S041100.v6.11.5024332 0.00639 up no Histidine kinase CKI1pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009736|cytokinin-activated signaling pathway;GO:0009553|embryo sac development;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009927|histidine phosphotransfer kinase activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0042803|protein homodimerization activity;.

Manes.S041400.v6.10.5861301 0.00592 down no . pfam03035 RNA_capsid Calicivirus putative RNA polymerase/capsid protein.. . . .

Manes.S041500.v6.10.1691831 0.00361 down yes . pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.S041700.v6.12.5799834 3.98E-11 up yes . pfam06404 PSK Phytosulfokine precursor protein (PSK). This family consists of several plant specific phytosulfokine precursor proteins. Phytosulfokines, are active as either a pentapeptide or a C-terminally truncated tetrapeptide. These compounds were first isolated because of their ability to stimulate cell division in somatic embryo cultures of Asparagus officinalis.. . . .

Manes.S042300.v6.1 0.382196 0.08104 down no Leucine-rich repeat receptor-like serine/threonine-protein kinase At1g17230pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S044200.v6.1NA NA -- no . pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.S044800.v6.1 0.222137 2.93E-23 down yes . pfam13346 ABC2_membrane_5ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.S044900.v6.10.2229407 0.00114 down yes . pfam09716 ETRAMP Malarial early transcribed membrane protein (ETRAMP). These sequences represent a family of proteins from the malaria parasite Plasmodium falciparum, several of which have been shown to be expressed specifically in the ring stage as well as the rodent parasite Plasmodium yoelii. A homologue from Plasmodium chabaudi was localized to the parasitophorous vacuole membrane. Members have an initial hydrophobic, Phe/Tyr-rich, stretch long enough to span the membrane, a highly charged region rich in Lys, a second putative transmembrane region and a second highly charged, low complexity sequence region. Some members have up to 100 residues of additional C-terminal sequence. These genes have been shown to be found in the sub-telomeric regions of both Plasmodium falciparum and P. yoelii chromosomes.. . . .

Manes.S045100.v6.1103.75511 ####### up yes Endochitinase PR4pfam00182 Glyco_hydro_19 Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.S045600.v6.10.6465224 3.56E-05 down no Probable membrane-associated 30 kDa protein, chloroplasticpfam04012 PspA_IM30 PspA/IM30 family. This family includes PspA a protein that suppresses sigma54-dependent transcription. The PspA protein, a negative regulator of the Escherichia coli phage shock psp operon, is produced when virulence factors are exported through secretins in many Gram-negative pathogenic bacteria and its homologue in plants, VIPP1, plays a critical role in thylakoid biogenesis, essential for photosynthesis. Activation of transcription by the enhancer-dependent bacterial sigma(54) containing RNA polymerase occurs through ATP hydrolysis-driven protein conformational changes enabled by activator proteins that belong to the large AAA(+) mechanochemical protein family. It has been shown that PspA directly and specifically acts upon and binds to the AAA(+) domain of the PspF transcription activator.GO:0010027|thylakoid membrane organization;GO:0016050|vesicle organization;GO:0016032|viral process;GO:0009706|chloroplast inner membrane;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009508|plastid chromosome;. K03969

Manes.S046500.v6.10.5512733 0.08439 down no . pfam10432 bact-PGI_C Bacterial phospho-glucose isomerase C-terminal region. This is the C-terminal half of a bacterial phospho-glucose isomerase EC:5.3.1.9 protein which is similar to eukaryote homologues to the extent that the sequence includes the cluster of threonines and serines that forms the sugar phosphate-binding site in conventional PGI. This domain contributes a good proportion of the active catalytic site residues. This PGI uses the same catalytic mechanisms for both glucose ring-opening and isomerization for the interconversion of glucose 6-phosphate to fructose 6-phosphate. It is associated with family SIS, pfam01380.. . . .

Manes.S046800.v6.1NA NA -- no . pfam09427 DUF2014 Domain of unknown function (DUF2014). This domain is found at the C terminal of a family of ER membrane bound transcription factors called sterol regulatory element binding proteins (SREBP).. . . .

Manes.S047100.v6.10.3121929 0.02668 down yes . pfam14164 YqzH YqzH-like protein. The YqzH-like protein family includes the B. subtilis YqzH protein, which is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 60 amino acids in length.. . . .

Manes.S047800.v6.10.7322749 0.29658 down no LRR receptor-like serine/threonine-protein kinase FLS2pfam13855 LRR_8 Leucine rich repeat.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0016045|detection of bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0006898|receptor-mediated endocytosis;GO:0010359|regulation of anion channel activity;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13420

Manes.S047900.v6.10.2164109 0.00101 down yes . pfam09128 RGS-like Regulator of G protein signalling-like domain. Members of this family adopt a structure consisting of twelve helices that fold into a compact domain that contains the overall structural scaffold observed in other RGS proteins and three additional helical elements that pack closely to it. Helices 1-9 comprise the RGS (pfam00615) fold, in which helices 4-7 form a classic antiparallel bundle adjacent to the other helices. Like other RGS structures, helices 7 and 8 span the length of the folded domain and form essentially one continuous helix with a kink in the middle. Helices 10-12 form an apparently stable C-terminal extension of the structural domain, and although other RGS proteins lack this structure, these elements are intimately associated with the rest of the structural framework by hydrophobic interactions. Members of the family bind to active G-alpha proteins, promoting GTP hydrolysis by the alpha subunit of heterotrimeric G proteins, thereby inactivating the G protein and rapidly switching off G protei. . . .

Manes.S048000.v6.11.1917233 0.05537 up no Potassium transporter 11pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.S048100.v6.11.4419478 8.89E-05 up no Potassium transporter 11pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.S048300.v6.10.8005001 0.22668 down no Transcription factor MYB108pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.S048400.v6.12.0332783 8.78E-05 up yes Transcription factor BEE 1pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:1902448|positive regulation of shade avoidance;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S048900.v6.150.164907 0.00107 up yes . pfam01190 Pollen_Ole_e_I Pollen proteins Ole e I like.. . . .

Manes.S049800.v6.10.3568342 0.00148 down yes Uncharacterized protein ycf54pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. GO:0009507|chloroplast;. .

Manes.S050400.v6.10.5543568 0.03184 down no . pfam07734 FBA_1 F-box associated. Most of these proteins contain pfam00646 at the N terminus, suggesting that they are effectors linked with ubiquitination.. . . .

Manes.S050600.v6.11.7931796 6.23E-05 up no Transcription factor IWS1pfam02854 MIF4G MIF4G domain. MIF4G is named after Middle domain of eukaryotic initiation factor 4G (eIF4G). Also occurs in NMD2p and CBP80. The domain is rich in alpha-helices and may contain multiple alpha-helical repeats. In eIF4G, this domain binds eIF4A, eIF3, RNA and DNA.GO:0034401|chromatin organization involved in regulation of transcription;GO:0016973|poly(A)+ mRNA export from nucleus;GO:0034243|regulation of transcription elongation from RNA polymerase II promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0005634|nucleus;GO:0000991|transcription factor activity, core RNA polymerase II binding;GO:0003677|DNA binding;GO:0001076|transcription factor activity, RNA polymerase II transcription factor binding;.

Manes.S050800.v6.1NA NA -- no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S051300.v6.11.0464775 1 up no Ent-kaur-16-ene synthase, chloroplasticpfam03936 Terpene_synth_C Terpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.S051500.v6.1 2.34076 3.86E-06 up yes TVP38/TMEM64 family membrane protein slr0305pfam09335 SNARE_assoc SNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.S052200.v6.10.6199174 1.74E-05 down no Heme-binding protein 2pfam04832 SOUL SOUL heme-binding protein. This family represents a group of putative heme-binding proteins. Our family includes archaeal and bacterial homologues.GO:0010917|negative regulation of mitochondrial membrane potential;GO:0035794|positive regulation of mitochondrial membrane permeability;GO:0010940|positive regulation of necrotic cell death;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;. .



Manes.S052300.v6.10.8189041 0.10585 down no C2 domain-containing protein At1g53590pfam00168 C2 C2 domain. . GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;. .

Manes.S052900.v6.11.3403794 0.00133 up no Nucleolar protein 14pfam04147 Nop14 Nop14-like family. Emg1 and Nop14 are novel proteins whose interaction is required for the maturation of the 18S rRNA and for 40S ribosome production.GO:0000480|endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447|endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472|endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490|maturation of SSU-rRNA;GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042274|ribosomal small subunit biogenesis;GO:0006364|rRNA processing;GO:0030686|90S preribosome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0030692|Noc4p-Nop14p complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0019899|enzyme binding;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14766

Manes.S054500.v6.1Inf 0.9009 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S054700.v6.1Inf 0.08088 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S054900.v6.16.2555187 0.13267 up no Polygalacturonasepfam00295 Glyco_hydro_28 Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S055800.v6.1 0.49204 8.16E-07 down yes Expansin-A8 pfam01357 Pollen_allerg_1 Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.S055900.v6.183.081806 0 up yes Probable xyloglucan endotransglucosylase/hydrolase protein 23pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.S056200.v6.10.3432487 1.15E-08 down yes . pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.. . . .

Manes.S056600.v6.11.1798198 0.06759 up no Pumilio homolog 5pfam00806 PUF Pumilio-family RNA binding repeat. Puf repeats (aka PUM-HD, Pumilio homology domain) are necessary and sufficient for sequence specific RNA binding in fly Pumilio and worm FBF-1 and FBF-2. Both proteins function as translational repressors in early embryonic development by binding sequences in the 3' UTR of target mRNAs (e.g. the nanos response element (NRE) in fly Hunchback mRNA, or the point mutation element (PME) in worm fem-3 mRNA). Other proteins that contain Puf domains are also plausible RNA binding proteins. S. cerevisiae JSN1, for instance, appears to also contain a single RRM domain by HMM analysis. Puf domains usually occur as a tandem repeat of 8 domains. The Pfam model does not necessarily recognize all 8 repeats in all sequences; some sequences appear to have 5 or 6 repeats on initial analysis, but further analysis suggests the presence of additional divergent repeats. Structures of PUF repeat proteins show they consist of a two helix structure.GO:0006417|regulation of translation;GO:0005829|cytosol;GO:0005773|vacuole;GO:0003729|mRNA binding;.

Manes.S056700.v6.11.6272805 1.06E-05 up no Reticulon-like protein B22pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.S056800.v6.14.4986269 0.00231 up yes . pfam08389 Xpo1 Exportin 1-like protein. The sequences featured in this family are similar to a region close to the N-terminus of yeast exportin 1 (Xpo1, Crm1). This region is found just C-terminal to an importin-beta N-terminal domain (pfam03810) in many members of this family. Exportin 1 is a nuclear export receptor that interacts with leucine-rich nuclear export signal (NES) sequences, and Ran-GTP, and is involved in translocation of proteins out of the nucleus.. . . .

Manes.S057600.v6.1Inf 4.70E-11 up yes . pfam10325 7TM_GPCR_Srz Serpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.S057800.v6.12.0462646 3.33E-12 up yes Peroxidase 63pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.S058800.v6.10.7671109 0.00696 down no Peroxisome biogenesis protein 1pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K13338

Manes.S059700.v6.10.1312754 0.04584 down no . pfam01098 FTSW_RODA_SPOVECell cycle protein. This entry includes the following members; FtsW, RodA, SpoVE. . . .

Manes.S059900.v6.10.7121506 0.00251 down no Potassium transporter 8pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.S060200.v6.10.3060862 1.21E-08 down yes Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.S060600.v6.10.4099121 0.00078 down yes Cinnamoyl-CoA reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.S061000.v6.10.5761423 0.00096 down no Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.S061100.v6.10.3973821 1.97E-05 down yes Tetraketide alpha-pyrone reductase 1pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.S061600.v6.1 1.828491 0.00246 up no . pfam00010 HLH Helix-loop-helix DNA-binding domain.. . . .

Manes.S062800.v6.10.4081634 3.32E-06 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S063100.v6.15.8058371 0.00533 up yes Disease resistance protein RPP8pfam01665 Rota_NSP3 Rotavirus non-structural protein NSP3. This family consist of rotaviral non-structural RNA binding protein 34 (NS34 or NSP3). The NSP3 protein has been shown to bind viral RNA. The NSP3 protein consists of 3 conserved functional domains; a basic region which binds ssRNA, a region containing heptapeptide repeats mediating oligomerization and a leucine zipper motif. NSP3 may play a central role in replication and assembly of genomic RNA structures. Rotaviruses have a dsRNA genome and are a major cause cause of acute gastroenteritis in the young of many species. The rotavirus non-structural protein NSP3 is a sequence-specific RNA binding protein that binds the nonpolyadenylated 3' end of the rotavirus mRNAs. NSP3 also interacts with the translation initiation factor eIF4GI and competes with the poly(A) binding protein.GO:0071446|cellular response to salicylic acid stimulus;GO:0006952|defense response;GO:0051607|defense response to virus;GO:0009626|plant-type hypersensitive response;GO:0002230|positive regulation of defense response to virus by host;GO:0009416|response to light stimulus;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.S063200.v6.12.5134432 3.55E-12 up yes Disease resistance protein RPP8pfam00931 NB-ARC NB-ARC domain.GO:0071446|cellular response to salicylic acid stimulus;GO:0006952|defense response;GO:0051607|defense response to virus;GO:0009626|plant-type hypersensitive response;GO:0002230|positive regulation of defense response to virus by host;GO:0009416|response to light stimulus;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.S063400.v6.12.6464676 1.57E-13 up yes Disease resistance protein RPP8pfam00931 NB-ARC NB-ARC domain.GO:0071446|cellular response to salicylic acid stimulus;GO:0006952|defense response;GO:0051607|defense response to virus;GO:0009626|plant-type hypersensitive response;GO:0002230|positive regulation of defense response to virus by host;GO:0009416|response to light stimulus;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.S063800.v6.10.7935275 0.31179 down no Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S063900.v6.14.9062407 0.01242 up yes Peroxidase 16pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.S064900.v6.1 1.129029 0.38681 up no Polyadenylation and cleavage factor homolog 4pfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0009908|flower development;GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0009911|positive regulation of flower development;GO:0006369|termination of RNA polymerase II transcription;GO:0005737|cytoplasm;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003729|mRNA binding;GO:0000993|RNA polymerase II core binding;K14400

Manes.S065000.v6.11.7824097 3.50E-07 up no Histidine kinase CKI1pfam00072 Response_reg Response regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0009553|embryo sac development;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009927|histidine phosphotransfer kinase activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0042803|protein homodimerization activity;.

Manes.S065400.v6.10.4015816 2.74E-14 down yes Dihydrolipoyllysine-residue succinyltransferase component of 2-oxoglutarate dehydrogenase complex 2, mitochondrialpfam00198 2-oxoacid_dh 2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0033512|L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0006099|tricarboxylic acid cycle;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0045252|oxoglutarate dehydrogenase complex;GO:0004149|dihydrolipoyllysine-residue succinyltransferase activity;GO:0008270|zinc ion binding;K00658

Manes.S065500.v6.12.2128707 2.21E-13 up yes . pfam05529 Bap31 B-cell receptor-associated protein 31-like. Bap31 is a polytopic integral protein of the endoplasmic reticulum membrane and a substrate of caspase-8. Bap31 is cleaved within its cytosolic domain, generating pro-apoptotic p20 Bap31.. . . .

Manes.S065800.v6.12.0539938 2.87E-15 up yes U-box domain-containing protein 4pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.S066300.v6.10.8128388 0.05476 down no . pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.S066400.v6.10.5910783 0.00074 down no Uncharacterized protein At1g04910pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.S066800.v6.10.5122779 5.29E-07 down no Pentatricopeptide repeat-containing protein At1g62670, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0000966|RNA 5'-end processing;GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.S066900.v6.10.3768316 0.00018 down yes Putative pentatricopeptide repeat-containing protein At1g12700, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S067000.v6.1Inf 0.9009 up no . pfam03045 DAN DAN domain. This domain contains 9 conserved cysteines and is extracellular. Therefore the cysteines may form disulphide bridges. This family of proteins has been termed the DAN family after the first member to be reported. This family includes DAN, Cerberus and Gremlin. The gremlin protein is an antagonist of bone morphogenetic protein signaling. It is postulated that all members of this family antagonise different TGF beta pfam00019 ligands. Recent work shows that the DAN protein is not an efficient antagonist of BMP-2/4 class signals, we found that DAN was able to interact with GDF-5 in a frog embryo assay, suggesting that DAN may regulate signaling by the GDF-5/6/7 class of BMPs in vivo.. . . .

Manes.S068000.v6.10.5721919 0.00839 down no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.S068400.v6.10.5226423 1.67E-07 down no D-3-phosphoglycerate dehydrogenase 2, chloroplasticpfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0006564|L-serine biosynthetic process;GO:0009507|chloroplast;GO:0016597|amino acid binding;GO:0051287|NAD binding;GO:0004617|phosphoglycerate dehydrogenase activity;K00058

Manes.S068800.v6.10.6581455 0.06867 down no Putative protease Do-like 14pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.. . GO:0004252|serine-type endopeptidase activity;.

Manes.S069900.v6.1 2.424555 0.00016 up yes . pfam11951 Fungal_trans_2 Fungal specific transcription factor domain. This family of are likely to be transcription factors. This protein is found in fungi. Proteins in this family are typically between 454 to 826 amino acids in length. This protein is found associated with pfam00172.. . . .

Manes.S070200.v6.1 18.32521 4.74E-10 up yes Cytochrome b561 and DOMON domain-containing protein At5g47530pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.S071200.v6.10.1330056 0.0371 down no Fatty acyl-CoA reductase 3pfam07993 NAD_binding_4 Male sterility protein. This family represents the C-terminal region of the male sterility protein in a number of arabidopsis and drosophila. A sequence-related jojoba acyl CoA reductase is also included.GO:0006629|lipid metabolic process;GO:0035336|long-chain fatty-acyl-CoA metabolic process;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0080019|fatty-acyl-CoA reductase (alcohol-forming) activity;K13356

Manes.S071400.v6.12.7303904 2.22E-18 up yes Plasma membrane-associated cation-binding protein 1pfam05558 DREPP DREPP plasma membrane polypeptide. This family contains several plant plasma membrane proteins termed DREPPs as they are developmentally regulated plasma membrane polypeptides.GO:0071280|cellular response to copper ion;GO:0071281|cellular response to iron ion;GO:0071286|cellular response to magnesium ion;GO:0010350|cellular response to magnesium starvation;GO:0071325|cellular response to mannitol stimulus;GO:0071219|cellular response to molecule of bacterial origin;GO:0035865|cellular response to potassium ion;GO:0071472|cellular response to salt stress;GO:0072709|cellular response to sorbitol;GO:0043622|cortical microtubule organization;GO:0006499|N-terminal protein myristoylation;GO:0051511|negative regulation of unidimensional cell growth;GO:0031117|positive regulation of microtubule depolymerization;GO:0009414|response to water deprivation;GO:0016032|viral process;GO:0046658|anchored component of plasma membrane;GO:0005881|cytoplasmic microtubule;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005509|calcium ion binding;GO:0005516|calmodulin binding;GO:0005507|copper ion binding;GO:0008017|microtubule binding;GO:0005547|phosphatidylinositol-3,4,5-trisphosphate binding;GO:0043325|phosphatidylinositol-3,4-bisphosphate binding;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0005546|phosphatidylinositol-4,5-bisphosphate binding;.

Manes.S071500.v6.18.7893193 ####### up yes . pfam11379 DUF3182 Protein of unknown function (DUF3182). This family of proteins with unknown function appears to be restricted to Proteobacteria.. . . .

Manes.S071700.v6.10.7675327 0.07927 down no RING-H2 finger protein ATL33pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.S073500.v6.10.4991582 0.0006 down yes Pentatricopeptide repeat-containing protein At1g62590pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006171|cAMP biosynthetic process;. GO:0004016|adenylate cyclase activity;.

Manes.S073900.v6.10.6825267 0.02247 down no Pentatricopeptide repeat-containing protein At3g22470, mitochondrialpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S074200.v6.14.0510971 3.39E-52 up yes Proline-rich receptor-like protein kinase PERK3pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S074300.v6.10.5671595 0.00023 down no Fasciclin-like arabinogalactan protein 7pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. .

Manes.S074500.v6.12.7994749 3.75E-15 up yes . pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.S074600.v6.12.2819725 1.63E-17 up yes Ocs element-binding factor 1pfam07716 bZIP_2 Basic region leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S074800.v6.11.5700459 0.09134 up no . pfam01649 Ribosomal_S20p Ribosomal protein S20. Bacterial ribosomal protein S20 interacts with 16S rRNA.. . . .

Manes.S074900.v6.13.4646796 0.08543 up no . pfam08315 cwf18 cwf18 pre-mRNA splicing factor. The cwf18 family is involved in mRNA splicing. It has been isolated as a subcomplex of the splicosome in Schizosaccharomyces pombe.. . . .

Manes.S075200.v6.1#NAME? 1 down no UDP-glycosyltransferase 88A1pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0005829|cytosol;GO:0043231|intracellular membrane-bounded organelle;GO:0080045|quercetin 3'-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080046|quercetin 4'-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.S075400.v6.11.6393227 0.26198 up no RING-H2 finger protein ATL51pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.S076200.v6.1 0.61235 0.00018 down no Thioredoxin-like 4, chloroplasticpfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.S076300.v6.11.9217049 0.00124 up no Abscisic acid 8'-hydroxylase 3pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.S076400.v6.14.4015074 0.00048 up yes Probable protein phosphatase 2C 4pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0048366|leaf development;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.S076500.v6.11.5921066 1.77E-07 up no Methylthioribose kinasepfam01636 APH Phosphotransferase enzyme family. This family consists of bacterial antibiotic resistance proteins, which confer resistance to various aminoglycosides they include: aminoglycoside 3'-phosphotransferase or kanamycin kinase / neomycin-kanamycin phosphotransferase and streptomycin 3''-kinase or streptomycin 3''-phosphotransferase. The aminoglycoside phosphotransferases inactivate aminoglycoside antibiotics via phosphorylation. This family also includes homoserine kinase. This family is related to fructosamine kinase pfam03881.GO:0071369|cellular response to ethylene stimulus;GO:0071281|cellular response to iron ion;GO:0071732|cellular response to nitric oxide;GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0046522|S-methyl-5-thioribose kinase activity;K00899

Manes.S077000.v6.11.1334028 0.65923 up no Probable 6-phosphogluconolactonase 1pfam01182 Glucosamine_iso Glucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;. GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.S077400.v6.1NA NA -- no . pfam05816 TelA Toxic anion resistance protein (TelA). This family consists of several prokaryotic TelA like proteins. TelA and KlA are associated with tellurite resistance and plasmid fertility inhibition.. . . .

Manes.S077500.v6.1Inf 0.08088 up no . pfam05816 TelA Toxic anion resistance protein (TelA). This family consists of several prokaryotic TelA like proteins. TelA and KlA are associated with tellurite resistance and plasmid fertility inhibition.. . . .

Manes.S077600.v6.1NA NA -- no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S078300.v6.14.9468501 1.45E-31 up yes Proline-rich receptor-like protein kinase PERK3pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S078400.v6.1 4.674143 3.10E-19 up yes Proline-rich receptor-like protein kinase PERK7pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S079200.v6.10.7403372 0.00392 down no Sorting nexin 2Apfam09325 Vps5 Vps5 C terminal like. Vps5 is a sorting nexin that functions in membrane trafficking. This is the C terminal dimerization domain.GO:0032502|developmental process;GO:0006897|endocytosis;GO:0051604|protein maturation;GO:0015031|protein transport;GO:0090351|seedling development;GO:0016050|vesicle organization;GO:0005829|cytosol;GO:0005768|endosome;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;GO:0032585|multivesicular body membrane;GO:0030904|retromer complex;GO:0035091|phosphatidylinositol binding;GO:0043621|protein self-association;.

Manes.S079800.v6.10.8432629 0.12205 down no BTB/POZ domain-containing protein At3g22104pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.S079900.v6.1 1.208713 0.25246 up no OTU domain-containing protein At3g57810pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. GO:0009507|chloroplast;. .

Manes.S080300.v6.19.1089967 4.26E-58 up yes Zinc finger A20 and AN1 domain-containing stress-associated protein 4pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.S080500.v6.10.5847996 4.71E-07 down no Retinoblastoma-binding protein 5pfam00400 WD40 WD domain, G-beta repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0051568|histone H3-K4 methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0043627|response to estrogen;GO:0006351|transcription, DNA-templated;GO:0035097|histone methyltransferase complex;GO:0071339|MLL1 complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0048188|Set1C/COMPASS complex;GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0035064|methylated histone binding;GO:0044212|transcription regulatory region DNA binding;K14961

Manes.S081900.v6.1NA NA -- no . pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.S083200.v6.1Inf 0.9009 up no . pfam14015 DUF4231 Protein of unknown function (DUF4231). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea, eukaryotes and viruses. Proteins in this family are typically between 148 and 288 amino acids in length.. . . .

Manes.S083600.v6.1Inf 0.04485 up no . pfam13430 DUF4112 Domain of unknown function (DUF4112). This family has several highly conserved GD sequence-motifs of unknown function. The family is found in bacteria, archaea and fungi.. . . .

Manes.S083900.v6.10.0918399 0.0002 down yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.S084300.v6.10.1508977 0.00714 down yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.S084700.v6.11.0422953 0.81189 up no Large proline-rich protein BAG6pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0007420|brain development;GO:0030154|cell differentiation;GO:0016568|chromatin modification;GO:0009790|embryo development;GO:0002376|immune system process;GO:0018393|internal peptidyl-lysine acetylation;GO:0042771|intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator;GO:0070059|intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress;GO:0001822|kidney development;GO:0030324|lung development;GO:1904378|maintenance of unfolded protein involved in ERAD pathway;GO:0043066|negative regulation of apoptotic process;GO:0032435|negative regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0045861|negative regulation of proteolysis;GO:1904379|protein localization to cytosolic proteasome complex involved in ERAD pathway;GO:0050821|protein stabilization;GO:0042127|regulation of cell proliferation;GO:1903069|regulation of ER-associated ubiquitin-dependent protein catabolic process;GO:0007283|spermatogenesis;GO:0007130|synaptonemal complex asGO:0071818|BAT3 complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0051787|misfolded protein binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043022|ribosome binding;GO:0031625|ubiquitin protein ligase binding;GO:1990381|ubiquitin-specific protease binding;.

Manes.S084900.v6.12.7964599 2.65E-30 up yes . pfam09740 DUF2043 Uncharacterized conserved protein (DUF2043). This is a 100 residue conserved region of a family of proteins found from fungi to humans. This region contains three conserved Cysteines and a motif of {CP}{y/l}{HG}.. . . .

Manes.S085200.v6.10.7763381 0.08037 down no Peroxisomal 2,4-dienoyl-CoA reductasepfam13561 adh_short_C2 Enoyl-(Acyl carrier protein) reductase.GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0008670|2,4-dienoyl-CoA reductase (NADPH) activity;K13237

Manes.S085300.v6.1 0.40219 0.00038 down yes . pfam00385 Chromo Chromo (CHRromatin Organisation MOdifier) domain.. . . .

Manes.S085400.v6.11.0257654 0.81382 up no . pfam08385 DHC_N1 Dynein heavy chain, N-terminal region 1. Dynein heavy chains interact with other heavy chains to form dimers, and with intermediate chain-light chain complexes to form a basal cargo binding unit. The region featured in this family includes the sequences implicated in mediating these interactions. It is thought to be flexible and not to adopt a rigid conformation.. . . .

Manes.S085500.v6.10.3334714 2.09E-09 down yes . pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.S085800.v6.12.0710855 1.20E-10 up yes . pfam11991 Trp_DMAT Tryptophan dimethylallyltransferase. This family of proteins represents tryptophan dimethylallyltransferase (EC:2.5.1.34), which catalyses the first step of ergot alkaloid biosynthesis. Ergot alkaloids, which are produced by endophyte fungi, can enhance plant host fitness, but also cause livestock toxicosis to host plants. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 390 to 465 amino acids in length.. . . .

Manes.S086000.v6.196.802813 0.00038 up yes Auxin-induced protein X10Apfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.S086100.v6.10.5389069 1.73E-09 down no Pentatricopeptide repeat-containing protein MRL1, chloroplasticpfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0048255|mRNA stabilization;GO:0009507|chloroplast;. .

Manes.S086400.v6.10.7026383 0.0004 down no Protein unc-45 homolog Apfam00564 PB1 PB1 domain.GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0007517|muscle organ development;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;. .

Manes.S086500.v6.10.6721475 0.00013 down no Protein ABCI7, chloroplasticpfam01458 UPF0051 Uncharacterized protein family (UPF0051).GO:0009793|embryo development ending in seed dormancy;GO:0016226|iron-sulfur cluster assembly;GO:0010027|thylakoid membrane organization;GO:0006810|transport;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005215|transporter activity;K09015

Manes.S086800.v6.1 12.50158 0.0584 up no Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.



Manes.S087000.v6.10.6803281 0.00267 down no Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S087100.v6.10.3745821 0.00073 down yes Protein SNOWY COTYLEDON 3pfam05349 GATA-N GATA-type transcription activator, N-terminal. GATA transcription factors mediate cell differentiation in a diverse range of tissues. Mutation are often associated with certain congenital human disorders. The six classical vertebrate GATA proteins, GATA-1 to GATA-6, are highly homologous and have two tandem zinc fingers. The classical GATA transcription factors function transcription activators. In lower metazoans GATA proteins carry a single canonical zinc finger. This family represents the N-terminal domain of the family of GATA transcription activators.GO:0009658|chloroplast organization;GO:0005777|peroxisome;. .

Manes.S087500.v6.11.1258446 0.68574 up no . pfam14239 RRXRR RRXRR protein. This domain is found in bacteria, eukaryotes and viruses, and is approximately 180 amino acids in length. It contains a conserved RRXRR motif. It is often found in association with pfam01844.. . . .

Manes.S087900.v6.10.6205223 0.00454 down no . pfam03272 Enhancin Viral enhancin protein.. . . .

Manes.S088600.v6.11.3551685 0.00976 up no Protein cornichon homolog 4pfam03311 Cornichon Cornichon protein.GO:0035556|intracellular signal transduction;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.S088700.v6.1Inf 0.38692 up no . pfam04592 SelP_N Selenoprotein P, N terminal region. SelP is the only known eukaryotic selenoprotein that contains multiple selenocysteine (Sec) residues, and accounts for more than 50% of the selenium content of rat and human plasma. It is thought to be glycosylated. SelP may have antioxidant properties. It can attach to epithelial cells, and may protect vascular endothelial cells against peroxynitrite toxicity. The high selenium content of SelP suggests that it may be involved in selenium intercellular transport or storage. The promoter structure of bovine SelP suggest that it may be involved in countering heavy metal intoxication, and may also have a developmental function. The N-terminal region of SelP can exist independently of the C terminal region. Zebrafish selenoprotein Pb lacks the C terminal Sec-rich region, and a protein encoded by the rat SelP gene and lacking this region has also been reported. N-terminal region contains a conserved SecxxCys motif, which is similar to the CysxxCys found in thioredoxins. It is sp. . . .

Manes.S089600.v6.10.5555482 2.34E-05 down no . pfam05214 Baculo_p33 Baculovirus P33. This family consists of a series of Baculovirus P33 protein homologues of unknown function.. . . .

Manes.S089800.v6.12.5808807 7.03E-16 up yes . pfam05105 Phage_holin_4 Holin family. Phage holins and lytic enzymes are both necessary for bacterial lysis and virus dissemination.This family also includes TcdE/UtxA involved in toxin secretion in Clostridium difficile.. . . .

Manes.S089900.v6.13.0024133 2.57E-12 up yes Respiratory burst oxidase homolog protein Apfam08414 NADPH_Ox Respiratory burst NADPH oxidase. This domain is found in plant proteins such as respiratory burst NADPH oxidase proteins which produce reactive oxygen species as a defence mechanism. It tends to occur to the N-terminus of an EF-hand (pfam00036), which suggests a direct regulatory effect of Ca2+ on the activity of the NADPH oxidase in plants.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;K13447

Manes.S090000.v6.1 1.77607 7.15E-06 up no Cytochrome c oxidase assembly protein COX15pfam02628 COX15-CtaA Cytochrome oxidase assembly protein. This is a family of integral membrane proteins. CtaA is required for cytochrome aa3 oxidase assembly in Bacillus subtilis. COX15 is required for cytochrome c oxidase assembly in yeast.GO:0006784|heme a biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0055114|oxidation-reduction process;GO:0008535|respiratory chain complex IV assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0016653|oxidoreductase activity, acting on NAD(P)H, heme protein as acceptor;GO:0016627|oxidoreductase activity, acting on the CH-CH group of donors;K02259

Manes.S090200.v6.10.4636713 0.02231 down yes Proline-rich receptor-like protein kinase PERK13pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S090400.v6.11.8396162 1.10E-07 up no Rac-like GTP-binding protein RHO1pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005525|GTP binding;K04392

Manes.S091500.v6.1 34.11132 2.69E-96 up yes . pfam00722 Glyco_hydro_16 Glycosyl hydrolases family 16.. . . .

Manes.S091800.v6.10.5912893 0.0049 down no Beta-D-xylosidase 3pfam00749 tRNA-synt_1c tRNA synthetases class I (E and Q), catalytic domain. Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only glutamyl and glutaminyl tRNA synthetases. In some organisms, a single glutamyl-tRNA synthetase aminoacylates both tRNA(Glu) and tRNA(Gln).GO:0031222|arabinan catabolic process;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;K15920

Manes.S092100.v6.117.896702 3.11E-33 up yes Cytochrome b561 and DOMON domain-containing protein At5g47530pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.S092300.v6.10.9458253 0.72521 down no . pfam10324 7TM_GPCR_Srw Serpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.S092500.v6.11.2862577 0.00598 up no Putative quinone-oxidoreductase homolog, chloroplasticpfam00107 ADH_zinc_N Zinc-binding dehydrogenase.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.S093300.v6.10.3457948 0.00186 down yes . pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.. . . .

Manes.S093600.v6.15.2122593 5.38E-16 up yes . pfam13183 Fer4_8 4Fe-4S dicluster domain. Superfamily includes proteins containing domains which bind to iron-sulfur clusters. Members include bacterial ferredoxins, various dehydrogenases, and various reductases. Structure of the domain is an alpha-antiparallel beta sandwich. Domain contains two 4Fe4S clusters.. . . .

Manes.S093800.v6.11.0139892 0.86339 up no Vacuolar protein-sorting-associated protein 11 homologpfam00637 Clathrin Region in Clathrin and VPS. Each region is about 140 amino acids long. The regions are composed of multiple alpha helical repeats. They occur in the arm region of the Clathrin heavy chain.GO:0007032|endosome organization;GO:0006886|intracellular protein transport;GO:0007040|lysosome organization;GO:0035542|regulation of SNARE complex assembly;GO:0007033|vacuole organization;GO:0006904|vesicle docking involved in exocytosis;GO:0030897|HOPS complex;GO:0031902|late endosome membrane;GO:0009705|plant-type vacuole membrane;GO:0043234|protein complex;GO:0030674|protein binding, bridging;GO:0008270|zinc ion binding;.

Manes.S094300.v6.10.6521813 0.09386 down no . pfam04554 Extensin_2 Extensin-like region.. . . .

Manes.S095900.v6.10.8150546 0.09154 down no Ocs element-binding factor 1pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S096000.v6.10.8973119 0.6049 down no . pfam05422 SIN1 Stress-activated map kinase interacting protein 1 (SIN1). This family consists of several stress-activated map kinase interacting protein 1 (MAPKAP1 OR SIN1) sequences. The fission yeast Sty1/Spc1 mitogen-activated protein (MAP) kinase is a member of the eukaryotic stress-activated MAP kinase (SAPK) family. Sin1 interacts with Sty1/Spc1. Cells lacking Sin1 display many, but not all, of the phenotypes of cells lacking the Sty1/Spc1 MAP kinase including sterility, multiple stress sensitivity and a cell-cycle delay. Sin1 is phosphorylated after stress but this is not Sty1/Spc1-dependent.. . . .

Manes.S096600.v6.10.5681478 0.00085 down no . pfam07477 Glyco_hydro_67C Glycosyl hydrolase family 67 C-terminus. Alpha-glucuronidases, components of an ensemble of enzymes central to the recycling of photosynthetic biomass, remove the alpha-1,2 linked 4-O-methyl glucuronic acid from xylans. This family represents the C terminal region of alpha-glucuronidase which is mainly alpha-helical. It wraps around the catalytic domain (pfam07488), making additional interactions both with the N-terminal domain (pfam03648) of its parent monomer and also forming the majority of the dimer-surface with the equivalent C-terminal domain of the other monomer of the dimer.. . . .

Manes.S096800.v6.10.5185833 0.00029 down no Protein NRT1/ PTR FAMILY 5.8pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.S097500.v6.10.9469345 0.70437 down no Type IV inositol polyphosphate 5-phosphatase 6pfam03372 Exo_endo_phos Endonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0030154|cell differentiation;GO:0010588|cotyledon vascular tissue pattern formation;GO:0046855|inositol phosphate dephosphorylation;GO:0048016|inositol phosphate-mediated signaling;GO:0032957|inositol trisphosphate metabolic process;GO:0010305|leaf vascular tissue pattern formation;GO:0046856|phosphatidylinositol dephosphorylation;GO:0010067|procambium histogenesis;GO:0009737|response to abscisic acid;GO:0010051|xylem and phloem pattern formation;GO:0005622|intracellular;GO:0046030|inositol trisphosphate phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.S098000.v6.10.2757384 0.0431 down no Auxin-induced protein 6Bpfam02519 Auxin_inducible Auxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.S098200.v6.10.6279462 0.00042 down no Probable metal-nicotianamine transporter YSL5pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.S098300.v6.13.5269833 1.11E-26 up yes Outer membrane lipoprotein Blcpfam08212 Lipocalin_2 Lipocalin-like domain. Lipocalins are transporters for small hydrophobic molecules, such as lipids, steroid hormones, bilins, and retinoids. The structure is an eight-stranded beta barrel.. GO:0009279|cell outer membrane;GO:0008289|lipid binding;GO:0005215|transporter activity;.

Manes.S098500.v6.12.4392627 0.73621 up no . pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.S099200.v6.12.1579916 4.75E-06 up yes Probable inactive receptor kinase At2g26730pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.S099400.v6.15.2131296 7.27E-55 up yes Zinc finger protein CONSTANS-LIKE 9pfam00643 zf-B_box B-box zinc finger.GO:0007623|circadian rhythm;GO:0048579|negative regulation of long-day photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.S099500.v6.10.6553093 0.00016 down no 60S ribosomal protein L8pfam03947 Ribosomal_L2_C Ribosomal Proteins L2, C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02938

Manes.S100200.v6.10.6103409 0.00012 down no BTB/POZ domain-containing protein At1g04390pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . .

Manes.S100700.v6.1 2.335369 5.18E-05 up yes . pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.S101200.v6.1 0.661721 0.00568 down no . pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . . .

Manes.S101700.v6.1 0.38366 0.00354 down yes Calcium-binding protein PBP1pfam13833 EF-hand_8 EF-hand domain pair.GO:0009733|response to auxin;. GO:0005509|calcium ion binding;.

Manes.S102000.v6.10.4774103 0.00324 down yes . pfam05216 UNC-50 UNC-50 family. Gmh1p from S. cerevisiae is located in the Golgi membrane and interacts with ARF exchange factors.. . . .

Manes.S102100.v6.1 0.311425 2.61E-09 down yes . pfam07617 DUF1579 Protein of unknown function (DUF1579). A family of paralogous hypothetical proteins identified in Rhodopirellula baltica that also has members in Gloeobacter violaceus, Sinorhizobium meliloti and Agrobacterium tumefaciens.. . . .

Manes.S103300.v6.1 9.634455 1.30E-28 up yes UDP-glycosyltransferase 74F2pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0018874|benzoate metabolic process;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0046482|para-aminobenzoic acid metabolic process;GO:0009696|salicylic acid metabolic process;GO:0043231|intracellular membrane-bounded organelle;GO:0052641|benzoic acid glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0052639|salicylic acid glucosyltransferase (ester-forming) activity;GO:0052640|salicylic acid glucosyltransferase (glucoside-forming) activity;GO:0080002|UDP-glucose:4-aminobenzoate acylglucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;K13691

Manes.S103900.v6.1Inf 0.00111 up yes . pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.S104100.v6.16.3614713 4.13E-05 up yes Beta-glucosidase 11pfam00232 Glyco_hydro_1 Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.S104200.v6.10.6765826 0.02714 down no Beta-xylosidase/alpha-L-arabinofuranosidase 2pfam00933 Glyco_hydro_3 Glycosyl hydrolase family 3 N terminal domain.GO:0045493|xylan catabolic process;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0009044|xylan 1,4-beta-xylosidase activity;.

Manes.S104500.v6.10.2018438 1.06E-08 down yes 60S ribosomal protein L3-2pfam00297 Ribosomal_L3 Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.S104700.v6.15.7630403 0.26912 up no . pfam11437 Vanabin-2 Vanadium-binding protein 2. The Vanadium binding protein, Vanabin2, contains four alpha-helices connected by nine disulphide bonds. Vanadium accumulates in Ascidians however the biological reason remains unclear.. . . .

Manes.S104800.v6.1 1.901685 2.04E-12 up no . pfam00168 C2 C2 domain. . . . .

Manes.S105300.v6.10.5329003 0.0005 down no . pfam13362 Toprim_3 Toprim domain. The toprim domain is found in a wide variety of enzymes involved in nucleic acid manipulation.. . . .

Manes.S105500.v6.1NA NA -- no Cytochrome P450 71A1pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.S105700.v6.123.341256 1.06E-08 up yes . pfam06317 Arena_RNA_pol Arenavirus RNA polymerase. This family consists of several Arenavirus RNA polymerase proteins (EC:2.7.7.48).. . . .

Manes.S105800.v6.12.2872498 0.07773 up no CASP-like protein 4A4pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;GO:0003954|NADH dehydrogenase activity;.

Manes.S105900.v6.1Inf 0.9009 up no B3 domain-containing protein At2g33720pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S106200.v6.12.8349869 4.65E-14 up yes Disease resistance protein RGA2pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S106300.v6.14.2195053 1.63E-11 up yes . pfam05856 ARPC4 ARP2/3 complex 20 kDa subunit (ARPC4). This family consists of several eukaryotic ARP2/3 complex 20 kDa subunit (P20-ARC) proteins. The Arp2/3 protein complex has been implicated in the control of actin polymerization in cells. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3 it has been suggested that the complex promotes actin assembly in lamellipodia and may participate in lamellipodial protrusion.. . . .

Manes.S106900.v6.1Inf 0.08088 up no . pfam03741 TerC Integral membrane protein TerC family. This family contains a number of integral membrane proteins that also contains the TerC protein. TerC has been implicated in resistance to tellurium. This protein may be involved in efflux of tellurium ions. The tellurite-resistant Escherichia coli strain KL53 was found during testing of the group of clinical isolates for antibiotics and heavy metal ion resistance. Determinant of the tellurite resistance of the strain was located on a large conjugative plasmid. Analyses showed, the genes terB, terC, terD and terE are essential for conservation of the resistance. The members of the family contain a number of conserved aspartates that could be involved in binding to metal ions.. . . .

Manes.S107400.v6.1Inf 0.9009 up no . pfam00838 TCTP Translationally controlled tumor protein.. . . .

Manes.S107600.v6.10.6290443 7.87E-06 down no Protein PHR1-LIKE 1pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S107800.v6.10.8997927 0.3094 down no Mannan endo-1,4-beta-mannosidase 7pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.S108400.v6.1 0.589788 0.00249 down no . pfam14988 DUF4515 Domain of unknown function (DUF4515). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 198 and 469 amino acids in length. There are two completely conserved L residues that may be functionally important.. . . .

Manes.S108600.v6.11.7686071 7.83E-09 up no SNF1-related protein kinase regulatory subunit beta-1pfam10317 7TM_GPCR_Srd Serpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0005975|carbohydrate metabolic process;GO:0043562|cellular response to nitrogen levels;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;GO:0009744|response to sucrose;. GO:0005524|ATP binding;.

Manes.S109000.v6.12.2122869 2.40E-09 up yes Cytochrome P450 71D10pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.S109200.v6.10.3120076 0.01243 down yes Fructose-bisphosphate aldolase, cytoplasmic isozyme 1pfam00274 Glycolytic Fructose-bisphosphate aldolase class-I.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004332|fructose-bisphosphate aldolase activity;.

Manes.S109700.v6.1Inf 0.35135 up no . pfam06933 SSP160 Special lobe-specific silk protein SSP160. This family consists of several special lobe-specific silk protein SSP160 sequences which appear to be specific to Chironomus (Midge) species.. . . .

Manes.S110000.v6.1NA NA -- no . pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.S110400.v6.10.5615015 0.08343 down no 8-hydroxyquercetin 8-O-methyltransferasepfam00891 Methyltransf_2 O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.GO:0009812|flavonoid metabolic process;GO:0032259|methylation;. GO:0030761|8-hydroxyquercitin 8-O-methyltransferase activity;GO:0008171|O-methyltransferase activity;.

Manes.S110700.v6.10.3742844 5.07E-10 down yes Probable disease resistance protein At4g27220pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S111000.v6.10.1901938 1.04E-11 down yes Protein PHLOEM PROTEIN 2-LIKE A1pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.GO:0009625|response to insect;. GO:0030246|carbohydrate binding;GO:0043394|proteoglycan binding;.

Manes.S111100.v6.1 0.259511 3.63E-15 down yes Disease resistance protein At4g27190pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S112100.v6.10.4075421 5.19E-05 down yes Probable LRR receptor-like serine/threonine-protein kinase At3g47570pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S112500.v6.15.6653959 8.96E-06 up yes 7-deoxyloganetin glucosyltransferasepfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.
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Gene ID Drought/CK FoldChangeLog2FoldChangepval Up/DownSignificantPfam:pfam_IDPfam:pfam_NamePfam:pfam_DescriptionGO:biological_processGO:cellular_componentGO:molecular_functionKEGG:KO

Manes.01G000500.v6.12.0912126 1.06434 1E-08 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.01G000800.v6.10.5154042 -0.95622 1E-08 down no pfam08192 Peptidase_S64Peptidase family S64. This family of fungal proteins is involved in the processing of membrane bound transcription factor Stp1. The processing causes the signalling domain of Stp1 to be passed to the nucleus where several permease genes are induced. The permeases are important for uptake of amino acids, and processing of tp1 only occurs in an amino acid-rich environment. This family is predicted to be distantly related to the trypsin family (MEROPS:S1) and to have a typical trypsin-like catalytic triad.. . . .

Manes.01G001100.v6.11.6168464 0.69318 3E-09 up no pfam10033 ATG13 Autophagy-related protein 13. Members of this family of phosphoproteins are involved in cytoplasm to vacuole transport (Cvt), and more specifically in Cvt vesicle formation. They are probably involved in the switching machinery regulating the conversion between the Cvt pathway and autophagy. Finally, ATG13 is also required for glycogen storage.GO:0006914|autophagy;GO:0015031|protein transport;GO:0034045|pre-autophagosomal structure membrane;. K08331

Manes.01G001800.v6.12.0052519 1.00E+00 5E-12 up yes pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.01G002300.v6.10.4212306 ####### 1E-11 down yes pfam05997 Nop52 Nucleolar protein,Nop52. Nop52 believed to be involved in the generation of 28S rRNA.. . . .

Manes.01G002600.v6.19.8392136 3.30E+00 0.0004 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.01G002800.v6.10.1509734 ####### 3E-26 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0030245|cellulose catabolic process;GO:0009835|fruit ripening;. GO:0008810|cellulase activity;.

Manes.01G003500.v6.11.3649129 0.44881 0.0001 up no pfam00397 WW WW domain. The WW domain is a protein module with two highly conserved tryptophans that binds proline-rich peptide motifs in vitro.. . . .

Manes.01G003600.v6.12.3633666 1.24E+00 4E-14 up yes pfam09971 DUF2206 Predicted membrane protein (DUF2206). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.01G003700.v6.12.061816 1.04392 3E-16 up yes pfam13499 EF-hand_7 EF-hand domain pair.GO:0005513|detection of calcium ion;GO:0055075|potassium ion homeostasis;GO:0016020|membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;K06268

Manes.01G003900.v6.11.4525327 0.53857 0.0008 up no pfam04178 Got1 Got1/Sft2-like family. Traffic through the yeast Golgi complex depends on a member of the syntaxin family of SNARE proteins, Sed5, present in early Golgi cisternae. Got1 is thought to facilitate Sed5-dependent fusion events. This is a family of sequences derived from eukaryotic proteins. They are similar to a region of a SNARE-like protein required for traffic through the Golgi complex, SFT2 protein. This is a conserved protein with four putative transmembrane helices, thought to be involved in vesicular transport in later Golgi compartments.GO:0015031|protein transport;GO:0042147|retrograde transport, endosome to Golgi;GO:0000139|Golgi membrane;GO:0000138|Golgi trans cisterna;GO:0016021|integral component of membrane;. .

Manes.01G004100.v6.10.8329945 -0.26362 0.0566 down no pfam02631 RecX RecX family. RecX is a putative bacterial regulatory protein. The gene encoding RecX is found downstream of recA, and is thought to interact with the RecA protein.GO:0006282|regulation of DNA repair;GO:0005737|cytoplasm;. K03565

Manes.01G004200.v6.11.4485706 0.53463 0.6528 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.01G004600.v6.10.3540744 -1.49788 0.0022 down yes pfam00274 Glycolytic Fructose-bisphosphate aldolase class-I.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004332|fructose-bisphosphate aldolase activity;.

Manes.01G005400.v6.1NA NA NA -- no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.01G005600.v6.10.767363 -0.38202 0.0035 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G006100.v6.12.0351996 1.03E+00 1E-13 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0009960|endosperm development;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K06689

Manes.01G006200.v6.10.6347759 ####### 1E-06 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.01G006500.v6.18.7084699 3.12242 3E-07 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G007300.v6.11.6596077 0.73084 3E-10 up no pfam15320 RAM mRNA cap methylation, RNMT-activating mini protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 102 and 154 amino acids in length. There is a single completely conserved residue D that may be functionally important. RAM is a family of eukaryotic proteins that are an obligate component of the mammalian cap methyltransferase, RNMT (RNA guanine-7 methyltransferase). RAM consists of an N-terminal RNMT-activating domain and a C-terminal RNA-binding domain. Either RAM or RNMT independently have rather weak binding affinity for RNA, but together their RNA affinity is significantly increased. RAM is necessary for efficient cap methylation, maintaining mRNA expression levels, for mRNA translation and for cell viability.. . . .

Manes.01G007400.v6.11.6560986 0.72779 1E-10 up no pfam04006 Mpp10 Mpp10 protein. This family includes proteins related to Mpp10 (M phase phosphoprotein 10). The U3 small nucleolar ribonucleoprotein (snoRNP) is required for three cleavage events that generate the mature 18S rRNA from the pre-rRNA. In Saccharomyces cerevisiae, depletion of Mpp10, a U3 snoRNP-specific protein, halts 18S rRNA production and impairs cleavage at the three U3 snoRNP-dependent sites.. . . .

Manes.01G007800.v6.11.8055559 0.85244 5E-14 up no pfam00557 Peptidase_M24Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0070084|protein initiator methionine removal;GO:0016485|protein processing;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.01G008000.v6.11.7266544 0.78798 7E-12 up no pfam13414 TPR_11 TPR repeat. GO:0016560|protein import into peroxisome matrix, docking;GO:0006625|protein targeting to peroxisome;GO:0009733|response to auxin;GO:0005829|cytosol;GO:0005778|peroxisomal membrane;GO:0005052|peroxisome matrix targeting signal-1 binding;K13342

Manes.01G008800.v6.10.8486026 ####### 0.0437 down no pfam02219 MTHFR Methylenetetrahydrofolate reductase. This family includes the 5,10-methylenetetrahydrofolate reductase EC:1.7.99.5 from bacteria and methylenetetrahydrofolate reductase EC: 1.5.1.20 from eukaryotes. The structure for this domain is known to be a TIM barrel.GO:0006555|methionine metabolic process;GO:0006730|one-carbon metabolic process;GO:0035999|tetrahydrofolate interconversion;GO:0005829|cytosol;GO:0004489|methylenetetrahydrofolate reductase (NAD(P)H) activity;K00297

Manes.01G009400.v6.11.6908178 7.58E-01 3E-11 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.01G009700.v6.10.5591082 ####### 1E-12 down no pfam08373 RAP RAP domain. This domain is found in various eukaryotic species, where it is found in proteins that are important in various parasite-host cell interactions. It is thought to be an RNA-binding domain. The domain is involved in plant defence in response to bacterial infection.. . . .

Manes.01G009900.v6.10.8071093 -0.30916 0.038 down no pfam05770 Ins134_P3_kinInositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.GO:0032957|inositol trisphosphate metabolic process;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0047325|inositol tetrakisphosphate 1-kinase activity;GO:0052726|inositol-1,3,4-trisphosphate 5-kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0000287|magnesium ion binding;.

Manes.01G010100.v6.10.5746276 -0.7993 5E-09 down no pfam12773 DZR Double zinc ribbon. This family consists of a pair of zinc ribbon domains.GO:0006812|cation transport;GO:0034220|ion transmembrane transport;GO:0031359|integral component of chloroplast outer membrane;GO:0046930|pore complex;GO:0042802|identical protein binding;GO:0005216|ion channel activity;GO:0015288|porin activity;.

Manes.01G010500.v6.10.1421641 -2.81437 0.0003 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G010800.v6.10.4215127 -1.24635 2E-13 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G011300.v6.10.4497729 -1.15273 4E-07 down yes pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.01G011600.v6.10.5681343 -0.8157 4E-05 down no pfam13232 Complex1_LYR_1Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.GO:0016226|iron-sulfur cluster assembly;GO:0034553|mitochondrial respiratory chain complex II assembly;GO:0005759|mitochondrial matrix;. .

Manes.01G012000.v6.10.1037031 ####### 6E-32 down yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G012500.v6.10.773152 ####### 0.0013 down no pfam00766 ETF_alpha Electron transfer flavoprotein FAD-binding domain. This domain found at the C-terminus of electron transfer flavoprotein alpha chain and binds to FAD. The fold consists of a five-stranded parallel beta sheet as the core of the domain, flanked by alternating helices. A small part of this domain is donated by the beta chain.. . . .

Manes.01G012800.v6.10.933233 ####### 0.4125 down no pfam00022 Actin Actin. GO:0006325|chromatin organization;GO:0006338|chromatin remodeling;GO:0006281|DNA repair;GO:0048574|long-day photoperiodism, flowering;GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0031011|Ino80 complex;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005200|structural constituent of cytoskeleton;K11340

Manes.01G013100.v6.1Inf Inf 2E-12 up yes pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.01G013200.v6.1Inf Inf 0.0635 up no pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.01G013500.v6.12.1637633 1.11354 1E-20 up yes pfam00400 WD40 WD domain, G-beta repeat.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.01G013800.v6.10.241344 ####### 4E-12 down yes pfam07942 N2227 N2227-like protein. This family features sequences that are similar to a region of hypothetical yeast gene product N2227. This is thought to be expressed during meiosis and may be involved in the defence response to stressful conditions.. . . .

Manes.01G014200.v6.15.9803536 2.58023 0.0102 up yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.01G014900.v6.10.6712245 ####### 9E-05 down no pfam13378 MR_MLE_C Enolase C-terminal domain-like. This domain appears at the C-terminus of many of the proteins that carry the MR_MLE, pfam01188 and MR_MLE_N pfam02746 domains. EC:4.2.1.40.GO:0006518|peptide metabolic process;. GO:0000287|magnesium ion binding;GO:0016854|racemase and epimerase activity;.

Manes.01G015200.v6.10.7688309 -0.37926 0.048 down no pfam07247 AATase Alcohol acetyltransferase. This family contains a number of alcohol acetyltransferase (EC:2.3.1.84) enzymes approximately 500 residues long found in both bacteria and metazoa. These catalyse the esterification of isoamyl alcohol by acetyl coenzyme A.. . . .

Manes.01G015300.v6.11.7175881 7.80E-01 5E-10 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G015400.v6.10.856561 -0.22337 0.1434 down no pfam04101 Glyco_tran_28_CGlycosyltransferase family 28 C-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). Structural analysis suggests the C-terminal domain contains the UDP-GlcNAc binding site.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071555|cell wall organization;GO:0030259|lipid glycosylation;GO:0009252|peptidoglycan biosynthetic process;GO:0008360|regulation of cell shape;GO:0019277|UDP-N-acetylgalactosamine biosynthetic process;GO:0005886|plasma membrane;GO:0030246|carbohydrate binding;GO:0051991|UDP-N-acetyl-D-glucosamine:N-acetylmuramoyl-L-alanyl-D-glutamyl-meso-2,6-diaminopimelyl-D-alanyl-D-alanine-diphosphoundecaprenol 4-beta-N-acetylglucosaminlytransferase activity;GO:0050511|undecaprenyldiphospho-muramoylpentapeptide beta-N-acetylglucosaminyltransferase activity;K02563

Manes.01G016000.v6.10.9760012 -0.03505 0.7864 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.01G016100.v6.10.4723029 -1.08222 0.0019 down yes pfam07887 Calmodulin_bindCalmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.01G016900.v6.10.8503636 -0.23385 0.0894 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0010467|gene expression;GO:0000398|mRNA splicing, via spliceosome;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0000375|RNA splicing, via transesterification reactions;GO:0071013|catalytic step 2 spliceosome;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0005682|U5 snRNP;GO:0044822|poly(A) RNA binding;K12857

Manes.01G017000.v6.10.5323019 -0.90968 1E-13 down no pfam14204 Ribosomal_L18_cRibosomal L18 C-terminal region. This domain is the C-terminal end of ribosomal L18/L5 proteins.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02932

Manes.01G017400.v6.1NA NA NA -- no pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.01G017700.v6.10.917827 ####### 0.3704 down no pfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.GO:0006637|acyl-CoA metabolic process;GO:0005739|mitochondrion;GO:0003986|acetyl-CoA hydrolase activity;GO:0052689|carboxylic ester hydrolase activity;K17361

Manes.01G019600.v6.10.7371075 -0.44005 0.0006 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G019800.v6.1#NAME? #NAME? 0.0894 down no pfam07030 DUF1320 Protein of unknown function (DUF1320). This family consists of both hypothetical bacterial and phage proteins of around 145 residues in length. The function of this family is unknown.. . . .

Manes.01G020100.v6.14.3731727 2.12868 5E-72 up yes pfam04083 Abhydro_lipasePartial alpha/beta-hydrolase lipase region. This family corresponds to a N-terminal part of an alpha/beta hydrolase domain.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0004771|sterol esterase activity;.

Manes.01G020500.v6.11.7347972 0.79477 3E-08 up no pfam10269 Tmemb_185ATransmembrane Fragile-X-F protein. This is a family of conserved transmembrane proteins that appear in humans to be expressed from a region upstream of the FragileXF site and to be intimately linked with the Fragile-X syndrome. Absence of TMEM185A does not necessarily lead to developmental delay, but might in combination with other, yet unknown, factors. Otherwise, the lack of the TMEM185A protein is either disposable (redundant) or its function can be complemented by the highly similar chromosome 2 retro-pseudogene product, TMEM185B.. GO:0005737|cytoplasm;GO:0008270|zinc ion binding;.

Manes.01G020600.v6.10.3896735 ####### 7E-17 down yes pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0043570|maintenance of DNA repeat elements;GO:0006311|meiotic gene conversion;GO:0000710|meiotic mismatch repair;GO:0006298|mismatch repair;GO:0045128|negative regulation of reciprocal meiotic recombination;GO:0006301|postreplication repair;GO:0006290|pyrimidine dimer repair;GO:0007131|reciprocal meiotic recombination;GO:0032301|MutSalpha complex;GO:0032302|MutSbeta complex;GO:0000228|nuclear chromosome;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0003684|damaged DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0000406|double-strand/single-strand DNA junction binding;GO:0000400|four-way junction DNA binding;GO:0032137|guanine/thymine mispair binding;GO:0000404|heteroduplex DNA loop binding;GO:0030983|mismatched DNA binding;GO:0032138|single base insertion or deletion binding;GO:0000403|Y-form DNA binding;K08735

Manes.01G020800.v6.11.5482341 0.63062 1E-07 up no pfam02002 TFIIE_alpha TFIIE alpha subunit. The general transcription factor TFIIE has an essential role in eukaryotic transcription initiation together with RNA polymerase II and other general factors. Human TFIIE consists of two subunits, TFIIE-alpha and TFIIE-beta, and joins the pre-initiation complex after RNA polymerase II and TFIIF. This family consists of the conserved amino terminal region of eukaryotic TFIIE-alpha and proteins from archaebacteria that are presumed to be TFIIE-alpha subunits.. . . .

Manes.01G021300.v6.129.955109 4.90473 1E-36 up yes pfam14220 DUF4329 Domain of unknown function (DUF4329). This domain is functionally uncharacterized. It is found in bacteria and eukaryotes, and is approximately 130 amino acids in length. It is often found in association with pfam05593 and pfam03527. There is a single completely conserved residue D and a highly conserved HTH motif which may be functionally important.. . . .

Manes.01G021400.v6.12.5535387 1.3525 2E-18 up yes pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.01G021500.v6.12.104867 1.07373 4E-12 up yes pfam00086 Thyroglobulin_1Thyroglobulin type-1 repeat. Thyroglobulin type 1 repeats are thought to be involved in the control of proteolytic degradation. The domain usually contains six conserved cysteines. These form three disulphide bridges. Cysteines 1 pairs with 2, 3 with 4 and 5 with 6.. . . .

Manes.01G021600.v6.14.3713856 2.13E+00 3E-23 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.01G022600.v6.10.4011772 -1.31769 2E-16 down yes pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.GO:0071277|cellular response to calcium ion;GO:0009704|de-etiolation;GO:0090333|regulation of stomatal closure;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009579|thylakoid;. .

Manes.01G023000.v6.1#NAME? #NAME? 0.6515 down no pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;. .

Manes.01G023300.v6.10.9851915 ####### 0.8929 down no pfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.01G023400.v6.10.5108703 ####### 1E-05 down no pfam05859 Mis12 Mis12 protein. Kinetochores are the chromosomal sites for spindle interaction and play a vital role in chromosome segregation. Fission yeast kinetochore protein Mis12, is required for correct spindle morphogenesis, determining metaphase spindle length. Thirty-five to sixty percent extension of metaphase spindle length takes place in Mis12 mutants. It has been shown that Mis12 genetically interacts with Mal2, another inner centromere core complex protein in S. pombe.. . . .

Manes.01G023700.v6.10.675254 ####### 0.0003 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0031118|rRNA pseudouridine synthesis;GO:0005730|nucleolus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0030515|snoRNA binding;K11129

Manes.01G023900.v6.10.6204906 -0.68852 9E-06 down no pfam04371 PAD_porph Porphyromonas-type peptidyl-arginine deiminase. Peptidyl-arginine deiminase (PAD) enzymes catalyse the deimination of the guanidino group from carboxy-terminal arginine residues of various peptides to produce ammonia. PAD from Porphyromonas gingivalis (PPAD) appears to be evolutionarily unrelated to mammalian PAD (pfam03068), which is a metalloenzyme. PPAD is thought to belong to the same superfamily as aminotransferase and arginine deiminase, and to form an alpha/beta propeller structure. This family has previously been named PPADH (Porphyromonas peptidyl-arginine deiminase homologues). The predicted catalytic residues in PPAD are Asp130, Asp187, His236, Asp238 and Cys351. These are absolutely conserved with the exception of Asp187 which is absent in two family members. PPAD is also able to catalyse the deimination of free L-arginine, but has primarily peptidyl-arginine specificity. It may have a FMN cofactor.GO:0006596|polyamine biosynthetic process;GO:0033388|putrescine biosynthetic process from arginine;. GO:0047632|agmatine deiminase activity;GO:0004668|protein-arginine deiminase activity;K10536

Manes.01G024000.v6.10.6815816 ####### 0.0021 down no pfam00069 Pkinase Protein kinase domain.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0046777|protein autophosphorylation;GO:0006366|transcription from RNA polymerase II promoter;GO:0005798|Golgi-associated vesicle;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;K08856

Manes.01G024100.v6.10.1783091 -2.48755 2E-12 down yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G024200.v6.12.2108023 1.14457 0.0606 up no pfam07926 TPR_MLP1_2TPR/MLP1/MLP2-like protein. The sequences featured in this family are similar to a region of human TPR protein and to yeast myosin-like proteins 1 (MLP1) and 2 (MLP2). These proteins share a number of features; for example, they all have coiled-coil regions and all three are associated with nuclear pores. TPR is thought to be a component of nuclear pore complex- attached intra-nuclear filaments, and is implicated in nuclear protein import. Moreover, its N-terminal region is involved in the activation of oncogenic kinases, possibly by mediating the dimerization of kinase domains or by targeting these kinases to the nuclear pore complex. MLP1 and MLP2 are involved in the process of telomere length regulation, where they are thought to interact with proteins such as Tel1p and modulate their activity.. . . .

Manes.01G024300.v6.10.4885179 -1.03352 7E-18 down yes pfam01343 Peptidase_S49Peptidase family S49.GO:0006508|proteolysis;GO:0006465|signal peptide processing;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0004252|serine-type endopeptidase activity;K04773

Manes.01G024400.v6.10.892552 ####### 0.1987 down no pfam01997 Translin Translin family. Members of this family include Translin that interacts with DNA and forms a ring around the DNA. This family also includes human translin-associated protein X, which was found to interact with translin with yeast two-hybrid screen.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0007283|spermatogenesis;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0031687|A2A adenosine receptor binding;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;GO:0032403|protein complex binding;GO:0043565|sequence-specific DNA binding;.

Manes.01G024600.v6.10.4144595 ####### 1E-14 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.01G025000.v6.12.0195891 1.01E+00 3E-19 up yes pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.01G025300.v6.10.3433263 -1.54235 2E-06 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G025500.v6.10.5405119 ####### 0.0006 down no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.01G025800.v6.10.7637859 ####### 0.2526 down no pfam10602 RPN7 26S proteasome subunit RPN7. RPN7 (known as the non ATPase regulatory subunit 6 in higher eukaryotes) is one of the lid subunits of the 26S proteasome and has been shown in Saccharomyces cerevisiae to be required for structural integrity. The 26S proteasome is is involved in the ATP-dependent degradation of ubiquitinated proteins.. . . .

Manes.01G025900.v6.10.2863517 -1.80414 2E-25 down yes pfam15440 THRAP3_BCLAF1THRAP3/BCLAF1 family. This family includes thyroid hormone receptor-associated protein 3 (THRAP3), which is a spliceosome component and a subunit of the TRAP complex which plays a role in pre-mRNA splicing and in mRNA decay. It also includes the transcriptional repressor Bcl-2-associated transcription factor 1 (BCLAF1).. . . .

Manes.01G026200.v6.10.3058755 -1.70898 2E-07 down yes pfam05965 FYRC F/Y rich C-terminus. This region is normally found in the trithorax/ALL1 family proteins. It is similar to SMART:SM00542.. . . .

Manes.01G026300.v6.10.2802977 ####### 1E-22 down yes pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G026400.v6.1Inf Inf 0.8764 up no pfam00864 P2X_receptorATP P2X receptor.GO:0006629|lipid metabolic process;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008081|phosphoric diester hydrolase activity;.

Manes.01G026500.v6.10.473454 -1.0787 2E-06 down yes pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0010319|stromule;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.01G026700.v6.10.2145553 -2.22058 7E-47 down yes pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0009658|chloroplast organization;GO:0009662|etioplast organization;GO:0042793|transcription from plastid promoter;GO:0042644|chloroplast nucleoid;GO:0009295|nucleoid;GO:0016301|kinase activity;.

Manes.01G026800.v6.13.6070991 1.85E+00 7E-37 up yes pfam01182 Glucosamine_isoGlucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005829|cytosol;GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.01G027000.v6.10.5152287 ####### 2E-09 down no pfam07717 OB_NTP_bindOligonucleotide/oligosaccharide-binding (OB)-fold. This family is found towards the C-terminus of the DEAD-box helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. There do seem to be a couple of instances where it occurs by itself. The structure PDB:3i4u adopts an OB-fold. helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. This C-terminal domain of the yeast helicase contains an oligonucleotide/oligosaccharide-binding (OB)-fold which seems to be placed at the entrance of the putative nucleic acid cavity. It also constitutes the binding site for the G-patch-containing domain of Pfa1p. When found on DEAH/RHA helicases, this domain is central to the regulation of the helicase activity through its binding of both RNA and G-patch domain proteins.GO:0000398|mRNA splicing, via spliceosome;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0042802|identical protein binding;GO:0044822|poly(A) RNA binding;K12818

Manes.01G027100.v6.11.7586149 0.81444 6E-13 up no pfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0032508|DNA duplex unwinding;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:0007265|Ras protein signal transduction;GO:0006810|transport;GO:0005737|cytoplasm;GO:0010494|cytoplasmic stress granule;GO:0005829|cytosol;GO:0005925|focal adhesion;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0004004|ATP-dependent RNA helicase activity;GO:0003677|DNA binding;GO:0004519|endonuclease activity;GO:0003729|mRNA binding;GO:0044822|poly(A) RNA binding;K17265

Manes.01G027200.v6.115.899143 3.99088 3E-185 up yes pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005634|nucleus;. .



Manes.01G027600.v6.10.4389328 -1.18793 4E-07 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G027900.v6.10.6553706 ####### 0.0218 down no pfam07168 Ureide_permeaseUreide permease. Heterocyclic nitrogen compounds may serve as nitrogen sources or nitrogen transport compounds in plants that are not able to fix nitrogen. This family represents ureide permease, a transporter of a wide spectrum of oxo derivatives of heterocyclic nitrogen compounds, including allantoin, uric acid and xanthine; it has 10 putative transmembrane domains with a large cytosolic central domain containing a 'Walker A' motif. Ureide permease is likely to transport other purine degradation products when nitrogen sources are low. Transport is dependent on glucose and a proton gradient. The family is found in bacteria, plants and yeast.GO:0015720|allantoin transport;GO:0043100|pyrimidine nucleobase salvage;GO:1903791|uracil transmembrane transport;GO:0015857|uracil transport;GO:0016021|integral component of membrane;GO:0005274|allantoin uptake transmembrane transporter activity;GO:0005524|ATP binding;GO:0015210|uracil transmembrane transporter activity;.

Manes.01G028100.v6.11.7530926 0.8099 9E-06 up no pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.GO:0008203|cholesterol metabolic process;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0043234|protein complex;. .

Manes.01G028700.v6.10.4203244 -1.25042 3E-18 down yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0032259|methylation;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.01G029100.v6.11.4649662 5.51E-01 2E-06 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.01G029400.v6.11.3902239 4.75E-01 4E-05 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0006109|regulation of carbohydrate metabolic process;GO:0009507|chloroplast;GO:0005768|endosome;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.01G030000.v6.13.3604206 1.75E+00 0.0011 up yes pfam01765 RRF Ribosome recycling factor. The ribosome recycling factor (RRF / ribosome release factor) dissociates the ribosome from the mRNA after termination of translation, and is essential bacterial growth. Thus ribosomes are "recycled" and ready for another round of protein synthesis.. . . .

Manes.01G030500.v6.10.3653397 ####### 2E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G030700.v6.10.848058 -0.23777 0.0468 down no pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.01G031100.v6.10.2673337 ####### 9E-34 down yes pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.01G031900.v6.11.8777282 0.90899 3E-08 up no pfam13520 AA_permease_2Amino acid permease.. . . .

Manes.01G032300.v6.10.5563639 ####### 7E-05 down no pfam02171 Piwi Piwi domain. This domain is found in the protein Piwi and its relatives. The function of this domain is the dsRNA guided hydrolysis of ssRNA. Determination of the crystal structure of Argonaute reveals that PIWI is an RNase H domain, and identifies Argonaute as Slicer, the enzyme that cleaves mRNA in the RNAi RISC complex. In addition, Mg+2 dependence and production of 3'-OH and 5' phosphate products are shared characteristics of RNaseH and RISC. The PIWI domain core has a tertiary structure belonging to the RNase H family of enzymes. RNase H fold proteins all have a five-stranded mixed beta-sheet surrounded by helices. By analogy to RNase H enzymes which cleave single-stranded RNA guided by the DNA strand in an RNA/DNA hybrid, the PIWI domain can be inferred to cleave single-stranded RNA, for example mRNA, guided by double stranded siRNA.GO:0035195|gene silencing by miRNA;GO:0010599|production of lsiRNA involved in RNA interference;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0040034|regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0010050|vegetative phase change;GO:0060145|viral gene silencing in virus induced gene silencing;GO:0005737|cytoplasm;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;K11593

Manes.01G032400.v6.12.0416333 1.03E+00 5E-15 up yes pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.01G032600.v6.10.6734927 -0.57027 9E-06 down no pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0010540|basipetal auxin transport;GO:0007155|cell adhesion;GO:0071555|cell wall organization;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0006897|endocytosis;GO:0032509|endosome transport via multivesicular body sorting pathway;GO:0001736|establishment of planar polarity;GO:0010274|hydrotropism;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0048209|regulation of vesicle targeting, to, from or within Golgi;GO:0048765|root hair cell differentiation;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K18443

Manes.01G032800.v6.10.992079 ####### 0.9444 down no pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0010540|basipetal auxin transport;GO:0007155|cell adhesion;GO:0071555|cell wall organization;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0006897|endocytosis;GO:0032509|endosome transport via multivesicular body sorting pathway;GO:0001736|establishment of planar polarity;GO:0010274|hydrotropism;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0048209|regulation of vesicle targeting, to, from or within Golgi;GO:0048765|root hair cell differentiation;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K18443

Manes.01G033200.v6.10.6681933 ####### 0.0002 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G033300.v6.10.3187547 -1.64948 9E-27 down yes pfam09273 Rubis-subs-bindRubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.GO:0018023|peptidyl-lysine trimethylation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0030785|[ribulose-bisphosphate carboxylase]-lysine N-methyltransferase activity;GO:0016279|protein-lysine N-methyltransferase activity;K00592

Manes.01G033500.v6.12.1409119 1.10E+00 0.0004 up yes pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0006817|phosphate ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G033700.v6.10.9893611 ####### 0.9049 down no pfam03254 XG_FTase Xyloglucan fucosyltransferase. Plant cell walls are crucial for development, signal transduction, and disease resistance in plants. Cell walls are made of cellulose, hemicelluloses, and pectins. Xyloglucan (XG), the principal load-bearing hemicellulose of dicotyledonous plants, has a terminal fucosyl residue. This fucosyltransferase adds this residue.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0036065|fucosylation;GO:0006486|protein glycosylation;GO:0009969|xyloglucan biosynthetic process;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0008417|fucosyltransferase activity;GO:0008107|galactoside 2-alpha-L-fucosyltransferase activity;K13681

Manes.01G033900.v6.1Inf Inf 0.8764 up no pfam04041 DUF377 Domain of unknown function (DUF377). This family contains many hypothetical proteins, some of which are predicted to be glycosyl hydrolases. This family was noted to belong to the Beta fructosidase superfamily in.. . . .

Manes.01G034300.v6.11.8766107 0.90813 5E-15 up no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.01G034500.v6.10.0721653 -3.79255 1E-104 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.01G034700.v6.10.4543549 -1.13811 1E-05 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G034800.v6.10.1751562 -2.51329 2E-06 down yes pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.01G035100.v6.10.4330508 -1.20739 2E-10 down yes pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G035400.v6.10.7530278 -0.40922 0.0009 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G035500.v6.10.3172767 -1.65619 0.0006 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G035700.v6.10.6623826 ####### 0.0003 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G036200.v6.12.1946038 1.13E+00 8E-07 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G036600.v6.11.6316735 7.06E-01 7E-08 up no pfam04658 TAFII55_N TAFII55 protein conserved region. The general transcription factor, TFIID, consists of the TATA-binding protein (TBP) associated with a series of TBP-associated factors (TAFs) that together participate in the assembly of the transcription preinitiation complex.  TAFII55 binds to TAFII250 and inhibits it acetyltransferase activity. The exact role of TAFII55 is currently unknown. The conserved region is situated towards the N-terminus of the protein.GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0051123|RNA polymerase II transcriptional preinitiation complex assembly;GO:0005669|transcription factor TFIID complex;GO:0035035|histone acetyltransferase binding;GO:0003713|transcription coactivator activity;GO:0008134|transcription factor binding;GO:0044212|transcription regulatory region DNA binding;K03132

Manes.01G036800.v6.11.744883 8.03E-01 0.0008 up no pfam03226 Yippee-Mis18Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.01G037400.v6.10.6812378 ####### 2E-06 down no pfam05631 DUF791 Protein of unknown function (DUF791). This family consists of several eukaryotic proteins of unknown function.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015098|molybdate ion transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.01G037500.v6.10.3607016 -1.47112 2E-25 down yes pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;. .

Manes.01G037600.v6.11.6344918 0.70884 6E-10 up no pfam03643 Vps26 Vacuolar protein sorting-associated protein 26. Vacuolar protein sorting-associated protein (Vps) 26 is one of around 50 proteins involved in protein trafficking. In particular, Vps26 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps29 and Vps35. This family also contains Down syndrome critical region 3/A.GO:0006886|intracellular protein transport;GO:0042147|retrograde transport, endosome to Golgi;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0008565|protein transporter activity;K18466

Manes.01G038000.v6.11.6209195 6.97E-01 2E-08 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0030054|cell junction;GO:0005777|peroxisome;GO:0045211|postsynaptic membrane;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;.

Manes.01G038600.v6.11.8482845 0.88619 1E-14 up no pfam01182 Glucosamine_isoGlucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0009507|chloroplast;GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.01G038800.v6.1NA NA NA -- no pfam10093 DUF2331 Uncharacterized protein conserved in bacteria (DUF2331). Members of this family of hypothetical bacterial proteins have no known function.. . . .

Manes.01G038900.v6.19.9586045 3.31594 1E-46 up yes pfam00046 Homeobox Homeobox domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G039000.v6.1Inf Inf 0.8798 up no pfam00953 Glycos_transf_4Glycosyl transferase family 4.. . . .

Manes.01G039300.v6.10.0358333 ####### 1E-17 down yes pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0009901|anther dehiscence;GO:0070734|histone H3-K27 methylation;GO:0051726|regulation of cell cycle;GO:0006275|regulation of DNA replication;GO:0005634|nucleus;GO:0046976|histone methyltransferase activity (H3-K27 specific);GO:0008270|zinc ion binding;.

Manes.01G039600.v6.11.3564919 0.43988 0.0115 up no pfam15465 DUF4634 Domain of unknown function (DUF4634). This family of proteins is found in eukaryotes. Proteins in this family are typically between 98 and 133 amino acids in length.. . . .

Manes.01G040100.v6.11.4999841 5.85E-01 4E-07 up no pfam00887 ACBP Acyl CoA binding protein.GO:0006869|lipid transport;GO:0001666|response to hypoxia;GO:0010288|response to lead ion;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005886|plasma membrane;GO:0000062|fatty-acyl-CoA binding;GO:0032791|lead ion binding;GO:0008289|lipid binding;.

Manes.01G040200.v6.10.9983103 ####### 0.9864 down no pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0051028|mRNA transport;GO:0006913|nucleocytoplasmic transport;GO:0006605|protein targeting;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0034399|nuclear periphery;GO:0005643|nuclear pore;GO:0005525|GTP binding;GO:0008565|protein transporter activity;K14293

Manes.01G040400.v6.11.0855477 1.18E-01 0.3015 up no pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0006606|protein import into nucleus;GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0071782|endoplasmic reticulum tubular network;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0005654|nucleoplasm;GO:0043234|protein complex;GO:0019899|enzyme binding;GO:0044822|poly(A) RNA binding;GO:0019904|protein domain specific binding;GO:0008565|protein transporter activity;K14293

Manes.01G040900.v6.10.0749135 -3.73863 0.0121 down yes pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G041200.v6.13.1119272 1.64E+00 3E-27 up yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.01G041700.v6.10.4474475 ####### 6E-05 down yes pfam00069 Pkinase Protein kinase domain.GO:0006182|cGMP biosynthetic process;GO:0009755|hormone-mediated signaling pathway;GO:0006955|immune response;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004383|guanylate cyclase activity;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G041800.v6.10.5854012 ####### 0.0013 down no pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0010218|response to far red light;GO:0080167|response to karrikin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.01G041900.v6.10.5210019 -0.94064 9E-09 down no pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.01G042200.v6.131.480399 4.97638 2E-20 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0009507|chloroplast;. .

Manes.01G042400.v6.11.0391149 5.54E-02 0.645 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G042600.v6.11.9052876 0.93001 3E-16 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G043000.v6.13.4741354 1.79665 2E-11 up yes pfam14684 Tricorn_C1 Tricorn protease C1 domain. This domain is the C1 core domain of tricorn protease. This is a mixed alpha-beta domain.GO:1903955|positive regulation of protein targeting to mitochondrion;GO:0005739|mitochondrion;GO:0008289|lipid binding;.

Manes.01G043300.v6.14.861936 2.28E+00 3E-57 up yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.GO:0051607|defense response to virus;GO:0010150|leaf senescence;GO:0051707|response to other organism;GO:0009507|chloroplast;. .

Manes.01G043700.v6.11.5395828 0.62254 0.0002 up no pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.GO:0009809|lignin biosynthetic process;. GO:0047763|caffeate O-methyltransferase activity;.

Manes.01G044100.v6.11.7094133 0.7735 1E-11 up no pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.01G044600.v6.11.315174 0.39525 0.0008 up no pfam01546 Peptidase_M20Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009850|auxin metabolic process;. GO:0010178|IAA-amino acid conjugate hydrolase activity;K14664

Manes.01G045000.v6.12.2070409 1.14211 1E-08 up yes pfam07690 MFS_1 Major Facilitator Superfamily.. GO:0016021|integral component of membrane;. .

Manes.01G045200.v6.1Inf Inf 0.8764 up no pfam01280 Ribosomal_L19eRibosomal protein L19e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0005886|plasma membrane;GO:0003735|structural constituent of ribosome;K02885

Manes.01G045500.v6.12.6907279 1.43E+00 8E-21 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G045900.v6.13.2021438 1.67904 2E-36 up yes pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.01G046600.v6.1Inf Inf 0.8764 up no pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.01G047300.v6.1Inf Inf 0.4066 up no pfam00215 OMPdecase Orotidine 5'-phosphate decarboxylase / HUMPS family. This family includes Orotidine 5'-phosphate decarboxylase enzymes EC:4.1.1.23 that are involved in the final step of pyrimidine biosynthesis. The family also includes enzymes such as hexulose-6-phosphate synthase. This family appears to be distantly related to pfam00834.. . . .

Manes.01G047400.v6.11.054052 0.07595 0.5734 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0050505|hydroquinone glucosyltransferase activity;.

Manes.01G047500.v6.10.4589816 ####### 3E-14 down yes pfam11944 DUF3461 Protein of unknown function (DUF3461). This family of proteins are functionally uncharacterized. This protein is found in bacteria. Proteins in this family are about 130 amino acids in length. This protein has two conserved sequence motifs: KFK and HLE.. . . .

Manes.01G047800.v6.12.670944 1.41735 4E-18 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006012|galactose metabolic process;. GO:0050662|coenzyme binding;GO:0003978|UDP-glucose 4-epimerase activity;K01784

Manes.01G047900.v6.11.3939591 4.79E-01 2E-05 up no pfam00069 Pkinase Protein kinase domain.GO:0009585|red, far-red light phototransduction;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.01G048900.v6.10.540753 ####### 8E-10 down no pfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009543|chloroplast thylakoid lumen;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004550|nucleoside diphosphate kinase activity;GO:0008270|zinc ion binding;K00940

Manes.01G049300.v6.14.0442677 2.01588 3E-51 up yes pfam00169 PH PH domain. PH stands for pleckstrin homology.. . . .

Manes.01G049700.v6.11.334322 4.16E-01 0.0003 up no pfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005874|microtubule;GO:0009524|phragmoplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.01G050200.v6.11.014242 0.0204 0.8788 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.01G050700.v6.10.4040279 -1.30747 4E-06 down yes pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048046|apoplast;. .

Manes.01G050800.v6.12.6973086 1.43152 7E-06 up yes pfam11744 ALMT Aluminium activated malate transporter.GO:0098656|anion transmembrane transport;GO:0015743|malate transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005253|anion channel activity;.

Manes.01G051200.v6.11.6437094 7.17E-01 0.4326 up no pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.01G051300.v6.1Inf Inf 0.4307 up no pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.01G051400.v6.10.6570093 -0.60601 0.0016 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0045041|protein import into mitochondrial intermembrane space;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.01G051600.v6.11.4738061 5.60E-01 9E-06 up no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0005096|GTPase activator activity;.

Manes.01G051800.v6.11.6449399 0.71803 1E-09 up no pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0003006|developmental process involved in reproduction;GO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0010039|response to iron ion;GO:0048316|seed development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G052100.v6.10.5481434 ####### 4E-10 down no pfam05631 DUF791 Protein of unknown function (DUF791). This family consists of several eukaryotic proteins of unknown function.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015098|molybdate ion transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.01G052200.v6.10.6802825 -0.55579 5E-06 down no pfam01500 Keratin_B2 Keratin, high sulfur B2 protein. High sulfur proteins are cysteine-rich proteins synthesized during the differentiation of hair matrix cells, and form hair fibres in association with hair keratin intermediate filaments. This family has been divided up into four regions, with the second region containing 8 copies of a short repeat. This family is also known as B2 or KAP1.. . . .

Manes.01G052300.v6.10.2622336 ####### 5E-07 down yes pfam03706 UPF0104 Uncharacterized protein family (UPF0104). This family of proteins are integral membrane proteins. These proteins are uncharacterized but contain a conserved PG motif. Some members of this family are annotated as dolichol-P-glucose synthetase and contain a pfam00535 domain.. . . .

Manes.01G052500.v6.16.4054506 2.6793 4E-101 up yes pfam10539 Dev_Cell_DeathDevelopment and cell death domain. The DCD domain is found in plant proteins involved in development and cell death. The DCD domain is an approximately 130 amino acid long stretch that contains several mostly invariable motifs. These include a FGLP and a LFL motif at the N-terminus and a PAQV and a PLxE motif towards the C-terminus of the domain. The DCD domain is present in proteins with different architectures. Some of these proteins contain additional recognisable motifs, like the KELCH repeats or the ParB domain.. . . .

Manes.01G052900.v6.15.4969889 2.45864 8E-08 up yes pfam15548 DUF4655 Domain of unknown function (DUF4655). This family of proteins is found in eukaryotes. Proteins in this family are typically between 533 and 570 amino acids in length.. . . .

Manes.01G053100.v6.11.0525168 0.07384 0.918 up no pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.01G053300.v6.10.5809541 -0.7835 2E-11 down no pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. GO:0005788|endoplasmic reticulum lumen;GO:0005524|ATP binding;.

Manes.01G053600.v6.14.4065025 2.14E+00 1E-36 up yes pfam01204 Trehalase Trehalase. Trehalase (EC:3.2.1.28) is known to recycle trehalose to glucose. Trehalose is a physiological hallmark of heat-shock response in yeast and protects of proteins and membranes against a variety of stresses. This family is found in conjunction with pfam07492 in fungi.GO:0005993|trehalose catabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0004555|alpha,alpha-trehalase activity;K01194

Manes.01G053700.v6.10.2094607 -2.25525 2E-16 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0005886|plasma membrane;GO:0016491|oxidoreductase activity;.

Manes.01G054100.v6.1#NAME? #NAME? 0.0002 down yes pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.01G054400.v6.10.0496913 -4.33086 1E-21 down yes pfam05119 Terminase_4 Phage terminase, small subunit.. . . .

Manes.01G054500.v6.11.1169582 0.15958 0.1653 up no pfam09749 HVSL Uncharacterized conserved protein. This entry is of proteins of approximately 300 residues conserved from plants to humans. It contains two conserved motifs, HxSL and FHVSL. The function is unknown.GO:0048354|mucilage biosynthetic process involved in seed coat development;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. K06111

Manes.01G054600.v6.11.1082698 1.48E-01 0.1896 up no pfam04048 Sec8_exocystSec8 exocyst complex component specific domain.GO:0048354|mucilage biosynthetic process involved in seed coat development;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. K06111

Manes.01G054800.v6.10.5546682 -0.8503 2E-07 down no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.01G055000.v6.12.9674769 1.56924 3E-08 up yes pfam04490 Pox_T4_C Poxvirus T4 protein, C terminus. This family of poxvirus proteins are thought to be retained in the endoplasmic reticulum. M-T4 of myxoma virus is thought to protect infected lymphocytes from apoptosis and modulate the inflammatory response to virus infection.. . . .

Manes.01G055100.v6.12.0418399 1.03E+00 5E-05 up yes pfam03535 Paxillin Paxillin family.. . . .

Manes.01G055200.v6.13.1124998 1.64E+00 8E-39 up yes pfam09057 Smac_DIABLOSecond Mitochondria-derived Activator of Caspases. Second Mitochondria-derived Activator of Caspases promotes apoptosis by activating caspases in the cytochrome c/Apaf-1/caspase-9 pathway, and by opposing the inhibitory activity of inhibitor of apoptosis proteins (XIAP-BIR3). The protein assumes an elongated three-helix bundle structure, and forms a dimer in solution.. . . .

Manes.01G056100.v6.12.4446602 1.29E+00 1E-29 up yes pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11835

Manes.01G056300.v6.19.2715875 3.21E+00 0.0444 up no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G056800.v6.10.2707285 ####### 4E-42 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.01G057800.v6.10.722537 ####### 0.001 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;K01762

Manes.01G058100.v6.10.3221398 ####### 6E-21 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.01G058600.v6.10.3540784 -1.49786 1E-26 down yes pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.01G059600.v6.10.6841395 -0.54764 5E-05 down no pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.01G059700.v6.10.4655427 -1.10301 3E-17 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.

Manes.01G059900.v6.18.2728594 3.05E+00 6E-56 up yes pfam05109 Herpes_BLLF1Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. GO:0005886|plasma membrane;. .

Manes.01G060300.v6.10.2710016 ####### 6E-30 down yes pfam13867 SAP30_Sin3_bdgSin3 binding region of histone deacetylase complex subunit SAP30. This C-terminal domain of the SAP30 proteins appears to be the binding region for Sin3.. . . .

Manes.01G060500.v6.11.2926071 0.37028 0.8091 up no pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0010161|red light signaling pathway;GO:0009909|regulation of flower development;GO:0010099|regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.01G060800.v6.10.2532204 ####### 0.0002 down yes pfam00153 Mito_carr Mitochondrial carrier protein.. . . .

Manes.01G060900.v6.10.2736232 -1.86974 0.0024 down yes pfam13650 Asp_protease_2Aspartyl protease. This family consists of predicted aspartic proteases, typically from 180 to 230 amino acids in length, in MEROPS clan AA. This model describes the well-conserved 121-residue C-terminal region. The poorly conserved, variable length N-terminal region usually contains a predicted transmembrane helix.. . . .

Manes.01G061100.v6.12.0225439 1.02E+00 3E-19 up yes pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0034720|histone H3-K4 demethylation;GO:0034721|histone H3-K4 demethylation, trimethyl-H3-K4-specific;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0034648|histone demethylase activity (H3-dimethyl-K4 specific);GO:0034647|histone demethylase activity (H3-trimethyl-K4 specific);GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0008270|zinc ion binding;K11446

Manes.01G061400.v6.10.2541918 -1.97601 1E-55 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.01G061500.v6.10.6415556 -0.64035 0.0007 down no pfam04107 GCS2 Glutamate-cysteine ligase family 2(GCS2). Also known as gamma-glutamylcysteine synthetase and gamma-ECS (EC:6.3.2.2). This enzyme catalyses the first and rate limiting step in de novo glutathione biosynthesis. Members of this family are found in archaea, bacteria and plants. May and Leaver discuss the possible evolutionary origins of glutamate-cysteine ligase enzymes in different organisms and suggest that it evolved independently in different eukaryotes, from an ancestral bacterial enzyme. They also state that Arabidopsis thaliana gamma-glutamylcysteine synthetase is structurally unrelated to mammalian, yeast and Escherichia coli homologues. In plants, there are separate cytosolic and chloroplast forms of the enzyme.GO:0006750|glutathione biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004357|glutamate-cysteine ligase activity;.

Manes.01G061600.v6.14.2690518 2.09392 4E-59 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. . GO:0016787|hydrolase activity;.

Manes.01G061800.v6.13.1309795 1.64661 2E-37 up yes pfam04032 Rpr2 RNAse P Rpr2/Rpp21/SNM1 subunit domain. This family contains a ribonuclease P subunit of humans and yeast. Other members of the family include the probable archaeal homologues. This family includes SNM1. It is a subunit of RNase MRP (mitochondrial RNA processing), a ribonucleoprotein endoribonuclease that has roles in both mitochondrial DNA replication and nuclear 5.8S rRNA processing. SNM1 is an RNA binding protein that binds the MRP RNA specifically. This subunit possibly binds the precursor tRNA.. . . .

Manes.01G062400.v6.14.3560796 2.12E+00 4E-66 up yes pfam00255 GSHPx Glutathione peroxidase.GO:0046686|response to cadmium ion;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0004602|glutathione peroxidase activity;GO:0047066|phospholipid-hydroperoxide glutathione peroxidase activity;K00432

Manes.01G062800.v6.14.0609389 2.02181 3E-54 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0050832|defense response to fungus;GO:0033611|oxalate catabolic process;GO:0010030|positive regulation of seed germination;GO:0046686|response to cadmium ion;GO:0009735|response to cytokinin;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0050203|oxalate-CoA ligase activity;.

Manes.01G062900.v6.1NA NA NA -- no pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. K05765

Manes.01G063100.v6.10.368188 ####### 2E-22 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G063600.v6.10.6249528 ####### 2E-08 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.01G064000.v6.10.5025274 ####### 2E-12 down no pfam08617 CGI-121 Kinase binding protein CGI-121. CGI-121 has been shown to bind to the p53-related protein kinase (PRPK). PRPK is a novel protein kinase which binds to and induces phosphorylation of the tumor suppressor protein p53. CGI-121 is part of a conserved protein complex, KEOPS. The KEOPS complex is involved in telomere uncapping and telomere elongation. Interestingly this family also include archaeal homologues, formerly in the DUF509 family. A structure for these proteins has been solved by structural genomics.GO:0008033|tRNA processing;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0019901|protein kinase binding;K15901

Manes.01G064200.v6.11.6873327 7.55E-01 3E-05 up no pfam00314 Thaumatin Thaumatin family.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0009651|response to salt stress;. . .

Manes.01G064300.v6.116.805473 4.07E+00 0.0028 up yes pfam00314 Thaumatin Thaumatin family.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0009651|response to salt stress;. . .

Manes.01G065200.v6.12.3168976 1.21219 5E-26 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0045892|negative regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.01G065300.v6.17.6813007 2.94135 4E-05 up yes pfam00168 C2 C2 domain. GO:0006952|defense response;GO:0016020|membrane;. .

Manes.01G065700.v6.10.4972656 -1.00791 5E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0031425|chloroplast RNA processing;GO:0009507|chloroplast;. .

Manes.01G066100.v6.10.9339048 -0.09865 0.4607 down no pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.GO:0006506|GPI anchor biosynthetic process;GO:0042765|GPI-anchor transamidase complex;. K05293

Manes.01G066200.v6.12.2068142 1.14197 5E-24 up yes pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. . . .

Manes.01G066800.v6.10.7123251 -0.48939 0.0006 down no pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.GO:0019375|galactolipid biosynthetic process;GO:0045017|glycerolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0047184|1-acylglycerophosphocholine O-acyltransferase activity;GO:0071617|lysophospholipid acyltransferase activity;GO:0016746|transferase activity, transferring acyl groups;K13519

Manes.01G066900.v6.10.1106666 ####### 7E-66 down yes pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005739|mitochondrion;. .

Manes.01G067200.v6.1Inf Inf 0.1921 up no pfam13639 zf-RING_2 Ring finger domain.GO:0051301|cell division;GO:0016567|protein ubiquitination;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16286

Manes.01G067400.v6.1Inf Inf 2E-05 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009738|abscisic acid-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G067700.v6.10.4871874 ####### 0.0118 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G068400.v6.12.5226405 1.33493 2E-28 up yes pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.01G069300.v6.10.3986053 ####### 6E-26 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0071555|cell wall organization;GO:0019305|dTDP-rhamnose biosynthetic process;GO:0010253|UDP-rhamnose biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008830|dTDP-4-dehydrorhamnose 3,5-epimerase activity;GO:0008831|dTDP-4-dehydrorhamnose reductase activity;GO:0010489|UDP-4-keto-6-deoxy-glucose-3,5-epimerase activity;GO:0010490|UDP-4-keto-rhamnose-4-keto-reductase activity;K12451

Manes.01G069700.v6.128.253114 4.82E+00 2E-13 up yes pfam12638 Staygreen Staygreen protein. This family of proteins have been implicated in chlorophyll degradation. Intriguingly members of this family are also found in non-photosynthetic bacteria.GO:0015996|chlorophyll catabolic process;GO:0009535|chloroplast thylakoid membrane;. .

Manes.01G070800.v6.10.2400303 -2.05871 7E-12 down yes pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.01G071400.v6.11.8467847 0.88502 4E-14 up no pfam01754 zf-A20 A20-like zinc finger. The A20 Zn-finger of bovine/human Rabex5/rabGEF1 is a Ubiquitin Binding Domain. The zinc finger mediates self-association in A20. These fingers also mediate IL-1-induced NF-kappa B activation.. GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.01G071500.v6.10.5643316 ####### 8E-07 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.01G071600.v6.1Inf Inf 0.0033 up yes pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.01G072100.v6.10.4547143 -1.13697 1E-20 down yes pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0080064|4,4-dimethyl-9beta,19-cyclopropylsterol oxidation;GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0000254|C-4 methylsterol oxidase activity;GO:0005506|iron ion binding;K14423

Manes.01G072500.v6.1NA NA NA -- no pfam04790 Sarcoglycan_1Sarcoglycan complex subunit protein. The dystrophin glycoprotein complex (DGC) is a membrane-spanning complex that links the interior cytoskeleton to the extracellular matrix in muscle. The sarcoglycan complex is a subcomplex within the DGC and is composed of several muscle-specific, transmembrane proteins (alpha-, beta-, gamma-, delta- and zeta-sarcoglycan). The sarcoglycans are asparagine-linked glycosylated proteins with single transmembrane domains. This family contains beta, gamma and delta members.GO:0007049|cell cycle;GO:0051301|cell division;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005773|vacuole;. K15292

Manes.01G072600.v6.1Inf Inf 0.8842 up no pfam11945 WASH_WAHDWAHD domain of WASH complex. This domain forms part of the WASH-complex of domains and proteins that activates the Arp2/3 complex, see pfam04062. The Arp2/3 complex regulates endocytosis, sorting, and trafficking within the cell. The WAHD domain attaches to the FAM21 proteins via its N-terminal residues and to the microtubules via its C-terminal residues.. . . .

Manes.01G073200.v6.11.4144835 5.00E-01 1E-05 up no pfam00888 Cullin Cullin family. GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048366|leaf development;GO:0010087|phloem or xylem histogenesis;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042752|regulation of circadian rhythm;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0000794|condensed nuclear chromosome;GO:0031461|cullin-RING ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;. K03347

Manes.01G073400.v6.12.2942377 1.20E+00 2E-22 up yes pfam10248 Mlf1IP Myelodysplasia-myeloid leukemia factor 1-interacting protein. This entry is the conserved central region of a group of proteins that are putative transcriptional repressors. The structure contains a putative 14-3-3 binding motif involved in the subcellular localisation of various regulatory molecules, and it may be that interaction with the transcription factor DREF could be regulated through this motif. DREF regulates proliferation-related genes in Drosophila. Mlf1IP is expressed in both the nuclei and the cytoplasm and thus may have multi-functions.. . . .

Manes.01G073500.v6.10.6477677 ####### 1E-05 down no pfam00472 RF-1 RF-1 domain. This domain is found in peptide chain release factors such as RF-1 and RF-2, and a number of smaller proteins of unknown function. This domain contains the peptidyl-tRNA hydrolase activity. The domain contains a highly conserved motif GGQ, where the glutamine is thought to coordinate the water that mediates the hydrolysis.GO:0070126|mitochondrial translational termination;GO:0005762|mitochondrial large ribosomal subunit;GO:0005739|mitochondrion;GO:0004045|aminoacyl-tRNA hydrolase activity;GO:0016150|translation release factor activity, codon nonspecific;K15033

Manes.01G073700.v6.11.9023551 0.92779 4E-15 up no pfam01571 GCV_T Aminomethyltransferase folate-binding domain. This is a family of glycine cleavage T-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. The T-protein is an aminomethyl transferase.GO:0016226|iron-sulfur cluster assembly;GO:0005759|mitochondrial matrix;GO:0016740|transferase activity;.

Manes.01G074500.v6.11.4953403 0.58047 0.0017 up no pfam13414 TPR_11 TPR repeat. GO:0046686|response to cadmium ion;GO:0005829|cytosol;. K09560

Manes.01G074600.v6.18.7222145 3.12E+00 7E-16 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;GO:0031225|anchored component of membrane;GO:0008289|lipid binding;.

Manes.01G074700.v6.10.5031261 ####### 2E-13 down no pfam05536 NeurochondrinNeurochondrin. This family contains several eukaryotic neurochondrin proteins. Neurochondrin induces hydroxyapatite resorptive activity in bone marrow cells resistant to bafilomycin A1, an inhibitor of macrophage- and osteoclast-mediated resorption. Expression of the gene is localized to chondrocyte, osteoblast, and osteocyte in the bone and to the hippocampus and Purkinje cell layer of cerebellum in the brain.. . . .

Manes.01G074900.v6.11.9720655 9.80E-01 2E-10 up no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.01G075000.v6.10.5986324 -0.74026 9E-10 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K02355

Manes.01G075600.v6.1Inf Inf 0.8798 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.01G076400.v6.10.195592 ####### 5E-43 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.01G076600.v6.10.7715958 -0.37408 0.0015 down no pfam00923 TransaldolaseTransaldolase. GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0004801|sedoheptulose-7-phosphate:D-glyceraldehyde-3-phosphate glyceronetransferase activity;K00616

Manes.01G077000.v6.10.7665137 -0.38362 0.0017 down no pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.. GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;.

Manes.01G077200.v6.11.5662137 6.47E-01 3E-06 up no pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.01G077300.v6.12.3394441 1.23E+00 5E-05 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G077400.v6.10.2253712 -2.14963 5E-14 down yes pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.01G077500.v6.10.7648935 -0.38667 0.0923 down no pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.. GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.01G078300.v6.10.0765427 ####### 7E-28 down yes pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. . . .

Manes.01G078600.v6.1NA NA NA -- no pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. GO:0016021|integral component of membrane;. .

Manes.01G078700.v6.1Inf Inf 0.8764 up no pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. GO:0016021|integral component of membrane;. .

Manes.01G079500.v6.10.3602616 -1.47288 8E-22 down yes pfam03253 UT Urea transporter. Members of this family transport urea across membranes. The family includes a bacterial homologue, Actinobacillus pleuropneumoniae urea transport protein Utp.. . . .

Manes.01G079700.v6.11.4100227 0.49572 0.0001 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G080400.v6.11.8530654 0.88991 0.0001 up no pfam15244 HSD3 Hydroxy-steroid dehydrogenase. This family also goes by the name of Spermatogenesis-associated protein 7 or SPAT7. It is an aldo-keto reductase (AKR) human type 3 3-alpha-hydroxy-steroid dehydrogenase (H3-alpha-HSD3, AKR1C2), and it plays a crucial role in the regulation of the intracellular concentrations of testosterone and 5-alpha-dihydrotestosterone (5-alpha-DHT), two steroids directly linked to the aetiology and the progression of many prostate diseases and cancer. Mutations in the gene cause Leber congenital amaurosis (LCA) and juvenile retinitis pigmentosa (RP), the most common hereditary causes of visual impairment in infants and children.. . . .

Manes.01G080500.v6.1Inf Inf 0.8798 up no pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005615|extracellular space;. .

Manes.01G080800.v6.10.6623862 -0.59426 0.0001 down no pfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006421|asparaginyl-tRNA aminoacylation;GO:0048481|ovule development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0004816|asparagine-tRNA ligase activity;GO:0005524|ATP binding;GO:0003677|DNA binding;K01893

Manes.01G081000.v6.10.2868892 -1.80143 1E-15 down yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G081100.v6.11.7981642 8.47E-01 0.4263 up no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.01G081300.v6.10.6811182 ####### 0.0003 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G081500.v6.10.911259 ####### 0.2502 down no pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.01G081800.v6.12.8054824 1.48825 4E-31 up yes pfam05703 Auxin_canalisAuxin canalisation. This domain is frequently found at the N-terminus of proteins containing pfam08458 at the C-terminus. It is a component of the auto-regulatory loop which enables auxin canalisation by recruitment of the PIN1 auxin efflux protein to the cell membrane.. . . .

Manes.01G081900.v6.10.3736065 ####### 1E-22 down yes pfam00551 Formyl_trans_NFormyl transferase. This family includes the following members. Glycinamide ribonucleotide transformylase catalyses the third step in de novo purine biosynthesis, the transfer of a formyl group to 5'-phosphoribosylglycinamide. Formyltetrahydrofolate deformylase produces formate from formyl- tetrahydrofolate. Methionyl-tRNA formyltransferase transfers a formyl group onto the amino terminus of the acyl moiety of the methionyl aminoacyl-tRNA. Inclusion of the following members is supported by PSI-blast. HOXX_BRAJA (P31907) contains a related domain of unknown function. PRTH_PORGI (P46071) contains a related domain of unknown function. Y09P_MYCTU (Q50721) contains a related domain of unknown function.GO:0006189|'de novo' IMP biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0046653|tetrahydrofolate metabolic process;GO:0005739|mitochondrion;GO:0008864|formyltetrahydrofolate deformylase activity;GO:0016742|hydroxymethyl-, formyl- and related transferase activity;K01433

Manes.01G082200.v6.10.4494386 ####### 4E-12 down yes pfam02666 PS_DcarbxylasePhosphatidylserine decarboxylase. This is a family of phosphatidylserine decarboxylases, EC:4.1.1.65.  These enzymes catalyse the reaction: Phosphatidyl-L-serine <=> phosphatidylethanolamine + CO2. Phosphatidylserine decarboxylase plays a central role in the biosynthesis of aminophospholipids by converting phosphatidylserine to phosphatidylethanolamine.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0004609|phosphatidylserine decarboxylase activity;K01613

Manes.01G082300.v6.10.8669546 -0.20597 0.1219 down no pfam01408 GFO_IDH_MocAOxidoreductase family, NAD-binding Rossmann fold. This family of enzymes utilize NADP or NAD. This family is called the GFO/IDH/MOCA family in swiss-prot.. . GO:0016491|oxidoreductase activity;.

Manes.01G082900.v6.11.5042586 0.58905 0.0255 up no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G083500.v6.1NA NA NA -- no pfam09742 Dymeclin Dyggve-Melchior-Clausen syndrome protein. Dymeclin (Dyggve-Melchior-Clausen syndrome protein) contains a large number of leucine and isoleucine residues and a total of 17 repeated dileucine motifs. It is characteristically about 700 residues long and present in plants and animals. Mutations in the gene coding for this protein in humans give rise to the disorder Dyggve-Melchior-Clausen syndrome (DMC, MIM 223800) which is an autosomal-recessive disorder characterized by the association of a spondylo-epi-metaphyseal dysplasia and mental retardation. DYM transcripts are widely expressed throughout human development and Dymeclin is not an integral membrane protein of the ER, but rather a peripheral membrane protein dynamically associated with the Golgi apparatus.. . . .



Manes.01G083600.v6.10.4719578 ####### 0.4568 down no pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;.

Manes.01G084100.v6.11.790844 0.84064 4E-08 up no pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009693|ethylene biosynthetic process;. GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.01G084300.v6.12.0970264 1.07E+00 3E-16 up yes pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.01G084500.v6.10.2582514 -1.95315 5E-13 down yes pfam04618 HD-ZIP_N HD-ZIP protein N terminus. This family consists of the N termini of plant homeobox-leucine zipper proteins. Its function is unknown.GO:0008283|cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0010218|response to far red light;GO:0048364|root development;GO:0009641|shade avoidance;GO:0010016|shoot system morphogenesis;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.01G084600.v6.12.1953368 1.13444 2E-19 up yes pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.01G084700.v6.10.808988 ####### 0.0109 down no pfam02089 Palm_thioest Palmitoyl protein thioesterase.GO:0044257|cellular protein catabolic process;GO:0007005|mitochondrion organization;GO:0018991|oviposition;GO:0009791|post-embryonic development;GO:0002084|protein depalmitoylation;GO:0006898|receptor-mediated endocytosis;GO:0005764|lysosome;GO:0008474|palmitoyl-(protein) hydrolase activity;K01074

Manes.01G084900.v6.11.4504141 0.53646 7E-05 up no pfam05903 Peptidase_C97PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.01G085400.v6.15.5052296 2.4608 1E-07 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G085600.v6.114.174328 3.82521 0.0002 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G085800.v6.11.2854939 0.36232 0.4427 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09287

Manes.01G086100.v6.12.1536162 1.11E+00 8E-06 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047714|galactolipase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0004806|triglyceride lipase activity;.

Manes.01G086300.v6.13.6567346 1.87056 0.0004 up yes pfam14907 NTP_transf_5Uncharacterized nucleotidyltransferase. This family is likely to be an uncharacterized group of nucleotidyltransferases.. . . .

Manes.01G086400.v6.15.1042737 2.35171 4E-88 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.01G086500.v6.12.0483381 1.03E+00 8E-07 up yes pfam09480 PrgH Type III secretion system protein PrgH-EprH (PrgH). In Salmonella, the gene encoding this protein is part of a four-gene operon PrgHIJK, while in other organisms it is found in type III secretion operons. PrgH has been shown to be required for type III secretion and is a structural component of the needle complex, which is the core component of type III secretion systems.. . . .

Manes.01G086600.v6.14.2324984 2.08151 9E-15 up yes pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.01G086800.v6.10.2329353 -2.102 3E-19 down yes pfam10401 IRF-3 Interferon-regulatory factor 3. This is the interferon-regulatory factor 3 chain of the hetero-dimeric structure which also contains the shorter chain CREB-binding protein. These two subunits make up the DRAF1 (double-stranded RNA-activated factor 1).  Viral dsRNA produced during viral transcription or replication leads to the activation of DRAF1. The DNA-binding specificity of DRAF1 correlates with transcriptional induction of ISG (interferon-alpha,beta-stimulated gene). IRF-3 preexists in the cytoplasm of uninfected cells and translocates to the nucleus following viral infection. Translocation of IRF-3 is accompanied by an increase in serine and threonine phosphorylation, and association with the CREB coactivator occurs only after infection.. . . .

Manes.01G086900.v6.110.489167 3.39083 2E-25 up yes pfam07690 MFS_1 Major Facilitator Superfamily.GO:0006820|anion transport;GO:0008643|carbohydrate transport;GO:0055062|phosphate ion homeostasis;GO:0035435|phosphate ion transmembrane transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015315|organophosphate:inorganic phosphate antiporter activity;K13783

Manes.01G087000.v6.10.5505671 -0.86101 3E-11 down no pfam01245 Ribosomal_L19Ribosomal protein L19.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02884

Manes.01G087100.v6.10.4375984 ####### 0.0044 down yes pfam06432 GPI2 Phosphatidylinositol N-acetylglucosaminyltransferase. Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins. The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This step involves products of three or four genes in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.. . . .

Manes.01G087300.v6.10.1897507 -2.39782 1E-26 down yes pfam00069 Pkinase Protein kinase domain.GO:0044770|cell cycle phase transition;GO:0051301|cell division;GO:0006260|DNA replication;GO:0006270|DNA replication initiation;GO:0000727|double-strand break repair via break-induced replication;GO:0000082|G1/S transition of mitotic cell cycle;GO:0000278|mitotic cell cycle;GO:0018105|peptidyl-serine phosphorylation;GO:0006909|phagocytosis;GO:0008284|positive regulation of cell proliferation;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0010571|positive regulation of nuclear cell cycle DNA replication;GO:0008360|regulation of cell shape;GO:0005737|cytoplasm;GO:0045171|intercellular bridge;GO:0015630|microtubule cytoskeleton;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0046872|metal ion binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K02214

Manes.01G087400.v6.11.7849855 0.83591 1E-12 up no pfam01027 Bax1-I Inhibitor of apoptosis-promoting Bax1. Programmed cell-death involves a set of Bcl-2 family proteins, some of which inhibit apoptosis (Bcl-2 and Bcl-XL) and some of which promote it (Bax and Bak). Human Bax inhibitor, BI-1, is an evolutionarily conserved integral membrane protein containing multiple membrane-spanning segments predominantly localized to intracellular membranes. It has 6-7 membrane-spanning domains. The C termini of the mammalian BI-1 proteins are comprised of basic amino acids resembling some nuclear targeting sequences, but otherwise the predicted proteins lack motifs that suggest a function. As plant BI-1 appears to localize predominantly to the ER, we hypothesized that plant BI-1 could also regulate cell death triggered by ER stress. BI-1 appears to exert its effect through an interaction with calmodulin. The budding yeast member of this family has been found unexpectedly to encode a BH3 domain-containing protein (Ybh3p) that regulates the mitochondrial pathway of apoptosis in a phylogenetiGO:0006983|ER overload response;GO:0043066|negative regulation of apoptotic process;GO:0043069|negative regulation of programmed cell death;GO:0009414|response to water deprivation;GO:0000038|very long-chain fatty acid metabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005635|nuclear envelope;. .

Manes.01G088500.v6.10.551924 -0.85746 3E-07 down no pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.. . . .

Manes.01G089200.v6.10.4983843 ####### 0.0002 down yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.01G089600.v6.10.8234826 -0.28019 0.0262 down no pfam01474 DAHP_synth_2Class-II DAHP synthetase family. Members of this family are aldolase enzymes that catalyse the first step of the shikimate pathway.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009507|chloroplast;GO:0003849|3-deoxy-7-phosphoheptulonate synthase activity;K01626

Manes.01G089800.v6.10.8134159 -0.29793 0.0304 down no pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.. . . .

Manes.01G090100.v6.10.5151872 -0.95683 8E-10 down no pfam00271 Helicase_C Helicase conserved C-terminal domain. The Prosite family is restricted to DEAD/H helicases, whereas this domain family is found in a wide variety of helicases and helicase related proteins. It may be that this is not an autonomously folding unit, but an integral part of the helicase.GO:0070827|chromatin maintenance;GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0000958|mitochondrial mRNA catabolic process;GO:0035946|mitochondrial mRNA surveillance;GO:0035945|mitochondrial ncRNA surveillance;GO:0000965|mitochondrial RNA 3'-end processing;GO:2000827|mitochondrial RNA surveillance;GO:0070584|mitochondrion morphogenesis;GO:0043066|negative regulation of apoptotic process;GO:0030307|positive regulation of cell growth;GO:0000962|positive regulation of mitochondrial RNA catabolic process;GO:0006401|RNA catabolic process;GO:0045025|mitochondrial degradosome;GO:0005759|mitochondrial matrix;GO:0042645|mitochondrial nucleoid;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0034458|3'-5' RNA helicase activity;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;GO:0003725|double-stranded RNA binding;GO:0004386|helicase activity;GO:0044822|poly(A) RNA binding;GO:0042803|protein homodimerization activity;GO:0003723|RNA binding;K17675

Manes.01G090200.v6.10.4301776 -1.217 5E-19 down yes pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.GO:0010206|photosystem II repair;GO:0006508|proteolysis;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0008233|peptidase activity;GO:0004252|serine-type endopeptidase activity;.

Manes.01G090300.v6.15.1157645 2.35495 3E-05 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G090400.v6.10.6851366 -0.54554 9E-06 down no pfam01199 Ribosomal_L34eRibosomal protein L34e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G090600.v6.1Inf Inf 0.8764 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G090700.v6.10.459778 -1.12099 2E-18 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G091000.v6.1Inf Inf 0.8764 up no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.01G091100.v6.10.2065156 ####### 2E-23 down yes pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0045454|cell redox homeostasis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005623|cell;GO:0005576|extracellular region;. .

Manes.01G091300.v6.1Inf Inf 0.2217 up no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.01G091400.v6.123.449493 4.55148 2E-61 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.01G091500.v6.10.2766596 -1.85382 2E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G091800.v6.113.73724 3.78002 1E-26 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.01G092000.v6.12.2866015 1.1932 1E-10 up yes pfam08881 CVNH CVNH domain. CyanoVirin-N Homology domains are found in the sugar-binding antiviral protein cyanovirin-N (CVN) as well as filamentous ascomycetes and in the fern Ceratopteris richardii.GO:0006412|translation;GO:0016021|integral component of membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G092600.v6.10.3871403 ####### 0.0003 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.01G093100.v6.10.4437579 -1.17216 0.0024 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G093200.v6.16.4631984 2.69E+00 2E-11 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G093400.v6.10.6581575 ####### 2E-07 down no pfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0009086|methionine biosynthetic process;GO:0001887|selenium compound metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003962|cystathionine gamma-synthase activity;GO:0030170|pyridoxal phosphate binding;K01739

Manes.01G093700.v6.10.3907797 -1.35557 4E-14 down yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G094300.v6.12.0836851 1.05914 2E-18 up yes pfam07524 Bromo_TP Bromodomain associated. This domain is predicted to bind DNA and is often found associated with pfam00439 and in transcription factors. It has a histone-like fold.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. K14649

Manes.01G094400.v6.12.103418 1.07E+00 1E-05 up yes pfam00844 Gemini_coat Geminivirus coat protein/nuclear export factor BR1 family. It has been shown that the 104 N-terminal amino acids of the maize streak virus coat protein bind DNA non- specifically. This family also includes various geminivirus movement proteins that are nuclear export factors or shuttles. One member BR1 facilitates the export of both ds and ss DNA form the nucleus.. . . .

Manes.01G095200.v6.1Inf Inf 0.1136 up no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0050736|O-malonyltransferase activity;.

Manes.01G095400.v6.155.211551 5.7869 1E-05 up yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0050736|O-malonyltransferase activity;.

Manes.01G095900.v6.10.4257971 -1.23176 2E-24 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.01G096100.v6.10.3816905 -1.38952 2E-25 down yes pfam12095 DUF3571 Protein of unknown function (DUF3571). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 85 to 97 amino acids in length.. . . .

Manes.01G096200.v6.10.355138 ####### 6E-13 down yes pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.01G096600.v6.10.1117084 ####### 3E-14 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.01G097400.v6.11.6769295 7.46E-01 8E-11 up no pfam12830 Nipped-B_C Sister chromatid cohesion C-terminus. This domain lies towards the C-terminus of nipped-B or sister chromatid cohesion proteins.GO:0007420|brain development;GO:0034613|cellular protein localization;GO:0006974|cellular response to DNA damage stimulus;GO:0071481|cellular response to X-ray;GO:0050890|cognition;GO:0048589|developmental growth;GO:0042471|ear morphogenesis;GO:0048701|embryonic cranial skeleton morphogenesis;GO:0048557|embryonic digestive tract morphogenesis;GO:0035115|embryonic forelimb morphogenesis;GO:0048703|embryonic viscerocranium morphogenesis;GO:0035261|external genitalia morphogenesis;GO:0048592|eye morphogenesis;GO:0060325|face morphogenesis;GO:0045444|fat cell differentiation;GO:0035136|forelimb morphogenesis;GO:0061010|gall bladder development;GO:0007507|heart development;GO:0003007|heart morphogenesis;GO:0034088|maintenance of mitotic sister chromatid cohesion;GO:0007064|mitotic sister chromatid cohesion;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0003151|outflow tract morphogenesis;GO:0031065|positive regulatioGO:0000785|chromatin;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0032116|SMC loading complex;GO:0003682|chromatin binding;GO:0070087|chromo shadow domain binding;GO:0042826|histone deacetylase binding;GO:0036033|mediator complex binding;GO:0008022|protein C-terminus binding;GO:0047485|protein N-terminus binding;K06672

Manes.01G097500.v6.10.1304423 ####### 1E-49 down yes pfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.01G097700.v6.10.6806783 ####### 2E-05 down no pfam01090 Ribosomal_S19eRibosomal protein S19e.GO:0006412|translation;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02966

Manes.01G098000.v6.11.8219201 8.65E-01 3E-11 up no pfam10591 SPARC_Ca_bdgSecreted protein acidic and rich in cysteine Ca binding region. The SPARC_Ca_bdg domain of Secreted Protein Acidic and Rich in Cysteine is responsible for the anti-spreading activity of human urothelial cells. It is rich in alpha-helices. This extracellular calcium-binding domain contains two EF-hands that each coordinates one Ca2+ ion, forming a helix-loop-helix structure that not only drives the conformation of the protein but is also necessary for biological activity. The anti-spreading activity was dependent on the coordination of Ca2+ by a Glu residue at the Z position of EF-hand 2.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.01G098200.v6.10.4724027 ####### 8E-10 down yes pfam00612 IQ IQ calmodulin-binding motif. Calmodulin-binding motif.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.01G098700.v6.10.7493755 -0.41624 0.0614 down no pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. . . .

Manes.01G098800.v6.11.4887628 0.57411 2E-06 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.01G099100.v6.11.5309024 0.61438 8E-07 up no pfam14234 DUF4336 Domain of unknown function (DUF4336).. . . .

Manes.01G099200.v6.12.1421078 1.09903 7E-22 up yes pfam13445 zf-RING_UBOXRING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.. . . .

Manes.01G099300.v6.10.4493236 -1.15417 1E-05 down yes pfam00027 cNMP_bindingCyclic nucleotide-binding domain.GO:0070588|calcium ion transmembrane transport;GO:0006952|defense response;GO:0007263|nitric oxide mediated signal transduction;GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005622|intracellular;GO:0005262|calcium channel activity;GO:0005516|calmodulin binding;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005222|intracellular cAMP activated cation channel activity;GO:0005221|intracellular cyclic nucleotide activated cation channel activity;GO:0005242|inward rectifier potassium channel activity;K05391

Manes.01G099400.v6.11.4990276 0.58403 4E-07 up no pfam10408 Ufd2P_core Ubiquitin elongating factor core. This is the most conserved part of the core region of Ufd2P ubiquitin elongating factor or E4, running from helix alpha-11 to alpha-38. It consists of 31 helices of variable length connected by loops of variable size forming a compact unit; the helical packing pattern of the compact unit consists of five structural repeats that resemble tandem Armadillo (ARM) repeats. This domain is involved in ubiquitination as it binds Cdc48p and escorts ubiquitinated proteins from Cdc48p to the proteasome for degradation. The core is structurally similar to the nuclear transporter protein importin-alpha. The core is associated with the U-box at the C-terminus, pfam04564, which has ligase activity.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0034450|ubiquitin-ubiquitin ligase activity;K10597

Manes.01G099800.v6.10.2733219 ####### 2E-11 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G100000.v6.10.3852876 -1.37599 1E-10 down yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.01G100700.v6.10.3487671 -1.51966 3E-08 down yes pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.. . . .

Manes.01G100900.v6.11.3962207 0.48153 4E-05 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0005975|carbohydrate metabolic process;GO:0009594|detection of nutrient;GO:0003006|developmental process involved in reproduction;GO:0006633|fatty acid biosynthetic process;GO:0035556|intracellular signal transduction;GO:0042128|nitrate assimilation;GO:0010260|organ senescence;GO:0080022|primary root development;GO:0006468|protein phosphorylation;GO:0010182|sugar mediated signaling pathway;GO:0010050|vegetative phase change;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K07198

Manes.01G101000.v6.14.2816854 2.09818 0.0678 up no pfam04954 SIP Siderophore-interacting protein.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G101500.v6.10.0591382 ####### 2E-29 down yes pfam13853 7tm_4 Olfactory receptor. The members of this family are transmembrane olfactory receptors.. . . .

Manes.01G101600.v6.10.2560957 ####### 3E-38 down yes pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0006817|phosphate ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.01G102000.v6.10.235911 -2.08369 5E-11 down yes pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.. . . .

Manes.01G102300.v6.10.115299 ####### 2E-23 down yes pfam12842 DUF3819 Domain of unknown function (DUF3819). This is an uncharacterized domain that is found on the CCR4-Not complex component Not1. Not1 is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.. . . .

Manes.01G102600.v6.14.7229485 2.23969 1E-09 up yes pfam01683 EB EB module. This domain has no known function. It is found in several C. elegans proteins. The domain contains 8 conserved cysteines that probably form four disulphide bridges. This domain is found associated with kunitz domains pfam00014.GO:0006629|lipid metabolic process;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008081|phosphoric diester hydrolase activity;.

Manes.01G103000.v6.10.5853034 ####### 2E-08 down no pfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . GO:0004809|tRNA (guanine-N2-)-methyltransferase activity;GO:0000049|tRNA binding;K00555

Manes.01G103600.v6.10.5330782 ####### 2E-09 down no pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.01G104000.v6.10.8181182 -0.28962 0.0452 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0042254|ribosome biogenesis;GO:0005840|ribosome;. K02936

Manes.01G104100.v6.10.7134912 -0.48703 0.0079 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.01G104700.v6.12.0598321 1.04E+00 4E-20 up yes pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016020|membrane;GO:0016787|hydrolase activity;.

Manes.01G105000.v6.12.4253555 1.2782 1E-28 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006814|sodium ion transport;GO:0005887|integral component of plasma membrane;GO:0015171|amino acid transmembrane transporter activity;K14993

Manes.01G105200.v6.15.6772873 2.5052 0.1892 up no pfam00001 7tm_1 7 transmembrane receptor (rhodopsin family). This family contains, amongst other G-protein-coupled receptors (GCPRs), members of the opsin family, which have been considered to be typical members of the rhodopsin superfamily. They share several motifs, mainly the seven transmembrane helices, GCPRs of the rhodopsin superfamily. All opsins bind a chromophore, such as 11-cis-retinal. The function of most opsins other than the photoisomerases is split into two steps: light absorption and G-protein activation. Photoisomerases, on the other hand, are not coupled to G-proteins - they are thought to generate and supply the chromophore that is used by visual opsins.. . . .

Manes.01G105900.v6.10.4046303 ####### 2E-05 down yes pfam14221 DUF4330 Domain of unknown function (DUF4330). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 165 and 177 amino acids in length. There is a single completely conserved residue G that may be functionally important.GO:0006865|amino acid transport;GO:0080143|regulation of amino acid export;GO:0016021|integral component of membrane;. .

Manes.01G106300.v6.10.7200075 -0.47392 0.0001 down no pfam00069 Pkinase Protein kinase domain.GO:0051607|defense response to virus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G106700.v6.12.77174 1.47079 2E-14 up yes pfam08132 AdoMetDC_leaderS-adenosyl-l-methionine decarboxylase leader peptide. This family consists of the S-adenosyl-l-methionine decarboxylase (AdoMetDC) leader peptides. AdoMetDC is a key regulatory enzymes in the biosynthesis of polyamines. All expressed plant AdoMetDC mRNA 5' leader sequences contain a highly conserved pair of overlapping upstream ORFs (uORFs) that overlap by one base. Sequences of the small uORFs are highly conserved between monocot, dicot and gymnosperm AdoMetDC mRNA species, suggesting a translational regulatory mechanism.. . . .

Manes.01G106800.v6.11.5030216 5.88E-01 7E-06 up no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:1902018|negative regulation of cilium assembly;GO:0043547|positive regulation of GTPase activity;. GO:0005096|GTPase activator activity;GO:0017137|Rab GTPase binding;.

Manes.01G106900.v6.10.3538726 ####### 1E-05 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.01G107100.v6.10.4057185 ####### 2E-05 down yes pfam12738 PTCB-BRCTtwin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.. . . K10728

Manes.01G107200.v6.12.0439402 1.03135 3E-18 up yes pfam06162 DUF976 Caenorhabditis elegans protein of unknown function (DUF976). This family consists of several hypothetical Caenorhabditis elegans proteins of unknown function.. . . .

Manes.01G107300.v6.10.7798672 -0.3587 0.0056 down no pfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0006259|DNA metabolic process;GO:0000398|mRNA splicing, via spliceosome;GO:0051604|protein maturation;GO:0006626|protein targeting to mitochondrion;GO:0001510|RNA methylation;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0006364|rRNA processing;GO:0000178|exosome (RNase complex);GO:0005730|nucleolus;GO:0004536|deoxyribonuclease activity;GO:0003690|double-stranded DNA binding;GO:0004527|exonuclease activity;GO:0042802|identical protein binding;GO:0004540|ribonuclease activity;GO:0003727|single-stranded RNA binding;K12590

Manes.01G107500.v6.10.7283757 -0.45725 8E-05 down no pfam08214 KAT11 Histone acetylation protein. Histone acetylation is required in many cellular processes including transcription, DNA repair, and chromatin assembly. This family contains the fungal KAT11 protein (previously known as RTT109) which is required for H3K56 acetylation. Loss of KAT11 results in the loss of H3K56 acetylation, both on bulk histone and on chromatin. KAT11 and H3K56 acetylation appear to correlate with actively transcribed genes and associate with the elongating form of Pol II in yeast. This family also incorporates the p300/CBP histone acetyltransferase domain which has different catalytic properties and cofactor regulation to KAT11.GO:0009908|flower development;GO:0006473|protein acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.



Manes.01G108200.v6.11.5027618 5.88E-01 0.5371 up no pfam00421 PSII Photosystem II protein.. . . .

Manes.01G108300.v6.10.1624499 -2.62193 5E-61 down yes pfam12780 AAA_8 P-loop containing dynein motor region D4. The 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This particular family is the D4 ATP-binding region of the motor.. . . .

Manes.01G108500.v6.11.3500062 4.33E-01 0.0025 up no pfam10497 zf-4CXXC_R1Zinc-finger domain of monoamine-oxidase A repressor R1. R1 is a transcription factor repressor that inhibits monoamine oxidase A gene expression. This domain is a four-CXXC zinc finger putative DNA-binding domain found at the C-terminal end of R1. The domain carries 12 cysteines of which four pairs are of the CXXC type.GO:0008284|positive regulation of cell proliferation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;. .

Manes.01G108600.v6.10.2422509 ####### 5E-11 down yes pfam01169 UPF0016 Uncharacterized protein family UPF0016. This family contains integral membrane proteins of unknown function. Most members of the family contain two copies of a region that contains an EXGD motif. Each of these regions contains three predicted transmembrane regions.. GO:0016021|integral component of membrane;. .

Manes.01G108700.v6.10.7835968 -0.35182 0.0038 down no pfam00244 41701 14-3-3 protein.. . . .

Manes.01G108800.v6.10.4838892 -1.04725 9E-08 down yes pfam08583 Cmc1 Cytochrome c oxidase biogenesis protein Cmc1 like. Cmc1 is a metallo-chaperone like protein which is known to localize to the inner mitochondrial membrane in Saccharomyces cerevisiae. It is essential for full expression of cytochrome c oxidase and respiration. Cmc1 contains two Cx9C motifs and is able to bind copper(I). Cmc1 is thought to play a role in mitochondrial copper trafficking and transfer to cytochrome c oxidase.. . . K18171

Manes.01G109600.v6.11.4573952 5.43E-01 3E-06 up no pfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0009409|response to cold;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043130|ubiquitin binding;.

Manes.01G110100.v6.11.365825 4.50E-01 0.9214 up no pfam04388 Hamartin Hamartin protein. This family includes the hamartin protein which is thought to function as a tumor suppressor. The hamartin protein interacts with the tuberin protein pfam03542. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. TSC1 encodes a protein, hamartin, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. The TSC2 gene codes for tuberin pfam03542. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.01G110300.v6.12.459823 1.30E+00 2E-18 up yes pfam15255 CAP-ZIP_m WASH complex subunit CAP-Z interacting, central region. This domain is found on WASH complex subunits FAM21 and CAP-ZIP proteins, as well as on VPEF (vaccinia virus penetration factor). This family of proteins is found in eukaryotes. Proteins in this family are typically between 305 and 1321 amino acids in length. The exact function of this region is not known.. . . .

Manes.01G110400.v6.11.3540563 0.43729 0.0004 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.01G110500.v6.10.7497675 ####### 0.0085 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.01G110800.v6.10.6466127 ####### 0.0004 down no pfam01238 PMI_typeI Phosphomannose isomerase type I. This is a family of Phosphomannose isomerase type I enzymes (EC 5.3.1.8).GO:0009298|GDP-mannose biosynthetic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009646|response to absence of light;GO:0046686|response to cadmium ion;GO:0046680|response to DDT;GO:0033591|response to L-ascorbic acid;GO:0009744|response to sucrose;GO:0010043|response to zinc ion;. GO:0004476|mannose-6-phosphate isomerase activity;GO:0008270|zinc ion binding;K01809

Manes.01G111000.v6.10.3719589 -1.42679 3E-08 down yes pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.01G111200.v6.10.4372467 -1.19348 4E-19 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G111400.v6.10.4638478 -1.10828 2E-13 down yes pfam01195 Pept_tRNA_hydroPeptidyl-tRNA hydrolase.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0004045|aminoacyl-tRNA hydrolase activity;K01056

Manes.01G111600.v6.1Inf Inf 0.1921 up no pfam09422 WTX WTX protein. The WTX protein is found to be inactivated in one third of Wilms tumors. The WTX protein is functionally uncharacterized.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G111800.v6.10.6009166 ####### 3E-09 down no pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0050046|lathosterol oxidase activity;.

Manes.01G112500.v6.13.2294939 1.69131 3E-05 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.01G112700.v6.10.9098596 -0.13628 0.2677 down no pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.01G112900.v6.11.0088116 1.27E-02 0.9384 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.01G113000.v6.10.8172008 -0.29124 0.8408 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.01G113100.v6.10.8735497 -0.19504 0.5029 down no pfam10344 Fmp27 Mitochondrial protein from FMP27. This family contains mitochondrial FMP27 proteins which in yeasts together with SEN1 are long genes that exist in a looped conformation, effectively bringing together their promoter and terminator regions. Pol-II is located at both ends of FMP27 when this gene is transcribed from a GAL1 promoter under induced and non-induced conditions. The exact function of the Fmp27 protein is not certain.. . . .

Manes.01G113400.v6.11.6620307 7.33E-01 0.1125 up no . . . . . . .

Manes.01G113700.v6.11.5945673 6.73E-01 4E-08 up no pfam00205 TPP_enzyme_MThiamine pyrophosphate enzyme, central domain. The central domain of TPP enzymes contains a 2-fold Rossman fold.. GO:0005829|cytosol;GO:0016831|carboxy-lyase activity;GO:0000287|magnesium ion binding;GO:0030976|thiamine pyrophosphate binding;K12261

Manes.01G113800.v6.10.4765754 ####### 1E-08 down yes pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.01G114100.v6.10.4316455 -1.21208 1E-08 down yes pfam03227 GILT Gamma interferon inducible lysosomal thiol reductase (GILT). This family includes the two characterized human gamma-interferon-inducible lysosomal thiol reductase (GILT) sequences. It also contains several other eukaryotic putative proteins with similarity to GILT. The aligned region contains three conserved cysteine residues. In addition, the two GILT sequences possess a C-X(2)-C motif that is shared by some of the other sequences in the family. This motif is thought to be associated with disulphide bond reduction.GO:0042590|antigen processing and presentation of exogenous peptide antigen via MHC class I;GO:0005576|extracellular region;GO:0005764|lysosome;GO:0016667|oxidoreductase activity, acting on a sulfur group of donors;K08059

Manes.01G114200.v6.10.6372595 -0.65005 0.6255 down no pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.01G114400.v6.1NA NA NA -- no pfam07128 DUF1380 Protein of unknown function (DUF1380). This family consists of several hypothetical bacterial proteins of around 140 residues in length. Members of this family seem to be specific to Enterobacteria. The function of this family is unknown.. . . .

Manes.01G114800.v6.10.6907015 ####### 0.0016 down no pfam04968 CHORD CHORD. CHORD represents a Zn binding domain. Silencing of the C. elegans CHORD-containing gene results in semisterility and embryo lethality, suggesting an essential function of the wild-type gene in nematode development.. . . .

Manes.01G114900.v6.10.7511111 -0.4129 0.0011 down no pfam00551 Formyl_trans_NFormyl transferase. This family includes the following members. Glycinamide ribonucleotide transformylase catalyses the third step in de novo purine biosynthesis, the transfer of a formyl group to 5'-phosphoribosylglycinamide. Formyltetrahydrofolate deformylase produces formate from formyl- tetrahydrofolate. Methionyl-tRNA formyltransferase transfers a formyl group onto the amino terminus of the acyl moiety of the methionyl aminoacyl-tRNA. Inclusion of the following members is supported by PSI-blast. HOXX_BRAJA (P31907) contains a related domain of unknown function. PRTH_PORGI (P46071) contains a related domain of unknown function. Y09P_MYCTU (Q50721) contains a related domain of unknown function.. . GO:0004479|methionyl-tRNA formyltransferase activity;K00604

Manes.01G115000.v6.14.3336067 2.12E+00 5E-11 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.01G115700.v6.10.1843558 -2.43944 7E-17 down yes pfam05090 VKG_CarboxVitamin K-dependent gamma-carboxylase. Using reduced vitamin K, oxygen, and carbon dioxide, gamma-glutamyl carboxylase post-translationally modifies certain glutamates by adding carbon dioxide to the gamma position of those amino acids. In vertebrates, the modification of glutamate residues of target proteins is facilitated by an interaction between a propeptide present on target proteins and the gamma-glutamyl carboxylase.. . . .

Manes.01G115800.v6.10.1454063 -2.78184 7E-10 down yes pfam02956 TT_ORF1 TT viral orf 1. TT virus (TTV), isolated initially from a Japanese patient with hepatitis of unknown aetiology, has since been found to infect both healthy and diseased individuals and numerous prevalence studies have raised questions about its role in unexplained hepatitis. ORF1 is a large 750 residue protein. The N-terminal half of this protein corresponds to the capsid protein.. . . .

Manes.01G116000.v6.11.4563098 0.54232 9E-05 up no pfam12812 PDZ_1 PDZ-like domain. PDZ domains are found in diverse signalling proteins in bacteria, yeasts, plants, insects and vertebrates. this is a family of PDZ-like domains from bacteria, plants and fungi.GO:0010205|photoinhibition;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0008233|peptidase activity;GO:0004252|serine-type endopeptidase activity;.

Manes.01G116200.v6.11.2013217 2.65E-01 0.0503 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G116600.v6.10.4498165 ####### 5E-17 down yes pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.01G116800.v6.10.7928447 -0.33489 1 down no pfam14895 PPPI_inhib Protein phosphatase 1 inhibitor. This family of proteins interacts with and inhibits the phosphatase activity of protein phosphatase 1 (PP1) complexes.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009408|response to heat;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010475|galactose-1-phosphate guanylyltransferase (GDP) activity;GO:0080048|GDP-D-glucose phosphorylase activity;GO:0010472|GDP-galactose:glucose-1-phosphate guanylyltransferase activity;GO:0010471|GDP-galactose:mannose-1-phosphate guanylyltransferase activity;GO:0010473|GDP-galactose:myoinositol-1-phosphate guanylyltransferase activity;GO:0010474|glucose-1-phosphate guanylyltransferase (GDP) activity;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0016787|hydrolase activity;GO:0008928|mannose-1-phosphate guanylyltransferase (GDP) activity;GO:0000166|nucleotide binding;GO:0080046|quercetin 4'-O-glucosyltransferase activity;K14190

Manes.01G118000.v6.10.4672594 -1.0977 4E-13 down yes pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.01G118100.v6.10.8289383 -0.27066 0.0559 down no pfam01263 Aldose_epim Aldose 1-epimerase.GO:0006012|galactose metabolic process;GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0004034|aldose 1-epimerase activity;GO:0030246|carbohydrate binding;K01785

Manes.01G118400.v6.10.3927358 -1.34837 3E-16 down yes pfam05757 PsbQ Oxygen evolving enhancer protein 3 (PsbQ). This family consists of the plant specific oxygen evolving enhancer protein 3 (PsbQ). Photosystem II (PSII)1 is a pigment-protein complex, which consists of at least 25 different protein subunits, at present denoted PsbA-Z according to the genes that encode them. PsbQ plays an important role in the lumenal oxygen-evolving activity of PSII from higher plants and green algae.GO:0009767|photosynthetic electron transport chain;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;GO:0045156|electron transporter, transferring electrons within the cyclic electron transport pathway of photosynthesis activity;.

Manes.01G118500.v6.11.5852937 6.65E-01 9E-09 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0051028|mRNA transport;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G118700.v6.10.8231036 ####### 0.2383 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G118900.v6.10.519154 -0.94577 7E-11 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G119200.v6.10.9848336 ####### 0.9969 down no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.01G119300.v6.10.1302111 ####### 2E-25 down yes pfam01657 Stress-antifungSalt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0006810|transport;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;. .

Manes.01G119400.v6.10.2699273 ####### 3E-18 down yes pfam00293 NUDIX NUDIX domain.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;K07766

Manes.01G119600.v6.10.4974237 ####### 2E-08 down yes pfam13424 TPR_12 Tetratricopeptide repeat.GO:0060271|cilium morphogenesis;GO:0060027|convergent extension involved in gastrulation;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:2000095|regulation of Wnt signaling pathway, planar cell polarity pathway;GO:0016055|Wnt signaling pathway;GO:0005929|cilium;GO:0072372|primary cilium;. K10407

Manes.01G119900.v6.10.3932665 -1.34642 2E-11 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G120000.v6.10.2432352 ####### 2E-23 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0012501|programmed cell death;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0008233|peptidase activity;.

Manes.01G120800.v6.10.5151594 -0.95691 6E-06 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0071805|potassium ion transmembrane transport;GO:0006813|potassium ion transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0015271|outward rectifier potassium channel activity;.

Manes.01G121200.v6.1NA NA NA -- no pfam00643 zf-B_box B-box zinc finger.. . . .

Manes.01G121300.v6.13.1795883 1.66884 6E-07 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.01G121400.v6.10.4285407 ####### 4E-19 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.01G121500.v6.10.6459022 -0.63061 2E-05 down no pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G121700.v6.10.5434123 -0.87988 1E-08 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010158|abaxial cell fate specification;GO:0009943|adaxial/abaxial axis specification;GO:0048440|carpel development;GO:0009887|organ morphogenesis;GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G122100.v6.11.678562 0.74723 2E-08 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.01G122300.v6.10.6292978 -0.66819 4E-08 down no pfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0019279|L-methionine biosynthetic process from L-homoserine via cystathionine;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0004121|cystathionine beta-lyase activity;GO:0030170|pyridoxal phosphate binding;K01760

Manes.01G122400.v6.10.5679348 ####### 1E-10 down no pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005516|calmodulin binding;GO:0004351|glutamate decarboxylase activity;GO:0030170|pyridoxal phosphate binding;K01580

Manes.01G122900.v6.1Inf Inf 0.0061 up yes pfam00046 Homeobox Homeobox domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;.

Manes.01G123000.v6.10.7708326 ####### 0.0118 down no pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.GO:0006011|UDP-glucose metabolic process;GO:0005737|cytoplasm;GO:0003983|UTP:glucose-1-phosphate uridylyltransferase activity;.

Manes.01G123200.v6.10.8411414 -0.24958 0.1137 down no pfam04106 APG5 Autophagy protein Apg5. Apg5 is directly required for the import of aminopeptidase I via the cytoplasm-to-vacuole targeting pathway.GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006501|C-terminal protein lipidation;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0034274|Atg12-Atg5-Atg16 complex;GO:0034045|pre-autophagosomal structure membrane;. K08339

Manes.01G123300.v6.11.0394522 5.58E-02 0.8565 up no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.01G123400.v6.10.9076393 ####### 0.2186 down no pfam00928 Adap_comp_subAdaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0030131|clathrin adaptor complex;GO:0030126|COPI vesicle coat;GO:0005829|cytosol;GO:0016020|membrane;GO:0009506|plasmodesma;. .

Manes.01G123700.v6.10.3710316 ####### 3E-22 down yes pfam12862 Apc5 Anaphase-promoting complex subunit 5. Apc5 is a subunit of the anaphase-promoting complex/cyclosome (APC/C) which is a multi-subunit ubiquitin ligase that mediates the proteolysis of cell cycle proteins in mitosis and G1. Apc5, although it does not harbour a classical RNA binding domain, Apc5 binds the poly(A) binding protein (PABP), which directly binds the internal ribosome entry site (IRES) of growth factor 2 mRNA. PABP was found to enhance IRES-mediated translation, whereas Apc5 over-expression counteracted this effect. In addition to its association with the APC/C complex, Apc5 binds much heavier complexes and co-sediments with the ribosomal fraction. The N-terminus of Afi1 serves to stabilize the union between Apc4 and Apc5, both of which lie towards the bottom-front of the APC. This region of the Apc5 member proteins carries a TPR-like motif.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K03352

Manes.01G123800.v6.12.854291 1.51E+00 8E-30 up yes pfam00862 Sucrose_synthSucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0080165|callose deposition in phloem sieve plate;GO:0005985|sucrose metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016157|sucrose synthase activity;.

Manes.01G124300.v6.115.941518 3.99E+00 1E-59 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.01G124400.v6.1781.08886 9.60934 1E-58 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0019605|butyrate metabolic process;GO:0005777|peroxisome;GO:0047760|butyrate-CoA ligase activity;.

Manes.01G124500.v6.12.3032202 1.20365 3E-16 up yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0005777|peroxisome;GO:0052895|N1-acetylspermine:oxygen oxidoreductase (N1-acetylspermidine-forming) activity;GO:0052894|norspermine:oxygen oxidoreductase activity;GO:0046592|polyamine oxidase activity;GO:0052901|spermine:oxygen oxidoreductase (spermidine-forming) activity;K17839

Manes.01G124900.v6.11.7474415 8.05E-01 2E-09 up no pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.GO:0009553|embryo sac development;GO:0010183|pollen tube guidance;GO:0009875|pollen-pistil interaction;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;K10706

Manes.01G125200.v6.10.6105413 -0.71184 1E-06 down no pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G125500.v6.10.6055678 -0.72364 0.0056 down no pfam08552 Kei1 Inositolphosphorylceramide synthase subunit Kei1. Kei1 is a subunit of Saccharomyces cerevisiae inositol phosphorylceramide (IPC) synthase. It is localized to the Golgi and is cleaved by the late Golgi processing endopeptidase Kex2. Kei1 is essential for both the activity and the Golgi localization of IPC synthase.. . . .

Manes.01G125800.v6.10.7641755 ####### 0.0008 down no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. .

Manes.01G126100.v6.13.3160547 1.73E+00 2E-08 up yes pfam00197 Kunitz_legumeTrypsin and protease inhibitor.GO:0010951|negative regulation of endopeptidase activity;. GO:0015066|alpha-amylase inhibitor activity;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.01G126200.v6.1Inf Inf 0.8764 up no pfam00177 Ribosomal_S7Ribosomal protein S7p/S5e. This family contains ribosomal protein S7 from prokaryotes and S5 from eukaryotes.GO:0006412|translation;GO:0009507|chloroplast;GO:0015935|small ribosomal subunit;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.01G126300.v6.1NA NA NA -- no pfam00197 Kunitz_legumeTrypsin and protease inhibitor.GO:0010951|negative regulation of endopeptidase activity;. GO:0015066|alpha-amylase inhibitor activity;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.01G126400.v6.13.4585206 1.79016 0.2213 up no pfam00197 Kunitz_legumeTrypsin and protease inhibitor.. . GO:0004866|endopeptidase inhibitor activity;.

Manes.01G126700.v6.10.7055592 ####### 0.0003 down no pfam00069 Pkinase Protein kinase domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;. GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;.

Manes.01G127300.v6.12.0368434 1.02634 0.1028 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.01G128000.v6.16.7631237 2.75769 2E-05 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G128300.v6.10.2857311 -1.80727 1E-13 down yes pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. GO:0005576|extracellular region;. .

Manes.01G128400.v6.10.6083221 ####### 1E-05 down no pfam06859 Bin3 Bicoid-interacting protein 3 (Bin3). This family represents a conserved region of approximately 120 residues within eukaryotic Bicoid-interacting protein 3 (Bin3). Bin3, which shows similarity to a number of protein methyltransferases that modify RNA-binding proteins, interacts with Bicoid, which itself directs pattern formation in the early Drosophila embryo. The interaction might allow Bicoid to switch between its dual roles in transcription and translation. Note that family members contain a conserved HLN motif.. . . .

Manes.01G129000.v6.12.1161868 1.08147 9E-21 up yes pfam00285 Citrate_synt Citrate synthase.GO:0006097|glyoxylate cycle;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0046912|transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer;.

Manes.01G129100.v6.10.5334919 ####### 2E-13 down no pfam01425 Amidase Amidase. GO:0006655|phosphatidylglycerol biosynthetic process;GO:0006412|translation;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050567|glutaminyl-tRNA synthase (glutamine-hydrolyzing) activity;K02433

Manes.01G129200.v6.11.0034366 0.00495 0.9523 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0007015|actin filament organization;GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051015|actin filament binding;K05757

Manes.01G129900.v6.13.1685276 1.66E+00 0.0015 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09414

Manes.01G130100.v6.11.8248402 0.86777 5E-14 up no pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.01G130200.v6.12.6704671 1.42E+00 8E-07 up yes pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.01G130600.v6.10.3795877 ####### 6E-05 down yes pfam03188 Cytochrom_B561Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.



Manes.01G130700.v6.12.252863 1.17E+00 3E-22 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005507|copper ion binding;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14455

Manes.01G130800.v6.11.4720407 5.58E-01 1E-06 up no pfam00169 PH PH domain. PH stands for pleckstrin homology.. . . .

Manes.01G130900.v6.14.9044532 2.29409 2E-42 up yes pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0010043|response to zinc ion;GO:0009407|toxin catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009579|thylakoid;GO:0005773|vacuole;GO:0005507|copper ion binding;GO:0043295|glutathione binding;GO:0004602|glutathione peroxidase activity;GO:0004364|glutathione transferase activity;K00799

Manes.01G131100.v6.10.8244629 -0.27847 0.1397 down no pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.01G131200.v6.11.6073269 6.85E-01 1E-09 up no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005737|cytoplasm;. .

Manes.01G131300.v6.10.3095764 ####### 9E-38 down yes pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;K02717

Manes.01G131400.v6.10.5604099 ####### 2E-08 down no pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.01G132200.v6.10.3903344 -1.35722 2E-17 down yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K13430

Manes.01G132500.v6.10.8426664 ####### 0.0339 down no pfam04408 HA2 Helicase associated domain (HA2). This presumed domain is about 90 amino acid residues in length. It is found is a diverse set of RNA helicases. Its function is unknown, however it seems likely to be involved in nucleic acid binding.GO:0001503|ossification;GO:0032206|positive regulation of telomere maintenance;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0043330|response to exogenous dsRNA;GO:0009615|response to virus;GO:0006396|RNA processing;GO:0010501|RNA secondary structure unwinding;GO:0006351|transcription, DNA-templated;GO:0000781|chromosome, telomeric region;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0001047|core promoter binding;GO:0008094|DNA-dependent ATPase activity;GO:0003725|double-stranded RNA binding;GO:0051880|G-quadruplex DNA binding;GO:0002151|G-quadruplex RNA binding;GO:0042826|histone deacetylase binding;GO:0044822|poly(A) RNA binding;GO:0044212|transcription regulatory region DNA binding;K14442

Manes.01G133500.v6.10.3393024 ####### 0.0107 down yes pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.01G133800.v6.10.5047413 -0.98638 0.0007 down no pfam06708 DUF1195 Protein of unknown function (DUF1195). This family consists of several plant specific hypothetical proteins of around 160 residues in length. The function of this family is unknown.. . . .

Manes.01G134000.v6.10.5110774 -0.96839 2E-12 down no pfam09871 DUF2098 Uncharacterized protein conserved in archaea (DUF2098). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.01G134300.v6.10.3014349 ####### 4E-10 down yes pfam02545 Maf Maf-like protein. Maf is a putative inhibitor of septum formation in eukaryotes, bacteria, and archaea.. GO:0005737|cytoplasm;. K06287

Manes.01G134400.v6.11.5634809 6.45E-01 6E-07 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11093

Manes.01G134600.v6.10.3068263 ####### 5E-15 down yes pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0032508|DNA duplex unwinding;GO:0009294|DNA mediated transformation;GO:0006344|maintenance of chromatin silencing;GO:0006346|methylation-dependent chromatin silencing;GO:0090241|negative regulation of histone H4 acetylation;GO:0051574|positive regulation of histone H3-K9 methylation;GO:0044030|regulation of DNA methylation;GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0032197|transposition, RNA-mediated;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0016887|ATPase activity;GO:0003677|DNA binding;K19001

Manes.01G134900.v6.10.5494457 -0.86395 4E-12 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G135000.v6.18.5573104 3.09716 2E-06 up yes pfam04376 ATE_N Arginine-tRNA-protein transferase, N terminus. This family represents the N terminal region of the enzyme arginine-tRNA-protein transferase (EC 2.3.2.8), which catalyses the post-translational conjugation of arginine to the N terminus of a protein. In eukaryotes, this functions as part of the N-end rule pathway of protein degradation by conjugating a de-stabilizing amino acid to the amino terminal aspartate or glutamate of a protein, targeting the protein for ubiquitin-dependent proteolysis. N terminal cysteine is sometimes modified. In S cerevisiae, Cys20, 23, 94 and/or 95 are thought to be important for activity. Of these, only Cys 94 appears to be completely conserved in this family.. . . .

Manes.01G135200.v6.10.5041507 -0.98807 1E-07 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0006696|ergosterol biosynthetic process;GO:0015914|phospholipid transport;GO:0005886|plasma membrane;GO:0005628|prospore membrane;GO:0008526|phosphatidylinositol transporter activity;.

Manes.01G135700.v6.18.6602767 3.11E+00 2E-16 up yes pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . . .

Manes.01G136200.v6.10.1152299 -3.11741 0.0015 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G136700.v6.10.6313828 ####### 0.0009 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G136900.v6.10.6821651 ####### 0.0005 down no pfam05705 DUF829 Eukaryotic protein of unknown function (DUF829). This family consists of several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;. .

Manes.01G137100.v6.12.1081408 1.08E+00 4E-19 up yes pfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.01G137900.v6.13.9285853 1.97401 0.0031 up yes pfam04642 DUF601 Protein of unknown function, DUF601. This family represents a conserved region found in several uncharacterized plant proteins.. . . .

Manes.01G138100.v6.10.6628673 -0.59321 4E-07 down no pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.01G138200.v6.10.282169 -1.82537 3E-11 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G138300.v6.12.0962587 1.06782 5E-09 up yes pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0016311|dephosphorylation;GO:0006651|diacylglycerol biosynthetic process;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.01G138400.v6.14.0688892 2.02463 2E-16 up yes pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.GO:0009820|alkaloid metabolic process;. GO:0008168|methyltransferase activity;.

Manes.01G138500.v6.1420.89973 8.72E+00 2E-31 up yes pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0046872|metal ion binding;GO:0008168|methyltransferase activity;.

Manes.01G139000.v6.10.4212847 ####### 0.0125 down yes pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.01G139400.v6.10.2956815 -1.75788 5E-25 down yes pfam07977 FabA FabA-like domain. This enzyme domain has a HotDog fold.GO:0006633|fatty acid biosynthetic process;GO:0009245|lipid A biosynthetic process;GO:0005737|cytoplasm;GO:0047451|3-hydroxyoctanoyl-[acyl-carrier-protein] dehydratase activity;K02372

Manes.01G139700.v6.10.3709722 ####### 7E-16 down yes pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.01G139900.v6.10.8183614 ####### 0.0349 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0043234|protein complex;. K14791

Manes.01G140100.v6.11.3388181 0.42096 0.942 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0009809|lignin biosynthetic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.01G140200.v6.10.7681697 -0.3805 0.0064 down no pfam01281 Ribosomal_L9_NRibosomal protein L9, N-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02939

Manes.01G140400.v6.11.379465 0.46411 0.0058 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006810|transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. K15115

Manes.01G140600.v6.10.463736 ####### 9E-18 down yes pfam00919 UPF0004 Uncharacterized protein family UPF0004. This family is the N terminal half of the Prosite family. The C-terminal half has been shown to be related to MiaB proteins. This domain is a nearly always found in conjunction with pfam04055 and pfam01938 although its function is uncertain.GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0045859|regulation of protein kinase activity;GO:0009451|RNA modification;. GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0019887|protein kinase regulator activity;GO:0016740|transferase activity;.

Manes.01G140700.v6.15.2326794 2.39E+00 2E-86 up yes pfam02913 FAD-oxidase_CFAD linked oxidases, C-terminal domain. This domain has a ferredoxin-like fold.GO:0006807|nitrogen compound metabolic process;GO:0009853|photorespiration;GO:0005739|mitochondrion;GO:0051990|(R)-2-hydroxyglutarate dehydrogenase activity;GO:0047545|2-hydroxyglutarate dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K18204

Manes.01G141000.v6.1Inf Inf 0.8798 up no pfam10060 DUF2298 Uncharacterized membrane protein (DUF2298). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.01G141200.v6.10.3573212 ####### 6E-35 down yes pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.01G142100.v6.10.1846924 -2.4368 3E-34 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.01G142200.v6.10.140793 -2.82835 5E-26 down yes pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G142300.v6.10.2962345 -1.75519 0.0025 down yes pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.01G142400.v6.10.1386571 -2.85041 0.0007 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009809|lignin biosynthetic process;GO:0009699|phenylpropanoid biosynthetic process;GO:0010224|response to UV-B;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K09755

Manes.01G142800.v6.12.9573924 1.56E+00 1E-39 up yes pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.01G142900.v6.10.3754955 ####### 2E-24 down yes pfam11833 DUF3353 Protein of unknown function (DUF3353). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 205 to 258 amino acids in length.. . . .

Manes.01G144100.v6.1NA NA NA -- no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0009653|anatomical structure morphogenesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0051403|stress-activated MAPK cascade;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0046872|metal ion binding;.

Manes.01G144400.v6.11.7108878 7.75E-01 6E-10 up no pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02155

Manes.01G144500.v6.15.1622662 2.37E+00 3E-38 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:1901348|positive regulation of secondary cell wall biogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048759|xylem vessel member cell differentiation;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G144600.v6.11.4023403 4.88E-01 0.0022 up no pfam00538 Linker_histonelinker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.GO:0006334|nucleosome assembly;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G144700.v6.10.2744385 -1.86545 9E-35 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0042351|'de novo' GDP-L-fucose biosynthetic process;GO:0019673|GDP-mannose metabolic process;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;GO:0050662|coenzyme binding;GO:0008446|GDP-mannose 4,6-dehydratase activity;GO:0005525|GTP binding;K01711

Manes.01G144800.v6.11.842342 0.88154 3E-08 up no pfam00639 Rotamase PPIC-type PPIASE domain. Rotamases increase the rate of protein folding by catalyzing the interconversion of cis-proline and trans-proline.. . GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.01G146000.v6.10.7897967 -0.34045 0.0242 down no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006284|base-excision repair;GO:0007049|cell cycle;GO:0006310|DNA recombination;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0043231|intracellular membrane-bounded organelle;GO:0005743|mitochondrial inner membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0008311|double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0008270|zinc ion binding;.

Manes.01G146200.v6.10.7047602 -0.5048 0.0003 down no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.01G146300.v6.11.2625528 3.36E-01 0.0073 up no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.01G146600.v6.10.3533324 -1.5009 9E-27 down yes pfam00175 NAD_binding_1Oxidoreductase NAD-binding domain. Xanthine dehydrogenases, that also bind FAD/NAD, have essentially no similarity.GO:0015979|photosynthesis;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0004324|ferredoxin-NADP+ reductase activity;.

Manes.01G146700.v6.10.8075646 ####### 0.233 down no pfam00313 CSD 'Cold-shock' DNA-binding domain.GO:0009631|cold acclimation;GO:0032508|DNA duplex unwinding;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K09250

Manes.01G146900.v6.10.4924873 -1.02184 5E-09 down yes pfam00314 Thaumatin Thaumatin family.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.01G147000.v6.10.6203355 ####### 0.0136 down no pfam10294 Methyltransf_16Putative methyltransferase.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0018025|calmodulin-lysine N-methyltransferase activity;K18826

Manes.01G147100.v6.10.2728248 ####### 0.0002 down yes pfam05602 CLPTM1 Cleft lip and palate transmembrane protein 1 (CLPTM1). This family consists of several eukaryotic cleft lip and palate transmembrane protein 1 sequences. Cleft lip with or without cleft palate is a common birth defect that is genetically complex. The nonsyndromic forms have been studied genetically using linkage and candidate-gene association studies with only partial success in defining the loci responsible for orofacial clefting. CLPTM1 encodes a transmembrane protein and has strong homology to two Caenorhabditis elegans genes, suggesting that CLPTM1 may belong to a new gene family. This family also contains the human cisplatin resistance related protein CRR9p which is associated with CDDP-induced apoptosis.. . . .

Manes.01G147500.v6.10.3008674 -1.7328 6E-06 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G147600.v6.10.3711513 -1.42992 5E-18 down yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0010431|seed maturation;GO:0023014|signal transduction by protein phosphorylation;GO:0010375|stomatal complex patterning;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009927|histidine phosphotransfer kinase activity;GO:0005034|osmosensor activity;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;.

Manes.01G148000.v6.11.628404 0.70346 0.0029 up no pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006886|intracellular protein transport;GO:0000306|extrinsic component of vacuolar membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0032586|protein storage vacuole membrane;GO:0008270|zinc ion binding;K15692

Manes.01G148200.v6.11.6291444 0.70411 4E-10 up no pfam01991 vATP-synt_EATP synthase (E/31 kDa) subunit. This family includes the vacuolar ATP synthase E subunit, as well as the archaebacterial ATP synthase E subunit.GO:0015991|ATP hydrolysis coupled proton transport;GO:0033178|proton-transporting two-sector ATPase complex, catalytic domain;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.01G148700.v6.10.8212402 ####### 0.0209 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005525|GTP binding;K04392

Manes.01G148800.v6.11.7246564 0.78631 4E-12 up no pfam03635 Vps35 Vacuolar protein sorting-associated protein 35. Vacuolar protein sorting-associated protein (Vps) 35 is one of around 50 proteins involved in protein trafficking. In particular, Vps35 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps26 and Vps29. Vps35 contains a central region of weaker sequence similarity, thought to indicate the presence of at least three domains.GO:0042147|retrograde transport, endosome to Golgi;GO:0005794|Golgi apparatus;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0030904|retromer complex;GO:0008565|protein transporter activity;K18468

Manes.01G148900.v6.113.653795 3.77123 3E-08 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.01G149200.v6.10.619993 -0.68968 2E-06 down no pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006816|calcium ion transport;GO:0033500|carbohydrate homeostasis;GO:0007638|mechanosensory behavior;GO:0007231|osmosensory signaling pathway;GO:0005887|integral component of plasma membrane;. .

Manes.01G149800.v6.11.5882604 0.66745 3E-05 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.01G149900.v6.11.8469801 0.88517 0.0196 up no pfam07716 bZIP_2 Basic region leucine zipper.GO:2000028|regulation of photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G150000.v6.10.243471 -2.03818 4E-07 down yes pfam05383 La La domain. This presumed domain is found at the N-terminus of La RNA-binding proteins as well as other proteins. The function of this region is uncertain.GO:0010150|leaf senescence;GO:0005737|cytoplasm;GO:0005844|polysome;GO:0003723|RNA binding;K18757

Manes.01G150300.v6.10.5844739 ####### 5E-07 down no pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.01G150400.v6.10.9486429 ####### 0.5216 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.01G151000.v6.11.7837275 0.8349 1E-10 up no pfam04997 RNA_pol_Rpb1_1RNA polymerase Rpb1, domain 1. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain, domain 1, represents the clamp domain, which a mobile domain involved in positioning the DNA, maintenance of the transcription bubble and positioning of the nascent RNA strand.GO:0006366|transcription from RNA polymerase II promoter;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;K03006

Manes.01G151300.v6.10.8681025 -0.20406 0.0938 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0009507|chloroplast;. .

Manes.01G151700.v6.11.280146 0.35631 0.0073 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G152200.v6.10.437944 ####### 2E-06 down yes pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.01G152300.v6.11.2746299 0.35008 0.0465 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0000733|DNA strand renaturation;GO:0005634|nucleus;GO:0043138|3'-5' DNA helicase activity;GO:0036310|annealing helicase activity;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0009378|four-way junction helicase activity;GO:0046872|metal ion binding;K10901

Manes.01G152400.v6.11.3021049 0.38085 0.0032 up no pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.01G152800.v6.1NA NA NA -- no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.01G153000.v6.10.4900057 ####### 2E-10 down yes pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.01G153500.v6.11.8749148 9.07E-01 2E-15 up no pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;. GO:0016874|ligase activity;.

Manes.01G153600.v6.11.221607 2.89E-01 0.0188 up no pfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0006102|isocitrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005739|mitochondrion;GO:0004449|isocitrate dehydrogenase (NAD+) activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;GO:0008270|zinc ion binding;K00030

Manes.01G153700.v6.11.8676782 9.01E-01 2E-15 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0048193|Golgi vesicle transport;GO:0000042|protein targeting to Golgi;GO:0007131|reciprocal meiotic recombination;GO:0000795|synaptonemal complex;GO:0005802|trans-Golgi network;. .

Manes.01G153900.v6.10.5146733 -0.95827 1E-07 down no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005634|nucleus;. .

Manes.01G154100.v6.10.8056055 -0.31185 0.0287 down no pfam01743 PolyA_pol Poly A polymerase head domain. This family includes nucleic acid independent RNA polymerases, such as Poly(A) polymerase, which adds the poly (A) tail to mRNA EC:2.7.7.19. This family also includes the tRNA nucleotidyltransferase that adds the CCA to the 3' of the tRNA EC:2.7.7.25. This family is part of the nucleotidyltransferase superfamily.GO:0006378|mRNA polyadenylation;GO:0006351|transcription, DNA-templated;. GO:0005524|ATP binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;K00970

Manes.01G154500.v6.10.7989622 ####### 0.014 down no pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0052866|phosphatidylinositol phosphate phosphatase activity;.

Manes.01G154600.v6.18.5972638 3.10388 0.005 up yes pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:1901599|(-)-pinoresinol biosynthetic process;GO:0050790|regulation of catalytic activity;GO:0048046|apoplast;GO:0042349|guiding stereospecific synthesis activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;.



Manes.01G154800.v6.10.6610166 -0.59724 3E-05 down no pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;.

Manes.01G155200.v6.11.8273564 0.86976 5E-14 up no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003727|single-stranded RNA binding;K12898

Manes.01G155900.v6.11.5728036 0.65334 2E-07 up no pfam12763 EF-hand_4 Cytoskeletal-regulatory complex EF hand. This is an efhand family from the N-terminal of actin cytoskeleton-regulatory complex END3 and similar proteins from fungi and closely related species.GO:0000147|actin cortical patch assembly;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0006898|receptor-mediated endocytosis;GO:0030479|actin cortical patch;GO:0005938|cell cortex;GO:0005509|calcium ion binding;.

Manes.01G156000.v6.15.9972003 2.58429 7E-51 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0015816|glycine transport;GO:1902600|hydrogen ion transmembrane transport;GO:0006811|ion transport;GO:0015808|L-alanine transport;GO:0035524|proline transmembrane transport;GO:0015992|proton transport;GO:0055085|transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005886|plasma membrane;GO:0015187|glycine transmembrane transporter activity;GO:0015078|hydrogen ion transmembrane transporter activity;GO:0005280|hydrogen:amino acid symporter activity;GO:0015180|L-alanine transmembrane transporter activity;GO:0015193|L-proline transmembrane transporter activity;K14209

Manes.01G156100.v6.10.6608713 ####### 0.0847 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G156400.v6.11.4858214 5.71E-01 1E-06 up no pfam06479 Ribonuc_2-5ARibonuclease 2-5A. This domain is a endoribonuclease. Specifically it cleaves an intron from Hac1 mRNA in humans, which causes it to be much more efficiently translated.GO:0006987|activation of signaling protein activity involved in unfolded protein response;GO:0009816|defense response to bacterium, incompatible interaction;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;GO:0006355|regulation of transcription, DNA-templated;GO:0009751|response to salicylic acid;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0042406|extrinsic component of endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08852

Manes.01G156800.v6.12.7373641 1.45279 2E-36 up yes pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.01G156900.v6.112.143366 3.60E+00 2E-158 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.01G158200.v6.11.574766 0.65514 4E-05 up no pfam03982 DAGAT Diacylglycerol acyltransferase. The terminal step of triacylglycerol (TAG) formation is catalysed by the enzyme diacylglycerol acyltransferase (DAGAT).GO:0006071|glycerol metabolic process;GO:0034389|lipid particle organization;GO:0046460|neutral lipid biosynthetic process;GO:0019432|triglyceride biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0004144|diacylglycerol O-acyltransferase activity;K14457

Manes.01G158700.v6.17.432046 2.89376 1E-30 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009852|auxin catabolic process;. GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.01G159200.v6.12.1001491 1.07049 8E-09 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.01G159600.v6.11.4388208 5.25E-01 7E-06 up no pfam10296 DUF2404 Putative integral membrane protein conserved region (DUF2404). This domain is conserved from plants to humans. The function is not known.. GO:0016021|integral component of membrane;. .

Manes.01G159900.v6.10.9477781 ####### 0.5923 down no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . . .

Manes.01G161000.v6.10.2937053 -1.76756 2E-08 down yes pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0035556|intracellular signal transduction;GO:0016042|lipid catabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0004435|phosphatidylinositol phospholipase C activity;GO:0004871|signal transducer activity;K05857

Manes.01G161400.v6.10.5851359 -0.77316 2E-07 down no pfam07011 DUF1313 Protein of unknown function (DUF1313). This family consists of several hypothetical plant proteins of around 100 residues in length. The function of this family is unknown.GO:0042753|positive regulation of circadian rhythm;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;.

Manes.01G161500.v6.11.6853694 0.75306 4E-11 up no pfam08590 DUF1771 Domain of unknown function (DUF1771). This domain is always found adjacent to pfam01713.. . . .

Manes.01G161900.v6.11.4508557 0.5369 0.0002 up no pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0070588|calcium ion transmembrane transport;GO:0006874|cellular calcium ion homeostasis;GO:0030026|cellular manganese ion homeostasis;GO:0006882|cellular zinc ion homeostasis;GO:0055062|phosphate ion homeostasis;GO:0006793|phosphorus metabolic process;GO:0051592|response to calcium ion;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015369|calcium:proton antiporter activity;K07300

Manes.01G162100.v6.14.3849426 2.13256 2E-08 up yes pfam01255 Prenyltransf Putative undecaprenyl diphosphate synthase. Previously known as uncharacterized protein family UPF0015, a single member of this family has been identified as an undecaprenyl diphosphate synthase.GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0016765|transferase activity, transferring alkyl or aryl (other than methyl) groups;K11778

Manes.01G162200.v6.10.0985506 -3.34299 5E-16 down yes pfam00909 Ammonium_transpAmmonium Transporter Family.GO:0015696|ammonium transport;GO:0016021|integral component of membrane;GO:0008519|ammonium transmembrane transporter activity;K03320

Manes.01G162500.v6.10.4297492 -1.21843 2E-05 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0047893|flavonol 3-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.01G162700.v6.12.4946875 1.31886 3E-22 up yes pfam03358 FMN_red NADPH-dependent FMN reductase.GO:0045892|negative regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0010181|FMN binding;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;K03809

Manes.01G162800.v6.11.6126639 0.68945 7E-09 up no pfam00425 Chorismate_bindchorismate binding enzyme. This family includes the catalytic regions of the chorismate binding enzymes anthranilate synthase, isochorismate synthase, aminodeoxychorismate synthase and para-aminobenzoate synthase.GO:0000162|tryptophan biosynthetic process;GO:0005950|anthranilate synthase complex;GO:0009507|chloroplast;GO:0004049|anthranilate synthase activity;K01657

Manes.01G162900.v6.1Inf Inf 0.4282 up no pfam00466 Ribosomal_L10Ribosomal protein L10.GO:0042254|ribosome biogenesis;GO:0022626|cytosolic ribosome;. K02941

Manes.01G163800.v6.14.4228915 2.14E+00 0.0471 up no pfam12835 Integrase_1 Integrase. This is a family of DNA-binding prophage integrases found in Proteobacteria.. . . .

Manes.01G164400.v6.1NA NA NA -- no pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.01G164700.v6.10.9789232 -0.03073 0.8271 down no pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0085030|mutualism;GO:2000899|xyloglucan catabolic process;GO:0042597|periplasmic space;GO:0008422|beta-glucosidase activity;.

Manes.01G165800.v6.11.7488117 8.06E-01 4E-06 up no pfam04734 Ceramidase_alkNeutral/alkaline non-lysosomal ceramidase. This family represents a group of neutral/alkaline ceramidases found in both bacteria and eukaryotes.GO:0006665|sphingolipid metabolic process;GO:0005576|extracellular region;GO:0017040|ceramidase activity;K12349

Manes.01G166100.v6.10.3857826 ####### 1E-17 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0009651|response to salt stress;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005874|microtubule;GO:0045298|tubulin complex;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07375

Manes.01G166300.v6.17.0398441 2.82E+00 0.0132 up yes pfam06521 PAR1 PAR1 protein. This family consists of several plant specific PAR1 proteins from Nicotiana tabacum and Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.01G166700.v6.10.3862862 ####### 9E-25 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K14500

Manes.01G166800.v6.10.5933048 ####### 2E-10 down no pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.01G167300.v6.10.416371 -1.26406 5E-06 down yes pfam01049 Cadherin_C Cadherin cytoplasmic region. Cadherins are vital in cell-cell adhesion during tissue differentiation. Cadherins are linked to the cytoskeleton by catenins. Catenins bind to the cytoplasmic tail of the cadherin. Cadherins cluster to form foci of homophilic binding units. A key determinant to the strength of the binding that it is mediated by cadherins is the juxtamembrane region of the cadherin. This region induces clustering and also binds to the protein p120ctn.. . . .

Manes.01G167400.v6.15.0797404 2.34475 0.0721 up no pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0009751|response to salicylic acid;GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.01G167800.v6.11.7872688 8.38E-01 3E-10 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.01G168100.v6.10.5551235 ####### 5E-05 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0031425|chloroplast RNA processing;GO:0031426|polycistronic mRNA processing;GO:0009507|chloroplast;. .

Manes.01G168500.v6.10.7123764 ####### 0.0022 down no pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0080065|4-alpha-methyl-delta7-sterol oxidation;GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0009941|chloroplast envelope;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000254|C-4 methylsterol oxidase activity;GO:0005506|iron ion binding;K14424

Manes.01G168600.v6.1308.24544 8.26794 0 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.01G168700.v6.16.6859234 2.74E+00 3E-61 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.01G168800.v6.13.4195274 1.77E+00 9E-07 up yes pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.01G168900.v6.10.2491827 -2.00472 9E-08 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.01G169000.v6.1Inf Inf 0.8798 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0048441|petal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G169400.v6.11.4523126 5.38E-01 2E-06 up no pfam03153 TFIIA Transcription factor IIA, alpha/beta subunit. Transcription initiation factor IIA (TFIIA) is a heterotrimer, the three subunits being known as alpha, beta, and gamma, in order of molecular weight. The N and C-terminal domains of the gamma subunit are represented in pfam02268 and pfam02751, respectively. This family represents the precursor that yields both the alpha and beta subunits. The TFIIA heterotrimer is an essential general transcription initiation factor for the expression of genes transcribed by RNA polymerase II. Together with TFIID, TFIIA binds to the promoter region; this is the first step in the formation of a pre-initiation complex (PIC). Binding of the rest of the transcription machinery follows this step. After initiation, the PIC does not completely dissociate from the promoter. Some components, including TFIIA, remain attached and re-initiate a subsequent round of transcription.GO:0006355|regulation of transcription, DNA-templated;GO:0006366|transcription from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0005672|transcription factor TFIIA complex;. K03122

Manes.01G169800.v6.10.5779817 -0.7909 0.0008 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0016556|mRNA modification;GO:0006397|mRNA processing;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.01G170000.v6.11.7367814 0.79642 0.0024 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0042753|positive regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G170100.v6.10.6537843 ####### 3E-05 down no pfam14037 YoqO YoqO-like protein. The YoqO-like protein family includes the B. subtilis YoqO protein, which is functionally uncharacterized. This family of proteins is found in bacteria and viruses. Proteins in this family are approximately 120 amino acids in length. There are two completely conserved residues (I and Y) that may be functionally important.. . . .

Manes.01G170300.v6.11.6191373 0.69523 8E-10 up no pfam07990 NABP Nucleic acid binding protein NABP. Many members of this family are putative nucleic acid binding proteins. One member of this family has been partially characterized and contains two putative phosphorylation sites and a possible dimerization / leucine zipper domain.GO:0006417|regulation of translation;GO:0005829|cytosol;GO:0003730|mRNA 3'-UTR binding;GO:0003723|RNA binding;K17943

Manes.01G170400.v6.11.8190788 0.86321 2E-12 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16283

Manes.01G170600.v6.12.0831636 1.05878 0.0244 up yes pfam07732 Cu-oxidase_3Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0046274|lignin catabolic process;GO:0009414|response to water deprivation;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;K05909

Manes.01G171200.v6.11.696866 0.76287 2E-11 up no pfam01434 Peptidase_M41Peptidase family M41.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K08956

Manes.01G171400.v6.12.2132474 1.14616 2E-08 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;. GO:0008252|nucleotidase activity;K18551

Manes.01G171800.v6.13.4535441 1.79E+00 0.5316 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009410|response to xenobiotic stimulus;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G172300.v6.12.9167096 1.54E+00 4E-33 up yes pfam01237 Oxysterol_BPOxysterol-binding protein.GO:0006869|lipid transport;GO:0005829|cytosol;GO:0008289|lipid binding;.

Manes.01G172400.v6.11.2481064 0.31974 0.0339 up no pfam07019 Rab5ip Rab5-interacting protein (Rab5ip). This family consists of several Rab5-interacting protein (RIP5 or Rab5ip ) sequences. The ras-related GTPase rab5 is rate-limiting for homotypic early endosome fusion. Rab5ip represents a novel rab5 interacting protein that may function on endocytic vesicles as a receptor for rab5-GDP and participate in the activation of rab5.. GO:0005739|mitochondrion;. .

Manes.01G172500.v6.10.3761184 -1.41074 3E-07 down yes pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.GO:0016477|cell migration;GO:0008283|cell proliferation;GO:0050709|negative regulation of protein secretion;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0042058|regulation of epidermal growth factor receptor signaling pathway;GO:0061136|regulation of proteasomal protein catabolic process;GO:0050708|regulation of protein secretion;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.01G172700.v6.10.1158434 ####### 2E-106 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.01G173300.v6.10.646386 ####### 0.0012 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.01G173500.v6.10.803403 -0.3158 0.0108 down no pfam00121 TIM Triosephosphate isomerase.GO:0044262|cellular carbohydrate metabolic process;GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0006098|pentose-phosphate shunt;GO:0046686|response to cadmium ion;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0010043|response to zinc ion;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005507|copper ion binding;GO:0004807|triose-phosphate isomerase activity;K01803

Manes.01G173700.v6.10.1785265 -2.48579 1E-28 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.01G173900.v6.10.5745576 -0.79948 2E-07 down no pfam02953 zf-Tim10_DDPTim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0007005|mitochondrion organization;GO:0015031|protein transport;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0046872|metal ion binding;K17777

Manes.01G174000.v6.10.3504544 ####### 6E-06 down yes pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0006811|ion transport;GO:0045037|protein import into chloroplast stroma;GO:0009707|chloroplast outer membrane;GO:0034426|etioplast membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0042803|protein homodimerization activity;.

Manes.01G174200.v6.11.8649075 8.99E-01 4E-11 up no pfam01439 Metallothio_2Metallothionein. Members of this family are metallothioneins. These proteins are cysteine rich proteins that bind to heavy metals. Members of this family appear to be closest to Class II metallothioneins, seed pfam00131.. . GO:0046872|metal ion binding;.

Manes.01G174800.v6.11.5497242 0.63201 2E-08 up no pfam10058 DUF2296 Predicted integral membrane metal-binding protein (DUF2296). This domain, found in various hypothetical bacterial and eukaryotic metal-binding proteins, has no known function.. . . .

Manes.01G174900.v6.12.363183 1.24E+00 9E-12 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.01G175600.v6.10.3289983 -1.60385 3E-11 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.01G175700.v6.10.5331974 ####### 3E-07 down no pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.01G176100.v6.1#NAME? #NAME? 1 down no pfam10593 Z1 Z1 domain. This uncharacterized domain was identified by Iyer and colleagues. It is found associated with a helicase domain of superfamily type II.. . . .

Manes.01G176400.v6.10.7582952 -0.39917 0.0015 down no pfam03294 Pox_Rap94 RNA polymerase-associated transcription specificity factor, Rap94.GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0016114|terpenoid biosynthetic process;GO:0009507|chloroplast;GO:0009509|chromoplast;GO:0050515|4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase activity;GO:0005524|ATP binding;.

Manes.01G176500.v6.11.6800296 0.74849 3E-11 up no pfam00627 UBA UBA/TS-N domain. This small domain is composed of three alpha helices. This family includes the previously defined UBA and TS-N domains. The UBA-domain (ubiquitin associated domain) is a novel sequence motif found in several proteins having connections to ubiquitin and the ubiquitination pathway. The structure of the UBA domain consists of a compact three helix bundle. This domain is found at the N terminus of EF-TS hence the name TS-N. The structure of EF-TS is known and this domain is implicated in its interaction with EF-TU. The domain has been found in non EF-TS proteins such as alpha-NAC and MJ0280.. . . .

Manes.01G176600.v6.10.707237 -0.49973 0.0287 down no pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003714|transcription corepressor activity;GO:0008134|transcription factor binding;.

Manes.01G177200.v6.10.807361 -0.30871 0.0126 down no pfam02391 MoaE MoaE protein. This family contains the MoaE protein that is involved in biosynthesis of molybdopterin. Molybdopterin, the universal component of the pterin molybdenum cofactors, contains a dithiolene group serving to bind Mo. Addition of the dithiolene sulfurs to a molybdopterin precursor requires the activity of the converting factor. Converting factor contains the MoaE and MoaD proteins.GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0005829|cytosol;GO:0019008|molybdopterin synthase complex;GO:0030366|molybdopterin synthase activity;K03635

Manes.01G177400.v6.11.3824742 0.46725 7E-05 up no pfam07810 TMC TMC domain. These sequences are similar to a region conserved amongst various protein products of the transmembrane channel-like (TMC) gene family, such as Transmembrane channel-like protein 3 and EVIN2 - this region is termed the TMC domain. Mutations in these genes are implicated in a number of human conditions, such as deafness and epidermodysplasia verruciformis. TMC proteins are thought to have important cellular roles, and may be modifiers of ion channels or transporters.. . . .

Manes.01G177800.v6.11.8754553 0.90724 6E-12 up no pfam00682 HMGL-like HMGL-like. This family contains a diverse set of enzymes. These include various aldolases and a region of pyruvate carboxylase.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004419|hydroxymethylglutaryl-CoA lyase activity;GO:0046872|metal ion binding;K01640

Manes.01G178200.v6.11.6827009 7.51E-01 3E-07 up no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0003723|RNA binding;.

Manes.01G178600.v6.11.5626813 0.64402 1E-08 up no pfam10373 EST1_DNA_bindEst1 DNA/RNA binding domain. Est1 is a protein which recruits or activates telomerase at the site of polymerization. This is the DNA/RNA binding domain of EST1.GO:0006952|defense response;GO:0007126|meiotic nuclear division;GO:0007275|multicellular organismal development;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0040008|regulation of growth;GO:0090306|spindle assembly involved in meiosis;GO:0000932|cytoplasmic mRNA processing body;GO:0005634|nucleus;. K14409

Manes.01G178800.v6.10.1603696 ####### 3E-09 down yes pfam14630 ORC5_C Origin recognition complex (ORC) subunit 5 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 5.. . . .

Manes.01G179200.v6.111.671924 3.54497 0.0166 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.01G179600.v6.10.5384174 -0.8932 0.0107 down no pfam02790 COX2_TM Cytochrome C oxidase subunit II, transmembrane domain. The N-terminal domain of cytochrome C oxidase contains two transmembrane alpha-helices.. . . .

Manes.01G179700.v6.11.9174495 0.93919 1E-08 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.01G179800.v6.11.645847 0.71883 8E-10 up no pfam04258 Peptidase_A22BSignal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;K09595

Manes.01G180000.v6.135.389132 5.14523 7E-12 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009790|embryo development;GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.01G180100.v6.10.8094454 -0.30499 0.0106 down no pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.01G180200.v6.11.9237435 0.94392 0.2205 up no pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.01G180700.v6.1Inf Inf 0.8764 up no pfam11050 Viral_env_E26Virus envelope protein E26. E26 is a multifunctional protein. One form of E26 associates with viral DNA or DNA binding proteins, while a second form associates with intracellular membranes.. . . .

Manes.01G181200.v6.11.6896538 0.75673 7E-08 up no pfam14853 Fis1_TPR_C Fis1 C-terminal tetratricopeptide repeat. The mitochondrial fission protein Fis1 consists of two tetratricopeptide repeats. This domain is the C-terminal tetratricopeptide repeatGO:0000266|mitochondrial fission;GO:0007005|mitochondrion organization;GO:0016559|peroxisome fission;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;. K17969

Manes.01G181400.v6.11.0227875 0.03251 0.8126 up no pfam05342 Peptidase_M26_NM26 IgA1-specific Metallo-endopeptidase N-terminal region. These peptidases, which cleave mammalian IgA, are found in Gram-positive bacteria. Often found associated with pfam00746, they may be attached to the cell wall.. . . .

Manes.01G181500.v6.11.4321472 0.51818 7E-05 up no pfam05653 Mg_trans_NIPAMagnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.01G181700.v6.10.4257871 -1.2318 2E-22 down yes pfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0009853|photorespiration;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0008453|alanine-glyoxylate transaminase activity;GO:0050281|serine-glyoxylate transaminase activity;GO:0004760|serine-pyruvate transaminase activity;K00830

Manes.01G181800.v6.11.6204237 6.96E-01 7E-09 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K11367



Manes.01G181900.v6.10.3995235 -1.32365 8E-06 down yes pfam00181 Ribosomal_L2Ribosomal Proteins L2, RNA binding domain.GO:0006412|translation;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.01G182100.v6.11.3683722 0.45246 0.0002 up no pfam09745 DUF2040 Coiled-coil domain-containing protein 55 (DUF2040). This entry is a conserved domain of approximately 130 residues of proteins conserved from fungi to humans. The proteins do contain a coiled-coil domain, but the function is unknown.GO:0032502|developmental process;GO:0006397|mRNA processing;GO:0006913|nucleocytoplasmic transport;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0003729|mRNA binding;GO:0044822|poly(A) RNA binding;K13206

Manes.01G182700.v6.10.513501 -0.96156 3E-16 down no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.01G182900.v6.11.8782974 0.90943 2E-14 up no pfam08652 RAI1 RAI1 like PD-(D/E)XK nuclease. RAI1 is homologous to Caenorhabditis elegans DOM-3 and human DOM3Z and binds to a nuclear exoribonuclease. It is required for 5.8S rRNA processing. Profile-profile comparison tools demonstrate this to be a PD-(D/E)XK nuclease, with a full set of canonical active site signature motifs characteristic to the PD-(D/E)XK nuclease superfamily.. GO:0009507|chloroplast;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G183000.v6.11.8751776 9.07E-01 4E-15 up no pfam00930 DPPIV_N Dipeptidyl peptidase IV (DPP IV) N-terminal region. This family is an alignment of the region to the N-terminal side of the active site. The Prosite motif does not correspond to this Pfam entry.. GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0004177|aminopeptidase activity;GO:0008236|serine-type peptidase activity;K08655

Manes.01G183500.v6.11.6062161 6.84E-01 9E-09 up no pfam13589 HATPase_c_3Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents, additionally, the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0070921|regulation of production of siRNA involved in chromatin silencing by small RNA;GO:0080188|RNA-directed DNA methylation;GO:0000419|DNA-directed RNA polymerase V complex;GO:0042803|protein homodimerization activity;.

Manes.01G183800.v6.10.4081041 -1.29299 1E-25 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.01G183900.v6.10.7170303 -0.47989 8E-05 down no pfam02567 PhzC-PhzF Phenazine biosynthesis-like protein. PhzC/PhzF is involved in dimerization of two 2,3-dihydro-3-oxo-anthranilic acid molecules to create PCA by P. fluorescens. This family also contains an uncharacterized protein Rv2715 from Mycobacterium tuberculosis, though there is no significant sequence similarity to pfam00303 members. This family appears to be distantly related to pfam01678, including containing a weak internal duplication. However members of this family do not contain the conserved cysteines that are hypothesised to be active site residues (Bateman A pers obs).GO:0009058|biosynthetic process;. GO:0016853|isomerase activity;.

Manes.01G184000.v6.11.7495378 8.07E-01 1E-10 up no pfam08323 Glyco_transf_5Starch synthase catalytic domain.GO:0010021|amylopectin biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;K00703

Manes.01G184100.v6.10.9306535 -0.10368 0.4772 down no pfam13774 Longin Regulated-SNARE-like domain. Longin is one of the approximately 26 components required for transporting proteins from the ER to the plasma membrane, via the Golgi apparatus. It is necessary for the steps of the transfer from the ER to the Golgi complex. Longins are the only R-SNAREs that are common to all eukaryotes, and they are characterized by a conserved N-terminal domain with a profilin-like fold called a longin domain.GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.01G184800.v6.10.79341 -0.33386 0.0062 down no pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.01G185100.v6.10.7323539 -0.44939 0.0001 down no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.01G185700.v6.11.5248463 0.60866 6E-06 up no pfam11781 RRN7 RNA polymerase I-specific transcription initiation factor Rrn7. Rrn7 is a transcription binding factor that associates strongly with both Rrn6 and Rrn11 to form a complex which itself binds the TATA-binding protein and is required for transcription by the core domain of the RNA PolI promoter.GO:0009793|embryo development ending in seed dormancy;GO:0001189|RNA polymerase I transcriptional preinitiation complex assembly at the promoter for the nuclear large rRNA transcript;GO:0005730|nucleolus;GO:0046872|metal ion binding;GO:0001164|RNA polymerase I CORE element sequence-specific DNA binding;GO:0001187|transcription factor activity, RNA polymerase I CORE element binding transcription factor recruiting;.

Manes.01G185800.v6.10.6329684 -0.65979 3E-05 down no pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.01G186100.v6.1Inf Inf 0.0332 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G186200.v6.10.882866 -0.17973 0.1359 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.01G186400.v6.11.5806092 0.66048 1E-07 up no pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.01G186500.v6.10.0797568 ####### 5E-40 down yes pfam05460 ORC6 Origin recognition complex subunit 6 (ORC6). This family consists of several eukaryotic origin recognition complex subunit 6 (ORC6) proteins. Despite differences in their structure and sequences among eukaryotic replicators, ORC is a conserved feature of replication initiation in all eukaryotes. ORC-related genes have been identified in organisms ranging from S. pombe to plants to humans. All DNA replication initiation is driven by a single conserved eukaryotic initiator complex termed he origin recognition complex (ORC). The ORC is a six protein complex. The function of ORC is reviewed in.GO:0006260|DNA replication;GO:0005664|nuclear origin of replication recognition complex;GO:0000808|origin recognition complex;GO:0003677|DNA binding;K02608

Manes.01G186900.v6.10.4702861 -1.08839 0.0003 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0010182|sugar mediated signaling pathway;GO:0005739|mitochondrion;. .

Manes.01G187200.v6.10.8887408 -0.17017 0.2919 down no pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.01G187400.v6.12.4652196 1.30E+00 1E-28 up yes pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.. . . .

Manes.01G187500.v6.13.4158551 1.77E+00 2E-06 up yes pfam06702 DUF1193 Protein of unknown function (DUF1193). This family represents the C-terminus of several hypothetical eukaryotic proteins of unknown function. Family members contain two conserved motifs: DRHHYE and QCC, as well as a number of conserved cysteine residues.. . . .

Manes.01G187600.v6.15.4805501 2.45432 1E-96 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.01G187800.v6.12.0730532 1.05176 3E-19 up yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . . .

Manes.01G187900.v6.10.4881624 -1.03457 8E-18 down yes pfam02183 HALZ Homeobox associated leucine zipper.GO:0048826|cotyledon morphogenesis;GO:0009965|leaf morphogenesis;GO:0009744|response to sucrose;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.01G188200.v6.12.2201877 1.15068 3E-11 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K04733

Manes.01G188700.v6.10.2024327 -2.30449 7E-10 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0010182|sugar mediated signaling pathway;GO:0005739|mitochondrion;. .

Manes.01G188800.v6.10.1894006 ####### 2E-05 down yes pfam10328 7TM_GPCR_SrxSerpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.01G189100.v6.1107.1967 6.74412 4E-07 up yes pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0005975|carbohydrate metabolic process;. . .

Manes.01G189300.v6.10.5709018 ####### 2E-07 down no pfam08536 Whirly Whirly transcription factor. This family contains the plant whirly transcription factors.GO:0006952|defense response;GO:0006281|DNA repair;GO:0032211|negative regulation of telomere maintenance via telomerase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0009295|nucleoid;GO:0009508|plastid chromosome;GO:0003677|DNA binding;GO:0003697|single-stranded DNA binding;GO:0042162|telomeric DNA binding;.

Manes.01G189400.v6.10.7350911 -0.44401 0.0009 down no pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.01G189500.v6.12.0186928 1.01E+00 4E-19 up yes pfam07889 DUF1664 Protein of unknown function (DUF1664). The members of this family are hypothetical plant proteins of unknown function. The region featured in this family is approximately 100 amino acids long.. . . .

Manes.01G189600.v6.12.4803013 1.31E+00 0.0013 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0008610|lipid biosynthetic process;GO:0006629|lipid metabolic process;GO:0007275|multicellular organismal development;GO:1901959|positive regulation of cutin biosynthetic process;GO:0006109|regulation of carbohydrate metabolic process;GO:0006110|regulation of glycolytic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009744|response to sucrose;GO:0006351|transcription, DNA-templated;GO:0019432|triglyceride biosynthetic process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G189900.v6.11.5152837 6.00E-01 1E-07 up no pfam01459 Porin_3 Eukaryotic porin.. GO:0005741|mitochondrial outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0008308|voltage-gated anion channel activity;K15040

Manes.01G190400.v6.10.5788176 ####### 2E-08 down no pfam13426 PAS_9 PAS domain. GO:0018298|protein-chromophore linkage;GO:0005622|intracellular;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.01G190500.v6.10.4879561 ####### 0.0179 down yes pfam02028 BCCT BCCT family transporter.. . . .

Manes.01G191100.v6.10.4111605 -1.28223 0.0844 down no pfam00858 ASC Amiloride-sensitive sodium channel.GO:0080168|abscisic acid transport;GO:0042128|nitrate assimilation;GO:0010119|regulation of stomatal movement;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0090440|abscisic acid transporter activity;GO:0015293|symporter activity;.

Manes.01G191500.v6.11.7462947 0.8043 1E-09 up no pfam00046 Homeobox Homeobox domain.GO:0009965|leaf morphogenesis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.01G191700.v6.10.5658519 ####### 0.0085 down no pfam11854 DUF3374 Protein of unknown function (DUF3374). This family of proteins are functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 665 to 712 amino acids in length.GO:0034765|regulation of ion transmembrane transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0034426|etioplast membrane;GO:0031359|integral component of chloroplast outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0046930|pore complex;GO:0015288|porin activity;GO:0022843|voltage-gated cation channel activity;.

Manes.01G192500.v6.10.4479141 -1.15871 2E-10 down yes pfam00069 Pkinase Protein kinase domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G192600.v6.11.7198773 7.82E-01 2E-11 up no pfam06386 GvpL_GvpF Gas vesicle synthesis protein GvpL/GvpF. This family consists of several bacterial and archaeal gas vesicle synthesis protein (GvpL/GvpF) sequences. The exact function of this family is unknown.. GO:0070062|extracellular exosome;. .

Manes.01G193000.v6.1Inf Inf 0.2166 up no pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0010143|cutin biosynthetic process;GO:0016311|dephosphorylation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0090447|glycerol-3-phosphate 2-O-acyltransferase activity;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;GO:0016791|phosphatase activity;K13508

Manes.01G193400.v6.10.5932953 ####### 0.0003 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048446|petal morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G193600.v6.10.4903715 ####### 5E-05 down yes pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;GO:0033612|receptor serine/threonine kinase binding;.

Manes.01G193700.v6.11.5160802 6.00E-01 7E-07 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.01G193800.v6.11.3171506 0.39742 0.0101 up no pfam14963 CAML Calcium signal-modulating cyclophilin ligand. Calcium signal-modulating cyclophilin ligand was originally identified in a screen for cyclophilin B-interacting proteins. It is likely to be involved in calcium signalling. It has also been shown to interact with many other signalling molecules including proto-oncogene tyrosine-protein kinase LCK, tumor necrosis factor receptor superfamily member 13B and EGFR.. . . .

Manes.01G194000.v6.10.3203126 ####### 6E-42 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G194300.v6.10.3477577 -1.52385 3E-18 down yes pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.01G194400.v6.11.6027634 0.68056 4E-09 up no pfam08295 Sin3_corepressSin3 family co-repressor. This domain is found on transcriptional regulators. It forms interactions with histone deacetylases.GO:0016575|histone deacetylation;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0000118|histone deacetylase complex;GO:0005634|nucleus;GO:0001106|RNA polymerase II transcription corepressor activity;.

Manes.01G194600.v6.11.3979601 4.83E-01 0.0002 up no pfam05871 ESCRT-II ESCRT-II complex subunit. This family of conserved eukaryotic proteins are subunits of the endosome associated complex ESCRT-II which recruits transport machinery for protein sorting at the multivesicular body (MVB). This protein complex transiently associates with the endosomal membrane and thereby initiates the formation of ESCRT-III, a membrane-associated protein complex that functions immediately downstream of ESCRT-II during sorting of MVB cargo. ESCRT-II in turn functions downstream of ESCRT-I, a protein complex that binds to ubiquitinated endosomal cargo.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000814|ESCRT II complex;GO:0042803|protein homodimerization activity;GO:0005198|structural molecule activity;K12189

Manes.01G194800.v6.14.2945089 2.10249 9E-11 up yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.01G194900.v6.10.9486684 -0.07602 0.5444 down no pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.GO:0007163|establishment or maintenance of cell polarity;GO:0001578|microtubule bundle formation;GO:0000226|microtubule cytoskeleton organization;GO:0009825|multidimensional cell growth;GO:0010091|trichome branching;GO:0055028|cortical microtubule;. .

Manes.01G195100.v6.10.3502531 ####### 2E-15 down yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0010161|red light signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.01G195400.v6.12.6137 1.39E+00 5E-34 up yes pfam05708 DUF830 Orthopoxvirus protein of unknown function (DUF830). This family consists of several Orthopoxvirus proteins of unknown function.. . . .

Manes.01G196000.v6.11.9513982 0.96451 0.0108 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G196500.v6.1Inf Inf 0.011 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0019761|glucosinolate biosynthetic process;GO:0043231|intracellular membrane-bounded organelle;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0047251|thiohydroximate beta-D-glucosyltransferase activity;K11820

Manes.01G196700.v6.10.621941 -0.68515 0.0004 down no pfam14792 DNA_pol_B_palmDNA polymerase beta palm. The catalytic region of DNA polymerase beta is split into three domains. An N-terminal fingers domain, a central palm domain and a C-terminal thumb domain. This entry represents the palm domain.GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0016829|lyase activity;GO:0046872|metal ion binding;K03512

Manes.01G197000.v6.10.2460919 -2.02273 1E-08 down yes pfam13805 Pil1 Eisosome component PIL1. In the budding yeast, S. cerevisiae, Pil1 and another cytoplasmic protein, Lsp1, together form large immobile assemblies at the plasma membrane that mark sites for endocytosis, called eisosomes. Endocytosis functions to recycle plasma membrane components, to regulate cell-surface expression of signalling receptors and to internalise nutrients in all eukaryotic cells.. . . .

Manes.01G197100.v6.10.3252029 ####### 6E-24 down yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.01G197400.v6.10.2228617 -2.16578 8E-21 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;.

Manes.01G197500.v6.10.747124 -0.42058 0.0017 down no pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.01G197800.v6.10.1201831 ####### 7E-34 down yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.01G197900.v6.12.8358784 1.5038 1E-09 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.01G198000.v6.10.0841951 ####### 3E-22 down yes pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G198700.v6.10.3794801 ####### 1E-17 down yes pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.01G198800.v6.11.0208478 0.02977 0.9591 up no pfam08524 rRNA_processingrRNA processing. This is a family of proteins that are involved in rRNA processing. In a localisation study they were found to localize to the nucleus and nucleolus. The family also includes other metazoa members from plants to mammals where the protein has been named BR22 and is associated with TTF-1, thyroid transcription factor 1. In the lungs, the family binds TTF-1 to form a complex which influences the expression of the key lung surfactant protein-B (SP-B) and -C (SP-C), the small hydrophobic surfactant proteins that maintain surface tension in alveoli.. . . .

Manes.01G198900.v6.12.7025003 1.43E+00 5E-19 up yes pfam00982 Glyco_transf_20Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.01G199000.v6.10.7846476 -0.34988 0.1127 down no pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0008612|peptidyl-lysine modification to peptidyl-hypusine;GO:0005829|cytosol;GO:0019135|deoxyhypusine monooxygenase activity;GO:0046872|metal ion binding;K06072

Manes.01G199800.v6.1Inf Inf 0.8798 up no pfam05095 DUF687 Protein of unknown function (DUF687). This family contains several uncharacterized Chlamydia proteins.. . . .

Manes.01G200100.v6.10.9352812 -0.09653 0.5496 down no pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.01G200200.v6.11.5491597 0.63149 1E-06 up no pfam10609 ParA ParA/MinD ATPase like. This family contains ATPases involved in plasmid partitioning. It also contains the cytosolic Fe-S cluster assembling factor NBP35 which is required for biogenesis and export of both ribosomal subunits.. GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;K03593

Manes.01G200400.v6.10.7693406 ####### 0.0306 down no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.01G200800.v6.11.6974672 0.76338 2E-10 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G201300.v6.10.9530242 -0.06942 0.6584 down no pfam05856 ARPC4 ARP2/3 complex 20 kDa subunit (ARPC4). This family consists of several eukaryotic ARP2/3 complex 20 kDa subunit (P20-ARC) proteins. The Arp2/3 protein complex has been implicated in the control of actin polymerization in cells. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3 it has been suggested that the complex promotes actin assembly in lamellipodia and may participate in lamellipodial protrusion.. GO:0016021|integral component of membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.01G201500.v6.10.2003837 -2.31916 5E-24 down yes pfam00859 CTF_NFI CTF/NF-I family transcription modulation region.GO:0009793|embryo development ending in seed dormancy;GO:0055047|generative cell mitosis;GO:0009555|pollen development;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0048316|seed development;GO:0001673|male germ cell nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.01G201600.v6.10.4144779 ####### 2E-10 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K14484

Manes.01G201800.v6.10.7413126 ####### 0.0008 down no pfam01257 2Fe-2S_thioredxThioredoxin-like [2Fe-2S] ferredoxin.GO:0006979|response to oxidative stress;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0008270|zinc ion binding;K03943

Manes.01G201900.v6.11.0511679 7.20E-02 0.5619 up no pfam11804 DUF3325 Protein of unknown function (DUF3325). This family of short proteins are functionally uncharacterized. This family is restricted to Alpha-, Beta- and Gamma-proteobacteria.GO:0009567|double fertilization forming a zygote and endosperm;GO:0007275|multicellular organismal development;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G202100.v6.10.2427585 -2.04241 2E-28 down yes pfam00290 Trp_syntA Tryptophan synthase alpha chain.GO:0009851|auxin biosynthetic process;GO:0005737|cytoplasm;GO:0033984|indole-3-glycerol-phosphate lyase activity;GO:0004834|tryptophan synthase activity;K01695

Manes.01G202300.v6.10.8419056 ####### 0.0493 down no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0009908|flower development;GO:0016573|histone acetylation;GO:0043966|histone H3 acetylation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0010015|root morphogenesis;GO:0006351|transcription, DNA-templated;GO:0000123|histone acetyltransferase complex;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0010484|H3 histone acetyltransferase activity;GO:0004402|histone acetyltransferase activity;K06062

Manes.01G202600.v6.11.4565538 5.43E-01 2E-05 up no pfam02263 GBP Guanylate-binding protein, N-terminal domain. Transcription of the anti-viral guanylate-binding protein (GBP) is induced by interferon-gamma during macrophage induction. This family contains GBP1 and GPB2, both GTPases capable of binding GTP, GDP and GMP.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.01G202800.v6.10.2052681 -2.28442 1E-24 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0044030|regulation of DNA methylation;GO:0010468|regulation of gene expression;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0003677|DNA binding;K11251

Manes.01G203100.v6.10.5301878 -0.91542 2E-06 down no pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G203300.v6.10.5015598 -0.99551 4E-13 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0010189|vitamin E biosynthetic process;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.01G203900.v6.10.6167424 ####### 0.0004 down no pfam04762 IKI3 IKI3 family. Members of this family are components of the elongator multi-subunit component of a novel RNA polymerase II holoenzyme for transcriptional elongation. This region contains WD40 like repeats.. . . .

Manes.01G204200.v6.13.8022822 1.93E+00 2E-07 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.01G204500.v6.112.1626 3.60E+00 0.0331 up yes pfam07224 ChlorophyllaseChlorophyllase. This family consists of several plant specific Chlorophyllase proteins (EC:3.1.1.14). Chlorophyllase (Chlase) is the first enzyme involved in chlorophyll (Chl) degradation and catalyses the hydrolysis of ester bond to yield chlorophyllide and phytol.GO:0015996|chlorophyll catabolic process;. GO:0047746|chlorophyllase activity;.

Manes.01G204600.v6.110.196532 3.35E+00 2E-99 up yes pfam01027 Bax1-I Inhibitor of apoptosis-promoting Bax1. Programmed cell-death involves a set of Bcl-2 family proteins, some of which inhibit apoptosis (Bcl-2 and Bcl-XL) and some of which promote it (Bax and Bak). Human Bax inhibitor, BI-1, is an evolutionarily conserved integral membrane protein containing multiple membrane-spanning segments predominantly localized to intracellular membranes. It has 6-7 membrane-spanning domains. The C termini of the mammalian BI-1 proteins are comprised of basic amino acids resembling some nuclear targeting sequences, but otherwise the predicted proteins lack motifs that suggest a function. As plant BI-1 appears to localize predominantly to the ER, we hypothesized that plant BI-1 could also regulate cell death triggered by ER stress. BI-1 appears to exert its effect through an interaction with calmodulin. The budding yeast member of this family has been found unexpectedly to encode a BH3 domain-containing protein (Ybh3p) that regulates the mitochondrial pathway of apoptosis in a phylogeneti. GO:0016021|integral component of membrane;. K06890



Manes.01G204700.v6.13.3879558 1.76042 5E-09 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.01G204900.v6.12.2372661 1.16174 8E-24 up yes pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.01G205000.v6.12.5668253 1.36E+00 6E-06 up yes pfam06681 DUF1182 Protein of unknown function (DUF1182). This family consists of several hypothetical proteins of around 360 residues in length and seems to be specific to Caenorhabditis elegans. The function of this family is unknown.. . . .

Manes.01G205200.v6.11.4175311 5.03E-01 7E-05 up no pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0070525|tRNA threonylcarbamoyladenosine metabolic process;GO:0008033|tRNA processing;GO:0005829|cytosol;GO:0000408|EKC/KEOPS complex;GO:0016020|membrane;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016787|hydrolase activity;GO:0002039|p53 binding;GO:0004674|protein serine/threonine kinase activity;K08851

Manes.01G205300.v6.10.5145651 ####### 0.0973 down no pfam01336 tRNA_anti-codonOB-fold nucleic acid binding domain. This family contains OB-fold domains that bind to nucleic acids. The family includes the anti-codon binding domain of lysyl, aspartyl, and asparaginyl -tRNA synthetases (See pfam00152). Aminoacyl-tRNA synthetases catalyse the addition of an amino acid to the appropriate tRNA molecule EC:6.1.1.-. This family also includes part of RecG helicase involved in DNA repair. Replication factor A is a heterotrimeric complex, that contains a subunit in this family. This domain is also found at the C-terminus of bacterial DNA polymerase III alpha chain.GO:0016233|telomere capping;GO:0000784|nuclear chromosome, telomeric region;GO:0003677|DNA binding;.

Manes.01G206000.v6.12.8831192 1.52763 1E-35 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.01G206100.v6.12.929955 1.55E+00 3E-40 up yes pfam04791 LMBR1 LMBR1-like membrane protein. Members of this family are integral membrane proteins that are around 500 residues in length. LMBR1 is not involved in preaxial polydactyly, as originally thought. Vertebrate members of this family may play a role in limb development. A member of this family has been shown to be a lipocalin membrane receptor. . . .

Manes.01G206300.v6.14.9320633 2.30219 3E-15 up yes pfam12051 DUF3533 Protein of unknown function (DUF3533). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 393 to 772 amino acids in length.. . . .

Manes.01G206400.v6.1113.3866 6.83E+00 1E-31 up yes pfam04927 SMP Seed maturation protein. Plant seed maturation protein.. . . .

Manes.01G206500.v6.10.6318859 -0.66226 0.0088 down no pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.01G206700.v6.10.4822671 -1.0521 9E-13 down yes pfam13673 Acetyltransf_10Acetyltransferase (GNAT) domain. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.01G206800.v6.10.5090453 ####### 0.0043 down no pfam06047 SynMuv_productRas-induced vulval development antagonist. This family is from synthetic multi-vulval genes which encode chromatin-associated proteins involved in transcriptional repression. This protein has a role in antagonising Ras-induced vulval development.. . . .

Manes.01G207900.v6.10.1192581 ####### 2E-09 down yes pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.01G208600.v6.11.1298003 1.76E-01 0.2254 up no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.01G208700.v6.12.2942529 1.19802 1E-15 up yes pfam04114 Gaa1 Gaa1-like, GPI transamidase component. GPI (glycosyl phosphatidyl inositol) transamidase is a multi-protein complex. Gpi16, Gpi8 and Gaa1 for a sub-complex of the GPI transamidase. GPI transamidase that adds glycosylphosphatidylinositols (GPIs) to newly synthesized proteins.. . . .

Manes.01G208800.v6.11.215135 0.28112 0.2125 up no pfam10136 SpecificRecombSite-specific recombinase. Members of this family of bacterial proteins are found in various putative site-specific recombinase transmembrane proteins.. . . .

Manes.01G209100.v6.13.377909 1.75613 0.0026 up yes pfam01715 IPPT IPP transferase. This is a family of IPP transferases EC:2.5.1.8 also known as tRNA delta(2)-isopentenylpyrophosphate transferase. These enzymes modify both cytoplasmic and mitochondrial tRNAs at A(37) to give isopentenyl A(37).GO:0009691|cytokinin biosynthetic process;GO:0006400|tRNA modification;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0031965|nuclear membrane;GO:0005634|nucleus;GO:0009536|plastid;GO:0052623|ADP dimethylallyltransferase activity;GO:0009824|AMP dimethylallyltransferase activity;GO:0005524|ATP binding;GO:0052622|ATP dimethylallyltransferase activity;GO:0052381|tRNA dimethylallyltransferase activity;K10760

Manes.01G209300.v6.10.4261696 -1.2305 8E-06 down yes pfam13340 DUF4096 Putative transposase of IS4/5 family (DUF4096).. . . .

Manes.01G209500.v6.11.6924648 0.75913 2E-11 up no pfam00213 OSCP ATP synthase delta (OSCP) subunit. The ATP D subunit from Escherichia coli is the same as the OSCP subunit which is this family. The ATP D subunit from metazoa are found in family pfam00401.. . . .

Manes.01G209600.v6.10.9793353 ####### 0.8875 down no pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.01G209700.v6.11.9431091 9.58E-01 5E-17 up no pfam00255 GSHPx Glutathione peroxidase.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0004602|glutathione peroxidase activity;K00432

Manes.01G209900.v6.10.8564076 ####### 0.4054 down no pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.01G210000.v6.10.5431749 ####### 3E-10 down no pfam09444 MRC1 MRC1-like domain. This putative domain is found to be the most conserved region in mediator of replication checkpoint protein 1.GO:0071482|cellular response to light stimulus;GO:0010239|chloroplast mRNA processing;GO:0009658|chloroplast organization;GO:0009965|leaf morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0009509|chromoplast;GO:0009513|etioplast;GO:0009537|proplastid;. .

Manes.01G210200.v6.12.6086974 1.38E+00 0.0308 up yes pfam13321 DUF4084 Domain of unknown function (DUF4084). This family of Firmicute proteins is frequently associated with the EAL, GGDEF and PAS families, pfam00563, pfam00990, and pfam00989. The exact function is not known.. . . .

Manes.01G210500.v6.10.5815412 -0.78205 8E-07 down no pfam03143 GTP_EFTU_D3Elongation factor Tu C-terminal domain. Elongation factor Tu consists of three structural domains, this is the third domain. This domain adopts a beta barrel structure. This the third domain is involved in binding to both charged tRNA and binding to EF-Ts pfam00889.. . . .

Manes.01G210600.v6.10.2993422 -1.74013 1E-23 down yes pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.GO:0046686|response to cadmium ion;GO:0005618|cell wall;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;GO:0008270|zinc ion binding;K02358

Manes.01G211000.v6.12.0162656 1.01E+00 4E-06 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.01G211600.v6.12.3300242 1.22034 0.7724 up no pfam03321 GH3 GH3 auxin-responsive promoter.GO:0009733|response to auxin;GO:0009416|response to light stimulus;. GO:0016874|ligase activity;.

Manes.01G211900.v6.11.5114988 0.59598 7E-07 up no pfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.01G212300.v6.116.817434 4.07E+00 1E-146 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.01G212400.v6.12.1440319 1.10033 3E-22 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0009742|brassinosteroid mediated signaling pathway;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K01090

Manes.01G212500.v6.11.2761487 0.3518 0.0025 up no pfam08514 STAG STAG domain. STAG domain proteins are subunits of cohesin complex - a protein complex required for sister chromatid cohesion in eukaryotes. The STAG domain is present in Schizosaccharomyces pombe mitotic cohesin Psc3, and the meiosis specific cohesin Rec11. Many organisms express a meiosis-specific STAG protein, for example, mice and humans have a meiosis specific variant called STAG3, although budding yeast does not have a meiosis specific version.GO:0051455|attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0051301|cell division;GO:0051754|meiotic sister chromatid cohesion, centromeric;GO:0007067|mitotic nuclear division;GO:0005694|chromosome;GO:0005634|nucleus;. K06671

Manes.01G212600.v6.10.277233 ####### 3E-09 down yes pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.01G212900.v6.10.8435396 -0.24547 0.6234 down no pfam12036 DUF3522 Protein of unknown function (DUF3522). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 220 to 787 amino acids in length.. . . .

Manes.01G213000.v6.10.677019 ####### 0.0004 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13207

Manes.01G213100.v6.10.868885 -0.20276 0.1169 down no pfam06220 zf-U1 U1 zinc finger. This family consists of several U1 small nuclear ribonucleoprotein C (U1-C) proteins. The U1 small nuclear ribonucleoprotein (U1 snRNP) binds to the pre-mRNA 5' splice site (ss) at early stages of spliceosome assembly. Recruitment of U1 to a class of weak 5' ss is promoted by binding of the protein TIA-1 to uridine-rich sequences immediately downstream from the 5' ss. Binding of TIA-1 in the vicinity of a 5' ss helps to stabilize U1 snRNP recruitment, at least in part, via a direct interaction with U1-C, thus providing one molecular mechanism for the function of this splicing regulator. This domain is probably a zinc-binding. It is found in multiple copies in some members of the family.GO:0000395|mRNA 5'-splice site recognition;GO:0000387|spliceosomal snRNP assembly;GO:0000243|commitment complex;GO:0005685|U1 snRNP;GO:0071004|U2-type prespliceosome;GO:0003729|mRNA binding;GO:0030619|U1 snRNA binding;GO:0008270|zinc ion binding;K11095

Manes.01G213200.v6.12.1561366 1.11E+00 0.0013 up yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.01G213600.v6.10.3948624 ####### 2E-19 down yes pfam12062 HSNSD heparan sulfate-N-deacetylase. This family of proteins is are heparan sulfate N-deacetylase enzymes. This protein is found in eukaryotes. This proteinenzyme is often found associated with pfam00685.. . . .

Manes.01G213700.v6.10.5750591 -0.79822 6E-11 down no pfam00089 Trypsin Trypsin. GO:0009658|chloroplast organization;GO:0010206|photosystem II repair;GO:0030163|protein catabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009533|chloroplast stromal thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.01G214100.v6.10.9267491 -0.10975 0.3894 down no pfam01167 Tub Tub family. . GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0009536|plastid;. .

Manes.01G214300.v6.10.2909982 -1.78092 5E-38 down yes pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010311|lateral root formation;GO:0010152|pollen maturation;GO:0009733|response to auxin;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0038198|auxin receptor activity;GO:0000822|inositol hexakisphosphate binding;GO:0004842|ubiquitin-protein transferase activity;K14485

Manes.01G214600.v6.10.5371568 ####### 0.0008 down no pfam13881 Rad60-SLD_2Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.01G215300.v6.10.6341233 ####### 9E-05 down no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009860|pollen tube growth;GO:0016567|protein ubiquitination;. . .

Manes.01G216000.v6.11.4432674 5.29E-01 0.0002 up no pfam15051 FAM198 FAM198 protein. This family of proteins is found in eukaryotes. The function of this family is unknown. Murine FAM198B is downregulated by FGFR signalling.. . . .

Manes.01G216100.v6.12.9981121 1.58E+00 1E-43 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0048102|autophagic cell death;GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0006497|protein lipidation;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0042594|response to starvation;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005634|nucleus;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.01G216200.v6.16.6768961 2.73918 0.0271 up yes pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.01G216400.v6.10.2670316 ####### 3E-09 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0006878|cellular copper ion homeostasis;GO:0006825|copper ion transport;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0016531|copper chaperone activity;K07213

Manes.01G216500.v6.10.4012889 -1.31729 4E-12 down yes pfam11933 DUF3451 Domain of unknown function (DUF3451). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 199 to 238 amino acids in length. This domain is found associated with pfam06512, pfam00520. This domain has a conserved ADD sequence motif.. . . .

Manes.01G216600.v6.11.2978334 0.37611 0.001 up no pfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.01G216800.v6.10.9035385 -0.14634 0.2401 down no pfam03321 GH3 GH3 auxin-responsive promoter.. GO:0009941|chloroplast envelope;GO:0016874|ligase activity;K14487

Manes.01G217500.v6.10.8891732 ####### 0.1584 down no pfam01119 DNA_mis_repairDNA mismatch repair protein, C-terminal domain. This family represents the C-terminal domain of the mutL/hexB/PMS1 family. This domain has a ribosomal S5 domain 2-like fold.GO:0006310|DNA recombination;GO:0010154|fruit development;GO:0006298|mismatch repair;GO:0009555|pollen development;GO:0048316|seed development;GO:0032389|MutLalpha complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0030983|mismatched DNA binding;GO:0003697|single-stranded DNA binding;K10858

Manes.01G218100.v6.11.4286271 0.51463 0.0003 up no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.01G218200.v6.11.6275723 7.03E-01 2E-07 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.01G218700.v6.10.4475629 ####### 7E-07 down yes pfam13232 Complex1_LYR_1Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.. . . .

Manes.01G219100.v6.10.6912045 ####### 5E-06 down no pfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.01G219300.v6.10.7723293 ####### 0.0029 down no pfam01776 Ribosomal_L22eRibosomal L22e protein family.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02891

Manes.01G219700.v6.10.5443922 -0.87728 5E-14 down no pfam00875 DNA_photolyaseDNA photolyase. This domain binds a light harvesting cofactor.GO:0006281|DNA repair;GO:0018298|protein-chromophore linkage;. GO:0003913|DNA photolyase activity;GO:0009881|photoreceptor activity;.

Manes.01G220300.v6.10.6246071 ####### 1E-06 down no pfam13893 RRM_5 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins.GO:0000398|mRNA splicing, via spliceosome;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0005685|U1 snRNP;GO:0000166|nucleotide binding;GO:0017069|snRNA binding;K11091

Manes.01G220400.v6.137.314244 5.22E+00 4E-279 up yes pfam03242 LEA_3 Late embryogenesis abundant protein. Members of this family are similar to late embryogenesis abundant proteins.  Members of the family have been isolated in a number of different screens. However, the molecular function of these proteins remains obscure.GO:0006950|response to stress;. . .

Manes.01G220500.v6.13.7866687 1.92093 7E-49 up yes pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.01G220600.v6.17.2269729 2.85339 0.0206 up yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.01G221000.v6.10.8518834 -0.23127 0.6652 down no pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.01G221200.v6.10.774004 ####### 0.0013 down no pfam00828 Ribosomal_L18eRibosomal protein L18e/L15. This family includes eukaryotic L18 as well as prokaryotic L15.GO:0006412|translation;GO:0009507|chloroplast;GO:0022625|cytosolic large ribosomal subunit;GO:0015934|large ribosomal subunit;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02883

Manes.01G221400.v6.10.3190595 ####### 6E-14 down yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019369|arachidonic acid metabolic process;GO:0006874|cellular calcium ion homeostasis;GO:0042632|cholesterol homeostasis;GO:0016311|dephosphorylation;GO:0017144|drug metabolic process;GO:0019373|epoxygenase P450 pathway;GO:0006954|inflammatory response;GO:0046839|phospholipid dephosphorylation;GO:0010628|positive regulation of gene expression;GO:0045909|positive regulation of vasodilation;GO:0072593|reactive oxygen species metabolic process;GO:0008217|regulation of blood pressure;GO:0090181|regulation of cholesterol metabolic process;GO:0009636|response to toxic substance;GO:0044281|small molecule metabolic process;GO:0046272|stilbene catabolic process;GO:0006805|xenobiotic metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005777|peroxisome;GO:0033885|10-hydroxy-9-(phosphonooxy)octadecanoate phosphatase activity;GO:0004301|epoxide hydrolase activity;GO:0042577|lipid phosphatase activity;GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;GO:0042803|protein homodimerization activity;GO:0005102|receptor binding;GO:0015643|toxic substance binding;K08726

Manes.01G221500.v6.10.9809393 -0.02776 1 down no pfam13639 zf-RING_2 Ring finger domain.GO:0006461|protein complex assembly;GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0008270|zinc ion binding;.

Manes.01G221700.v6.10.2359384 ####### 2E-26 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.01G221800.v6.10.2165231 -2.20741 3E-29 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.01G221900.v6.113.862257 3.79E+00 9E-109 up yes pfam00862 Sucrose_synthSucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0005985|sucrose metabolic process;. GO:0016157|sucrose synthase activity;.

Manes.01G222100.v6.10.7597472 -0.39641 0.0037 down no pfam13328 HD_4 HD domain. HD domains are metal dependent phosphohydrolases.GO:0015969|guanosine tetraphosphate metabolic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0016301|kinase activity;.

Manes.01G222800.v6.10.677097 ####### 7E-05 down no pfam01280 Ribosomal_L19eRibosomal protein L19e.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02885

Manes.01G223000.v6.11.4583557 5.44E-01 2E-06 up no pfam07717 OB_NTP_bindOligonucleotide/oligosaccharide-binding (OB)-fold. This family is found towards the C-terminus of the DEAD-box helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. There do seem to be a couple of instances where it occurs by itself. The structure PDB:3i4u adopts an OB-fold. helicases (pfam00270). In these helicases it is apparently always found in association with pfam04408. This C-terminal domain of the yeast helicase contains an oligonucleotide/oligosaccharide-binding (OB)-fold which seems to be placed at the entrance of the putative nucleic acid cavity. It also constitutes the binding site for the G-patch-containing domain of Pfa1p. When found on DEAH/RHA helicases, this domain is central to the regulation of the helicase activity through its binding of both RNA and G-patch domain proteins.GO:0022008|neurogenesis;GO:0006396|RNA processing;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0004386|helicase activity;GO:0044822|poly(A) RNA binding;K14780

Manes.01G223500.v6.10.7460643 -0.42263 0.0012 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0015297|antiporter activity;GO:0051724|NAD transporter activity;K15115

Manes.01G223600.v6.11.0278017 0.03956 0.7833 up no pfam08211 dCMP_cyt_deam_2Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0009972|cytidine deamination;GO:0005829|cytosol;GO:0004126|cytidine deaminase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K01489

Manes.01G223800.v6.11.358729 4.42E-01 0.001 up no pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0007030|Golgi organization;GO:0006886|intracellular protein transport;GO:0009306|protein secretion;GO:1900150|regulation of defense response to fungus;GO:0007034|vacuolar transport;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0031201|SNARE complex;GO:0005802|trans-Golgi network;GO:0000149|SNARE binding;K08489

Manes.01G224100.v6.12.0539898 1.04E+00 1E-17 up yes pfam04941 LEF-8 Late expression factor 8 (LEF-8). Late expression factor 8 (LEF-8) is one of the primary components of RNA polymerase produced by polyhedrosis viruses. LEF-8 shows homology to the second largest subunit of prokaryotic DNA-directed RNA polymerase.. . . .

Manes.01G225000.v6.10.4109303 -1.28303 5E-09 down yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0006575|cellular modified amino acid metabolic process;GO:0097053|L-kynurenine catabolic process;GO:0005737|cytoplasm;GO:0047804|cysteine-S-conjugate beta-lyase activity;GO:0047316|glutamine-phenylpyruvate transaminase activity;GO:0016212|kynurenine-oxoglutarate transaminase activity;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K00816

Manes.01G225200.v6.11.0159273 0.0228 0.8288 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.01G225300.v6.10.1464869 ####### 4E-06 down yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G225700.v6.11.0253954 3.62E-02 0.78 up no pfam06418 CTP_synth_NCTP synthase N-terminus. This family consists of the N-terminal region of the CTP synthase protein (EC:6.3.4.2). This family is found in conjunction with pfam00117 located in the C-terminal region of the protein. CTP synthase catalyses the synthesis of CTP from UTP by amination of the pyrimidine ring at the 4-position.GO:0044210|'de novo' CTP biosynthetic process;GO:0006241|CTP biosynthetic process;GO:0006541|glutamine metabolic process;GO:0008654|phospholipid biosynthetic process;GO:0019856|pyrimidine nucleobase biosynthetic process;. GO:0005524|ATP binding;GO:0003883|CTP synthase activity;K01937

Manes.01G225800.v6.10.6206281 -0.6882 0.0388 down no pfam06273 eIF-4B Plant specific eukaryotic initiation factor 4B. This family consists of several plant specific eukaryotic initiation factor 4B proteins.. . . .

Manes.01G225900.v6.10.4506751 ####### 5E-10 down yes pfam02769 AIRS_C AIR synthase related protein, C-terminal domain. This family includes Hydrogen expression/formation protein HypE, AIR synthases EC:6.3.3.1, FGAM synthase EC:6.3.5.3 and selenide, water dikinase EC:2.7.9.3. The function of the C-terminal domain of AIR synthase is unclear, but the cleft formed between N and C domains is postulated as a sulphate binding site.GO:0006189|'de novo' IMP biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0004641|phosphoribosylformylglycinamidine cyclo-ligase activity;K01933

Manes.01G226000.v6.11.7229114 7.85E-01 7E-05 up no pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.01G226100.v6.11.8820567 9.12E-01 0.0028 up no pfam14675 FANCI_S1 FANCI solenoid 1. This is the solenoid 1 (S1) domain of the Fanconi anemia group I protein.. . . .

Manes.01G226200.v6.14.9546195 2.30877 0.0016 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.01G226300.v6.10.6673855 ####### 9E-05 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0052033|pathogen-associated molecular pattern dependent induction by symbiont of host innate immune response;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;. K09517

Manes.01G226400.v6.111.820047 3.56E+00 1E-169 up yes pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.01G226500.v6.12.1813156 1.1252 5E-20 up yes pfam13664 DUF4149 Domain of unknown function (DUF4149).. GO:0016021|integral component of membrane;. .

Manes.01G226600.v6.14.261741 2.09E+00 2E-19 up yes pfam12738 PTCB-BRCTtwin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.. . . K10728



Manes.01G227300.v6.10.5533824 -0.85365 1E-07 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G227500.v6.11.5747013 0.65508 7E-09 up no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0007010|cytoskeleton organization;GO:0008286|insulin receptor signaling pathway;GO:0043066|negative regulation of apoptotic process;GO:2001237|negative regulation of extrinsic apoptotic signaling pathway;GO:0008284|positive regulation of cell proliferation;GO:0043568|positive regulation of insulin-like growth factor receptor signaling pathway;GO:0045840|positive regulation of mitotic nuclear division;GO:0033138|positive regulation of peptidyl-serine phosphorylation;GO:0010800|positive regulation of peptidyl-threonine phosphorylation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006606|protein import into nucleus;GO:0022604|regulation of cell morphogenesis;GO:0008360|regulation of cell shape;GO:0040008|regulation of growth;GO:0001932|regulation of protein phosphorylation;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0005158|insulin receptor binding;GO:0070577|lysine-acetylated histone binding;K11797

Manes.01G228300.v6.13.1712223 1.66504 4E-48 up yes pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0005634|nucleus;GO:0031519|PcG protein complex;GO:0009506|plasmodesma;GO:0018024|histone-lysine N-methyltransferase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0003727|single-stranded RNA binding;K11430

Manes.01G228500.v6.10.6118664 -0.70871 1E-07 down no pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G228600.v6.12.0053835 1.00388 1E-17 up yes pfam00574 CLP_proteaseClp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009840|chloroplastic endopeptidase Clp complex;GO:0009532|plastid stroma;GO:0009579|thylakoid;GO:0004252|serine-type endopeptidase activity;K01358

Manes.01G228700.v6.1NA NA NA -- no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.01G228800.v6.11.6533026 7.25E-01 1E-10 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G228900.v6.11.3084004 0.3878 0.001 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12835

Manes.01G229100.v6.11.4487576 0.53482 0.0001 up no pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.01G229800.v6.141.11302 5.36152 1E-31 up yes pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0009312|oligosaccharide biosynthetic process;GO:0033532|stachyose biosynthetic process;GO:0005737|cytoplasm;GO:0047268|galactinol-raffinose galactosyltransferase activity;.

Manes.01G230000.v6.15.0425298 2.33415 8E-14 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0009733|response to auxin;GO:0009624|response to nematode;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G230400.v6.1Inf Inf 6E-06 up yes pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13508

Manes.01G230800.v6.10.867946 ####### 0.0792 down no pfam05266 DUF724 Protein of unknown function (DUF724). This family contains several uncharacterized proteins found in Arabidopsis thaliana and other plants. This region is often found associated with Agenet domains and may contain coiled-coil.. . . .

Manes.01G231300.v6.1Inf Inf 0.0002 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.01G231400.v6.11.287975 3.65E-01 0.0045 up no pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.GO:0007030|Golgi organization;GO:0009306|protein secretion;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;. .

Manes.01G232400.v6.10.577922 ####### 0.1996 down no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.01G232500.v6.12.0100157 1.01E+00 2E-18 up yes pfam00069 Pkinase Protein kinase domain.GO:0042538|hyperosmotic salinity response;GO:0009933|meristem structural organization;GO:1901002|positive regulation of response to salt stress;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.01G232600.v6.18.1460067 3.02609 3E-140 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14803

Manes.01G232700.v6.11.5475416 0.62998 0.8091 up no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.01G232900.v6.10.4852959 -1.04306 2E-17 down yes pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.01G233000.v6.13.2336199 1.69315 8E-12 up yes pfam00930 DPPIV_N Dipeptidyl peptidase IV (DPP IV) N-terminal region. This family is an alignment of the region to the N-terminal side of the active site. The Prosite motif does not correspond to this Pfam entry.GO:0017038|protein import;GO:0042597|periplasmic space;. K03641

Manes.01G233100.v6.11.5965099 6.75E-01 2E-05 up no pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0061025|membrane fusion;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005874|microtubule;GO:0000407|pre-autophagosomal structure;GO:0019779|Atg8 activating enzyme activity;GO:0019776|Atg8 ligase activity;GO:0019786|Atg8-specific protease activity;K08341

Manes.01G233600.v6.11.1830677 0.24253 0.0516 up no pfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.GO:0051321|meiotic cell cycle;GO:0048477|oogenesis;GO:0010468|regulation of gene expression;GO:0005777|peroxisome;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G233700.v6.11.0545414 7.66E-02 0.5112 up no pfam04937 DUF659 Protein of unknown function (DUF 659). Transposase-like protein with no known function.. . . .

Manes.01G233900.v6.11.1192636 0.16255 0.6998 up no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.01G234600.v6.11.7790038 0.83107 9E-09 up no pfam10187 Nefa_Nip30_NN-terminal domain of NEFA-interacting nuclear protein NIP30. This is a the N-terminal 100 amino acids of a family of proteins conserved from plants to humans. The full-length protein has putatively been called NEFA-interacting nuclear protein NIP30, however no reference could be found to confirm this.. . . .

Manes.01G234900.v6.11.3344669 4.16E-01 0.0031 up no pfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0019450|L-cysteine catabolic process to pyruvate;GO:0005829|cytosol;GO:0080146|L-cysteine desulfhydrase activity;.

Manes.01G235200.v6.10.230114 ####### 5E-40 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.01G235300.v6.10.5306302 -0.91422 0.0004 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0030659|cytoplasmic vesicle membrane;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K18932

Manes.01G235500.v6.15.5657526 2.48E+00 2E-07 up yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009630|gravitropism;GO:0009733|response to auxin;GO:0048364|root development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.01G235600.v6.14.862509 2.2817 4E-07 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G235800.v6.10.3487722 ####### 1E-17 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.01G236400.v6.10.8435981 -0.24537 0.0591 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0010074|maintenance of meristem identity;GO:0006470|protein dephosphorylation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.01G236600.v6.1Inf Inf 0.2198 up no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.01G236700.v6.10.5582002 ####### 0.0122 down no pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;K00975

Manes.01G236900.v6.11.7166781 0.77962 1E-11 up no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0097067|cellular response to thyroid hormone stimulus;GO:0030574|collagen catabolic process;GO:0046697|decidualization;GO:0030855|epithelial cell differentiation;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0070062|extracellular exosome;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0042470|melanosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0048471|perinuclear region of cytoplasm;GO:0004197|cysteine-type endopeptidase activity;K01363

Manes.01G237100.v6.10.4438748 -1.17178 4E-11 down yes pfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;GO:0010287|plastoglobule;. .

Manes.01G237200.v6.10.7308799 -0.45229 0.0016 down no pfam01596 Methyltransf_3O-methyltransferase. Members of this family are O-methyltransferases. The family includes catechol o-methyltransferase, caffeoyl-CoA O-methyltransferase, and a family of bacterial O-methyltransferases that may be involved in antibiotic production.GO:0032259|methylation;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0008171|O-methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K18883

Manes.01G237300.v6.11.3981821 4.84E-01 0.4049 up no pfam11971 CAMSAP_CHCAMSAP CH domain. This domain is the N-terminal CH domain from the CAMSAP proteins.i. . . .

Manes.01G237500.v6.10.7156766 -0.48262 4E-05 down no pfam04548 AIG1 AIG1 family. Arabidopsis protein AIG1 appears to be involved in plant resistance to bacteria.GO:0045036|protein targeting to chloroplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;GO:0042803|protein homodimerization activity;.

Manes.01G237700.v6.12.3256189 1.22E+00 0.0003 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.01G237800.v6.11.6916662 7.58E-01 9E-05 up no pfam00050 Kazal_1 Kazal-type serine protease inhibitor domain. Usually indicative of serine protease inhibitors. However, kazal-like domains are also seen in the extracellular part of agrins, which are not known to be protease inhibitors. Kazal domains often occur in tandem arrays. Small alpha+beta fold containing three disulphides. Alignment also includes a single domain from transporters in the OATP/PGT family.. . . .

Manes.01G238000.v6.10.4913985 -1.02503 7E-07 down yes pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009409|response to cold;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005509|calcium ion binding;.

Manes.01G238900.v6.11.4547437 0.54077 0.0821 up no pfam00719 PyrophosphataseInorganic pyrophosphatase.GO:0006796|phosphate-containing compound metabolic process;GO:0005737|cytoplasm;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;.

Manes.01G239100.v6.10.3734725 ####### 4E-07 down yes pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.GO:0009773|photosynthetic electron transport in photosystem I;GO:0009737|response to abscisic acid;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0030093|chloroplast photosystem I;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009295|nucleoid;GO:0009508|plastid chromosome;GO:0009579|thylakoid;GO:0003677|DNA binding;.

Manes.01G239200.v6.10.3007032 ####### 2E-05 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G239500.v6.11.5574799 0.63921 2E-05 up no pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0048511|rhythmic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K12130

Manes.01G239600.v6.10.3980447 ####### 4E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.01G239700.v6.10.2922189 ####### 3E-40 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.01G239900.v6.10.5545756 ####### 3E-11 down no pfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0004739|pyruvate dehydrogenase (acetyl-transferring) activity;K00161

Manes.01G240000.v6.11.4275989 0.51359 7E-06 up no pfam12816 Vps8 Golgi CORVET complex core vacuolar protein 8. Vps8 is one of the Golgi complex components necessary for vacuolar sorting. Eukaryotic cells contain a highly dynamic endo-membrane system, in which individual organelles keep their identity despite continuous vesicle generation and fusion. Vesicles that bud from a donor membrane are targeted and delivered to each individual organelle, where they release their cargo after fusion with the acceptor membrane. Vps8 is the core component of the endosomal tethering complex CORVET (class C core vacuole/endosome tethering). Vps8 co-operates with Vps21-GTP to mediate endosomal clustering in a reaction that is dependent on Vps3. Vps8 is the only CORVET subunit that is enriched on late endosomes, suggesting that it is a marker for the maturation of late endosomes. Late endosomes form intralumenal vesicles, and the resulting multivesicular bodies fuse with the vacuole to release their cargoes.. GO:0033263|CORVET complex;GO:0008270|zinc ion binding;.

Manes.01G240200.v6.11.1051447 0.14424 0.2724 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G241100.v6.11.4321472 5.18E-01 0.0001 up no pfam00069 Pkinase Protein kinase domain.GO:0051365|cellular response to potassium ion starvation;GO:0055075|potassium ion homeostasis;GO:0043266|regulation of potassium ion transport;GO:0009409|response to cold;GO:0010555|response to mannitol;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G241400.v6.12.152256 1.10585 6E-22 up yes pfam05030 SSXT SSXT protein (N-terminal region). The SSXT or SS18 protein is involved in synovial sarcoma in humans. A SYT-SSX fusion gene resulting from the chromosomal translocation t(X;18) (p11;q11) is characteristic of synovial sarcomas. This translocation fuses the SSXT (SYT) gene from chromosome 18 to either of two homologous genes at Xp11, SSX1 or SSX2.GO:0008283|cell proliferation;GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003713|transcription coactivator activity;.

Manes.01G241500.v6.12.4975022 1.32049 0.0002 up yes pfam13578 Methyltransf_24Methyltransferase domain. This family appears to be a methyltransferase domain.. . . .

Manes.01G241800.v6.11.6524782 7.25E-01 2E-09 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0035556|intracellular signal transduction;GO:0010150|leaf senescence;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G242300.v6.1117.88716 6.88E+00 0 up yes pfam00046 Homeobox Homeobox domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G242400.v6.119.105078 4.25588 3E-70 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.01G243500.v6.11.0709932 0.09895 0.5649 up no pfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0051607|defense response to virus;GO:0010467|gene expression;GO:0045087|innate immune response;GO:0032481|positive regulation of type I interferon production;GO:0006386|termination of RNA polymerase III transcription;GO:0006385|transcription elongation from RNA polymerase III promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005829|cytosol;GO:0005666|DNA-directed RNA polymerase III complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03019

Manes.01G243600.v6.10.5377314 -0.89504 3E-11 down no pfam07959 Fucokinase L-fucokinase. In the salvage pathway of GDP-L-fucose, free cytosolic fucose is phosphorylated by L-fucokinase to form L-fucose-L-phosphate, which is then further converted to GDP-L-fucose in the reaction catalysed by GDP-L-fucose pyrophosphorylase.GO:0005975|carbohydrate metabolic process;GO:0042352|GDP-L-fucose salvage;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0050201|fucokinase activity;GO:0047341|fucose-1-phosphate guanylyltransferase activity;GO:0046872|metal ion binding;K05305

Manes.01G243900.v6.11.3733495 4.58E-01 0.0002 up no pfam04061 ORMDL ORMDL family. Evidence form suggests that ORMDLs are involved in protein folding in the ER. Orm proteins have been identified as negative regulators of sphingolipid synthesis that form a conserved complex with serine palmitoyltransferase, the first and rate-limiting enzyme in sphingolipid production. This novel and conserved protein complex, has been termed the SPOTS complex (serine palmitoyltransferase, Orm1/2, Tsc3, and Sac1).GO:0006672|ceramide metabolic process;GO:0090155|negative regulation of sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.01G244300.v6.10.6236569 -0.68118 0.0004 down no pfam07817 GLE1 GLE1-like protein. The members of this family are sequences that are similar to the human protein GLE1. This protein is localized at the nuclear pore complexes and functions in poly(A)+ RNA export to the cytoplasm.. . . .

Manes.01G244400.v6.10.6253579 -0.67725 0.0003 down no pfam13424 TPR_12 Tetratricopeptide repeat.GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0008088|axon cargo transport;GO:0007596|blood coagulation;GO:0007018|microtubule-based movement;GO:0007264|small GTPase mediated signal transduction;GO:0035617|stress granule disassembly;GO:0016032|viral process;GO:0030424|axon;GO:0035253|ciliary rootlet;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0005829|cytosol;GO:0030426|growth cone;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0005874|microtubule;GO:0003777|microtubule motor activity;GO:0003774|motor activity;K10407

Manes.01G244500.v6.11.2740808 0.34946 0.0028 up no pfam12234 Rav1p_C RAVE protein 1 C terminal. This domain family is found in eukaryotes, and is typically between 621 and 644 amino acids in length. This family is the C terminal region of the protein RAVE (regulator of the ATPase of vacuolar and endosomal membranes). Rav1p is involved in regulating the glucose dependent assembly and disassembly of vacuolar ATPase V1 and V0 subunits.. . . .

Manes.01G244700.v6.11.6576424 7.29E-01 1E-10 up no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.01G244900.v6.10.7161963 ####### 0.0008 down no pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;. GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G245800.v6.10.5357896 -0.90026 3E-14 down no pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.01G245900.v6.11.6589404 0.73026 0.0023 up no pfam00501 AMP-bindingAMP-binding enzyme.. . . .

Manes.01G246700.v6.11.7879567 8.38E-01 2E-13 up no pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.GO:0000045|autophagosome assembly;GO:0006995|cellular response to nitrogen starvation;GO:0032258|CVT pathway;GO:0050832|defense response to fungus;GO:0045324|late endosome to vacuole transport;GO:0044804|nucleophagy;GO:0009846|pollen germination;GO:0006623|protein targeting to vacuole;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0019898|extrinsic component of membrane;GO:0034271|phosphatidylinositol 3-kinase complex, class III, type I;GO:0034272|phosphatidylinositol 3-kinase complex, class III, type II;GO:0000407|pre-autophagosomal structure;. .

Manes.01G246900.v6.10.4756479 -1.07203 0.0002 down yes pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005216|ion channel activity;K05391

Manes.01G247000.v6.10.4743644 -1.07593 2E-13 down yes pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.01G247400.v6.10.2605746 -1.94023 1E-25 down yes pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.01G247600.v6.15.4440791 2.44E+00 7E-31 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.01G248000.v6.12.0112721 1.00811 0.005 up yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.01G248100.v6.11.880588 0.91118 3E-14 up no pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.01G248500.v6.11.5767937 6.57E-01 3E-06 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.01G248800.v6.10.4350409 -1.20078 1E-06 down yes pfam06760 DUF1221 Protein of unknown function (DUF1221). This is a family of plant proteins, most of which are hypothetical and of unknown function. All members contain the pfam00069 domain, suggesting that they may possess kinase activity.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G248900.v6.10.3211706 -1.63859 3E-14 down yes pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.01G249000.v6.10.4380351 ####### 2E-20 down yes pfam00091 Tubulin Tubulin/FtsZ family, GTPase domain. This family includes the tubulin alpha, beta and gamma chains, as well as the bacterial FtsZ family of proteins. Members of this family are involved in polymer formation. FtsZ is the polymer-forming protein of bacterial cell division. It is part of a ring in the middle of the dividing cell that is required for constriction of cell membrane and cell envelope to yield two daughter cells. FtsZ and tubulin are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules.GO:0051641|cellular localization;GO:0000911|cytokinesis by cell plate formation;GO:0031122|cytoplasmic microtubule organization;GO:0048366|leaf development;GO:0007020|microtubule nucleation;GO:0009624|response to nematode;GO:0048768|root hair cell tip growth;GO:0010103|stomatal complex morphogenesis;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0000930|gamma-tubulin complex;GO:0005874|microtubule;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K10389

Manes.01G249300.v6.10.3076072 -1.70084 2E-05 down yes pfam01634 HisG ATP phosphoribosyltransferase.. . . .

Manes.01G249600.v6.10.141641 ####### 2E-10 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G249700.v6.10.7666767 ####### 0.0185 down no pfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0051607|defense response to virus;GO:0045006|DNA deamination;GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0010467|gene expression;GO:0071044|histone mRNA catabolic process;GO:0000460|maturation of 5.8S rRNA;GO:0071028|nuclear mRNA surveillance;GO:0000956|nuclear-transcribed mRNA catabolic process;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0034427|nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071051|polyadenylation-dependent snoRNA 3'-end processing;GO:0030307|positive regulation of cell growth;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0031125|rRNA 3'-end processing;GO:0016075|rRNA catabolic process;GO:0006364|rRNA processing;GO:0034475|U4 snRNA 3'-end processing;GO:0005737|cytoplasm;GO:0000177|cytoplasmic exosome (RNase complex);GO:0005829|cytosol;GO:0000178|exosome (RNase complex);GO:0000176|nuclear exosome (RNase complex);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0035327|transcriptionally active chromatin;GO:0000175|3'-5'-exoribonuclease activity;GO:0017091|AU-rich element binding;K11600

Manes.01G249800.v6.13.9448675 1.98E+00 3E-41 up yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.01G249900.v6.18.353439 3.06E+00 2E-136 up yes pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G250100.v6.10.6928297 -0.52943 1E-04 down no pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.01G250200.v6.11.8512944 8.89E-01 4E-13 up no pfam07707 BACK BTB And C-terminal Kelch. This domain is found associated with pfam00651 and pfam01344. The BACK domain is found juxtaposed to the BTB domain; they are separated by as little as two residues. This family appears to be closely related to the BTB domain (Finn RD, personal observation).GO:0016567|protein ubiquitination;GO:0010114|response to red light;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;.

Manes.01G250800.v6.13.2277273 1.69E+00 3E-06 up yes pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.GO:0050832|defense response to fungus;GO:0012502|induction of programmed cell death;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0009506|plasmodesma;GO:0005516|calmodulin binding;.

Manes.01G251000.v6.10.4360302 ####### 4E-20 down yes pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.. . . .



Manes.01G252400.v6.10.9472128 ####### 0.6782 down no pfam03106 WRKY WRKY DNA -binding domain.GO:0006952|defense response;GO:0010150|leaf senescence;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13425

Manes.01G252600.v6.10.0421827 -4.5672 1E-37 down yes pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.01G252700.v6.143.679454 5.44888 0.0081 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.01G252800.v6.13.1656594 1.66E+00 3E-27 up yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.01G253000.v6.12.2306711 1.15748 9E-23 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G253200.v6.10.4291859 -1.22033 7E-16 down yes pfam00673 Ribosomal_L5_Cribosomal L5P family C-terminus. This region is found associated with pfam00281.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02931

Manes.01G253300.v6.10.8381718 ####### 0.0707 down no pfam00781 DAGK_cat Diacylglycerol kinase catalytic domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. The catalytic domain is assumed from the finding of bacterial homologues. YegS is the Escherichia coli protein in this family whose crystal structure reveals an active site in the inter-domain cleft formed by four conserved sequence motifs, revealing a novel metal-binding site. The residues of this site are conserved across the family.GO:0006671|phytosphingosine metabolic process;GO:0009409|response to cold;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0017050|D-erythro-sphingosine kinase activity;.

Manes.01G253400.v6.11.686748 0.75424 0.0019 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G253500.v6.10.5845396 ####### 2E-08 down no pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.01G254400.v6.10.9732136 -0.03917 0.7371 down no pfam07064 RIC1 RIC1. RIC1 has been identified in yeast as a Golgi protein involved in retrograde transport to the cis-Golgi network. It forms a heterodimer with Rgp1 and functions as a guanyl-nucleotide exchange factor.GO:1903363|negative regulation of cellular protein catabolic process;GO:0043547|positive regulation of GTPase activity;GO:0042147|retrograde transport, endosome to Golgi;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0043234|protein complex;GO:0034066|RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0017137|Rab GTPase binding;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.01G254500.v6.11.2081869 2.73E-01 0.4328 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16281

Manes.01G254700.v6.11.2766262 3.52E-01 0.3141 up no pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.. . . .

Manes.01G254900.v6.10.5052871 -0.98482 0.0015 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0009555|pollen development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.01G255200.v6.13.848232 1.9442 1E-56 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10576

Manes.01G255300.v6.11.7812407 0.83288 8E-10 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0043044|ATP-dependent chromatin remodeling;GO:0010199|organ boundary specification between lateral organs and the meristem;GO:0040029|regulation of gene expression, epigenetic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0004386|helicase activity;K11647

Manes.01G255400.v6.10.6255907 -0.67671 3E-06 down no pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0019499|cyanide metabolic process;GO:0006535|cysteine biosynthetic process from serine;GO:0006534|cysteine metabolic process;GO:0005739|mitochondrion;GO:0004124|cysteine synthase activity;GO:0050017|L-3-cyanoalanine synthase activity;GO:0016740|transferase activity;.

Manes.01G255600.v6.10.6658097 ####### 3E-05 down no pfam08264 Anticodon_1 Anticodon-binding domain of tRNA. This domain is found mainly hydrophobic tRNA synthetases. The domain binds to the anticodon of the tRNA.. . . .

Manes.01G255700.v6.12.2745931 1.19E+00 2E-20 up yes pfam00303 Thymidylat_syntThymidylate synthase.. . . .

Manes.01G255800.v6.10.7319617 ####### 1E-04 down no pfam07690 MFS_1 Major Facilitator Superfamily.GO:0098656|anion transmembrane transport;GO:0015882|L-ascorbic acid transport;GO:0010028|xanthophyll cycle;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015229|L-ascorbic acid transporter activity;.

Manes.01G255900.v6.10.4229093 -1.24158 5E-20 down yes pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0010143|cutin biosynthetic process;GO:0016311|dephosphorylation;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0090447|glycerol-3-phosphate 2-O-acyltransferase activity;GO:0016791|phosphatase activity;K13508

Manes.01G256100.v6.10.7149559 ####### 9E-05 down no pfam04258 Peptidase_A22BSignal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.. GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.01G256300.v6.10.3026734 -1.72417 0.5505 down no pfam03554 Herpes_UL73UL73 viral envelope glycoprotein. This family groups together the viral proteins BLRF1, U46, 53, and UL73. The UL73-like envelope glycoproteins, which associates in a high molecular mass complex with its counterpart, gM, induce neutralizing antibody responses in the host. These glycoprotein are highly polymorphic, particularly in the N-terminal region.. . . .

Manes.01G256600.v6.10.6310887 ####### 1E-08 down no pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.01G256700.v6.11.1118405 1.53E-01 0.1786 up no pfam09497 Med12 Transcription mediator complex subunit Med12. Med12 is a negative regulator of the Gli3-dependent sonic hedgehog signalling pathway via its interaction with Gli3 within the RNA polymerase II transcriptional Mediator. A complex is formed between Med12, Med13, CDK8 and CycC which is responsible for suppression of transcription. This subunit forms part of the Kinase section of Mediator.GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;.

Manes.01G257000.v6.10.5499599 -0.8626 5E-08 down no pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0043547|positive regulation of GTPase activity;. GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.01G257100.v6.10.5535469 -0.85322 0.0557 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0016556|mRNA modification;GO:0006397|mRNA processing;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.01G257300.v6.11.524404 6.08E-01 0.8332 up no pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006952|defense response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.01G257400.v6.10.6224519 ####### 0.0051 down no pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.01G257500.v6.15.2835669 2.40151 0.0735 up no pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.. . . .

Manes.01G257600.v6.10.7067528 ####### 6E-05 down no pfam01158 Ribosomal_L36eRibosomal protein L36e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02920

Manes.01G258200.v6.11.6923242 0.75901 0.0006 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004714|transmembrane receptor protein tyrosine kinase activity;.

Manes.01G258800.v6.10.3289938 -1.60387 1E-25 down yes pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.. . . .

Manes.01G259000.v6.1Inf Inf 0.4252 up no pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.01G259100.v6.12.3908072 1.2575 1E-26 up yes pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0006869|lipid transport;GO:0005783|endoplasmic reticulum;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0044232|organelle membrane contact site;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.01G259500.v6.12.2457892 1.16722 2E-24 up yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;. .

Manes.01G259600.v6.11.4106906 0.4964 2E-05 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0033962|cytoplasmic mRNA processing body assembly;GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0006417|regulation of translation;GO:0010501|RNA secondary structure unwinding;GO:0016032|viral process;GO:0000932|cytoplasmic mRNA processing body;GO:0010494|cytoplasmic stress granule;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K12614

Manes.01G259700.v6.11.5416009 6.24E-01 0.1046 up no pfam06160 EzrA Septation ring formation regulator, EzrA. During the bacterial cell cycle, the tubulin-like cell-division protein FtsZ polymerizes into a ring structure that establishes the location of the nascent division site. EzrA modulates the frequency and position of FtsZ ring formation.. . . .

Manes.01G259800.v6.11.1741825 2.32E-01 0.0831 up no pfam07287 DUF1446 Protein of unknown function (DUF1446). This family consists of several bacterial and plant proteins of around 400 residues in length. The function of this family is unknown.. . . .

Manes.01G260400.v6.10.5417034 ####### 1E-11 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.01G260700.v6.11.2737843 0.34912 0.4171 up no pfam00168 C2 C2 domain. GO:0006952|defense response;GO:0016020|membrane;. .

Manes.01G261400.v6.10.5768579 -0.79371 3E-11 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0052546|cell wall pectin metabolic process;GO:0032259|methylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.01G261600.v6.12.8325238 1.50E+00 7E-08 up yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.01G261700.v6.18.3864599 3.06806 2E-11 up yes pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.01G261800.v6.11.9582802 9.70E-01 1E-17 up no pfam10395 Utp8 Utp8 family. Utp8 is an essential component of the nuclear tRNA export machinery in Saccharomyces cerevisiae. It is a tRNA binding protein that acts at a step between tRNA maturation /aminoacylation, and translocation of the tRNA across the nuclear pore complex.. . . .

Manes.01G262000.v6.10.8658587 ####### 0.1042 down no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.GO:0003341|cilium movement;GO:0007368|determination of left/right symmetry;GO:0070986|left/right axis specification;GO:0036158|outer dynein arm assembly;GO:0003356|regulation of cilium beat frequency;GO:0021591|ventricular system development;GO:0005930|axoneme;GO:0097546|ciliary base;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005654|nucleoplasm;GO:0005634|nucleus;. .

Manes.01G262100.v6.12.6505749 1.41E+00 0.006 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.01G262700.v6.10.9964501 ####### 1 down no pfam00867 XPG_I XPG I-region. GO:0006281|DNA repair;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;.

Manes.01G263700.v6.10.4031631 -1.31056 0.0007 down yes pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0046686|response to cadmium ion;GO:0019252|starch biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.01G263900.v6.10.9568606 ####### 0.6538 down no pfam06487 SAP18 Sin3 associated polypeptide p18 (SAP18). This family consists of several eukaryotic Sin3 associated polypeptide p18 (SAP18) sequences. SAP18 is known to be a component of the Sin3-containing complex which is responsible for the repression of transcription via the modification of histone polypeptides. SAP18 is also present in the ASAP complex which is thought to be involved in the regulation of splicing during the execution of programmed cell death.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;. .

Manes.01G264200.v6.10.2202601 ####### 0.0002 down yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.01G264400.v6.10.4877411 -1.03581 4E-05 down yes pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.01G264700.v6.11.7733491 0.82648 5E-07 up no pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.01G265500.v6.10.9934846 -0.00943 0.9878 down no pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.01G265800.v6.11.3918744 0.47703 0.0001 up no pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005839|proteasome core complex;GO:0004298|threonine-type endopeptidase activity;.

Manes.01G266000.v6.10.8055883 -0.31189 0.0203 down no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009072|aromatic amino acid family metabolic process;GO:0005737|cytoplasm;GO:0004364|glutathione transferase activity;.

Manes.01G266100.v6.1Inf Inf 0.8798 up no pfam00995 Sec1 Sec1 family. GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005623|cell;. .

Manes.01G266700.v6.10.3963758 ####### 2E-17 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.01G267200.v6.10.2293036 -2.12467 1E-30 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.01G267400.v6.10.8836359 -0.17848 0.1398 down no pfam00881 NitroreductaseNitroreductase family. The nitroreductase family comprises a group of FMN- or FAD-dependent and NAD(P)H-dependent enzymes able to metabolize nitrosubstituted compounds.. . . .

Manes.01G267700.v6.11.5022469 0.58712 2E-07 up no pfam00557 Peptidase_M24Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0031365|N-terminal protein amino acid modification;GO:0070084|protein initiator methionine removal;GO:0016485|protein processing;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.01G267900.v6.12.6182224 1.39E+00 3E-07 up yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.01G268000.v6.10.7815102 ####### 0.0232 down no pfam12352 V-SNARE_CSnare region anchored in the vesicle membrane C-terminus. Within the SNARE proteins interactions in the C-terminal half of the SNARE helix are critical to the driving of membrane fusion; whereas interactions in the N-terminal half of the SNARE domain are important for promoting priming or docking of the vesicle pfam05008.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005801|cis-Golgi network;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. K08495

Manes.01G268100.v6.10.5718544 ####### 3E-07 down no pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0010158|abaxial cell fate specification;GO:0045165|cell fate commitment;GO:0010154|fruit development;GO:0010450|inflorescence meristem growth;GO:0009933|meristem structural organization;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0010093|specification of floral organ identity;GO:0010159|specification of organ position;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G268500.v6.11.2126313 0.27814 0.1387 up no pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.01G268600.v6.10.5671236 ####### 0.8409 down no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.01G268700.v6.10.0638052 ####### 1E-28 down yes pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. GO:0005576|extracellular region;. .

Manes.01G269200.v6.1Inf Inf 0.8798 up no pfam04478 Mid2 Mid2 like cell wall stress sensor. This family represents a region near the C terminus of Mid2, which contains a transmembrane region. The remainder of the protein sequence is serine-rich and of low complexity, and is therefore impossible to align accurately. Mid2 is thought to act as a mechanosensor of cell wall stress. The C-terminal cytoplasmic region of Mid2 is known to interact with Rom2, a guanine nucleotide exchange factor (GEF) for Rho1, which is part of the cell wall integrity signalling pathway.. . . .

Manes.01G269300.v6.10.6936731 ####### 0.0011 down no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G269500.v6.1Inf Inf 0.8764 up no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009828|plant-type cell wall loosening;GO:0019953|sexual reproduction;GO:0009826|unidimensional cell growth;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.01G269700.v6.10.6048291 -0.7254 1E-09 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009567|double fertilization forming a zygote and endosperm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.01G269900.v6.11.2951896 3.73E-01 0.0064 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . K10268

Manes.01G270200.v6.11.3414745 4.24E-01 0.0012 up no pfam13851 GAS Growth-arrest specific micro-tubule binding. This family is the highly conserved central region of a number of metazoan proteins referred to as growth-arrest proteins. In mouse, Gas8 is predominantly a testicular protein, whose expression is developmentally regulated during puberty and spermatogenesis. In humans, it is absent in infertile males who lack the ability to generate gametes. The localisation of Gas8 in the motility apparatus of post-meiotic gametocytes and mature spermatozoa, together with the detection of Gas8 also in cilia at the apical surfaces of epithelial cells lining the pulmonary bronchi and Fallopian tubes suggests that the Gas8 protein may have a role in the functioning of motile cellular appendages. Gas8 is a microtubule-binding protein localized to regions of dynein regulation in mammalian cells.. . . .

Manes.01G270500.v6.14.996713 2.32098 1E-21 up yes pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.01G270600.v6.1Inf Inf 0.2154 up no pfam15461 BCD Beta-carotene 15,15'-dioxygenase. BCD is a family of bacterial and archaeal proteins is found in bacteria and archaea that catalyse or regulate the conversion of beta-carotene to retinal. Characterisation of BCD proteins shows them to cleave beta-carotene at its central double bond (15,15###) to yield two molecules of all-trans-retinal. However, the oxygen atom of retinal originated not from water but from molecular oxygen, suggesting that the enzyme was a beta-carotene 15,15###-dioxygenase, rather than a mono-oxygenase that catalyzes the same biochemical reaction.. . . .

Manes.01G270700.v6.11.6914762 0.75828 0.0122 up no pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0048653|anther development;GO:0030154|cell differentiation;GO:0009554|megasporogenesis;GO:0009556|microsporogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.01G271200.v6.11.6756617 7.45E-01 4E-11 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0051301|cell division;GO:0016049|cell growth;GO:0009817|defense response to fungus, incompatible interaction;GO:0033523|histone H2B ubiquitination;GO:0010390|histone monoubiquitination;GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0006513|protein monoubiquitination;GO:0010389|regulation of G2/M transition of mitotic cell cycle;GO:0010162|seed dormancy process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10696

Manes.01G271300.v6.10.2932872 ####### 0.0031 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.01G271500.v6.11.4849856 0.57045 0.0023 up no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.01G271800.v6.10.3153087 ####### 9E-18 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.01G271900.v6.11.401287 4.87E-01 4E-05 up no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005634|nucleus;GO:0003723|RNA binding;K13162

Manes.01G272400.v6.10.3927948 -1.34815 2E-23 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0055114|oxidation-reduction process;GO:0010207|photosystem II assembly;GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0016491|oxidoreductase activity;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.01G272600.v6.10.5616089 ####### 0.0016 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.01G272900.v6.11.3127409 0.39258 0.002 up no pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010387|COP9 signalosome assembly;GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. K12180

Manes.01G273100.v6.11.8140854 0.85924 2E-10 up no pfam00656 Peptidase_C14Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.01G273600.v6.10.8037722 -0.31514 0.0088 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.01G274500.v6.1Inf Inf 0.1002 up no pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;K16818

Manes.01G274600.v6.12.0413195 1.0295 2E-19 up yes pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. GO:0016021|integral component of membrane;. .

Manes.01G274900.v6.13.3189111 1.73071 6E-40 up yes pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404



Manes.02G000100.v6.12.4123294 1.27043 2E-05 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.02G000600.v6.12.0710679 1.05037 3E-17 up yes pfam01545 Cation_effluxCation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;GO:0046872|metal ion binding;.

Manes.02G000900.v6.10.7936305 ####### 0.0076 down no pfam03901 Glyco_transf_22Alg9-like mannosyltransferase family. Members of this family are mannosyltransferase enzymes. At least some members are localized in endoplasmic reticulum and involved in GPI anchor biosynthesis.GO:1903955|positive regulation of protein targeting to mitochondrion;GO:0005739|mitochondrion;GO:0008289|lipid binding;.

Manes.02G001100.v6.11.7143499 0.77766 6E-11 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11835

Manes.02G001300.v6.10.4414036 ####### 0.007 down yes pfam04968 CHORD CHORD. CHORD represents a Zn binding domain. Silencing of the C. elegans CHORD-containing gene results in semisterility and embryo lethality, suggesting an essential function of the wild-type gene in nematode development.. . . .

Manes.02G001400.v6.10.4983044 ####### 3E-05 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.02G001500.v6.10.4084441 -1.29179 1E-12 down yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;K00001

Manes.02G002100.v6.10.4046384 -1.30529 2E-11 down yes pfam13225 DUF4033 Domain of unknown function (DUF4033). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is approximately 80 amino acids in length.GO:0010223|secondary shoot formation;GO:1901601|strigolactone biosynthetic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0016853|isomerase activity;GO:0046872|metal ion binding;K17911

Manes.02G002600.v6.10.495368 ####### 0.0034 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G002900.v6.139.021082 5.28618 2E-95 up yes pfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0009970|cellular response to sulfate starvation;GO:0042631|cellular response to water deprivation;GO:0019458|methionine catabolic process via 2-oxobutanoate;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0018826|methionine gamma-lyase activity;GO:0030170|pyridoxal phosphate binding;K01761

Manes.02G003300.v6.11.1069566 1.47E-01 0.9187 up no pfam10101 DUF2339 Predicted membrane protein (DUF2339). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.02G003400.v6.11.4177712 5.04E-01 9E-06 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08835

Manes.02G003700.v6.10.7626854 ####### 0.0032 down no pfam03690 UPF0160 Uncharacterized protein family (UPF0160). This family of proteins contains a large number of metal binding residues. The patterns are suggestive of a phosphoesterase function. The conserved DHH motif may mean this family is related to pfam01368.GO:0035641|locomotory exploration behavior;GO:0043473|pigmentation;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0005654|nucleoplasm;GO:0005634|nucleus;. .

Manes.02G003800.v6.10.4480602 -1.15824 3E-14 down yes pfam05631 DUF791 Protein of unknown function (DUF791). This family consists of several eukaryotic proteins of unknown function.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015098|molybdate ion transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.02G004000.v6.10.5810467 ####### 3E-09 down no pfam05063 MT-A70 MT-A70. MT-A70 is the S-adenosylmethionine-binding subunit of human mRNA:m6A methyl-transferase (MTase), an enzyme that sequence-specifically methylates adenines in pre-mRNAs.. GO:0009507|chloroplast;GO:0016607|nuclear speck;GO:0016422|mRNA (2'-O-methyladenosine-N6-)-methyltransferase activity;GO:0003723|RNA binding;K05925

Manes.02G004600.v6.10.7466517 -0.42149 0.015 down no pfam04438 zf-HIT HIT zinc finger. This presumed zinc finger contains up to 6 cysteine residues that could coordinate zinc. The domain is named after the HIT protein. This domain is also found in the Thyroid receptor interacting protein 3 (TRIP-3), which specifically interacts with the ligand binding domain of the thyroid receptor.. . GO:0046872|metal ion binding;.

Manes.02G005100.v6.12.2869752 1.19344 5E-21 up yes pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.02G005200.v6.13.7039683 1.88907 8E-08 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009813|flavonoid biosynthetic process;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.02G006000.v6.10.7536658 ####### 0.0009 down no pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. GO:0005788|endoplasmic reticulum lumen;GO:0005524|ATP binding;.

Manes.02G006200.v6.10.6264037 -0.67484 2E-05 down no pfam01373 Glyco_hydro_14Glycosyl hydrolase family 14. This family are beta amylases.GO:0000024|maltose biosynthetic process;GO:0009409|response to cold;GO:0005983|starch catabolic process;GO:0009570|chloroplast stroma;GO:0016161|beta-amylase activity;K01177

Manes.02G006800.v6.12.3415747 1.23E+00 2E-06 up yes pfam05770 Ins134_P3_kinInositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.02G006900.v6.11.5250902 0.60889 2E-06 up no pfam03399 SAC3_GANPSAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25)GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009908|flower development;GO:0048366|leaf development;GO:0048528|post-embryonic root development;GO:0043248|proteasome assembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030163|protein catabolic process;GO:0031540|regulation of anthocyanin biosynthetic process;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0051788|response to misfolded protein;GO:0009647|skotomorphogenesis;GO:0009941|chloroplast envelope;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005838|proteasome regulatory particle;. K03031

Manes.02G007300.v6.116.834655 4.07336 5E-08 up yes pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.02G007700.v6.10.4627804 -1.1116 7E-15 down yes pfam00109 ketoacyl-synt Beta-ketoacyl synthase, N-terminal domain. The structure of beta-ketoacyl synthase is similar to that of the thiolase family (pfam00108) and also chalcone synthase. The active site of beta-ketoacyl synthase is located between the N and C-terminal domains. The N-terminal domain contains most of the structures involved in dimer formation and also the active site cysteine.GO:0006633|fatty acid biosynthetic process;GO:0009570|chloroplast stroma;GO:0004315|3-oxoacyl-[acyl-carrier-protein] synthase activity;K09458

Manes.02G007800.v6.16.2333574 2.64001 1E-74 up yes pfam10539 Dev_Cell_DeathDevelopment and cell death domain. The DCD domain is found in plant proteins involved in development and cell death. The DCD domain is an approximately 130 amino acid long stretch that contains several mostly invariable motifs. These include a FGLP and a LFL motif at the N-terminus and a PAQV and a PLxE motif towards the C-terminus of the domain. The DCD domain is present in proteins with different architectures. Some of these proteins contain additional recognisable motifs, like the KELCH repeats or the ParB domain.. . . .

Manes.02G008300.v6.10.6916115 -0.53197 0.0049 down no pfam08766 DEK_C DEK C terminal domain. DEK is a chromatin associated protein that is linked with cancers and autoimmune disease. This domain is found at the C terminal of DEK and is of clinical importance since it can reverse the characteristic abnormal DNA-mutagen sensitivity in fibroblasts from ataxia-telangiectasia (A-T) patients.  The structure of this domain shows it to be homologous to the E2F/DP transcription factor family. This domain is also found in chitin synthase proteins and in protein phosphastases.. . . .

Manes.02G008600.v6.10.8240453 ####### 0.0161 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0030163|protein catabolic process;GO:0016021|integral component of membrane;GO:0042651|thylakoid membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K03798

Manes.02G009000.v6.10.5954392 ####### 0.0006 down no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.02G009300.v6.113.869099 3.7938 8E-190 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006012|galactose metabolic process;. GO:0050662|coenzyme binding;GO:0003978|UDP-glucose 4-epimerase activity;K01784

Manes.02G009400.v6.11.7534679 8.10E-01 9E-13 up no pfam07078 FYTT Forty-two-three protein. This family consists of several mammalian proteins of around 320 residues in length called 40-2-3 proteins. The function of this family is unknown.. . . .

Manes.02G009500.v6.10.5055706 ####### 2E-10 down no pfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009543|chloroplast thylakoid lumen;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004550|nucleoside diphosphate kinase activity;GO:0008270|zinc ion binding;K00940

Manes.02G009600.v6.10.4166289 -1.26317 6E-26 down yes pfam11623 DUF3252 Protein of unknown function (DUF3252). This family of proteins has no known function. Some members are annotated as Ssl0352 however this cannot be confirmed. Currently there is no known function.. . . .

Manes.02G009800.v6.114.006728 3.81E+00 6E-05 up yes pfam06500 DUF1100 Alpha/beta hydrolase of unknown function (DUF1100). This family consists of several hypothetical bacterial proteins of unknown function. Members of this family have an alpha/beta hydrolase fold.. . . .

Manes.02G010100.v6.114.993227 3.91E+00 2E-05 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.02G010300.v6.12.5921048 1.37E+00 7E-30 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.02G010400.v6.11.5557743 0.63763 1E-06 up no pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.02G010700.v6.13.5701729 1.83599 4E-17 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G010800.v6.10.613144 -0.7057 1E-08 down no pfam10604 Polyketide_cyc2Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.02G010900.v6.10.4666883 -1.09947 1E-15 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.02G011000.v6.14.0439497 2.02E+00 4E-50 up yes pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.02G011100.v6.10.4231943 ####### 4E-05 down yes pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.. . . .

Manes.02G011500.v6.12.8652333 1.52E+00 0.001 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G011600.v6.10.704763 -0.50479 7E-05 down no pfam12159 DUF3593 Protein of unknown function (DUF3593). This family of proteins is functionally uncharacterized.This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 98 and 228 amino acids in length. There is a conserved LHG sequence motif.. . . .

Manes.02G011800.v6.10.4230853 -1.24098 4E-21 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14299

Manes.02G011900.v6.12.6151273 1.39E+00 8E-15 up yes pfam10328 7TM_GPCR_SrxSerpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.02G012200.v6.10.3626173 ####### 7E-12 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.02G012600.v6.10.8502396 -0.23406 0.0563 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G013000.v6.110.295192 3.36E+00 7E-09 up yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.02G013100.v6.11.3742165 0.45861 0.0003 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K06689

Manes.02G013200.v6.13.0900047 1.63E+00 7E-15 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048364|root development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G014000.v6.10.3410267 -1.55204 1E-24 down yes pfam03417 AAT Acyl-coenzyme A:6-aminopenicillanic acid acyl-transferase.. . . .

Manes.02G014700.v6.10.45809 -1.1263 9E-15 down yes pfam01169 UPF0016 Uncharacterized protein family UPF0016. This family contains integral membrane proteins of unknown function. Most members of the family contain two copies of a region that contains an EXGD motif. Each of these regions contains three predicted transmembrane regions.GO:0042631|cellular response to water deprivation;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. .

Manes.02G014800.v6.1Inf Inf 0.0634 up no pfam07571 DUF1546 Protein of unknown function (DUF1546). Associated with pfam02969 in Transcription initiation factor TFIID subunit 6 (TAF6).. . . .

Manes.02G014900.v6.11.6818966 7.50E-01 3E-11 up no pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.GO:0006952|defense response;GO:0007165|signal transduction;GO:0006351|transcription, DNA-templated;GO:0009941|chloroplast envelope;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G015200.v6.11.3614849 0.44518 0.0002 up no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.GO:0009932|cell tip growth;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.02G015300.v6.10.7105263 -0.49304 0.0046 down no pfam02517 Abi CAAX protease self-immunity. Members of this family are probably proteases (after a isoprenyl group is attached to the Cys residue in the C-terminal CAAX motif of a protein to attach it to the membrane, the AAX tripeptide being removed by one of the CAAX prenyl proteases). The family contains the CAAX prenyl protease. The proteins contain a highly conserved Glu-Glu motif at the amino end of the alignment. The alignment also contains two histidine residues that may be involved in zinc binding. While they are involved in membrane anchoring of proteins in eukaryotes, little is known about their function in prokaryotes. In some known bacteriocin loci, Abi genes have been found downstream of bacteriocin structural genes where they are probably involved in self-immunity. Investigation of the bacteriocin-like loci in the Gram positive bacteria locus from Lactobacillus sakei 23K confirmed that the bacteriocin-like genes (sak23Kalphabeta) exhibited antimicrobial activity when expressed in a heterologous host and that . . . .

Manes.02G015400.v6.10.6250029 ####### 2E-08 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0045041|protein import into mitochondrial intermembrane space;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.02G015700.v6.13.4499871 1.78659 0.0533 up no pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).. . . .

Manes.02G015800.v6.12.8177484 1.49E+00 0.0205 up yes pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G016000.v6.118.484858 4.21E+00 0.001 up yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.02G016200.v6.14.244023 2.08543 1E-15 up yes pfam08030 NAD_binding_6Ferric reductase NAD binding domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;K13447

Manes.02G016300.v6.145.558573 5.51E+00 3E-11 up yes pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.02G016500.v6.11.2672661 0.34172 0.0024 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.02G016800.v6.11.4623947 5.48E-01 2E-06 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0002244|hematopoietic progenitor cell differentiation;GO:0008021|synaptic vesicle;. .

Manes.02G017000.v6.18.9601287 3.16352 4E-15 up yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0030245|cellulose catabolic process;GO:0009835|fruit ripening;. GO:0008810|cellulase activity;.

Manes.02G018100.v6.10.5783138 -0.79008 2E-05 down no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.02G018300.v6.150.030655 5.64474 1E-79 up yes pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0016123|xanthophyll biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15746

Manes.02G018400.v6.12.8065864 1.48882 3E-13 up yes pfam06853 DUF1249 Protein of unknown function (DUF1249). This family consists of several hypothetical bacterial proteins of around 150 residues in length. The function of this family is unknown.. . . .

Manes.02G018500.v6.10.2954014 -1.75925 1E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G018600.v6.10.749816 ####### 0.0182 down no pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.02G018900.v6.19.9228243 3.31E+00 2E-52 up yes pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members appGO:0005975|carbohydrate metabolic process;. GO:0003824|catalytic activity;.

Manes.02G019400.v6.11.8113217 8.57E-01 2E-08 up no pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0001708|cell fate specification;GO:0009957|epidermal cell fate specification;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G019700.v6.12.717901 1.44E+00 2E-14 up yes pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.02G019800.v6.10.2651317 ####### 2E-43 down yes pfam08245 Mur_ligase_MMur ligase middle domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071555|cell wall organization;GO:0009252|peptidoglycan biosynthetic process;GO:0008360|regulation of cell shape;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0008765|UDP-N-acetylmuramoylalanyl-D-glutamate-2,6-diaminopimelate ligase activity;K01928

Manes.02G019900.v6.10.2204801 ####### 0.0002 down yes pfam11230 DUF3029 Protein of unknown function (DUF3029). Some members in this family of proteins are annotated as ykkI. Currently no function is known.. . . .

Manes.02G020100.v6.10.7109953 ####### 0.0102 down no pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0009414|response to water deprivation;GO:0006833|water transport;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09872

Manes.02G020500.v6.11.7453909 8.04E-01 2E-12 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0010229|inflorescence development;GO:0042981|regulation of apoptotic process;GO:0040008|regulation of growth;GO:0007346|regulation of mitotic cell cycle;GO:0010103|stomatal complex morphogenesis;GO:0051403|stress-activated MAPK cascade;GO:0010098|suspensor development;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.02G020600.v6.11.4635869 0.54951 2E-05 up no pfam02214 BTB_2 BTB/POZ domain. In voltage-gated K+ channels this domain is responsible for subfamily-specific assembly of alpha-subunits into functional tetrameric channels. In KCTD1 this domain functions as a transcriptional repressor. It also mediates homomultimerization of KCTD1 and interaction of KCTD1 with the transcription factor AP-2-alpha.GO:0051260|protein homooligomerization;GO:0016567|protein ubiquitination;. . .

Manes.02G020800.v6.16.6513297 2.73E+00 1E-83 up yes pfam15336 Auts2 Autism susceptibility gene 2 protein. Auts2, or FBRSL2, Fibrosin-1-like protein 2, is a family of eukaryotic proteins associated both with a susceptibility to autism and with influencing the number of corpora lutea produced by breeding sows.. GO:0005886|plasma membrane;. .

Manes.02G021300.v6.11.7068374 7.71E-01 9E-07 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K06689

Manes.02G021500.v6.10.5485704 ####### 3E-07 down no pfam13867 SAP30_Sin3_bdgSin3 binding region of histone deacetylase complex subunit SAP30. This C-terminal domain of the SAP30 proteins appears to be the binding region for Sin3.. . . .

Manes.02G022000.v6.10.5404123 -0.88787 7E-07 down no pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.02G022300.v6.12.2891816 1.19483 1E-16 up yes pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . . .

Manes.02G022400.v6.10.4892838 ####### 0.0211 down yes pfam03652 UPF0081 Uncharacterized protein family (UPF0081).GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0031564|transcription antitermination;GO:0005737|cytoplasm;GO:0004518|nuclease activity;GO:0003676|nucleic acid binding;K07447

Manes.02G022500.v6.10.5678555 -0.8164 1E-08 down no pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G022600.v6.13.0795222 1.62271 2E-38 up yes pfam00255 GSHPx Glutathione peroxidase.GO:0046686|response to cadmium ion;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0004602|glutathione peroxidase activity;GO:0047066|phospholipid-hydroperoxide glutathione peroxidase activity;K00432

Manes.02G022700.v6.11.0711263 9.91E-02 1 up no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G023000.v6.12.4423071 1.29E+00 1E-07 up yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0070179|D-serine biosynthetic process;GO:0070178|D-serine metabolic process;GO:0006563|L-serine metabolic process;GO:0009069|serine family amino acid metabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008721|D-serine ammonia-lyase activity;GO:0003941|L-serine ammonia-lyase activity;GO:0046872|metal ion binding;GO:0030170|pyridoxal phosphate binding;GO:0030378|serine racemase activity;K12235



Manes.02G023200.v6.11.8321043 0.8735 0.0004 up no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006825|copper ion transport;GO:0010273|detoxification of copper ion;GO:0046688|response to copper ion;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005507|copper ion binding;K17686

Manes.02G023300.v6.10.7716199 -0.37404 0.0546 down no pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0070179|D-serine biosynthetic process;GO:0070178|D-serine metabolic process;GO:0006563|L-serine metabolic process;GO:0009069|serine family amino acid metabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008721|D-serine ammonia-lyase activity;GO:0003941|L-serine ammonia-lyase activity;GO:0046872|metal ion binding;GO:0030170|pyridoxal phosphate binding;GO:0030378|serine racemase activity;K12235

Manes.02G023500.v6.10.6008436 -0.73494 1E-09 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G023600.v6.10.4066802 ####### 1E-05 down yes pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.02G023900.v6.10.5158881 ####### 1E-07 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G024200.v6.10.9006056 ####### 0.2109 down no pfam00575 S1 S1 RNA binding domain. The S1 domain occurs in a wide range of RNA associated proteins. It is structurally similar to cold shock protein which binds nucleic acids. The S1 domain has an OB-fold structure.GO:0040007|growth;GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005840|ribosome;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02945

Manes.02G024700.v6.16.8171092 2.76916 1E-12 up yes pfam14358 DUF4405 Domain of unknown function (DUF4405). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and archaea, and is approximately 50 amino acids in length. There are two conserved histidines that may be functionally important. This family is N-terminally truncated compared to other members of the clan.. . . .

Manes.02G024900.v6.11.9652414 0.97471 1E-17 up no pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008327|methyl-CpG binding;.

Manes.02G025000.v6.10.6391552 -0.64576 3E-05 down no pfam00168 C2 C2 domain. . . . .

Manes.02G025200.v6.196.764576 6.59641 3E-10 up yes pfam00314 Thaumatin Thaumatin family.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;. .

Manes.02G025300.v6.13.3770665 1.75577 1E-19 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0045227|capsule polysaccharide biosynthetic process;GO:0071555|cell wall organization;GO:0006012|galactose metabolic process;GO:0033358|UDP-L-arabinose biosynthetic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0050662|coenzyme binding;GO:0050373|UDP-arabinose 4-epimerase activity;GO:0003978|UDP-glucose 4-epimerase activity;K01784

Manes.02G025400.v6.19.49561 3.24726 3E-58 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;GO:0003954|NADH dehydrogenase activity;.

Manes.02G025500.v6.10.5912082 ####### 2E-07 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0009663|plasmodesma organization;GO:0010497|plasmodesmata-mediated intercellular transport;GO:0010501|RNA secondary structure unwinding;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;.

Manes.02G025600.v6.11.616465 0.69284 1E-08 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.02G025700.v6.10.4946888 ####### 1E-09 down yes pfam08542 Rep_fac_C Replication factor C C-terminal domain. This is the C-terminal domain of RFC (replication factor-C) protein of the clamp loader complex which binds to the DNA sliding clamp (proliferating cell nuclear antigen, PCNA). The five modules of RFC assemble into a right-handed spiral, which results in only three of the five RFC subunits (RFC-A, RFC-B and RFC-C) making contact with PCNA, leaving a wedge-shaped gap between RFC-E and the PCNA clamp-loader complex. The C-terminal is vital for the correct orientation of RFC-E with respect to RFC-A.GO:0006261|DNA-dependent DNA replication;GO:0005663|DNA replication factor C complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;K10755

Manes.02G026100.v6.1Inf Inf 0.8764 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.02G026400.v6.10.8535524 ####### 0.0495 down no pfam01246 Ribosomal_L24eRibosomal protein L24e.. GO:0005840|ribosome;. .

Manes.02G026500.v6.17.9387618 2.98891 6E-131 up yes pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. . . .

Manes.02G026600.v6.10.4529069 -1.14271 4E-08 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.02G027400.v6.12.5073386 1.32616 4E-26 up yes pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.02G027800.v6.119.80636 4.31E+00 3E-05 up yes pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.02G027900.v6.10.4625962 ####### 1E-06 down yes pfam12730 ABC2_membrane_4ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.02G028000.v6.11.9354379 0.95266 4E-05 up no pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.GO:0008643|carbohydrate transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. K15277

Manes.02G028100.v6.12.5396977 1.34E+00 6E-32 up yes pfam00638 Ran_BP1 RanBP1 domain.. . . .

Manes.02G028200.v6.10.6429861 -0.63714 8E-05 down no pfam00623 RNA_pol_Rpb1_2RNA polymerase Rpb1, domain 2. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain, domain 2, contains the active site. The invariant motif -NADFDGD- binds the active site magnesium ion.GO:0009308|amine metabolic process;GO:0007267|cell-cell signaling;GO:0031047|gene silencing by RNA;GO:0010495|long-distance posttranscriptional gene silencing;GO:0006346|methylation-dependent chromatin silencing;GO:0030422|production of siRNA involved in RNA interference;GO:0016246|RNA interference;GO:0006366|transcription from RNA polymerase II promoter;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005507|copper ion binding;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0048038|quinone binding;K16250

Manes.02G029900.v6.10.9562561 -0.06453 0.6533 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0051301|cell division;GO:0016049|cell growth;GO:0042023|DNA endoreduplication;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0010091|trichome branching;GO:0005634|nucleus;. K03364

Manes.02G030000.v6.117.055882 4.0922 1E-211 up yes pfam12638 Staygreen Staygreen protein. This family of proteins have been implicated in chlorophyll degradation. Intriguingly members of this family are also found in non-photosynthetic bacteria.GO:0015996|chlorophyll catabolic process;GO:0009535|chloroplast thylakoid membrane;. .

Manes.02G030500.v6.10.9305117 -0.1039 0.4048 down no pfam05920 Homeobox_KNHomeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0045892|negative regulation of transcription, DNA-templated;GO:2000652|regulation of secondary cell wall biogenesis;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G030700.v6.10.3752775 -1.41397 2E-31 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0071555|cell wall organization;GO:0019305|dTDP-rhamnose biosynthetic process;GO:0010253|UDP-rhamnose biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008830|dTDP-4-dehydrorhamnose 3,5-epimerase activity;GO:0008831|dTDP-4-dehydrorhamnose reductase activity;GO:0010489|UDP-4-keto-6-deoxy-glucose-3,5-epimerase activity;GO:0010490|UDP-4-keto-rhamnose-4-keto-reductase activity;K12451

Manes.02G030900.v6.10.2497969 -2.00117 5E-56 down yes pfam08540 HMG_CoA_synt_CHydroxymethylglutaryl-coenzyme A synthase C terminal.GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0016126|sterol biosynthetic process;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0004421|hydroxymethylglutaryl-CoA synthase activity;K01641

Manes.02G031500.v6.11.5118302 0.5963 1E-06 up no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;. GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K14270

Manes.02G032100.v6.10.4602146 ####### 2E-11 down yes pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.02G032300.v6.12.2724647 1.18426 9E-07 up yes pfam01554 MatE MatE. The MatE domainGO:0015691|cadmium ion transport;GO:0051238|sequestering of metal ion;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.02G032700.v6.10.4057064 ####### 4E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G032900.v6.10.1686076 -2.56826 1E-06 down yes pfam00455 DeoRC DeoR C terminal sensor domain. The sensor domains of the DeoR are catalytically inactive versions of the ISOCOT fold, but retain the substrate binding site. DeorC senses diverse sugar derivatives such as deoxyribose nucleoside (DeoR), tagatose phosphate (LacR), galactosamine (AgaR), myo-inositol (Bacillus IolR) and L-ascorbate (UlaR),,.. . . .

Manes.02G033100.v6.11.3975791 0.48293 0.0004 up no pfam00995 Sec1 Sec1 family. GO:0007049|cell cycle;GO:0051301|cell division;GO:0015031|protein transport;GO:0006904|vesicle docking involved in exocytosis;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005773|vacuole;. K15292

Manes.02G033200.v6.10.4768873 ####### 7E-17 down yes pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.. . . .

Manes.02G033500.v6.11.6121246 0.68896 0.0251 up no pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G033600.v6.10.7216919 -0.47054 0.0308 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G033900.v6.11.3258731 0.40694 0.0006 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0005829|cytosol;GO:0030140|trans-Golgi network transport vesicle;GO:0042609|CD4 receptor binding;K19367

Manes.02G034100.v6.10.2540724 -1.97669 3E-30 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009813|flavonoid biosynthetic process;GO:0009733|response to auxin;GO:0044550|secondary metabolite biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0016711|flavonoid 3'-monooxygenase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K05280

Manes.02G034200.v6.11.4806242 5.66E-01 0.0001 up no pfam01311 Bac_export_1Bacterial export proteins, family 1. This family includes the following members;  FliR, MopE, SsaT, YopT, Hrp, HrcT and SpaR All of these members export proteins, that do not possess signal peptides, through the membrane. Although the proteins that these exporters move may be different, the exporters are thought to function in similar ways.. . . .

Manes.02G034300.v6.10.4240504 ####### 0.0002 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G034400.v6.10.4512302 -1.14806 5E-05 down yes pfam13414 TPR_11 TPR repeat. GO:0046686|response to cadmium ion;GO:0005829|cytosol;. K09560

Manes.02G034800.v6.12.2062177 1.14158 5E-13 up yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.02G035000.v6.10.2978558 -1.74731 5E-33 down yes pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K02355

Manes.02G035200.v6.10.5385643 ####### 0.0002 down no pfam00494 SQS_PSY Squalene/phytoene synthase.GO:0009058|biosynthetic process;GO:0032981|mitochondrial respiratory chain complex I assembly;GO:0005743|mitochondrial inner membrane;GO:0016740|transferase activity;K18163

Manes.02G035600.v6.10.1914454 -2.385 0.0038 down yes pfam09794 Avl9 Transport protein Avl9. Avl9 is a protein involved in exocytic transport from the Golgi. It has been speculated that Avl9 could play a role in deforming membranes for vesicle fission and/or in recruiting cargo.. . . .

Manes.02G035700.v6.10.3119333 -1.68069 5E-26 down yes pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0010158|abaxial cell fate specification;GO:0045165|cell fate commitment;GO:0010154|fruit development;GO:0010450|inflorescence meristem growth;GO:0009933|meristem structural organization;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0010093|specification of floral organ identity;GO:0010159|specification of organ position;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G035800.v6.10.0847583 -3.5605 1E-32 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.02G035900.v6.18.0347755 3.00626 1E-34 up yes pfam00251 Glyco_hydro_32NGlycosyl hydrolases family 32 N-terminal domain. This domain corresponds to the N-terminal domain of glycosyl hydrolase family 32 which forms a five bladed beta propeller structure.GO:0005985|sucrose metabolic process;GO:0005773|vacuole;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.02G036200.v6.12.4724359 1.30593 1E-25 up yes pfam08541 ACP_syn_III_C3-Oxoacyl-[acyl-carrier-protein (ACP)] synthase III C terminal. This domain is found on 3-Oxoacyl-[acyl-carrier-protein (ACP)] synthase III EC:2.3.1.41, the enzyme responsible for initiating the chain of reactions of the fatty acid synthase in plants and bacteria.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0004315|3-oxoacyl-[acyl-carrier-protein] synthase activity;GO:0033818|beta-ketoacyl-acyl-carrier-protein synthase III activity;.

Manes.02G036500.v6.10.3450291 -1.53521 3E-14 down yes pfam11202 PRTase_1 Phosphoribosyl transferase (PRTase). This PRTase family has a C terminal RNA binding Pelota domain. These genes are found in the biosynthetic operon associated with the Ter stress response operon and are predicted to be involved in the biosynthesis of a ribo- nucleoside involved in stress response.. . . .

Manes.02G036700.v6.10.2005124 -2.31824 2E-18 down yes pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.02G037200.v6.10.6184779 ####### 2E-07 down no pfam01237 Oxysterol_BPOxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.02G038800.v6.1Inf Inf 0.2181 up no pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.02G039100.v6.10.8233914 -0.28035 0.0799 down no pfam11969 DcpS_C Scavenger mRNA decapping enzyme C-term binding. This family consists of several scavenger mRNA decapping enzymes (DcpS) and is the C-terminal region. DcpS is a scavenger pyrophosphatase that hydrolyses the residual cap structure following 3' to 5' decay of an mRNA. The association of DcpS with 3' to 5' exonuclease exosome components suggests that these two activities are linked and there is a coupled exonucleolytic decay-dependent decapping pathway. The C-terminal domain contains a histidine triad (HIT) sequence with three histidines separated by hydrophobic residues. The central histidine within the DcpS HIT motif is critical for decapping activity and defines the HIT motif as a new mRNA decapping domain, making DcpS the first member of the HIT family of proteins with a defined biological function.. GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0016787|hydrolase activity;GO:0000166|nucleotide binding;.

Manes.02G039200.v6.10.6070578 ####### 5E-07 down no pfam11875 DUF3395 Domain of unknown function (DUF3395). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 147 to 176 amino acids in length. This domain is found associated with pfam00226.GO:0055122|response to very low light intensity stimulus;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0016021|integral component of membrane;GO:0009536|plastid;. K09531

Manes.02G039700.v6.10.5173947 ####### 1 down no pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.02G040500.v6.10.6166082 -0.69757 2E-07 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G040600.v6.11.6837057 0.75164 7E-09 up no pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.02G041100.v6.10.4824642 ####### 1E-08 down yes pfam00827 Ribosomal_L15eRibosomal L15.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02877

Manes.02G041300.v6.10.1269928 -2.97718 0.0003 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0010053|root epidermal cell differentiation;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0010026|trichome differentiation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.02G041400.v6.12.4475583 1.29134 1E-14 up yes pfam14724 mit_SMPDaseMitochondrial-associated sphingomyelin phosphodiesterase. The GO annotation for this family indicates that it is a single-pass membrane protein, and it appears to be found in mitochondrial membranes. Sphingolipids play important roles in regulating cellular responses, and although mitochondria contain sphingolipids, direct regulation of their levels in mitochondria or mitochondria-associated membranes is mostly unclear. Sphingomyelin phosphodiesterases catalyse the hydrolysis of sphingomyelin to ceramide and phosphocholine, and these metabolites are involved in signalling pathways.. . . .

Manes.02G041600.v6.12.4953987 1.31927 3E-31 up yes pfam01756 ACOX Acyl-CoA oxidase. This is a family of Acyl-CoA oxidases EC:1.3.3.6. Acyl-coA oxidase converts acyl-CoA into trans-2- enoyl-CoA.GO:0006635|fatty acid beta-oxidation;GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0009695|jasmonic acid biosynthetic process;GO:0055088|lipid homeostasis;GO:0001676|long-chain fatty acid metabolic process;GO:0046686|response to cadmium ion;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;.

Manes.02G042100.v6.11.5709748 0.65166 3E-08 up no pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.02G042400.v6.10.8393329 ####### 0.221 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0009644|response to high light intensity;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G042500.v6.14.2203347 2.08E+00 0.0014 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0009644|response to high light intensity;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G043100.v6.10.8343453 ####### 0.0628 down no pfam10333 Pga1 GPI-Mannosyltransferase II co-activator. Pga1 is found only in yeasts and not in mammals. It localizes in the ER as a glycosylated integral membrane protein. It binds to the GPI-mannosyltransferase II subunit of the GPI and it is responsible for the second mannose addition to GPI precursors. The GPI-anchoring complex is a glycolipid that functions as a membrane anchor for many cell-surface proteins.. . . .

Manes.02G043200.v6.15.8904725 2.55838 1E-25 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0047714|galactolipase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0004806|triglyceride lipase activity;.

Manes.02G043500.v6.12.8176979 1.49452 1E-25 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.02G044000.v6.10.298701 ####### 2E-09 down yes pfam15009 TMEM173 Transmembrane protein 173. Transmembrane protein 173, also known as stimulator of interferon genes protein (STING), is a transmembrane adaptor protein which is involved in innate immune signalling processes. It induces expression of type I interferons (IFN-alpha and IFN-beta) via the NF-kappa-B and IRF3, pathways in response to non-self cytosolic RNA and dsDNA.. . . .

Manes.02G044100.v6.10.9201759 ####### 0.35 down no pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G044200.v6.12.6800416 1.42226 3E-27 up yes pfam01027 Bax1-I Inhibitor of apoptosis-promoting Bax1. Programmed cell-death involves a set of Bcl-2 family proteins, some of which inhibit apoptosis (Bcl-2 and Bcl-XL) and some of which promote it (Bax and Bak). Human Bax inhibitor, BI-1, is an evolutionarily conserved integral membrane protein containing multiple membrane-spanning segments predominantly localized to intracellular membranes. It has 6-7 membrane-spanning domains. The C termini of the mammalian BI-1 proteins are comprised of basic amino acids resembling some nuclear targeting sequences, but otherwise the predicted proteins lack motifs that suggest a function. As plant BI-1 appears to localize predominantly to the ER, we hypothesized that plant BI-1 could also regulate cell death triggered by ER stress. BI-1 appears to exert its effect through an interaction with calmodulin. The budding yeast member of this family has been found unexpectedly to encode a BH3 domain-containing protein (Ybh3p) that regulates the mitochondrial pathway of apoptosis in a phylogenetiGO:0006983|ER overload response;GO:0043066|negative regulation of apoptotic process;GO:0043069|negative regulation of programmed cell death;GO:0009414|response to water deprivation;GO:0000038|very long-chain fatty acid metabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005635|nuclear envelope;. .

Manes.02G044300.v6.10.7179955 -0.47795 0.0016 down no pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.02G044400.v6.11.7872035 0.8377 3E-13 up no pfam13919 ASXH Asx homology domain. A conserved alpha helical domain with a characteristic LXXLL motif. The LXXLL motif is detected in diverse transcription factors, coactivators and corepressors and is implicated in mediating interactions between them. The ASXH domain is found in animals, fungi and plants and is predicted to play a role in mediating contact between transcription factors and chromatin-associated complexes. In Drosophila Asx and Human ASXL1, the ASXH domain is predicted to mediate interactions with the Calypso and BAP1 deubiquitinases (DUBs) which further belong to the UCHL5/UCH37 clade of DUBs.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.02G044500.v6.10.9688768 -0.04561 0.9493 down no pfam07773 DUF1619 Protein of unknown function (DUF1619). This is a family of sequences derived from hypothetical eukaryotic proteins. The region in question is approximately 330 residues long and has a cysteine rich amino-terminus.. . . .

Manes.02G044700.v6.176.007279 6.24807 1E-31 up yes pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.GO:0019953|sexual reproduction;GO:0005576|extracellular region;. .

Manes.02G044800.v6.10.9019774 -0.14884 0.3484 down no pfam00574 CLP_proteaseClp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.GO:0010468|regulation of gene expression;GO:0000302|response to reactive oxygen species;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0009532|plastid stroma;GO:0004252|serine-type endopeptidase activity;K01358

Manes.02G045000.v6.10.4430809 -1.17436 3E-17 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.. . . .

Manes.02G045100.v6.10.3578531 -1.48256 1E-09 down yes pfam01979 Amidohydro_1Amidohydrolase family. This family of enzymes are a a large metal dependent hydrolase superfamily. The family includes Adenine deaminase EC:3.5.4.2 that hydrolyses adenine to form hypoxanthine and ammonia. Adenine deaminases reaction is important for adenine utilisation as a purine and also as a nitrogen source. This family also includes dihydroorotase and N-acetylglucosamine-6-phosphate deacetylases, EC:3.5.1.25 These enzymes catalyse the reaction N-acetyl-D-glucosamine 6-phosphate + H2O <=> D-glucosamine 6-phosphate + acetate. This family includes the catalytic domain of urease alpha subunit. Dihydroorotases (EC:3.5.2.3) are also included.GO:0044205|'de novo' UMP biosynthetic process;GO:0019856|pyrimidine nucleobase biosynthetic process;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0004151|dihydroorotase activity;GO:0046872|metal ion binding;K01465

Manes.02G045600.v6.1Inf Inf 0.1145 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.02G046000.v6.14.9011125 2.29E+00 0.0005 up yes pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.02G046200.v6.1NA NA NA -- no pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.02G046500.v6.10.2774191 ####### 1E-22 down yes pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0051301|cell division;GO:0009790|embryo development;GO:0051321|meiotic cell cycle;GO:0007076|mitotic chromosome condensation;GO:0000070|mitotic sister chromatid segregation;GO:0005694|chromosome;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.02G046700.v6.1172.14624 7.42749 3E-13 up yes pfam01434 Peptidase_M41Peptidase family M41.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.02G046900.v6.10.5661481 -0.82075 2E-07 down no pfam08323 Glyco_transf_5Starch synthase catalytic domain.GO:0010021|amylopectin biosynthetic process;GO:0019375|galactolipid biosynthetic process;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0001666|response to hypoxia;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;K00703

Manes.02G047100.v6.13.7828087 1.91946 6E-44 up yes pfam08881 CVNH CVNH domain. CyanoVirin-N Homology domains are found in the sugar-binding antiviral protein cyanovirin-N (CVN) as well as filamentous ascomycetes and in the fern Ceratopteris richardii.GO:0006412|translation;GO:0016021|integral component of membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.



Manes.02G047700.v6.16.8597516 2.78E+00 0.1215 up no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G047900.v6.10.2304014 ####### 4E-27 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.02G048100.v6.10.6810941 -0.55407 2E-06 down no pfam01053 Cys_Met_Meta_PPCys/Met metabolizm PLP-dependent enzyme. This family includes enzymes involved in cysteine and methionine metabolizm. The following are members: Cystathionine gamma-lyase, Cystathionine gamma-synthase, Cystathionine beta-lyase, Methionine gamma-lyase, OAH/OAS sulfhydrylase, O-succinylhomoserine sulfhydrylase All of these members participate is slightly different reactions. All these enzymes use PLP (pyridoxal-5'-phosphate) as a cofactor.GO:0009086|methionine biosynthetic process;GO:0001887|selenium compound metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003962|cystathionine gamma-synthase activity;GO:0030170|pyridoxal phosphate binding;K01739

Manes.02G048200.v6.11.1645091 0.21972 0.0686 up no pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.02G048300.v6.10.5157518 ####### 1E-07 down no pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0006817|phosphate ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.02G048800.v6.10.5518781 -0.85758 0.0257 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.02G049000.v6.11.0425158 0.06007 0.6123 up no pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0010540|basipetal auxin transport;GO:0007155|cell adhesion;GO:0071555|cell wall organization;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009880|embryonic pattern specification;GO:0006897|endocytosis;GO:0032509|endosome transport via multivesicular body sorting pathway;GO:0001736|establishment of planar polarity;GO:0010274|hydrotropism;GO:0010311|lateral root formation;GO:0009942|longitudinal axis specification;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0048209|regulation of vesicle targeting, to, from or within Golgi;GO:0048765|root hair cell differentiation;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K18443

Manes.02G049200.v6.13.3463157 1.74257 7E-07 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G049900.v6.10.528653 ####### 1E-10 down no pfam12204 DUF3598 Domain of unknown function (DUF3598). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 230 and 398 amino acids in length. These proteins are formed entirely from B sheets which form a barrel structure similar to those seen in the lipocalin superfamily.. . . .

Manes.02G050100.v6.10.1476146 ####### 6E-06 down yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.02G050600.v6.10.48103 -1.0558 2E-10 down yes pfam00588 SpoU_methylaseSpoU rRNA Methylase family. This family of proteins probably use S-AdoMet.. GO:0005737|cytoplasm;GO:0003723|RNA binding;GO:0009020|tRNA (guanosine-2'-O-)-methyltransferase activity;K00556

Manes.02G050800.v6.11.1165708 0.15907 1 up no pfam03803 Scramblase Scramblase. Scramblase is palmitoylated and contains a potential protein kinase C phosphorylation site. Scramblase exhibits Ca2+-activated phospholipid scrambling activity in vitro. There are also possible SH3 and WW binding motifs. Scramblase is involved in the redistribution of phospholipids after cell activation or injury.. . . .

Manes.02G050900.v6.16.5936198 2.72107 1E-09 up yes pfam10409 PTEN_C2 C2 domain of PTEN tumor-suppressor protein. This is the C2 domain-like domain, in greek key form, of the PTEN protein, phosphatidyl-inositol triphosphate phosphatase, and it is the C-terminus. This domain may well include a CBR3 loop which means it plays a central role in membrane binding. This domain associates across an extensive interface with the N-terminal phosphatase domain DSPc (pfam00782) suggesting that the C2 domain productively positions the catalytic part of the protein onto the membrane.GO:0007015|actin filament organization;GO:0007188|adenylate cyclase-modulating G-protein coupled receptor signaling pathway;GO:0031152|aggregation involved in sorocarp development;GO:0048870|cell motility;GO:0006935|chemotaxis;GO:0043327|chemotaxis to cAMP;GO:0030010|establishment of cell polarity;GO:0000281|mitotic cytokinesis;GO:0050919|negative chemotaxis;GO:0071901|negative regulation of protein serine/threonine kinase activity;GO:0046856|phosphatidylinositol dephosphorylation;GO:0048015|phosphatidylinositol-mediated signaling;GO:0051272|positive regulation of cellular component movement;GO:0036051|protein localization to trailing edge;GO:0045761|regulation of adenylate cyclase activity;GO:0022604|regulation of cell morphogenesis;GO:0031272|regulation of pseudopodium assembly;GO:0051285|cell cortex of cell tip;GO:0031254|cell trailing edge;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0008289|lipid binding;GO:0016314|phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;K01110

Manes.02G051000.v6.113.028849 3.70E+00 2E-81 up yes pfam00027 cNMP_bindingCyclic nucleotide-binding domain.GO:0070588|calcium ion transmembrane transport;GO:0006952|defense response;GO:0007263|nitric oxide mediated signal transduction;GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005622|intracellular;GO:0005262|calcium channel activity;GO:0005516|calmodulin binding;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005222|intracellular cAMP activated cation channel activity;GO:0005221|intracellular cyclic nucleotide activated cation channel activity;GO:0005242|inward rectifier potassium channel activity;K05391

Manes.02G051200.v6.12.3331155 1.22E+00 3E-18 up yes pfam13445 zf-RING_UBOXRING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.. . . .

Manes.02G051500.v6.11.0768817 0.10686 0.458 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G051600.v6.15.7379496 2.52054 8E-50 up yes pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0009658|chloroplast organization;GO:0016485|protein processing;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009532|plastid stroma;GO:0005524|ATP binding;K03695

Manes.02G052000.v6.1NA NA NA -- no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.02G052100.v6.10.6281636 -0.67079 0.0006 down no pfam05793 TFIIF_alpha Transcription initiation factor IIF, alpha subunit (TFIIF-alpha). Transcription initiation factor IIF, alpha subunit (TFIIF-alpha) or RNA polymerase II-associating protein 74 (RAP74) is the large subunit of transcription factor IIF (TFIIF), which is essential for accurate initiation and stimulates elongation by RNA polymerase II.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.02G052300.v6.10.3662245 ####### 5E-05 down yes pfam00343 PhosphorylaseCarbohydrate phosphorylase. The members of this family catalyse the formation of glucose 1-phosphate from one of the following polyglucoses; glycogen, starch, glucan or maltodextrin.GO:0005975|carbohydrate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0008184|glycogen phosphorylase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.02G052600.v6.10.6825232 -0.55105 0.0019 down no pfam00343 PhosphorylaseCarbohydrate phosphorylase. The members of this family catalyse the formation of glucose 1-phosphate from one of the following polyglucoses; glycogen, starch, glucan or maltodextrin.GO:0005975|carbohydrate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0008184|glycogen phosphorylase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.02G053300.v6.13.2134624 1.68413 5E-46 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.02G053400.v6.13.2489119 1.69996 2E-14 up yes pfam07779 Cas1_AcylT 10 TM Acyl Transferase domain found in Cas1p. Cas1p protein of Cryptococcus neoformans is required for the synthesis of O-acetylated glucuronoxylomannans, a consitutent of the capsule, and is critical for its virulence. The multi TM domain of the Cas1p was unified with the 10 TM Sugar Acyltransferase superfamily. This superfamily is comprised of members from the OatA, MdoC, OpgC, NolL and GumG families in addition to the Cas1p family. The Cas1p protein has a N terminal PC-Esterase domain with the opposing Acyl esterase activity.. . . .

Manes.02G054000.v6.11.4807478 0.56633 2E-05 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.02G054200.v6.10.101083 ####### 1E-16 down yes pfam12274 DUF3615 Protein of unknown function (DUF3615). This domain family is found in bacteria and eukaryotes, and is typically between 86 and 97 amino acids in length. There is a conserved FAE sequence motif. There is a single completely conserved residue F that may be functionally important.. . . .

Manes.02G054300.v6.10.1206659 ####### 3E-10 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.02G054700.v6.11.5850137 0.6645 9E-09 up no pfam02949 7tm_6 7tm Odorant receptor. This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.. GO:0005634|nucleus;GO:0003723|RNA binding;.

Manes.02G054900.v6.11.9115749 0.93476 1E-14 up no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.02G055400.v6.16.9717309 2.80152 5E-123 up yes pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005634|nucleus;. .

Manes.02G056100.v6.10.1847756 ####### 4E-32 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.02G056400.v6.10.4618874 ####### 2E-06 down yes pfam10324 7TM_GPCR_SrwSerpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. GO:0005874|microtubule;. K18635

Manes.02G057000.v6.10.4408838 -1.18153 5E-19 down yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057400.v6.10.092074 -3.44106 9E-48 down yes pfam06630 Exonuc_VIII Enterobacterial exodeoxyribonuclease VIII. This family consists of several Enterobacterial exodeoxyribonuclease VIII proteins.. . . .

Manes.02G057500.v6.10.0212733 -5.55481 2E-19 down yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057600.v6.10.6976888 -0.51934 0.0141 down no pfam07514 TraI_2 Putative helicase. Some members of this family have been annotated as helicases.. . . .

Manes.02G057700.v6.10.5876405 -0.76699 8E-05 down no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G057800.v6.10.6653845 -0.58774 0.0006 down no pfam10217 DUF2039 Uncharacterized conserved protein (DUF2039). This entry is a region of approximately 100 residues containing three pairs of cysteine residues. The region is conserved from plants to humans but its function is unknown.. . . .

Manes.02G057900.v6.11.7255801 0.78708 0.7392 up no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.02G058500.v6.10.1772438 ####### 5E-31 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G058700.v6.10.3687515 -1.43928 6E-17 down yes pfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . GO:0004809|tRNA (guanine-N2-)-methyltransferase activity;GO:0000049|tRNA binding;K00555

Manes.02G059000.v6.10.4918964 ####### 3E-08 down yes pfam06441 EHN Epoxide hydrolase N terminus. This family represents the N-terminal region of the eukaryotic epoxide hydrolase protein. Epoxide hydrolases (EC:3.3.2.3) comprise a group of functionally related enzymes that catalyse the addition of water to oxirane compounds (epoxides), thereby usually generating vicinal trans-diols. EHs have been found in all types of living organisms, including mammals, invertebrates, plants, fungi and bacteria. In animals, the major interest in EH is directed towards their detoxification capacity for epoxides since they are important safeguards against the cytotoxic and genotoxic potential of oxirane derivatives that are often reactive electrophiles because of the high tension of the three-membered ring system and the strong polarization of the C--O bonds. This is of significant relevance because epoxides are frequent intermediary metabolites which arise during the biotransformation of foreign compounds. This family is often found in conjunction with pfam00561.. . . .

Manes.02G059100.v6.1Inf Inf 0.3951 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G059500.v6.11.6640578 0.73471 8E-08 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.02G059600.v6.10.8455278 -0.24208 0.0779 down no pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.02G059700.v6.10.3872818 -1.36854 5E-08 down yes pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.02G059800.v6.10.6212505 ####### 5E-09 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0042254|ribosome biogenesis;GO:0005840|ribosome;. K02936

Manes.02G060000.v6.10.5752707 ####### 2E-06 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G060200.v6.10.4938785 ####### 2E-10 down yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G060600.v6.11.7646462 8.19E-01 1E-11 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G060700.v6.1Inf Inf 0.8798 up no pfam09532 FDF FDF domain. The FDF domain, so called because of the conserved FDF at its N termini, is an entirely alpha-helical domain with multiple exposed hydrophilic loops. It is found at the C terminus of Scd6p-like SM domains. It is also found with other divergent Sm domains and in proteins such as Dcp3p and FLJ21128, where it is found N terminal to the YjeF-N domain, a novel Rossmann fold domain.. . . .

Manes.02G060800.v6.11.5980651 0.67633 2E-08 up no pfam03350 UPF0114 Uncharacterized protein family, UPF0114.. . . .

Manes.02G061100.v6.11.9650815 9.75E-01 2E-09 up no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016020|membrane;GO:0016787|hydrolase activity;.

Manes.02G061200.v6.12.4827945 1.31E+00 2E-09 up yes pfam04925 SHQ1 SHQ1 protein. S. cerevisiae SHQ1 protein is required for SnoRNAs of the box H/ACA Quantitative accumulation (unpublished).. . . .

Manes.02G061300.v6.10.4344969 -1.20258 8E-10 down yes pfam00940 RNA_pol DNA-dependent RNA polymerase. This is a family of single chain RNA polymerases.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.02G061400.v6.11.8348196 0.87564 1E-14 up no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006814|sodium ion transport;GO:0005887|integral component of plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;K14207

Manes.02G061600.v6.10.3690366 -1.43816 3E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.02G062000.v6.10.2613887 ####### 1E-10 down yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.02G062900.v6.10.3631357 ####### 6E-33 down yes pfam00069 Pkinase Protein kinase domain.GO:0051607|defense response to virus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G063000.v6.10.3510234 -1.51036 2E-18 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.02G063100.v6.11.0434874 0.06141 1 up no pfam02196 RBD Raf-like Ras-binding domain.. . . .

Manes.02G064300.v6.10.8871665 -0.17272 0.201 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006979|response to oxidative stress;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.02G064900.v6.1Inf Inf 0.1921 up no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.02G065400.v6.112.292501 3.61971 2E-07 up yes pfam01073 3Beta_HSD 3-beta hydroxysteroid dehydrogenase/isomerase family. The enzyme 3 beta-hydroxysteroid dehydrogenase/5-ene-4-ene isomerase (3 beta-HSD) catalyses the oxidation and isomerization of 5-ene-3 beta-hydroxypregnene and 5-ene-hydroxyandrostene steroid precursors into the corresponding 4-ene-ketosteroids necessary for the formation of all classes of steroid hormones.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.02G065600.v6.13.3560095 1.74675 9E-52 up yes pfam00135 COesterase Carboxylesterase family.. GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0010296|prenylcysteine methylesterase activity;K15889

Manes.02G066100.v6.10.6007027 -0.73528 5E-09 down no pfam05348 UMP1 Proteasome maturation factor UMP1. UMP1 is a short-lived chaperone present in the precursor form of the 20S proteasome and absent in the mature complex. UMP1 is required for the correct assembly and enzymatic activation of the proteasome. UMP1 seems to be degraded by the proteasome upon its formationGO:0007049|cell cycle;GO:0051301|cell division;. . .

Manes.02G066200.v6.11.4123153 4.98E-01 3E-05 up no pfam01008 IF-2B Initiation factor 2 subunit family. This family includes initiation factor 2B alpha, beta and delta subunits from eukaryotes, initiation factor 2B subunits 1 and 2 from archaebacteria and some proteins of unknown function from prokaryotes. Initiation factor 2 binds to Met-tRNA, GTP and the small ribosomal subunit. Members of this family have also been characterized as 5-methylthioribose- 1-phosphate isomerases, an enzyme of the methionine salvage pathway. The crystal structure of Ypr118w, a non-essential, low-copy number gene product from Saccharomyces cerevisiae, reveals a dimeric protein with two domains and a putative active site cleft.GO:0044267|cellular protein metabolic process;GO:0051716|cellular response to stimulus;GO:0010467|gene expression;GO:0042552|myelination;GO:0045947|negative regulation of translational initiation;GO:0032057|negative regulation of translational initiation in response to stress;GO:0014003|oligodendrocyte development;GO:0001541|ovarian follicle development;GO:0043547|positive regulation of GTPase activity;GO:0006417|regulation of translation;GO:0009749|response to glucose;GO:0009408|response to heat;GO:0043434|response to peptide hormone;GO:0006412|translation;GO:0006413|translational initiation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005851|eukaryotic translation initiation factor 2B complex;GO:0003743|translation initiation factor activity;GO:0031369|translation initiation factor binding;K03680

Manes.02G066300.v6.12.0380641 1.0272 0.2997 up no pfam03870 RNA_pol_Rpb8RNA polymerase Rpb8. Rpb8 is a subunit common to the three yeast RNA polymerases, pol I, II and III. Rpb8 interacts with the largest subunit Rpb1, and with Rpb3 and Rpb11, two smaller subunits.GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;. K03016

Manes.02G066400.v6.10.1729454 ####### 0.2612 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009908|flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G066500.v6.13.3170884 1.73E+00 2E-05 up yes pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.02G066900.v6.10.645565 ####### 2E-06 down no pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;K19225

Manes.02G067000.v6.18.7744795 3.13E+00 3E-106 up yes pfam05512 AWPM-19 AWPM-19-like family. Members of this family are 19 kDa membrane proteins. The levels of the plant protein AWPM-19 increase dramatically when there is an increase level of abscisic acid. The increase presence of this protein leads to greater tolerance of freezing.. . . .

Manes.02G067200.v6.11.9088121 0.93268 4E-16 up no pfam00244 41701 14-3-3 protein.. . . .

Manes.02G067400.v6.10.5710126 ####### 7E-09 down no pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0007339|binding of sperm to zona pellucida;GO:0006457|protein folding;GO:1901998|toxin transport;GO:0001669|acrosomal vesicle;GO:0044297|cell body;GO:0005832|chaperonin-containing T-complex;GO:0070062|extracellular exosome;GO:0005874|microtubule;GO:0002199|zona pellucida receptor complex;GO:0005524|ATP binding;GO:0044822|poly(A) RNA binding;K09498

Manes.02G067500.v6.11.0056838 0.00818 0.943 up no pfam12717 Cnd1 non-SMC mitotic condensation complex subunit 1. The three non-SMC (structural maintenance of chromosomes) subunits of the mitotic condensation complex are Cnd1-3. The whole complex is essential for viability and the condensing of chromosomes in mitosis.. . . .

Manes.02G067600.v6.15.5293209 2.4671 7E-05 up yes pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.02G067800.v6.12.5926977 1.37E+00 1E-30 up yes pfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043130|ubiquitin binding;.

Manes.02G067900.v6.11.745058 0.80328 7E-06 up no pfam12004 DUF3498 Domain of unknown function (DUF3498). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 433 to 538 amino acids in length. This domain is found associated with pfam00616, pfam00168. This domain has two conserved sequence motifs: DLQ and PLSFQNP.. . . .

Manes.02G068700.v6.10.9167775 -0.12536 0.4187 down no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. . . .

Manes.02G069600.v6.10.453206 ####### 0.0003 down yes pfam07778 CENP-I Mis6. Mis6 is an essential centromere connector protein acting during G1-S phase of the cell cycle. Mis6 is thought to be required for recruiting CENP-A, the centromere- specific histone H3 variant, an important event for centromere function and chromosome segregation during mitosis.. . . .

Manes.02G070400.v6.10.1924358 -2.37755 1E-05 down yes pfam01625 PMSR Peptide methionine sulfoxide reductase. This enzyme repairs damaged proteins. Methionine sulfoxide in proteins is reduced to methionine.GO:0006464|cellular protein modification process;GO:0030091|protein repair;GO:0006979|response to oxidative stress;. GO:0008113|peptide-methionine (S)-S-oxide reductase activity;K07304

Manes.02G070500.v6.12.0856036 1.06E+00 2E-09 up yes pfam06874 FBPase_2 Firmicute fructose-1,6-bisphosphatase. This family consists of several bacterial fructose-1,6-bisphosphatase proteins (EC:3.1.3.11) which seem to be specific to phylum Firmicutes. Fructose-1,6-bisphosphatase (FBPase) is a well known enzyme involved in gluconeogenesis. This family does not seem to be structurally related to pfam00316.. . . .

Manes.02G071100.v6.1NA NA NA -- no pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;. GO:0008289|lipid binding;.

Manes.02G071200.v6.10.4478959 -1.15876 1E-13 down yes pfam13378 MR_MLE_C Enolase C-terminal domain-like. This domain appears at the C-terminus of many of the proteins that carry the MR_MLE, pfam01188 and MR_MLE_N pfam02746 domains. EC:4.2.1.40.GO:0006518|peptide metabolic process;. GO:0000287|magnesium ion binding;GO:0016854|racemase and epimerase activity;.

Manes.02G071400.v6.11.1547276 2.08E-01 0.0669 up no pfam05622 HOOK HOOK protein. This family consists of several HOOK1, 2 and 3 proteins from different eukaryotic organisms. The different members of the human gene family are HOOK1, HOOK2 and HOOK3. Different domains have been identified in the three human HOOK proteins, and it was demonstrated that the highly conserved NH2-domain mediates attachment to microtubules, whereas the central coiled-coil motif mediates homodimerization and the more divergent C-terminal domains are involved in binding to specific organelles (organelle-binding domains). It has been demonstrated that endogenous HOOK3 binds to Golgi membranes, whereas both HOOK1 and HOOK2 are localized to discrete but unidentified cellular structures. In mice the Hook1 gene is predominantly expressed in the testis. Hook1 function is necessary for the correct positioning of microtubular structures within the haploid germ cell. Disruption of Hook1 function in mice causes abnormal sperm head shape and fragile attachment of the flagellum to the sperm head.. . . .

Manes.02G071500.v6.10.4734939 ####### 2E-13 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0009637|response to blue light;GO:0005829|cytosol;. .

Manes.02G071700.v6.11.6952981 0.76154 9E-09 up no pfam00564 PB1 PB1 domain. . . . .

Manes.02G072500.v6.10.4526896 ####### 0.0001 down yes pfam04729 ASF1_hist_chapASF1 like histone chaperone. This family includes the yeast and human ASF1 protein. These proteins have histone chaperone activity. ASF1 participates in both the replication-dependent and replication-independent pathways. The structure three-dimensional has been determined as a a compact immunoglobulin-like beta sandwich fold topped by three helical linkers.GO:0051301|cell division;GO:0006333|chromatin assembly or disassembly;GO:0016568|chromatin modification;GO:0009294|DNA mediated transformation;GO:0000724|double-strand break repair via homologous recombination;GO:0031567|mitotic cell size control checkpoint;GO:0008361|regulation of cell size;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005737|cytoplasm;GO:0005634|nucleus;. K10753

Manes.02G073300.v6.10.7534277 ####### 0.0249 down no pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0006897|endocytosis;GO:0016567|protein ubiquitination;GO:0031410|cytoplasmic vesicle;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10657



Manes.02G073400.v6.17.759746 2.95601 0.0758 up no pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.02G074200.v6.1Inf Inf 0.1154 up no pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.02G074600.v6.16269.8281 12.6142 0 up yes pfam02993 MCPVI Minor capsid protein VI. This minor capsid protein may act as a link between the external capsid and the internal DNA-protein core.  The C-terminal 11 residues may function as a protease cofactor leading to enzyme activation.. . . .

Manes.02G074700.v6.10.2223245 -2.16926 5E-23 down yes pfam04098 Rad52_Rad22Rad52/22 family double-strand break repair protein. The DNA single-strand annealing proteins (SSAPs), such as RecT, Red-beta, ERF and Rad52, function in RecA-dependent and RecA-independent DNA recombination pathways. This family includes proteins related to Rad52. These proteins contain two helix-hairpin-helix motifs.. . . .

Manes.02G074900.v6.1Inf Inf 0.1002 up no pfam13593 DUF4137 SBF-like CPA transporter family (DUF4137). These family members are membrane transporter proteins of the CPA and AT superfamily.. . . .

Manes.02G075000.v6.13.2120813 1.68E+00 6E-45 up yes pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G075200.v6.10.4782904 ####### 1E-10 down yes pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G075400.v6.11.2276975 0.29596 0.4901 up no pfam13499 EF-hand_7 EF-hand domain pair.GO:0009909|regulation of flower development;GO:0080164|regulation of nitric oxide metabolic process;. GO:0005509|calcium ion binding;K13448

Manes.02G075600.v6.13.4541732 1.78834 3E-43 up yes pfam00168 C2 C2 domain. . . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.02G075700.v6.10.4888866 ####### 7E-13 down yes pfam15619 Lebercilin Ciliary protein causing Leber congenital amaurosis disease. Lebercilin is a family of eukaryotic ciliary proteins. Mutations in the gene, LCA5, are implicated in the disease Leber congenital amaurosis. In photoreceptors, lebercilin is uniquely localized at the cilium that bridges the inner and outer segments. Lebercilin functions as an integral element of selective protein transport through photoreceptor cilia. Lebercilin specifically interacts with the intraflagellar transport (IFT), and disruption of IFT can lead to Leber congenital amaurosis.. . . .

Manes.02G075900.v6.10.394103 ####### 4E-29 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.02G076300.v6.18.0682121 3.01E+00 4E-17 up yes pfam01200 Ribosomal_S28eRibosomal protein S28e.GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0005886|plasma membrane;GO:0003735|structural constituent of ribosome;K02979

Manes.02G076400.v6.10.7383627 -0.4376 0.0006 down no pfam04130 Spc97_Spc98Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.GO:0007020|microtubule nucleation;GO:0008274|gamma-tubulin ring complex;GO:0005874|microtubule;GO:0000922|spindle pole;GO:0008017|microtubule binding;.

Manes.02G076500.v6.12.8785063 1.52532 2E-29 up yes pfam10151 DUF2359 Uncharacterized conserved protein (DUF2359). This is a 450 amino acid region of a family of proteins conserved from insects to humans. The mouse protein, Q8BM55, is annotated as being a putative Vitamin K-dependent carboxylation gamma-carboxyglutamic (GLA) domain containing protein, but this could not be confirmed. The function is not known.. . . .

Manes.02G076600.v6.10.4628285 ####### 1E-19 down yes pfam00538 Linker_histonelinker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.GO:0006334|nucleosome assembly;GO:0006355|regulation of transcription, DNA-templated;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G077200.v6.10.3397285 ####### 8E-25 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.02G077300.v6.10.7078335 ####### 0.0004 down no pfam06161 DUF975 Protein of unknown function (DUF975). Family of uncharacterized bacterial proteins.. . . .

Manes.02G077400.v6.11.6761056 7.45E-01 0.0039 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G078000.v6.10.8413328 -0.24925 0.0919 down no pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0001731|formation of translation preinitiation complex;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K03247

Manes.02G078400.v6.13.7629421 1.91186 2E-57 up yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0012501|programmed cell death;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0008233|peptidase activity;.

Manes.02G078900.v6.1Inf Inf 3E-05 up yes pfam10395 Utp8 Utp8 family. Utp8 is an essential component of the nuclear tRNA export machinery in Saccharomyces cerevisiae. It is a tRNA binding protein that acts at a step between tRNA maturation /aminoacylation, and translocation of the tRNA across the nuclear pore complex.. . . .

Manes.02G079300.v6.10.4607263 ####### 3E-08 down yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.02G079400.v6.112.577773 3.6528 3E-08 up yes pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.GO:0009790|embryo development;GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0042802|identical protein binding;.

Manes.02G079500.v6.10.3408048 ####### 2E-21 down yes pfam01408 GFO_IDH_MocAOxidoreductase family, NAD-binding Rossmann fold. This family of enzymes utilize NADP or NAD. This family is called the GFO/IDH/MOCA family in swiss-prot.GO:0055114|oxidation-reduction process;GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.02G079700.v6.10.5675056 -0.81729 2E-07 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010158|abaxial cell fate specification;GO:0009943|adaxial/abaxial axis specification;GO:0048440|carpel development;GO:0009887|organ morphogenesis;GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G079800.v6.12.5603022 1.35631 9E-32 up yes pfam02134 UBACT Repeat in ubiquitin-activating (UBA) protein.. . . .

Manes.02G080000.v6.11.467332 0.5532 8E-07 up no pfam03371 PRP38 PRP38 family. Members of this family are related to the pre mRNA splicing factor PRP38 from yeast. Therefore all the members of this family could be involved in splicing. This conserved region could be involved in RNA binding. The putative domain is about 180 amino acids in length. PRP38 is a unique component of the U4/U6.U5 tri-small nuclear ribonucleoprotein (snRNP) particle and is necessary for an essential step late in spliceosome maturation.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0071011|precatalytic spliceosome;GO:0044822|poly(A) RNA binding;K12850

Manes.02G080200.v6.11.3927666 0.47795 0.0015 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.02G080400.v6.10.5756229 -0.7968 9E-09 down no pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0006536|glutamate metabolic process;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005516|calmodulin binding;GO:0004351|glutamate decarboxylase activity;GO:0030170|pyridoxal phosphate binding;K01580

Manes.02G080500.v6.12.739625 1.45398 2E-35 up yes pfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0006097|glyoxylate cycle;GO:0006102|isocitrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0004450|isocitrate dehydrogenase (NADP+) activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;.

Manes.02G080600.v6.11.5353286 0.61855 5E-06 up no pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.GO:0006011|UDP-glucose metabolic process;GO:0005737|cytoplasm;GO:0003983|UTP:glucose-1-phosphate uridylyltransferase activity;.

Manes.02G080700.v6.11.0877803 1.21E-01 0.5956 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009851|auxin biosynthetic process;GO:0009734|auxin-activated signaling pathway;GO:0007623|circadian rhythm;GO:0010600|regulation of auxin biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G081300.v6.10.3360828 -1.57311 2E-21 down yes pfam01497 Peripla_BP_2Periplasmic binding protein. This family includes bacterial periplasmic binding proteins. Several of which are involved in iron transport.. . . .

Manes.02G081500.v6.124.010766 4.59E+00 3E-231 up yes pfam00862 Sucrose_synthSucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0080165|callose deposition in phloem sieve plate;GO:0005985|sucrose metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016157|sucrose synthase activity;.

Manes.02G081700.v6.12.5538352 1.35E+00 2E-27 up yes pfam00494 SQS_PSY Squalene/phytoene synthase.GO:0016117|carotenoid biosynthetic process;GO:0009507|chloroplast;GO:0016767|geranylgeranyl-diphosphate geranylgeranyltransferase activity;.

Manes.02G081900.v6.11.3588851 4.42E-01 0.0002 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0043065|positive regulation of apoptotic process;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0000245|spliceosomal complex assembly;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0008270|zinc ion binding;K13094

Manes.02G082100.v6.1NA NA NA -- no pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0005777|peroxisome;GO:0052895|N1-acetylspermine:oxygen oxidoreductase (N1-acetylspermidine-forming) activity;GO:0052894|norspermine:oxygen oxidoreductase activity;GO:0046592|polyamine oxidase activity;GO:0052901|spermine:oxygen oxidoreductase (spermidine-forming) activity;K17839

Manes.02G082300.v6.1Inf Inf 0.3951 up no pfam15046 DUF4532 Protein of unknown function (DUF4532). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes.. . . .

Manes.02G082500.v6.10.6046812 ####### 1E-08 down no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0009908|flower development;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G082700.v6.11.4111484 0.49687 0.0003 up no pfam04970 LRAT Lecithin retinol acyltransferase. The full-length members of this family are representatives of a novel class II tumor-suppressor family, designated as H-REV107-like. This domain is the catalytic N-terminal proline-rich region of the protein. The downstream region is a putative C-terminal transmembrane domain which is found to be crucial for cellular localisation, but not necessary for the enzyme activity. H-REV107-like proteins are homologous to lecithin retinol acyltransferase (LRAT), an enzyme that catalyses the transfer of the sn-1 acyl group of phosphatidylcholine to all-trans-retinol and forming a retinyl ester.. . . .

Manes.02G083300.v6.10.4022348 ####### 2E-05 down yes pfam00913 Trypan_glycopTrypanosome variant surface glycoprotein (A-type). The trypanosome parasite expresses these proteins to evade the immune response. This family includes a variety of surface proteins such as Trypanosoma brucei VSGs such as expression site associated gene (ESAG) 6 and 7.. . . .

Manes.02G083900.v6.1Inf Inf 0.2025 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0042617|paclitaxel biosynthetic process;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0050604|taxadiene 5-alpha-hydroxylase activity;.

Manes.02G084000.v6.10.2098842 -2.25233 1E-24 down yes pfam09419 PGP_phosphataseMitochondrial PGP phosphatase. This is a family of proteins that acts as a mitochondrial phosphatase in cardiolipin biosynthesis. Cardiolipin is a unique dimeric phosphoglycerolipid predominantly present in mitochondrial membranes. The inverted phosphatase motif includes the highly conserved DKD triad.. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G084200.v6.10.9426599 -0.08519 0.5892 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G084300.v6.10.3058075 ####### 6E-12 down yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.GO:0009742|brassinosteroid mediated signaling pathway;GO:0032502|developmental process;GO:0045892|negative regulation of transcription, DNA-templated;GO:0040008|regulation of growth;GO:0009641|shade avoidance;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0003712|transcription cofactor activity;.

Manes.02G084400.v6.11.0749766 0.10431 0.3885 up no pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.02G084600.v6.10.6541802 ####### 0.0064 down no pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.02G084700.v6.10.1108384 -3.17347 1E-30 down yes pfam04450 BSP Peptidase of plants and bacteria. These basic secretory proteins (BSPs) are believed to be part of the plants defence mechanism against pathogens.. . . .

Manes.02G085200.v6.10.6054924 ####### 2E-09 down no pfam01134 GIDA Glucose inhibited division protein A.GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;K03495

Manes.02G085400.v6.10.2638125 -1.92242 8E-32 down yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.02G085900.v6.10.3589319 ####### 2E-06 down yes pfam05970 PIF1 PIF1-like helicase. This family includes homologues of the PIF1 helicase, which inhibits telomerase activity and is cell cycle regulated. This family includes a large number of largely uncharacterized plant proteins. This family includes a P-loop motif that is involved in nucleotide binding.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0000002|mitochondrial genome maintenance;GO:0000723|telomere maintenance;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;GO:0003677|DNA binding;K15255

Manes.02G086700.v6.10.6759011 -0.56512 6E-06 down no pfam08321 PPP5 PPP5 TPR repeat region. This region is specific to the PPP5 subfamily of serine/threonine phosphatases and contains TPR repeats.GO:0010019|chloroplast-nucleus signaling pathway;GO:1902325|negative regulation of chlorophyll biosynthetic process;GO:0006913|nucleocytoplasmic transport;GO:0006470|protein dephosphorylation;GO:0010017|red or far-red light signaling pathway;GO:0046686|response to cadmium ion;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004722|protein serine/threonine phosphatase activity;GO:0046906|tetrapyrrole binding;K04460

Manes.02G086800.v6.10.2231568 -2.16387 1E-15 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0008356|asymmetric cell division;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;GO:0004872|receptor activity;.

Manes.02G086900.v6.15.2946117 2.40E+00 5E-94 up yes pfam00285 Citrate_synt Citrate synthase.GO:0006097|glyoxylate cycle;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0046912|transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer;.

Manes.02G087400.v6.16.3068421 2.66E+00 4E-07 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.02G087800.v6.11.0396174 0.05605 0.7461 up no pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.02G087900.v6.11.0668379 0.09334 1 up no pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G088200.v6.10.6570712 ####### 0.0005 down no pfam10230 DUF2305 Uncharacterized conserved protein (DUF2305). This family of proteins is conserved from plants to humans. The function is unknown.GO:0016042|lipid catabolic process;. GO:0016787|hydrolase activity;.

Manes.02G088400.v6.10.5349879 ####### 3E-09 down no pfam03188 Cytochrom_B561Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.02G088600.v6.11.7186536 0.78128 1E-06 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.02G088800.v6.13.0187591 1.59E+00 1E-18 up yes pfam03798 TRAM_LAG1_CLN8TLC domain. . GO:0016021|integral component of membrane;. .

Manes.02G088900.v6.12.4697057 1.30E+00 6E-25 up yes pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.GO:0006559|L-phenylalanine catabolic process;GO:0006572|tyrosine catabolic process;GO:0005737|cytoplasm;GO:0003868|4-hydroxyphenylpyruvate dioxygenase activity;GO:0042802|identical protein binding;GO:0046872|metal ion binding;.

Manes.02G089000.v6.123.680288 4.57E+00 5E-05 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0010120|camalexin biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0010150|leaf senescence;GO:1900056|negative regulation of leaf senescence;GO:0006561|proline biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0005992|trehalose biosynthetic process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G089200.v6.11.562771 0.64411 2E-05 up no pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0010043|response to zinc ion;GO:0009407|toxin catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009579|thylakoid;GO:0005773|vacuole;GO:0005507|copper ion binding;GO:0043295|glutathione binding;GO:0004602|glutathione peroxidase activity;GO:0004364|glutathione transferase activity;K00799

Manes.02G089400.v6.11.6273434 7.03E-01 6E-08 up no pfam00753 Lactamase_B Metallo-beta-lactamase superfamily.GO:0009793|embryo development ending in seed dormancy;GO:0009960|endosperm development;GO:0009651|response to salt stress;GO:0048316|seed development;GO:0005739|mitochondrion;GO:0016788|hydrolase activity, acting on ester bonds;GO:0046872|metal ion binding;GO:0050313|sulfur dioxygenase activity;K17725

Manes.02G089800.v6.12.2494861 1.1696 9E-25 up yes pfam00400 WD40 WD domain, G-beta repeat.. GO:0005737|cytoplasm;. .

Manes.02G090000.v6.11.6224128 0.69814 7E-09 up no pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;. .

Manes.02G090100.v6.10.6042224 -0.72685 0.0062 down no pfam10835 DUF2573 Protein of unknown function (DUF2573). Some members in this bacterial family of proteins are annotated as YusU however no function is currently known. This family of proteins appears to be restricted to Bacillus spp.. . . .

Manes.02G090400.v6.117.027534 4.09E+00 0.001 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;K18857

Manes.02G090500.v6.14.0754492 2.03E+00 2E-39 up yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0005777|peroxisome;GO:0046592|polyamine oxidase activity;K17839

Manes.02G090600.v6.11.0024093 0.00347 0.999 up no pfam01869 BcrAD_BadFGBadF/BadG/BcrA/BcrD ATPase family. This family includes the BadF and BadG proteins that are two subunits of Benzoyl-CoA reductase, that may be involved in ATP hydrolysis. The family also includes an activase subunit from the enzyme 2-hydroxyglutaryl-CoA dehydratase. An uncharacterized protein from Aquifex aeolicus contains two copies of this region suggesting that the family may structurally dimerise. This family appears to be related to pfam00370.. . GO:0005524|ATP binding;GO:0045127|N-acetylglucosamine kinase activity;.

Manes.02G090800.v6.11.6130352 6.90E-01 1E-09 up no pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.02G091000.v6.11.442532 5.29E-01 1E-05 up no pfam00244 41701 14-3-3 protein.. . . K06630

Manes.02G091100.v6.10.3310644 ####### 1E-14 down yes pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007283|spermatogenesis;GO:0005814|centriole;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005743|mitochondrial inner membrane;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0032183|SUMO binding;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10595

Manes.02G092000.v6.12.9590155 1.57E+00 0.0031 up yes pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0048568|embryonic organ development;GO:0001701|in utero embryonic development;GO:0035264|multicellular organism growth;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0061053|somite development;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0016874|ligase activity;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10624

Manes.02G092400.v6.17.4141992 2.89E+00 0.0127 up yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.02G092700.v6.10.2601481 ####### 6E-05 down yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.02G093100.v6.11.8138213 8.59E-01 1E-07 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016132|brassinosteroid biosynthetic process;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048366|leaf development;GO:0010358|leaf shaping;GO:0009741|response to brassinosteroid;GO:0009753|response to jasmonic acid;GO:0009826|unidimensional cell growth;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0010012|steroid 22-alpha hydroxylase activity;K09587

Manes.02G093300.v6.10.4145117 ####### 6E-16 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G093500.v6.11.9913924 9.94E-01 6E-07 up no pfam00674 DUP DUP family. This family consists of several yeast proteins of unknown functions. Swiss-prot annotates these as belonging to the DUP family. Several members of this family contain an internal duplication of this region.. . . .

Manes.02G093600.v6.12.9942868 1.58E+00 3E-36 up yes pfam09615 Cas_Csy3 CRISPR-associated protein (Cas_Csy3). CRISPR (Clustered Regularly Interspaced Short Palindromic Repeats) is a widespread family of prokaryotic direct repeats with spacers of unique sequence between consecutive repeats. This entry, typified by YPO2463 of Yersinia pestis, is a CRISPR-associated (Cas) entry strictly associated with the Ypest subtype of CRISPR/Cas locus. It is designated Csy3, for CRISPR/Cas Subtype Ypest protein 3.GO:0007059|chromosome segregation;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.02G093900.v6.1NA NA NA -- no pfam07364 DUF1485 Protein of unknown function (DUF1485). This family consists of several hypothetical bacterial proteins of around 300 residues in length. Members of this family all appear to be in the Phylum Proteobacteria. The function of this family is unknown.. . . .

Manes.02G094000.v6.10.5813955 ####### 0.0041 down no pfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;GO:0006285|base-excision repair, AP site formation;GO:0006307|DNA dealkylation involved in DNA repair;GO:0005634|nucleus;GO:0019104|DNA N-glycosylase activity;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0052822|DNA-3-methylguanine glycosylase activity;GO:0052821|DNA-7-methyladenine glycosylase activity;GO:0043916|DNA-7-methylguanine glycosylase activity;.

Manes.02G094300.v6.10.2872863 -1.79944 7E-06 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0009793|embryo development ending in seed dormancy;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.02G094700.v6.10.3752085 ####### 3E-18 down yes pfam12037 DUF3523 Domain of unknown function (DUF3523). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 257 to 277 amino acids in length. This domain is found associated with pfam00004. This domain has a conserved LER sequence motif.GO:0007005|mitochondrion organization;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0042645|mitochondrial nucleoid;GO:0005739|mitochondrion;GO:0005524|ATP binding;K17681

Manes.02G094900.v6.10.2812062 ####### 3E-08 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G095200.v6.10.429786 ####### 1E-06 down yes pfam03256 APC10 Anaphase-promoting complex, subunit 10 (APC10).GO:0031145|anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0051301|cell division;GO:0008283|cell proliferation;GO:0007067|mitotic nuclear division;GO:0032876|negative regulation of DNA endoreduplication;GO:0010087|phloem or xylem histogenesis;GO:0016567|protein ubiquitination;GO:0032875|regulation of DNA endoreduplication;GO:0030071|regulation of mitotic metaphase/anaphase transition;GO:0005680|anaphase-promoting complex;GO:0016604|nuclear body;. K03357

Manes.02G095300.v6.10.9907571 ####### 0.9075 down no pfam01167 Tub Tub family. GO:0006355|regulation of transcription, DNA-templated;GO:0009620|response to fungus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0035091|phosphatidylinositol binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.02G095500.v6.10.4985225 ####### 6E-10 down yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.02G095700.v6.10.3145136 ####### 6E-27 down yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.02G096000.v6.10.3762203 -1.41035 1E-20 down yes pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.02G096200.v6.12.6166534 1.39E+00 4E-09 up yes pfam04006 Mpp10 Mpp10 protein. This family includes proteins related to Mpp10 (M phase phosphoprotein 10). The U3 small nucleolar ribonucleoprotein (snoRNP) is required for three cleavage events that generate the mature 18S rRNA from the pre-rRNA. In Saccharomyces cerevisiae, depletion of Mpp10, a U3 snoRNP-specific protein, halts 18S rRNA production and impairs cleavage at the three U3 snoRNP-dependent sites.. . . .

Manes.02G096500.v6.10.5578499 -0.84205 1E-11 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0042274|ribosomal small subunit biogenesis;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0070181|small ribosomal subunit rRNA binding;K03595

Manes.02G096700.v6.10.554483 ####### 0.0024 down no pfam04515 Choline_transpoPlasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.. . . .

Manes.02G097300.v6.14.6383386 2.21361 7E-29 up yes pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.02G097600.v6.10.3928904 -1.3478 1E-09 down yes pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.02G098100.v6.18.4568091 3.08011 3E-115 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.02G098200.v6.1353.01104 8.46357 8E-66 up yes pfam00257 Dehydrin Dehydrin. . . . .

Manes.02G098500.v6.10.7724385 -0.37251 0.0223 down no pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G098600.v6.1NA NA NA -- no pfam13947 GUB_WAK_bindWall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.02G098700.v6.15.1453366 2.36E+00 5E-20 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019369|arachidonic acid metabolic process;GO:0006874|cellular calcium ion homeostasis;GO:0042632|cholesterol homeostasis;GO:0016311|dephosphorylation;GO:0017144|drug metabolic process;GO:0019373|epoxygenase P450 pathway;GO:0006954|inflammatory response;GO:0046839|phospholipid dephosphorylation;GO:0010628|positive regulation of gene expression;GO:0045909|positive regulation of vasodilation;GO:0072593|reactive oxygen species metabolic process;GO:0008217|regulation of blood pressure;GO:0090181|regulation of cholesterol metabolic process;GO:0009636|response to toxic substance;GO:0044281|small molecule metabolic process;GO:0046272|stilbene catabolic process;GO:0006805|xenobiotic metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005777|peroxisome;GO:0033885|10-hydroxy-9-(phosphonooxy)octadecanoate phosphatase activity;GO:0004301|epoxide hydrolase activity;GO:0042577|lipid phosphatase activity;GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;GO:0042803|protein homodimerization activity;GO:0005102|receptor binding;GO:0015643|toxic substance binding;K08726

Manes.02G099000.v6.10.3897469 -1.35939 2E-22 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016132|brassinosteroid biosynthetic process;GO:0010268|brassinosteroid homeostasis;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0042814|monopolar cell growth;GO:0048441|petal development;GO:0048443|stamen development;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K12637

Manes.02G099300.v6.10.5353383 ####### 0.004 down no pfam00398 RrnaAD Ribosomal RNA adenine dimethylase.. GO:0005730|nucleolus;GO:0052909|18S rRNA (adenine(1779)-N(6)/adenine(1780)-N(6))-dimethyltransferase activity;GO:0003723|RNA binding;GO:0000179|rRNA (adenine-N6,N6-)-dimethyltransferase activity;K14191

Manes.02G099400.v6.10.8606677 -0.21647 0.1985 down no pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0009793|embryo development ending in seed dormancy;GO:0009558|embryo sac cellularization;GO:0009960|endosperm development;GO:0007264|small GTPase mediated signal transduction;GO:0007021|tubulin complex assembly;GO:0005737|cytoplasm;GO:0005525|GTP binding;K07943

Manes.02G099600.v6.10.5895027 -0.76243 7E-07 down no pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.02G099900.v6.11.8274525 8.70E-01 5E-12 up no pfam13589 HATPase_c_3Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents, additionally, the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0007569|cell aging;GO:0051457|maintenance of protein location in nucleus;GO:0048147|negative regulation of fibroblast proliferation;GO:0018105|peptidyl-serine phosphorylation;GO:0009791|post-embryonic development;GO:0006468|protein phosphorylation;GO:0050821|protein stabilization;GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0016605|PML body;GO:0008270|zinc ion binding;.

Manes.02G100000.v6.11.430696 5.17E-01 5E-06 up no pfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.. . . .

Manes.02G100500.v6.10.4826879 ####### 4E-12 down yes pfam01724 DUF29 Domain of unknown function DUF29. This family consists of various hypothetical proteins from cyanobacteria, none of which are functionally described. The aligned region is approximately 120-140 amino acids long corresponding to almost the entire length of the proteins in the family. The structure 3FCN is a small protein that has a novel all-alpha fold. The N-terminal helical hairpin is likely to function as a dimerization module. This protein is a member of PFam family PF01724. The function of this protein is unknown. One protein sequence contains a fusion of this protein and a DnaB domain, suggesting a possible role in DNA helicase activity (hypothetical). Dali hits have low Z and high rmsd, suggesting probably only topological similarities (not functional relevance) (details derived from TOPSAN). The family has several highly conserved sequence motifs, including YD/ExD, DxxNVxEEIE, and CPY/F/W, as well as conserved tryptophans.. . . .

Manes.02G100700.v6.10.3639633 -1.45813 3E-24 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.02G101100.v6.10.6291233 -0.66859 9E-05 down no pfam05277 DUF726 Protein of unknown function (DUF726). This family consists of several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;. .

Manes.02G101200.v6.12.2879009 1.19402 2E-24 up yes pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.02G101300.v6.12.6913082 1.43E+00 9E-36 up yes pfam03676 UPF0183 Uncharacterized protein family (UPF0183). This family of proteins includes Lin-10 from C. elegans.. . . .

Manes.02G101500.v6.10.9244513 ####### 0.4235 down no pfam00885 DMRL_synthase6,7-dimethyl-8-ribityllumazine synthase. This family includes the beta chain of 6,7-dimethyl-8- ribityllumazine synthase EC:2.5.1.9, an enzyme involved in riboflavin biosynthesis. The family also includes a subfamily of distant archaebacterial proteins that may also have the same function.. . . .

Manes.02G101700.v6.10.9098473 ####### 0.2754 down no pfam05577 Peptidase_S28Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.GO:0009561|megagametogenesis;GO:0005576|extracellular region;GO:0008236|serine-type peptidase activity;.

Manes.02G101900.v6.10.6445407 ####### 2E-05 down no pfam00225 Kinesin Kinesin motor domain.GO:0000919|cell plate assembly;GO:0007018|microtubule-based movement;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.02G102100.v6.10.3690191 ####### 8E-19 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G102700.v6.11.3195848 0.40008 0.0145 up no pfam10805 DUF2730 Protein of unknown function (DUF2730). This family of proteins with unknown function appears to be restricted to Gammaproteobacteria.. . . .

Manes.02G102800.v6.10.5523756 -0.85628 2E-07 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0042351|'de novo' GDP-L-fucose biosynthetic process;GO:0019673|GDP-mannose metabolic process;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;GO:0050662|coenzyme binding;GO:0008446|GDP-mannose 4,6-dehydratase activity;GO:0005525|GTP binding;K01711

Manes.02G103400.v6.10.7764201 -0.36509 0.0083 down no pfam03366 YEATS YEATS family. We have named this family the YEATS family, after `YNK7', `ENL', `AF-9', and `TFIIF small subunit'. This family also contains the GAS41 protein. All these proteins are thought to have a transcription stimulatory activityGO:0030154|cell differentiation;GO:0006281|DNA repair;GO:0009908|flower development;GO:0043981|histone H4-K5 acetylation;GO:0009909|regulation of flower development;GO:0090239|regulation of histone H4 acetylation;GO:2000028|regulation of photoperiodism, flowering;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005634|nucleus;. K11341

Manes.02G103600.v6.11.4370435 0.5231 4E-05 up no pfam13851 GAS Growth-arrest specific micro-tubule binding. This family is the highly conserved central region of a number of metazoan proteins referred to as growth-arrest proteins. In mouse, Gas8 is predominantly a testicular protein, whose expression is developmentally regulated during puberty and spermatogenesis. In humans, it is absent in infertile males who lack the ability to generate gametes. The localisation of Gas8 in the motility apparatus of post-meiotic gametocytes and mature spermatozoa, together with the detection of Gas8 also in cilia at the apical surfaces of epithelial cells lining the pulmonary bronchi and Fallopian tubes suggests that the Gas8 protein may have a role in the functioning of motile cellular appendages. Gas8 is a microtubule-binding protein localized to regions of dynein regulation in mammalian cells.. . . .

Manes.02G103800.v6.10.73595 -0.44232 0.0002 down no pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.02G103900.v6.11.5869544 0.66626 6E-09 up no pfam13532 2OG-FeII_Oxy_22OG-Fe(II) oxygenase superfamily.GO:0006406|mRNA export from nucleus;GO:0006397|mRNA processing;GO:0035553|oxidative single-stranded RNA demethylation;GO:0001666|response to hypoxia;GO:0007283|spermatogenesis;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0035515|oxidative RNA demethylase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K10767

Manes.02G104000.v6.1Inf Inf 0.0607 up no pfam00046 Homeobox Homeobox domain.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.02G104800.v6.11.7764752 8.29E-01 4E-13 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.02G104900.v6.15.6152631 2.49E+00 2E-48 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.02G106200.v6.10.6212193 -0.68683 5E-06 down no pfam06911 Senescence Senescence-associated protein. This family contains a number of plant senescence-associated proteins of approximately 450 residues in length. In Hemerocallis, petals have a genetically based program that leads to senescence and cell death approximately 24 hours after the flower opens, and it is believed that senescence proteins produced around that time have a role in this program. This family extends to the higher vertebrates where the full-length protein is often a Spartin, associated with mitochondrial membranes and transportation along microtubules.. . . .

Manes.02G106900.v6.10.5476834 ####### 7E-05 down no pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0015833|peptide transport;GO:0015031|protein transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.02G107200.v6.10.7417471 -0.431 0.0003 down no pfam01761 DHQ_synthase3-dehydroquinate synthase. The 3-dehydroquinate synthase EC:4.6.1.3 domain is present in isolation in various bacterial 3-dehydroquinate synthases and also present as a domain in the pentafunctional AROM polypeptide. 3-dehydroquinate (DHQ) synthase catalyses the formation of dehydroquinate (DHQ) and orthophosphate from 3-deoxy-D-arabino heptulosonic 7 phosphate. This reaction is part of the shikimate pathway which is involved in the biosynthesis of aromatic amino acids.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0033587|shikimate biosynthetic process;GO:0009507|chloroplast;GO:0003856|3-dehydroquinate synthase activity;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0051287|NAD binding;.

Manes.02G107500.v6.11.4811132 0.56668 6E-07 up no pfam03635 Vps35 Vacuolar protein sorting-associated protein 35. Vacuolar protein sorting-associated protein (Vps) 35 is one of around 50 proteins involved in protein trafficking. In particular, Vps35 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps26 and Vps29. Vps35 contains a central region of weaker sequence similarity, thought to indicate the presence of at least three domains.GO:0042147|retrograde transport, endosome to Golgi;GO:0005794|Golgi apparatus;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0030904|retromer complex;GO:0008565|protein transporter activity;K18468

Manes.02G107600.v6.10.5965243 -0.74535 0.0004 down no pfam02144 Rad1 Repair protein Rad1/Rec1/Rad17.. . . .

Manes.02G108000.v6.12.1682748 1.11655 1E-05 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.02G108200.v6.10.3375862 -1.56667 2E-24 down yes pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006816|calcium ion transport;GO:0033500|carbohydrate homeostasis;GO:0007638|mechanosensory behavior;GO:0007231|osmosensory signaling pathway;GO:0005887|integral component of plasma membrane;. .

Manes.02G108700.v6.12.2472987 1.16819 1E-11 up yes pfam01466 Skp1 Skp1 family, dimerization domain.GO:0009734|auxin-activated signaling pathway;GO:0007059|chromosome segregation;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016032|viral process;GO:0005634|nucleus;. K03094

Manes.02G109000.v6.12.1780803 1.12E+00 0.0157 up yes pfam07716 bZIP_2 Basic region leucine zipper.GO:2000028|regulation of photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G109500.v6.16.0414344 2.59E+00 3E-95 up yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.02G109800.v6.11.8063256 8.53E-01 6E-14 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.02G109900.v6.10.2841549 ####### 1E-25 down yes pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.02G110600.v6.12.4501602 1.29E+00 3E-13 up yes pfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046473|phosphatidic acid metabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0012501|programmed cell death;GO:0090333|regulation of stomatal closure;GO:0009409|response to cold;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.02G110800.v6.11.4471645 0.53323 6E-05 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0009644|response to high light intensity;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.02G110900.v6.12.8503376 1.51E+00 1E-31 up yes pfam02577 DNase-RNaseBifunctional nuclease. This family is a bifunctional nuclease, with both DNase and RNase activity. It forms a wedge-shaped dimer, with each monomer being triangular in shape. A large groove at the thick end of the wedge contains a possible active site.. GO:0005634|nucleus;GO:0004518|nuclease activity;.

Manes.02G111100.v6.10.4476499 ####### 0.1741 down no pfam00104 Hormone_recepLigand-binding domain of nuclear hormone receptor. This all helical domain is involved in binding the hormone in these receptors.. GO:0005634|nucleus;. .

Manes.02G111300.v6.11.1689891 2.25E-01 0.0465 up no pfam13716 CRAL_TRIO_2Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.02G111400.v6.10.7951652 ####### 0.0176 down no pfam09348 DUF1990 Domain of unknown function (DUF1990). This family of proteins are functionally uncharacterized.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;. .

Manes.02G111900.v6.114.355 3.84E+00 4E-09 up yes pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.02G112000.v6.136.906294 5.20579 5E-32 up yes pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.02G112300.v6.12.2182205 1.1494 0.0054 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0016874|ligase activity;.

Manes.02G112400.v6.12.004332 1.00312 1E-14 up yes pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009058|biosynthetic process;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009615|response to virus;GO:0005783|endoplasmic reticulum;GO:0005773|vacuole;. .

Manes.02G112600.v6.10.7905735 -0.33903 0.0181 down no pfam06426 SATase_N Serine acetyltransferase, N-terminal. The N-terminal domain of serine acetyltransferase has a sequence that is conserved in plants and bacteria.GO:0006535|cysteine biosynthetic process from serine;GO:0000103|sulfate assimilation;GO:0005829|cytosol;GO:0009001|serine O-acetyltransferase activity;K00640

Manes.02G112700.v6.10.4844388 ####### 6E-15 down yes pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.GO:0048193|Golgi vesicle transport;GO:0000042|protein targeting to Golgi;GO:0007131|reciprocal meiotic recombination;GO:0000795|synaptonemal complex;GO:0005802|trans-Golgi network;. .

Manes.02G112800.v6.180.25984 6.32661 1E-113 up yes pfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0006564|L-serine biosynthetic process;GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004648|O-phospho-L-serine:2-oxoglutarate aminotransferase activity;K00831

Manes.02G113000.v6.11.4983489 5.83E-01 2E-07 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0031593|polyubiquitin binding;K04523

Manes.02G113400.v6.10.7663021 -0.38401 0.0113 down no pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0052866|phosphatidylinositol phosphate phosphatase activity;.

Manes.02G113900.v6.11.9910509 0.99353 0.0011 up no pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G114000.v6.110.892611 3.45E+00 6E-153 up yes pfam08596 Lgl_C Lethal giant larvae(Lgl) like, C-terminal. The Lethal giant larvae (Lgl) tumor suppressor family is conserved from yeast to mammals. The Lgl family functions in cell polarity, at least in part, by regulating SNARE-mediated membrane delivery events at the cell surface. The N-terminal half of Lgl members contains WD40 repeats (see pfam00400), while the C-terminal half appears specific to the family.GO:0006887|exocytosis;GO:0045921|positive regulation of exocytosis;GO:0015031|protein transport;GO:0030193|regulation of blood coagulation;GO:0017157|regulation of exocytosis;GO:0010468|regulation of gene expression;GO:0005892|acetylcholine-gated channel complex;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0030659|cytoplasmic vesicle membrane;GO:0008021|synaptic vesicle;GO:0017075|syntaxin-1 binding;K08518

Manes.02G114400.v6.11.9337806 0.95142 2E-15 up no pfam15316 MDFI MyoD family inhibitor. Members of this family inhibits the transactivation activity of the MyoD family of myogenic factors. They affect axin-mediated regulation of the Wnt and JNK signaling pathways, and regulate expression from viral promoters.. . . .

Manes.02G114600.v6.12.7111637 1.44E+00 1E-36 up yes pfam00069 Pkinase Protein kinase domain.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G114800.v6.19.7900005 3.29131 3E-152 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0015816|glycine transport;GO:1902600|hydrogen ion transmembrane transport;GO:0006811|ion transport;GO:0015808|L-alanine transport;GO:0035524|proline transmembrane transport;GO:0015992|proton transport;GO:0055085|transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005886|plasma membrane;GO:0015187|glycine transmembrane transporter activity;GO:0015078|hydrogen ion transmembrane transporter activity;GO:0005280|hydrogen:amino acid symporter activity;GO:0015180|L-alanine transmembrane transporter activity;GO:0015193|L-proline transmembrane transporter activity;K14209

Manes.02G115500.v6.11.4394708 0.52554 2E-05 up no pfam10199 Adaptin_bindingAlpha and gamma adaptin binding protein p34. p34 is a protein involved in membrane trafficking. It is known to interact with both alpha and gamma adaptin. It has been speculated that p34 may play a chaperone role such as preventing the soluble adaptors from co-assembling with soluble clathrin, or helping to remove the adaptors from the coated vesicle. Another possible function is in aiding the recruitment of soluble adaptors onto the membrane.. . . .

Manes.02G115700.v6.1Inf Inf 0.1085 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.02G115800.v6.10.5514787 -0.85862 0.0028 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0009651|response to salt stress;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.02G116000.v6.1NA NA NA -- no pfam01440 Gemini_AL2 Geminivirus AL2 protein. Geminiviruses are small, ssDNA-containing plant viruses. Geminiviruses contain three ORFs (designated AL1, AL2, and AL3) that overlap and are specified by multiple polycistronic mRNAs. The AL2 gene product transactivates expression of TGMV coat protein gene, and BR1 movement protein.. . . .

Manes.02G116900.v6.10.4041689 -1.30697 1E-16 down yes pfam00368 HMG-CoA_redHydroxymethylglutaryl-coenzyme A reductase. The HMG-CoA reductases catalyse the conversion of HMG-CoA to mevalonate, which is the rate-limiting step in the synthesis of isoprenoids like cholesterol. Probably because of the critical role of this enzyme in cholesterol homeostasis, mammalian HMG-CoA reductase is heavily regulated at the transcriptional, translational, and post-translational levels.GO:0015936|coenzyme A metabolic process;GO:0008299|isoprenoid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0042170|plastid membrane;GO:0004420|hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0050661|NADP binding;.

Manes.02G117600.v6.10.3276791 ####### 8E-26 down yes pfam13632 Glyco_trans_2_3Glycosyl transferase family group 2. Members of this family of prokaryotic proteins include putative glucosyltransferases, which are involved in bacterial capsule biosynthesis.. . . .

Manes.02G118400.v6.10.1831862 ####### 2E-06 down yes pfam03660 PHF5 PHF5-like protein. This family of proteins the superfamily of PHD-finger proteins. At least one example, from mouse, may act as a chromatin-associated protein. The S. pombe ini1 gene is essential, required for splicing. It is localized in the nucleus, but not detected in the nucleolus and can be complemented by human ini1.. . . K12834

Manes.02G118600.v6.11.4619563 5.48E-01 0.3827 up no pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.02G118800.v6.14.7052918 2.23428 4E-82 up yes pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G119300.v6.10.4938772 -1.01778 2E-10 down yes pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0048364|root development;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.02G119900.v6.11.8027264 8.50E-01 2E-12 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0006281|DNA repair;GO:0016567|protein ubiquitination;GO:0010224|response to UV-B;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;K10140

Manes.02G120100.v6.12.2842179 1.1917 1E-24 up yes pfam04185 PhosphoesterasePhosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.. GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K01114

Manes.02G120200.v6.10.707398 -0.49941 2E-05 down no pfam00626 Gelsolin Gelsolin repeat.GO:0051017|actin filament bundle assembly;GO:0051693|actin filament capping;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.02G120500.v6.14.5674194 2.19138 0.0018 up yes pfam00686 CBM_20 Starch binding domain.. . . .

Manes.02G121000.v6.10.7102636 ####### 5E-05 down no pfam11380 DUF3184 Protein of unknown function (DUF3184). This eukaryotic family of proteins has no known function.. . . .

Manes.02G121300.v6.10.2500061 -1.99996 2E-36 down yes pfam11493 TSP9 Thylakoid soluble phosphoprotein TSP9. The plant-specific protein, TSP9 is phosphorylated and released in response to changing light conditions from the photosynthetic membrane. The protein resembles the characteristics of transcription/translation regulatory factors. The structure of the protein is predicted to consist of a random coil.. . . .

Manes.02G121400.v6.10.8717218 -0.19806 0.7315 down no pfam01212 Beta_elim_lyaseBeta-eliminating lyase.. . . .

Manes.02G121500.v6.11.2327821 3.02E-01 0.2015 up no pfam02099 Josephin Josephin. . . GO:0000166|nucleotide binding;GO:0008242|omega peptidase activity;K15235

Manes.02G121600.v6.10.7150872 ####### 0.1011 down no pfam04602 Arabinose_transMycobacterial cell wall arabinan synthesis protein. Arabinosyltransferase is involved in arabinogalactan (AG) biosynthesis pathway in mycobacteria. AG is a component of the macromolecular assembly of the mycolyl-AG-peptidoglycan complex of the cell wall. This enzyme has important clinical applications as it is believed to be the target of the antimycobacterial drug Ethambutol.. . . .



Manes.02G121800.v6.11.2833948 0.35997 0.0014 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K03798

Manes.02G121900.v6.10.8630641 ####### 0.6027 down no pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.. . . .

Manes.02G122100.v6.10.1736347 -2.52587 2E-05 down yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.02G122600.v6.11.2712143 0.34621 0.0027 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12872

Manes.02G122800.v6.10.6537325 ####### 6E-07 down no pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.02G123100.v6.10.7187616 -0.47641 4E-05 down no pfam04734 Ceramidase_alkNeutral/alkaline non-lysosomal ceramidase. This family represents a group of neutral/alkaline ceramidases found in both bacteria and eukaryotes.GO:0046514|ceramide catabolic process;GO:0042759|long-chain fatty acid biosynthetic process;GO:0046512|sphingosine biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0017040|ceramidase activity;K12349

Manes.02G123900.v6.10.4612663 ####### 5E-12 down yes pfam12906 RINGv RING-variant domain.. . . .

Manes.02G124000.v6.10.5972465 -0.7436 2E-08 down no pfam02953 zf-Tim10_DDPTim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0045039|protein import into mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0046872|metal ion binding;K17778

Manes.02G124400.v6.10.4254425 ####### 1E-16 down yes pfam12043 DUF3527 Domain of unknown function (DUF3527). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 120 amino acids in length. This domain has a conserved CDCGGWD sequence motif.. . . .

Manes.02G125100.v6.10.5493926 -0.86409 6E-05 down no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:1900994|(-)-secologanin biosynthetic process;. GO:0035251|UDP-glucosyltransferase activity;.

Manes.02G125200.v6.14.5189154 2.17598 5E-06 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.02G125300.v6.10.3631041 -1.46154 0.0026 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:1900994|(-)-secologanin biosynthetic process;. GO:0035251|UDP-glucosyltransferase activity;.

Manes.02G125700.v6.10.3746054 ####### 2E-22 down yes pfam06060 Mesothelin Pre-pro-megakaryocyte potentiating factor precursor (Mesothelin). This family consists of several mammalian pre-pro-megakaryocyte potentiating factor precursor (MPF) or mesothelin proteins. Mesothelin is a glycosylphosphatidylinositol-linked glycoprotein highly expressed in mesothelial cells, mesotheliomas, and ovarian cancer, but the biological function of the protein is not known.. . . .

Manes.02G126300.v6.1499.90793 8.97E+00 1E-103 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009751|response to salicylic acid;GO:0009636|response to toxic substance;GO:0009407|toxin catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.02G126400.v6.10.3383688 -1.56333 0.0004 down yes pfam09765 WD-3 WD-repeat region. This entry is of a region of approximately 100 residues containing three WD repeats and six cysteine residues possibly as three cystine-bridges. These regions are contained within the Fancl protein in humans which is the putative E3 ubiquitin ligase subunit of the FA complex (Fanconi anaemia). Eight subunits of the Fanconi anaemia gene products form a multisubunit nuclear complex which is required for mono-ubiquitination of a downstream FA protein, FANCD2. The WD repeats are required for interaction with other subunits of the FA complex.. . . .

Manes.02G126600.v6.10.5450335 ####### 2E-13 down no pfam09334 tRNA-synt_1gtRNA synthetases class I (M). This family includes methionyl tRNA synthetases.. . . .

Manes.02G127100.v6.10.4948825 -1.01484 7E-07 down yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.02G127300.v6.11.1499228 2.02E-01 0.1268 up no pfam03876 SHS2_Rpb7-NSHS2 domain found in N terminus of Rpb7p/Rpc25p/MJ0397. Rpb7 bind to Rpb4 to form a heterodimer. This complex is thought to interact with the nascent RNA strand during RNA polymerase II elongation. This family includes the homologs from RNA polymerase I and III. In RNA polymerase I, Rpa43 is at least one of the subunits contacted by the transcription factor TIF-IA. The N terminus of Rpb7p/Rpc25p/MJ0397 has a SHS2 domain that is involved in protein-protein interaction.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003899|DNA-directed RNA polymerase activity;GO:0003676|nucleic acid binding;K03015

Manes.02G127400.v6.10.3455063 ####### 4E-16 down yes pfam00265 TK Thymidine kinase.GO:0071897|DNA biosynthetic process;. GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004797|thymidine kinase activity;.

Manes.02G127600.v6.11.9172812 0.93906 1E-16 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.02G127900.v6.10.5671027 -0.81832 2E-09 down no pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0080065|4-alpha-methyl-delta7-sterol oxidation;GO:0006633|fatty acid biosynthetic process;GO:0016126|sterol biosynthetic process;GO:0009941|chloroplast envelope;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000254|C-4 methylsterol oxidase activity;GO:0005506|iron ion binding;K14424

Manes.02G128000.v6.1113.78199 6.83013 4E-68 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.02G128100.v6.1Inf Inf 0.2217 up no pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.02G128300.v6.1Inf Inf 0.8764 up no pfam15298 AJAP1_PANP_CAJAP1/PANP C-terminus. This family includes the C-terminus of adherens junction-associated protein 1 (AJAP1) and of PILR-associating neural protein (PANP). AJAP1 inhibits cell adhesion and migration. PANP is a ligand for the immune inhibitory receptor paired immunoglobulin-like type 2 receptor alpha.. . . .

Manes.02G128400.v6.1Inf Inf 0.002 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0048441|petal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G128600.v6.10.3383141 ####### 5E-26 down yes pfam13460 NAD_binding_10NADH(P)-binding.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0009570|chloroplast stroma;. .

Manes.02G129500.v6.15.658806 2.5005 0.0045 up yes pfam05109 Herpes_BLLF1Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.02G130200.v6.10.5967496 -0.7448 0.0281 down no pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.02G130300.v6.19.1861323 3.19946 2E-44 up yes pfam13315 DUF4085 Protein of unknown function (DUF4085). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 101 and 269 amino acids in length.. . . .

Manes.02G130500.v6.12.4224907 1.28E+00 4E-06 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.02G130600.v6.19.6720326 3.27E+00 1E-05 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.02G131100.v6.1Inf Inf 0.8842 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G131300.v6.11.5338114 0.61712 3E-07 up no pfam01237 Oxysterol_BPOxysterol-binding protein.GO:0006869|lipid transport;GO:0005829|cytosol;GO:0008289|lipid binding;.

Manes.02G131900.v6.10.0715064 -3.80578 4E-134 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.02G132000.v6.10.0534964 -4.22441 1E-05 down yes pfam09657 Cas_Csx8 CRISPR-associated protein Csx8 (Cas_Csx8). Clusters of short DNA repeats with nonhomologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This entry describes proteins of unknown function which are encoded in the midst of a cas gene operon.. . . .

Manes.02G132500.v6.11.613924 0.69057 1E-09 up no pfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.02G132600.v6.111.082234 3.47018 1E-07 up yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.02G132700.v6.19.550494 3.25558 5E-15 up yes pfam15326 TEX15 Testis expressed sequence 15. TEX15 is a family of eukaryotic proteins that is required for chromosomal synapsis and meiotic recombination. TEX15 regulates the loading of DNA repair proteins onto sites of double-stranded-breaks and, thus, its absence causes a failure in meiotic recombination. Two polymorphisms in the TEX15 gene could be considered the genetic risk factors for spermatogenic failure in the Chinese Han population.. . . .

Manes.02G132800.v6.10.6917989 -0.53158 5E-06 down no pfam00121 TIM Triosephosphate isomerase.GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0004807|triose-phosphate isomerase activity;.

Manes.02G133500.v6.11.7347324 0.79471 4E-10 up no pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0030163|protein catabolic process;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;GO:0005634|nucleus;. K12176

Manes.02G134100.v6.10.3989553 ####### 3E-14 down yes pfam03222 Trp_Tyr_permTryptophan/tyrosine permease family.. GO:0005887|integral component of plasma membrane;GO:0015173|aromatic amino acid transmembrane transporter activity;K03834

Manes.02G134200.v6.10.6377773 ####### 6E-07 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0004517|nitric-oxide synthase activity;K13427

Manes.02G134400.v6.11.4371306 0.52319 7E-05 up no pfam03294 Pox_Rap94 RNA polymerase-associated transcription specificity factor, Rap94.GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0016114|terpenoid biosynthetic process;GO:0009507|chloroplast;GO:0009509|chromoplast;GO:0050515|4-(cytidine 5'-diphospho)-2-C-methyl-D-erythritol kinase activity;GO:0005524|ATP binding;.

Manes.02G135100.v6.11.1068831 0.1465 0.2909 up no pfam08637 NCA2 ATP synthase regulation protein NCA2. NCA2 has been shown to be required for the regulation of ATP synthase subunits Atp6p and Atp8p in Saccharomyces cerevisiae.. GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;. K18158

Manes.02G135500.v6.10.361669 -1.46726 2E-13 down yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.02G135800.v6.1Inf Inf 0.8798 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.02G135900.v6.14.3838849 2.13221 1E-15 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.02G136500.v6.12.2952415 1.19865 7E-23 up yes pfam13594 Amidohydro_5Amidohydrolase. This family of enzymes are a part of a large metal dependent hydrolase superfamily. The family includes Adenine deaminase EC:3.5.4.2 that hydrolyses adenine to form hypoxanthine and ammonia. Adenine deaminases reaction is important for adenine utilisation as a purine and also as a nitrogen source. This family also includes dihydroorotase and N-acetylglucosamine-6-phosphate deacetylases, EC:3.5.1.25 These enzymes catalyse the reaction N-acetyl-D-glucosamine 6-phosphate + H2O <=> D-glucosamine 6-phosphate + acetate. This family includes the catalytic domain of urease alpha subunit. Dihydroorotases (EC:3.5.2.3) are also included.GO:0006208|pyrimidine nucleobase catabolic process;GO:0005737|cytoplasm;GO:0004157|dihydropyrimidinase activity;GO:0008270|zinc ion binding;K01464

Manes.02G136600.v6.10.3602098 -1.47309 4E-10 down yes pfam04031 Las1 Las1-like. Las1 is an essential nuclear protein involved in cell morphogenesis and cell surface growth.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005815|microtubule organizing center;GO:0071339|MLL1 complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0044822|poly(A) RNA binding;K16912

Manes.02G136700.v6.10.2352407 ####### 1E-08 down yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.02G137000.v6.10.3957033 -1.33751 8E-10 down yes pfam05467 Herpes_U47 Herpesvirus glycoprotein U47.. . . .

Manes.02G137500.v6.11.5826004 0.6623 1E-08 up no pfam13519 VWA_2 von Willebrand factor type A domain.GO:0006974|cellular response to DNA damage stimulus;GO:0048366|leaf development;GO:0010150|leaf senescence;GO:0009555|pollen development;GO:0048528|post-embryonic root development;GO:0043248|proteasome assembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030163|protein catabolic process;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0051788|response to misfolded protein;GO:0009651|response to salt stress;GO:0009744|response to sucrose;GO:0048767|root hair elongation;GO:0007165|signal transduction;GO:0048455|stamen formation;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0008540|proteasome regulatory particle, base subcomplex;GO:0001653|peptide receptor activity;GO:0031593|polyubiquitin binding;K03029

Manes.02G137700.v6.10.4102853 ####### 1E-17 down yes pfam01074 Glyco_hydro_38Glycosyl hydrolases family 38 N-terminal domain. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm.GO:0006013|mannose metabolic process;GO:0000326|protein storage vacuole;GO:0004559|alpha-mannosidase activity;GO:0030246|carbohydrate binding;GO:0008270|zinc ion binding;.

Manes.02G137900.v6.12.3378109 1.23E+00 2E-23 up yes pfam00682 HMGL-like HMGL-like. This family contains a diverse set of enzymes. These include various aldolases and a region of pyruvate carboxylase.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004419|hydroxymethylglutaryl-CoA lyase activity;GO:0046872|metal ion binding;K01640

Manes.02G138000.v6.11.9691701 0.97759 0.0001 up no pfam00146 NADHdh NADH dehydrogenase.. . . .

Manes.02G138200.v6.10.4864554 ####### 2E-12 down yes pfam00166 Cpn10 Chaperonin 10 Kd subunit. This family contains GroES and Gp31-like chaperonins. Gp31 is a functional co-chaperonin that is required for the folding and assembly of Gp23, a major capsid protein, during phage morphogenesis.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;K04078

Manes.02G138300.v6.11.345552 0.4282 0.0002 up no pfam13001 Ecm29 Proteasome stabilizer. The proteasome consists of two subunits, and the capacity of the proteasome to degrade protein depends crucially on the interaction between these two subunits. This interaction is affected by a wide range of factors including metabolites, such as ATP, and proteasome-associated proteins such as Ecm29. Ecm29 stabilizes the interaction between the two subunits.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0005813|centrosome;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0005769|early endosome;GO:0030139|endocytic vesicle;GO:0005783|endoplasmic reticulum;GO:0005793|endoplasmic reticulum-Golgi intermediate compartment;GO:0030134|ER to Golgi transport vesicle;GO:0005770|late endosome;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0005634|nucleus;GO:0000502|proteasome complex;. .

Manes.02G138400.v6.10.7011983 -0.51211 0.0004 down no pfam00639 Rotamase PPIC-type PPIASE domain. Rotamases increase the rate of protein folding by catalyzing the interconversion of cis-proline and trans-proline.GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0016853|isomerase activity;.

Manes.02G138500.v6.15.1729001 2.37E+00 0.0033 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.02G138600.v6.10.9030276 -0.14716 0.1971 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0001682|tRNA 5'-leader removal;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0004526|ribonuclease P activity;K18213

Manes.02G139100.v6.11.5384937 6.22E-01 8E-08 up no pfam00068 Phospholip_A2_1Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.02G139800.v6.12.1579472 1.11E+00 3E-22 up yes pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.02G140300.v6.1NA NA NA -- no pfam06330 TRI5 Trichodiene synthase (TRI5). This family consists of several fungal trichodiene synthase proteins (EC:4.2.3.6). TRI5 encodes the enzyme trichodiene synthase, which has been shown to catalyse the first step in the trichothecene pathways of Fusarium and Trichothecium species.. . . .

Manes.02G140700.v6.10.7667625 ####### 0.0009 down no pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.02G141400.v6.11.0596114 8.35E-02 0.7718 up no pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.. . . .

Manes.02G141500.v6.11.2093286 2.74E-01 0.0157 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0010467|gene expression;GO:0006397|mRNA processing;GO:0000398|mRNA splicing, via spliceosome;GO:0048026|positive regulation of mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0000375|RNA splicing, via transesterification reactions;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0005689|U12-type spliceosomal complex;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K12831

Manes.02G141700.v6.11.6112452 6.88E-01 4E-08 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K11367

Manes.02G142200.v6.10.8994243 ####### 0.3322 down no pfam05996 Fe_bilin_red Ferredoxin-dependent bilin reductase. This family consists of several different but closely related proteins which include phycocyanobilin:ferredoxin oxidoreductase EC:1.3.7.5 (PcyA), 15,16-dihydrobiliverdin:ferredoxin oxidoreductase EC:1.3.7.2 (PebA) and phycoerythrobilin:ferredoxin oxidoreductase EC:1.3.7.3 (PebB). Phytobilins are linear tetrapyrrole precursors of the light-harvesting prosthetic groups of the phytochrome photoreceptors of plants and the phycobiliprotein photosynthetic antennae of cyanobacteria, red algae, and cryptomonads. It is known that that phytobilins are synthesized from heme via the intermediary of biliverdin IX alpha (BV), which is reduced subsequently by ferredoxin-dependent bilin reductases with different double-bond specificities.GO:0010019|chloroplast-nucleus signaling pathway;GO:0010024|phytochromobilin biosynthetic process;GO:0009507|chloroplast;GO:0050897|cobalt ion binding;GO:0050619|phytochromobilin:ferredoxin oxidoreductase activity;K08101

Manes.02G142800.v6.10.2166606 ####### 5E-68 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.02G143000.v6.10.4512991 -1.14784 6E-12 down yes pfam02531 PsaD PsaD. This family consists of PsaD from plants and cyanobacteria. PsaD is an extrinsic polypeptide of photosystem I (PSI) and is required for native assembly of PSI reaction clusters and is implicated in the electrostatic binding of ferredoxin within the reaction centre. PsaD forms a dimer in solution which is bound by PsaE however PsaD is monomeric in its native complexed PSI environment.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009538|photosystem I reaction center;. K02692

Manes.02G143200.v6.10.3517227 -1.50749 9E-11 down yes pfam13499 EF-hand_7 EF-hand domain pair.GO:0030007|cellular potassium ion homeostasis;GO:0016311|dephosphorylation;GO:0005513|detection of calcium ion;GO:0042539|hypotonic salinity response;GO:0005955|calcineurin complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;GO:0004723|calcium-dependent protein serine/threonine phosphatase activity;K06268

Manes.02G143500.v6.10.6091443 -0.71514 4E-07 down no pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.02G143700.v6.11.2817562 3.58E-01 0.0015 up no pfam12795 MscS_porin Mechanosensitive ion channel porin domain. The small mechanosensitive channel, MscS, is a part of the turgor-driven solute efflux system that protects bacteria from lysis in the event of osmotic shock. The MscS protein alone is sufficient to form a functional mechanosensitive channel gated directly by tension in the lipid bilayer. The MscS proteins are heptamers of three transmembrane subunits with seven converging M3 domains, and this MscS_porin is towards the N-terminal of the molecules. The high concentration of negative charges at the extracellular entrance of the pore helps select the cations for efflux.. . . .

Manes.02G144500.v6.11.6061052 0.68357 4E-05 up no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0071555|cell wall organization;GO:0009555|pollen development;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.02G144800.v6.14.8030998 2.26397 2E-20 up yes pfam00308 Bac_DnaA Bacterial dnaA protein.. . . .

Manes.02G144900.v6.10.7211246 ####### 0.0001 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G145600.v6.11.4868941 0.5723 0.0033 up no pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.02G146200.v6.11.7347993 7.95E-01 9E-10 up no pfam09709 Cas_Csd1 CRISPR-associated protein (Cas_Csd1). CRISPR loci appear to be mobile elements with a wide host range. This entry represents proteins that tend to be found near CRISPR repeats. The species range, so far, is exclusively bacterial and mesophilic, although CRISPR loci are particularly common among the archaea and thermophilic bacteria. Clusters of short DNA repeats with nonhomologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins.. . . .

Manes.02G146500.v6.11.2014944 0.26483 0.0477 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.02G146800.v6.11.6985596 0.76431 5E-07 up no pfam09930 DUF2162 Predicted transporter (DUF2162). Members of this family of bacterial proteins are thought to be membrane transporters, but their exact function has not, as yet, been elucidated.. . . .

Manes.02G147000.v6.11.5889052 6.68E-01 1E-08 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0055082|cellular chemical homeostasis;GO:0032869|cellular response to insulin stimulus;GO:0006006|glucose metabolic process;GO:0001701|in utero embryonic development;GO:0035264|multicellular organism growth;GO:0045717|negative regulation of fatty acid biosynthetic process;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0008361|regulation of cell size;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004857|enzyme inhibitor activity;K11807

Manes.02G147200.v6.10.3178586 -1.65354 1E-11 down yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G147300.v6.10.3468327 ####### 1E-24 down yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.02G147400.v6.10.8986349 ####### 0.1748 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0009734|auxin-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0000822|inositol hexakisphosphate binding;.

Manes.02G147500.v6.10.4824497 ####### 7E-09 down yes pfam03853 YjeF_N YjeF-related protein N-terminus. YjeF-N domain is a novel version of the Rossmann fold with a set of catalytic residues and structural features that are different from the conventional dehydrogenases. YjeF-N domain is fused to Ribokinases in bacteria (YjeF), where they may be phosphatases, and to divergent Sm and the FDF domain in eukaryotes (Dcp3p and FLJ21128), where they may be involved in decapping and catalyze hydrolytic RNA-processing reactions.GO:0006734|NADH metabolic process;GO:0006739|NADP metabolic process;GO:0042823|pyridoxal phosphate biosynthetic process;GO:0008615|pyridoxine biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0010181|FMN binding;GO:0046872|metal ion binding;GO:0052856|NADHX epimerase activity;GO:0052857|NADPHX epimerase activity;GO:0004733|pyridoxamine-phosphate oxidase activity;K00275

Manes.02G147800.v6.10.3088846 ####### 0.0549 down no pfam04577 DUF563 Protein of unknown function (DUF563). Family of uncharacterized proteins.. . . .

Manes.02G148300.v6.12.187996 1.12961 1E-18 up yes pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0006863|purine nucleobase transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005345|purine nucleobase transmembrane transporter activity;.

Manes.02G148500.v6.10.241578 -2.04944 0.0016 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.02G148800.v6.10.6276399 ####### 3E-07 down no pfam06224 HTH_42 Winged helix DNA-binding domain. This family contains two copies of a winged helix domain.. . . .

Manes.02G149000.v6.10.7997882 -0.32231 0.0495 down no pfam01702 TGT Queuine tRNA-ribosyltransferase. This is a family of queuine tRNA-ribosyltransferases EC:2.4.2.29, also known as tRNA-guanine transglycosylase and guanine insertion enzyme. Queuine tRNA-ribosyltransferase modifies tRNAs for asparagine, aspartic acid, histidine and tyrosine with queuine. It catalyses the exchange of guanine-34 at the wobble position with 7-aminomethyl-7-deazaguanine, and the addition of a cyclopentenediol moiety to 7-aminomethyl-7-deazaguanine-34 tRNA; giving a hypermodified base queuine in the wobble position. The aligned region contains a zinc binding motif C-x-C-x2-C-x29-H, and important tRNA and 7-aminomethyl-7deazaguanine binding residues.GO:0008616|queuosine biosynthetic process;. GO:0046872|metal ion binding;GO:0008479|queuine tRNA-ribosyltransferase activity;K00773

Manes.02G149200.v6.10.4217216 -1.24564 1E-05 down yes pfam09809 MRP-L27 Mitochondrial ribosomal protein L27. Members of this family of proteins are components of the mitochondrial ribosome large subunit. They are also involved in apoptosis and cell cycle regulation.GO:0006915|apoptotic process;GO:0007049|cell cycle;GO:0006412|translation;GO:0005762|mitochondrial large ribosomal subunit;GO:0030529|ribonucleoprotein complex;GO:0003735|structural constituent of ribosome;K17422

Manes.02G149400.v6.10.7032981 -0.50779 0.0078 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.02G149800.v6.1Inf Inf 0.1002 up no pfam04188 Mannosyl_trans2Mannosyltransferase (PIG-V)). This is a family of eukaryotic ER membrane proteins that are involved in the synthesis of glycosylphosphatidylinositol (GPI), a glycolipid that anchors many proteins to the eukaryotic cell surface. Proteins in this family are involved in transferring the second mannose in the biosynthetic pathway of GPI.. . . .

Manes.02G149900.v6.10.3849977 -1.37708 1E-26 down yes pfam00244 41701 14-3-3 protein.. . . .

Manes.02G150000.v6.1NA NA NA -- no pfam01246 Ribosomal_L24eRibosomal protein L24e.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G150300.v6.1NA NA NA -- no pfam00806 PUF Pumilio-family RNA binding repeat. Puf repeats (aka PUM-HD, Pumilio homology domain) are necessary and sufficient for sequence specific RNA binding in fly Pumilio and worm FBF-1 and FBF-2. Both proteins function as translational repressors in early embryonic development by binding sequences in the 3' UTR of target mRNAs (e.g. the nanos response element (NRE) in fly Hunchback mRNA, or the point mutation element (PME) in worm fem-3 mRNA). Other proteins that contain Puf domains are also plausible RNA binding proteins. S. cerevisiae JSN1, for instance, appears to also contain a single RRM domain by HMM analysis. Puf domains usually occur as a tandem repeat of 8 domains. The Pfam model does not necessarily recognize all 8 repeats in all sequences; some sequences appear to have 5 or 6 repeats on initial analysis, but further analysis suggests the presence of additional divergent repeats. Structures of PUF repeat proteins show they consist of a two helix structure.GO:0006417|regulation of translation;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0003723|RNA binding;.

Manes.02G150500.v6.10.7363203 ####### 0.0008 down no pfam01092 Ribosomal_S6eRibosomal protein S6e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G150700.v6.10.7571124 ####### 0.0007 down no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0010629|negative regulation of gene expression;GO:0010608|posttranscriptional regulation of gene expression;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0005634|nucleus;. .

Manes.02G150800.v6.14.4703635 2.16039 3E-15 up yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.02G150900.v6.10.2594092 -1.9467 6E-11 down yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151000.v6.10.0937871 ####### 2E-33 down yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151100.v6.10.4110688 -1.28255 4E-05 down yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0009741|response to brassinosteroid;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;. .

Manes.02G151500.v6.1NA NA NA -- no pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0009813|flavonoid biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G152000.v6.11.5140137 5.98E-01 2E-06 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009636|response to toxic substance;. GO:0052689|carboxylic ester hydrolase activity;GO:0004301|epoxide hydrolase activity;.

Manes.02G152100.v6.11.6920197 0.75875 7E-08 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.02G152700.v6.10.9079068 -0.13938 0.6237 down no pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.. . . .

Manes.02G152900.v6.11.4601327 5.46E-01 0.0988 up no pfam04988 AKAP95 A-kinase anchoring protein 95 (AKAP95). A-kinase (or PKA)-anchoring protein AKAP95 is implicated in mitotic chromosome condensation by acting as a targeting molecule for the condensin complex. The protein contains two zinc fingers which are thought to mediate the binding of AKAP95 to DNA.. . . .

Manes.02G153400.v6.10.3234073 -1.62858 3E-08 down yes pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.02G154100.v6.10.117007 ####### 1E-05 down yes pfam02358 Trehalose_PPaseTrehalose-phosphatase. This family consist of trehalose-phosphatases EC:3.1.3.12 these enzyme catalyse the de-phosphorylation of trehalose-6-phosphate to trehalose and orthophosphate. The aligned region is present in trehalose-phosphatases and comprises the entire length of the protein it is also found in the C-terminus of trehalose-6-phosphate synthase EC:2.4.1.15 adjacent to the trehalose-6-phosphate synthase domain - pfam00982. It would appear that the two equivalent genes in the Escherichia coli otsBA operon otsA the trehalose-6-phosphate synthase and otsB trehalose-phosphatase (this family) have undergone gene fusion in most eukaryotes. Trehalose is a common disaccharide of bacteria, fungi and invertebrates that appears to play a major role in desiccation tolerance.GO:0016311|dephosphorylation;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0005992|trehalose biosynthetic process;GO:0009507|chloroplast;GO:0015927|trehalase activity;GO:0004805|trehalose-phosphatase activity;K01087

Manes.02G154300.v6.11.307097 3.86E-01 0.0007 up no pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.02G154400.v6.13.3235461 1.73272 1E-50 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071472|cellular response to salt stress;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0045595|regulation of cell differentiation;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.02G154600.v6.14.4841648 2.16484 2E-20 up yes pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.02G154700.v6.10.294336 -1.76446 5E-26 down yes pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005578|proteinaceous extracellular matrix;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.02G155000.v6.10.380175 ####### 1E-20 down yes pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.02G155300.v6.11.5296737 0.61322 8E-06 up no pfam08326 ACC_central Acetyl-CoA carboxylase, central region. The region featured in this family is found in various eukaryotic acetyl-CoA carboxylases, N-terminal to the catalytic domain (pfam01039). This enzyme (EC:6.4.1.2) is involved in the synthesis of long-chain fatty acids, as it catalyses the rate-limiting step in this process.GO:0009793|embryo development ending in seed dormancy;GO:0030497|fatty acid elongation;GO:2001295|malonyl-CoA biosynthetic process;GO:0009933|meristem structural organization;GO:0010072|primary shoot apical meristem specification;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003989|acetyl-CoA carboxylase activity;GO:0005524|ATP binding;GO:0004075|biotin carboxylase activity;GO:0046872|metal ion binding;K11262

Manes.02G155400.v6.11.6505484 0.72295 0.0003 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G155500.v6.11.9448045 9.60E-01 5E-05 up no pfam10508 Proteasom_PSMBProteasome non-ATPase 26S subunit. The 26S proteasome, a eukaryotic ATP-dependent, dumb-bell shaped, protease complex with a molecular mass of approx 20kDa consists of a central 20S proteasome,functioning as a catalytic machine, and two large V-shaped terminal modules, having possible regulatory roles,composed of multiple subunits of 25- 110 kDa attached to the central portion in opposite orientations. It is responsible for degradation of abnormal intracellular proteins, including oxidatively damaged proteins, and may play a role as a component of a cellular anti-oxidative system. Expression of catalytic core subunits including PSMB5 and peptidase activities of the proteasome were elevated following incubation with 3-methylcholanthrene. The 20S proteasome comprises a cylindrical stack of four rings, two outer rings formed by seven alpha-subunits (alpha1-alpha7) and two inner rings of seven beta-subunits (beta1-beta7). Two outer rings of alpha subunits maintain structure, while the central beta rings contain tGO:0009793|embryo development ending in seed dormancy;GO:0030497|fatty acid elongation;GO:2001295|malonyl-CoA biosynthetic process;GO:0009933|meristem structural organization;GO:0010072|primary shoot apical meristem specification;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003989|acetyl-CoA carboxylase activity;GO:0005524|ATP binding;GO:0004075|biotin carboxylase activity;GO:0046872|metal ion binding;K11262

Manes.02G155600.v6.12.0000598 1.00E+00 4E-11 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G155700.v6.1Inf Inf 0.0003 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G155900.v6.14.6726269 2.22423 2E-05 up yes pfam01657 Stress-antifungSalt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G156500.v6.11.4416128 0.52768 5E-05 up no pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.02G156800.v6.16.0529389 2.60E+00 2E-57 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.02G156900.v6.12.1649473 1.11E+00 6E-08 up yes pfam13881 Rad60-SLD_2Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.02G157000.v6.10.5129461 -0.96312 9E-16 down no pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.02G157300.v6.10.4713529 ####### 7E-12 down yes pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13508

Manes.02G157500.v6.10.2231244 -2.16408 2E-49 down yes pfam09728 Taxilin Myosin-like coiled-coil protein. Taxilin contains an extraordinarily long coiled-coil domain in its C-terminal half and is ubiquitously expressed. It is a novel binding partner of several syntaxin family members and is possibly involved in Ca2+-dependent exocytosis in neuroendocrine cells. Gamma-taxilin, described as leucine zipper protein Factor Inhibiting ATF4-mediated Transcription (FIAT), localizes to the nucleus in osteoblasts and dimerises with ATF4 to form inactive dimers, thus inhibiting ATF4-mediated transcription.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;. .

Manes.02G157600.v6.1NA NA NA -- no pfam04099 Sybindin Sybindin-like family. Sybindin is a physiological syndecan-2 ligand on dendritic spines, the small protrusions on the surface of dendrites that receive the vast majority of excitatory synapses.. . . .

Manes.02G157700.v6.10.8358443 ####### 0.048 down no pfam04127 DFP DNA / pantothenate metabolizm flavoprotein. The DNA/pantothenate metabolizm flavoprotein (EC:4.1.1.36) affects synthesis of DNA, and pantothenate metabolizm.GO:0015937|coenzyme A biosynthetic process;. GO:0004632|phosphopantothenate--cysteine ligase activity;K01922

Manes.02G157800.v6.10.4267769 ####### 3E-06 down yes pfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.. . . .

Manes.02G158100.v6.10.5264688 -0.92558 3E-11 down no pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.02G158400.v6.11.571123 0.6518 4E-05 up no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0048531|beta-1,3-galactosyltransferase activity;.

Manes.02G158600.v6.10.6571971 -0.6056 0.0355 down no pfam08082 PRO8NT PRO8NT (NUC069), PrP8 N-terminal domain. The PRO8NT domain is found at the N-terminus of pre-mRNA splicing factors of PRO8 family. The NLS or nuclear localisation signal for these spliceosome proteins begins at the start and runs for 60 residues. N-terminal to this domain is a highly variable proline-rich region.. . . .

Manes.02G158700.v6.10.8106155 -0.30291 0.1394 down no pfam13832 zf-HC5HC2H_2PHD-zinc-finger like domain.GO:0006915|apoptotic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008270|zinc ion binding;K11347

Manes.02G158900.v6.11.5088079 0.59341 2E-07 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.02G159000.v6.10.824443 -0.27851 0.0401 down no pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.02G159700.v6.12.7287459 1.45E+00 2E-27 up yes pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.02G159800.v6.14.7433229 2.25E+00 1E-78 up yes pfam01237 Oxysterol_BPOxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.02G160000.v6.10.5713489 ####### 2E-05 down no pfam00069 Pkinase Protein kinase domain.GO:0051304|chromosome separation;GO:0007093|mitotic cell cycle checkpoint;GO:0005813|centrosome;GO:0000778|condensed nuclear chromosome kinetochore;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08866

Manes.02G160100.v6.10.4090772 -1.28955 2E-14 down yes pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.. . . .

Manes.02G160700.v6.10.2550172 -1.97133 7E-27 down yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0045431|flavonol synthase activity;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0045486|naringenin 3-dioxygenase activity;.

Manes.02G160800.v6.11.4616328 0.54758 0.0005 up no pfam10961 DUF2763 Protein of unknown function (DUF2763). This eukaryotic family of proteins has no known function.. . . .

Manes.02G161100.v6.11.8343165 8.75E-01 0.1686 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009877|nodulation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0031965|nuclear membrane;. .

Manes.02G161200.v6.10.6001909 ####### 3E-10 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0030170|pyridoxal phosphate binding;GO:0009016|succinyldiaminopimelate transaminase activity;K14267

Manes.02G161300.v6.11.7522257 8.09E-01 1E-07 up no pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.02G162000.v6.17.7851588 2.96E+00 2E-61 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.02G162100.v6.11.7232123 7.85E-01 6E-12 up no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.. . . .

Manes.02G162400.v6.10.5568962 ####### 2E-11 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0006974|cellular response to DNA damage stimulus;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.02G163000.v6.112.921944 3.69175 4E-06 up yes pfam02442 L1R_F9L Lipid membrane protein of large eukaryotic DNA viruses. The four families of large eukaryotic DNA viruses, Poxviridae, Asfarviridae, Iridoviridae, and Phycodnaviridae, referred to collectively as nucleocytoplasmic large DNA viruses or NCLDV, have all been shown to have a lipid membrane, in spite of the major differences in virion structure. The paralogous genes L1R and F9L encode membrane proteins that have a conserved domain architecture, with a single, C-terminal transmembrane helix, and an N-terminal, multiple-disulfide-bonded domain. The conservation of the myristoylated, disulfide-bonded protein L1R/F9L in most of the NCLDV correlates with the conservation of the thiol-disulfide oxidoreductase E10R which, in vaccinia virus, is required for the formation of disulfide bonds in L1R and F9L.. . . .

Manes.02G163100.v6.10.1754576 -2.51081 1E-25 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0006952|defense response;. GO:0016788|hydrolase activity, acting on ester bonds;GO:0019863|IgE binding;.

Manes.02G163300.v6.13.5674736 1.8349 4E-47 up yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0006952|defense response;. GO:0016788|hydrolase activity, acting on ester bonds;GO:0019863|IgE binding;.

Manes.02G163400.v6.12.1863913 1.12855 1E-08 up yes pfam12950 TaqI_C TaqI-like C-terminal specificity domain. This domain is found at the C-terminus of the TaqI protein and is involved in DNA-binding and substrate recognition.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.02G163600.v6.10.2225878 -2.16755 4E-12 down yes pfam13251 DUF4042 Domain of unknown function (DUF4042). This presumed domain is functionally uncharacterized. This domain family is found in eukaryotes, and is approximately 180 amino acids in length.. . . .

Manes.02G163700.v6.10.6986119 -0.51744 0.0001 down no pfam08417 PaO Pheophorbide a oxygenase. This domain is found in bacterial and plant proteins to the C-terminus of a Rieske 2Fe-2S domain (pfam00355). One of the proteins the domain is found in is Pheophorbide a oxygenase (PaO) which seems to be a key regulator of chlorophyll catabolism. Arabidopsis PaO (AtPaO) is a Rieske-type 2Fe-2S enzyme that is identical to Arabidopsis accelerated cell death 1 and homologous to lethal leaf spot 1 (LLS1) of maize, in which the domain described here is also found.GO:0015995|chlorophyll biosynthetic process;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0042651|thylakoid membrane;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K13600

Manes.02G163900.v6.13.0311888 1.59988 4E-12 up yes pfam00304 Gamma-thioninGamma-thionin family.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;. .

Manes.02G164100.v6.13.479752 1.80E+00 7E-42 up yes pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;GO:0031463|Cul3-RING ubiquitin ligase complex;. K10523

Manes.02G164200.v6.11.5402802 0.62319 1E-04 up no pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.02G164400.v6.11.6281983 7.03E-01 2E-09 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;GO:0006417|regulation of translation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0090406|pollen tube;. K10295

Manes.02G164600.v6.10.6290121 -0.66884 4E-06 down no pfam00490 ALAD Delta-aminolevulinic acid dehydratase.GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004655|porphobilinogen synthase activity;GO:0008270|zinc ion binding;K01698

Manes.02G165200.v6.18.5111655 3.08936 1E-78 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005773|vacuole;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.02G165500.v6.10.5700868 -0.81075 3E-08 down no pfam08192 Peptidase_S64Peptidase family S64. This family of fungal proteins is involved in the processing of membrane bound transcription factor Stp1. The processing causes the signalling domain of Stp1 to be passed to the nucleus where several permease genes are induced. The permeases are important for uptake of amino acids, and processing of tp1 only occurs in an amino acid-rich environment. This family is predicted to be distantly related to the trypsin family (MEROPS:S1) and to have a typical trypsin-like catalytic triad.GO:0010541|acropetal auxin transport;GO:0009817|defense response to fungus, incompatible interaction;GO:0007186|G-protein coupled receptor signaling pathway;GO:0048527|lateral root development;GO:0018345|protein palmitoylation;GO:0018342|protein prenylation;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005834|heterotrimeric G-protein complex;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0004871|signal transducer activity;.

Manes.02G165600.v6.10.7672909 ####### 0.0229 down no pfam01795 Methyltransf_5MraW methylase family. Members of this family are probably SAM dependent methyltransferases based on Escherichia coli rsmH. This family appears to be related to pfam01596.GO:0070475|rRNA base methylation;GO:0005737|cytoplasm;GO:0071424|rRNA (cytosine-N4-)-methyltransferase activity;K03438

Manes.02G165700.v6.10.619902 ####### 2E-07 down no pfam09366 DUF1997 Protein of unknown function (DUF1997). This family of proteins are functionally uncharacterized.. . . .

Manes.02G165900.v6.10.6216883 -0.68574 3E-09 down no pfam00168 C2 C2 domain. . . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G166000.v6.110.12989 3.34055 7E-74 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G166600.v6.10.3499502 ####### 3E-06 down yes pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.02G166900.v6.11.5779588 0.65806 0.0002 up no pfam00717 Peptidase_S24Peptidase S24-like.GO:0051604|protein maturation;GO:0010027|thylakoid membrane organization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009526|plastid envelope;GO:0055035|plastid thylakoid membrane;GO:0008233|peptidase activity;GO:0008236|serine-type peptidase activity;K03100

Manes.02G167100.v6.12.3742582 1.24748 2E-23 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015802|basic amino acid transport;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.02G167300.v6.10.794326 ####### 0.2475 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G168200.v6.10.9549044 ####### 0.6189 down no pfam12738 PTCB-BRCTtwin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0000076|DNA replication checkpoint;GO:0006270|DNA replication initiation;GO:0071163|DNA replication preinitiation complex assembly;GO:0071165|GINS complex assembly;GO:0035563|positive regulation of chromatin binding;GO:0033138|positive regulation of peptidyl-serine phosphorylation;GO:0045860|positive regulation of protein kinase activity;GO:0071168|protein localization to chromatin;GO:0030174|regulation of DNA-dependent DNA replication initiation;GO:0000785|chromatin;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005634|nucleus;GO:0000922|spindle pole;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0019900|kinase binding;K10728

Manes.02G168400.v6.10.364834 -1.45469 3E-31 down yes pfam07879 PHB_acc_N PHB/PHA accumulation regulator DNA-binding domain. This domain is found at the N-terminus of the Polyhydroxyalkanoate (PHA) synthesis regulators. These regulators have been shown to directly bind DNA and PHA. The invariant nature of this domain compared to the C-terminal pfam05233 domain(s) suggests that it contains the DNA-binding function.. . . .

Manes.02G168800.v6.13.6802918 1.88E+00 7E-29 up yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G169000.v6.10.6463643 ####### 1E-05 down no pfam10664 NdhM Cyanobacterial and plastid NDH-1 subunit M. The proton-pumping NADH:ubiquinone oxidoreductase catalyses the electron transfer from NADH to ubiquinone linked with proton translocation across the membrane. It is the largest, most complex and least understood of the respiratory chain enzymes and is referred to as Complex I. The subunit composition of the enzyme varies between groups of organisms. Complex I originating from mammalian mitochondria contains 45 different proteins, whereas in bacteria, the corresponding complex NDH-1 consists of 14 different polypeptides. Homologues of these 14 proteins are found among subunits of the mitochondrial complex I, and therefore bacterial NDH-1 might be considered a model proton-pumping NADH dehydrogenase with a minimal set of subunits. Escherichia coli NDH-1 readily disintegrates into 3 sub-complexes: a water-soluble NADH dehydrogenase fragment (NuoE, -F, and -G),the connecting fragment (NuoB, -C, -D, and -I), and the membrane fragment (NuoA, -H, -J, -K, -L, -M, -N). In cGO:0006810|transport;GO:0009535|chloroplast thylakoid membrane;GO:0016655|oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.02G169200.v6.10.5932275 -0.75334 4E-08 down no pfam01246 Ribosomal_L24eRibosomal protein L24e.. GO:0005840|ribosome;. .

Manes.02G169400.v6.125.365535 4.6648 3E-13 up yes pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.02G169500.v6.13.6125808 1.85E+00 3E-13 up yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.02G169600.v6.11.9284846 0.94747 8E-12 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006325|chromatin organization;GO:0051568|histone H3-K4 methylation;GO:0035556|intracellular signal transduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0035097|histone methyltransferase complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0044822|poly(A) RNA binding;GO:0008270|zinc ion binding;K09188



Manes.02G169700.v6.110.622132 3.41E+00 0.0694 up no pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0009901|anther dehiscence;GO:0034219|carbohydrate transmembrane transport;GO:0009555|pollen development;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;.

Manes.02G169800.v6.15.7211981 2.52E+00 0.0134 up yes pfam15012 DUF4519 Domain of unknown function (DUF4519). This family of proteins is found in eukaryotes. Proteins in this family are typically between and 59 amino acids in length. There are two conserved sequence motifs: KET and VLP. There is a single completely conserved residue P that may be functionally important.. . . .

Manes.02G170600.v6.15.4446461 2.44E+00 0.0083 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G171900.v6.10.6573796 -0.6052 2E-07 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.02G172100.v6.12.1893879 1.13E+00 6E-19 up yes pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0005622|intracellular;. .

Manes.02G172200.v6.18.1071468 3.01919 0.203 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0045431|flavonol synthase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0045486|naringenin 3-dioxygenase activity;.

Manes.02G172400.v6.14.8882198 2.28931 3E-84 up yes pfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0043617|cellular response to sucrose starvation;GO:0009646|response to absence of light;GO:0009744|response to sucrose;GO:0005759|mitochondrial matrix;GO:0003863|3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) activity;GO:0046872|metal ion binding;K00166

Manes.02G172500.v6.13.6470833 1.86674 9E-11 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G172600.v6.15.650808 2.49846 5E-89 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0071365|cellular response to auxin stimulus;GO:0010311|lateral root formation;GO:0051781|positive regulation of cell division;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0004842|ubiquitin-protein transferase activity;K03875

Manes.02G172700.v6.10.2777065 ####### 7E-06 down yes pfam14308 DnaJ-X X-domain of DnaJ-containing. IN certain plant and yeast proteins, the DnaJ-1 proteins have a three-domain structure. The x-domain lies between the N-terminal DnaJ and the C-terminal Z domains. The exact function is not known.. . . .

Manes.02G173400.v6.11.8970283 9.24E-01 2E-11 up no pfam09377 SBDS_C SBDS protein C-terminal domain. This family is highly conserved in species ranging from archaea to vertebrates and plants. The family contains several Shwachman-Bodian-Diamond syndrome (SBDS) proteins from both mouse and humans. Shwachman-Diamond syndrome is an autosomal recessive disorder with clinical features that include pancreatic exocrine insufficiency, haematological dysfunction and skeletal abnormalities. Members of this family play a role in RNA metabolizm.GO:0048539|bone marrow development;GO:0030282|bone mineralization;GO:0008283|cell proliferation;GO:0001833|inner cell mass cell proliferation;GO:0030595|leukocyte chemotaxis;GO:0042256|mature ribosome assembly;GO:0043148|mitotic spindle stabilization;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000922|spindle pole;GO:0008017|microtubule binding;GO:0044822|poly(A) RNA binding;GO:0043022|ribosome binding;GO:0003723|RNA binding;GO:0019843|rRNA binding;K14574

Manes.02G174300.v6.11.6363405 0.71047 8E-05 up no pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;.

Manes.02G174800.v6.14.8818934 2.28744 1E-13 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;.

Manes.02G175100.v6.10.5953256 -0.74825 2E-06 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.02G175300.v6.10.2063588 ####### 0.0006 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.02G175500.v6.12.0178916 1.01285 1E-09 up yes pfam09791 Oxidored-likeOxidoreductase-like protein, N-terminal. Members of this family are found in the N terminal region of various oxidoreductase like proteins. Their exact function is, as yet, unknown.. . . .

Manes.02G176200.v6.11.967238 0.97617 1E-17 up no pfam04658 TAFII55_N TAFII55 protein conserved region. The general transcription factor, TFIID, consists of the TATA-binding protein (TBP) associated with a series of TBP-associated factors (TAFs) that together participate in the assembly of the transcription preinitiation complex.  TAFII55 binds to TAFII250 and inhibits it acetyltransferase activity. The exact role of TAFII55 is currently unknown. The conserved region is situated towards the N-terminus of the protein.. . . .

Manes.02G176700.v6.17.4842785 2.90E+00 0.014 up yes pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G176900.v6.132.15819 5.00711 4E-73 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009506|plasmodesma;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G177000.v6.11.1312802 0.17796 1 up no pfam13732 DUF4162 Domain of unknown function (DUF4162). This domain is found at the C-terminus of bacterial ABC transporter proteins. The function is not known.GO:0010227|floral organ abscission;GO:0005615|extracellular space;. .

Manes.02G177200.v6.10.4220965 ####### 0.0005 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G177400.v6.15.4127982 2.44E+00 2E-11 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G178000.v6.110.324759 3.37E+00 4E-06 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0009639|response to red or far red light;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.02G178200.v6.11.4499046 0.53596 3E-06 up no pfam04607 RelA_SpoT Region found in RelA / SpoT proteins. This region of unknown function is found in RelA and SpoT of Escherichia coli, and their homologues in plants and in other eubacteria. RelA is a guanosine 3',5'-bis-pyrophosphate (ppGpp) synthetase (EC:2.7.6.5) while SpoT is thought to be a bifunctional enzyme catalyzing both ppGpp synthesis and degradation (ppGpp 3'-pyrophosphohydrolase, (EC:3.1.7.2)). This region is often found in association with HD (pfam01966), a metal-dependent phosphohydrolase, TGS (pfam02824) which is a possible nucleotide-binding region, and the ACT regulatory domain (pfam01842).GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.02G178300.v6.10.6967656 -0.52125 0.0004 down no pfam00297 Ribosomal_L3Ribosomal protein L3.GO:0006412|translation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02906

Manes.02G178400.v6.10.2612233 ####### 0.0008 down yes pfam01988 VIT1 VIT family. This family includes the vacuolar Fe2+/Mn2+ uptake transporter, Ccc1 and the vacuolar iron transporter VIT1.GO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.02G178800.v6.11.469436 5.55E-01 1E-06 up no pfam15469 Sec5 Exocyst complex component Sec5. This Sec5 family of eukaryotic proteins conserved is not representing the Sec5-Ral binding site.GO:0006887|exocytosis;GO:0006893|Golgi to plasma membrane transport;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. K17637

Manes.02G179000.v6.11.5307026 6.14E-01 0.0002 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.02G179100.v6.10.7020361 ####### 4E-05 down no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G179200.v6.15.9017568 2.56E+00 3E-58 up yes pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G179300.v6.12.0944618 1.06658 0.0094 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.02G179400.v6.11.1988767 0.26168 0.0222 up no pfam01167 Tub Tub family. . . . .

Manes.02G180000.v6.10.4132824 ####### 1E-09 down yes pfam04441 Pox_VERT_largePoxvirus early transcription factor (VETF), large subunit. The poxvirus early transcription factor (VETF), in addition to the viral RNA polymerase, is required for efficient transcription of early genes in vitro. VETF is a heterodimeric protein that binds specifically to early gene promoters. The heterodimer is comprised of an 82 kDa (this family) subunit and a 70 kDa subunit.. . . .

Manes.02G180400.v6.10.9162573 -0.12618 0.3884 down no pfam14360 PAP2_C PAP2 superfamily C-terminal. This family is closely related to the C-terminal a region of PAP2.. . . .

Manes.02G181100.v6.10.5257412 -0.92758 0.0002 down no pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.02G181800.v6.10.3110459 ####### 2E-12 down yes pfam09384 UTP15_C UTP15 C terminal. U3 snoRNA is ubiquitous in eukaryotes and is required for nucleolar processing of pre-18S ribosomal RNA. It is a component of the ribosomal small subunit (SSU) processome. UTP15 is needed for optimal pre-ribosomal RNA transcription by RNA polymerase I, together with a subset of U3 proteins required for transcription (t-UTPs). This entry represents the C terminal of UTP15, and is found adjacent to WD40 repeats (pfam00400).GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0045943|positive regulation of transcription from RNA polymerase I promoter;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0032040|small-subunit processome;GO:0034455|t-UTP complex;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14549

Manes.02G182000.v6.1484.73334 8.92E+00 1E-50 up yes pfam14935 TMEM138 Transmembrane protein 138. This family of proteins is found in eukaryotes and members are approximately 160 amino acids in length. There are two conserved sequence motifs: YYY and DPR. This transmembrane protein belongs to a family found in eukaryotes and is involved in the biogenesis and degradation of ciliated cells. Mutations in this protein cause the disease Joubert syndrome(JBTS) where the cilia becomes non-motile. Ciliopathy can be severe since cilia provide the cell with large amounts of information through signals. Ciliopathy can affect cell behaviour as the appropriate signals between the cell and its environment are not made, which can affect cell survival.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G182100.v6.1Inf Inf 1E-50 up yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.02G182500.v6.11.7692148 8.23E-01 0.0016 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.02G182900.v6.10.6637045 ####### 1E-05 down no pfam08064 UME UME (NUC010) domain. This domain is characteristic of UVSB PI-3 kinase, MEI-41 and ESR1.. . . .

Manes.02G183400.v6.11.5079378 5.93E-01 2E-05 up no pfam00246 Peptidase_M14Zinc carboxypeptidase.GO:0006508|proteolysis;GO:0016021|integral component of membrane;GO:0004181|metallocarboxypeptidase activity;GO:0004185|serine-type carboxypeptidase activity;GO:0008270|zinc ion binding;.

Manes.02G183800.v6.13.6973758 1.89E+00 4E-37 up yes pfam01633 Choline_kinaseCholine/ethanolamine kinase. Choline kinase catalyses the committed step in the synthesis of phosphatidylcholine by the CDP-choline pathway. This alignment covers the protein kinase portion of the protein. The divergence of this family makes it very difficult to create a model that specifically predicts choline/ethanolamine kinases only.GO:0006657|CDP-choline pathway;GO:0009611|response to wounding;. GO:0005524|ATP binding;GO:0004103|choline kinase activity;K14156

Manes.02G184000.v6.10.5856896 ####### 2E-07 down no pfam00575 S1 S1 RNA binding domain. The S1 domain occurs in a wide range of RNA associated proteins. It is structurally similar to cold shock protein which binds nucleic acids. The S1 domain has an OB-fold structure.GO:0006412|translation;GO:0005840|ribosome;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02945

Manes.02G184400.v6.10.3909617 ####### 3E-26 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0080158|chloroplast ribulose bisphosphate carboxylase complex biogenesis;GO:1901259|chloroplast rRNA processing;GO:0010501|RNA secondary structure unwinding;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0016887|ATPase activity;GO:0070180|large ribosomal subunit rRNA binding;.

Manes.02G185200.v6.10.5211236 ####### 8E-06 down no pfam00658 PABP Poly-adenylate binding protein, unique domain. The region featured in this family is found towards the C-terminus of poly(A)-binding proteins (PABPs). These are eukaryotic proteins that, through their binding of the 3' poly(A) tail on mRNA, have very important roles in the pathways of gene expression. They seem to provide a scaffold on which other proteins can bind and mediate processes such as export, translation and turnover of the transcripts. Moreover, they may act as antagonists to the binding of factors that allow mRNA degradation, regulating mRNA longevity. PABPs are also involved in nuclear transport. PABPs interact with poly(A) tails via RNA-recognition motifs (pfam00076). Note that the PABP C-terminal region is also found in members of the hyperplastic discs protein (HYD) family of ubiquitin ligases that contain HECT domains - these are also included in this family.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13126

Manes.02G186100.v6.10.8143431 -0.29629 0.0118 down no pfam01115 F_actin_cap_BF-actin capping protein, beta subunit.GO:0030036|actin cytoskeleton organization;GO:0051693|actin filament capping;GO:0007015|actin filament organization;GO:0051016|barbed-end actin filament capping;GO:0000902|cell morphogenesis;GO:0009408|response to heat;GO:0005884|actin filament;GO:0005737|cytoplasm;GO:0008290|F-actin capping protein complex;GO:0051015|actin filament binding;K10365

Manes.02G186800.v6.1Inf Inf 8E-63 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.GO:0009408|response to heat;GO:0005634|nucleus;. K13993

Manes.02G187100.v6.1NA NA NA -- no pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.02G187500.v6.10.4359545 -1.19775 2E-12 down yes pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008289|lipid binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.02G187600.v6.11.874894 9.07E-01 6E-06 up no pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.02G187800.v6.1Inf Inf 0.8764 up no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.02G188100.v6.10.3720646 -1.42637 2E-20 down yes pfam00213 OSCP ATP synthase delta (OSCP) subunit. The ATP D subunit from Escherichia coli is the same as the OSCP subunit which is this family. The ATP D subunit from metazoa are found in family pfam00401.GO:0015986|ATP synthesis coupled proton transport;GO:0009535|chloroplast thylakoid membrane;GO:0045261|proton-transporting ATP synthase complex, catalytic core F(1);GO:0046933|proton-transporting ATP synthase activity, rotational mechanism;.

Manes.02G188400.v6.16.1730753 2.62599 1E-95 up yes pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;K00921

Manes.02G188500.v6.11.8062954 0.85303 0.0505 up no pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.02G188900.v6.10.7001006 ####### 0.001 down no pfam12409 P5-ATPase P5-type ATPase cation transporter. This domain family is found in eukaryotes, and is typically between 110 and 126 amino acids in length. The family is found in association with pfam00122, pfam00702. P-type ATPases comprise a large superfamily of proteins, present in both prokaryotes and eukaryotes, that transport inorganic cations and other substrates across cell membranes.. . . .

Manes.02G189400.v6.10.6978157 ####### 0.0005 down no pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G189500.v6.13.7530071 1.91E+00 0.0993 up no pfam12520 DUF3723 Protein of unknown function (DUF3723). This family of proteins is found in eukaryotes. Proteins in this family are typically between 374 and 1069 amino acids in length. There is a conserved LGF sequence motif.. . . .

Manes.02G190000.v6.11.550851 6.33E-01 7E-05 up no pfam00102 Y_phosphataseProtein-tyrosine phosphatase.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0031348|negative regulation of defense response;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:1990264|peptidyl-tyrosine dephosphorylation involved in inactivation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0033550|MAP kinase tyrosine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;.

Manes.02G190300.v6.12.2108409 1.1446 2E-07 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0005985|sucrose metabolic process;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0008506|sucrose:proton symporter activity;K15378

Manes.02G190400.v6.10.9171583 -0.12476 1 down no pfam02770 Acyl-CoA_dh_MAcyl-CoA dehydrogenase, middle domain. Central domain of Acyl-CoA dehydrogenase has a beta-barrel fold.. . . .

Manes.02G191200.v6.10.8025804 ####### 0.0149 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0004400|histidinol-phosphate transaminase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.02G191300.v6.1#NAME? #NAME? 1 down no pfam03568 Peptidase_C50Peptidase family C50.. . . .

Manes.02G191500.v6.10.495019 -1.01444 2E-09 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.02G191800.v6.11.6823483 7.50E-01 4E-11 up no pfam12572 DUF3752 Protein of unknown function (DUF3752). This domain family is found in eukaryotes, and is typically between 140 and 163 amino acids in length.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.02G192300.v6.11.892833 9.21E-01 5E-11 up no pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.GO:0009682|induced systemic resistance;GO:0031012|extracellular matrix;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0004252|serine-type endopeptidase activity;.

Manes.02G192700.v6.10.7952872 ####### 0.0043 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;K09580

Manes.02G192800.v6.1NA NA NA -- no pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;.

Manes.02G193200.v6.11.6193975 6.95E-01 5E-07 up no pfam04082 Fungal_trans Fungal specific transcription factor domain.. . . .

Manes.02G193700.v6.1Inf Inf 0.3951 up no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.02G194200.v6.10.6524198 -0.61613 0.0085 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G195600.v6.10.4504606 -1.15053 8E-05 down yes pfam04669 Polysacc_synt_4Polysaccharide biosynthesis. This family of proteins plays a role in xylan biosynthesis in plant cell walls. Its precise role in xylan biosynthesis is unknown. Its function in other organisms is unknown.GO:0009808|lignin metabolic process;GO:0005976|polysaccharide metabolic process;GO:0045491|xylan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030775|glucuronoxylan 4-O-methyltransferase activity;K18801

Manes.02G195700.v6.1Inf Inf 0.8798 up no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.02G196100.v6.10.2425256 ####### 1E-08 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.02G196200.v6.11.2334426 0.30269 0.0091 up no pfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.. . . .

Manes.02G196600.v6.11.6307858 7.06E-01 4E-10 up no pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0007010|cytoskeleton organization;GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0009832|plant-type cell wall biogenesis;GO:0009826|unidimensional cell growth;GO:0007033|vacuole organization;GO:0005794|Golgi apparatus;GO:0005774|vacuolar membrane;GO:0043813|phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;.

Manes.02G196900.v6.13.5568106 1.83058 7E-52 up yes pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.02G197000.v6.10.3706928 ####### 6E-11 down yes pfam03231 Bunya_NS-S_2Bunyavirus non-structural protein NS-S. This family represents the Bunyavirus NS-S family. Bunyavirus has three genomic segments: small (S), middle-sized (M), and large (L). The S segment encodes the nucleocapsid and a non-structural protein. The M segment codes for two glycoproteins, G1 and G2, and another non-structural protein (NSm). The L segment codes for an RNA polymerase.. . . .

Manes.02G197100.v6.18.8982167 3.15E+00 0.0034 up yes pfam13664 DUF4149 Domain of unknown function (DUF4149).. GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;. .

Manes.02G197500.v6.1Inf Inf 0.8764 up no pfam03732 Retrotrans_gagRetrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.02G197900.v6.11.1983802 0.26109 0.0326 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.02G199100.v6.10.8116205 -0.30112 0.1021 down no pfam01119 DNA_mis_repairDNA mismatch repair protein, C-terminal domain. This family represents the C-terminal domain of the mutL/hexB/PMS1 family. This domain has a ribosomal S5 domain 2-like fold.GO:0010154|fruit development;GO:0006298|mismatch repair;GO:0006312|mitotic recombination;GO:0009555|pollen development;GO:0048316|seed development;GO:0009845|seed germination;GO:0005712|chiasma;GO:0032389|MutLalpha complex;GO:0000790|nuclear chromatin;GO:0000795|synaptonemal complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0030983|mismatched DNA binding;GO:0003697|single-stranded DNA binding;K08734

Manes.02G199200.v6.12.6389624 1.39997 3E-30 up yes pfam05794 Tcp11 T-complex protein 11. This family consists of several eukaryotic T-complex protein 11 (Tcp11) related sequences. Tcp11 is only expressed in fertile adult mammalian testes and is thought to be important in sperm function and fertility. The family also contains the yeast Sok1 protein which is known to suppress cyclic AMP-dependent protein kinase mutants.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0007283|spermatogenesis;GO:0016021|integral component of membrane;. .

Manes.02G199300.v6.15.3806025 2.43E+00 2E-46 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.02G199400.v6.14.5367614 2.18166 1E-09 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.02G199500.v6.10.6587106 -0.60228 7E-05 down no pfam00406 ADK Adenylate kinase.GO:0046939|nucleotide phosphorylation;GO:2000505|regulation of energy homeostasis;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;K00939

Manes.02G199700.v6.12.3564994 1.23665 3E-17 up yes pfam02826 2-Hacid_dh_CD-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.. GO:0005737|cytoplasm;GO:0047964|glyoxylate reductase activity;GO:0051287|NAD binding;K00015

Manes.02G199800.v6.12.5012683 1.32266 7E-27 up yes pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G200100.v6.10.5754271 -0.79729 1E-05 down no pfam08536 Whirly Whirly transcription factor. This family contains the plant whirly transcription factors.GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003677|DNA binding;.



Manes.02G201000.v6.1Inf Inf 0 up yes pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G201300.v6.1Inf Inf 0.0213 up yes pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G201400.v6.11.6915194 7.58E-01 1E-05 up no pfam12127 YdfA_immunitySigmaW regulon antibacterial. This protein is found in bacteria. Proteins in this family are about 330 amino acids in length. The operon from which this protein is derived confers immunity for the host species to a broad range of antibacterial compounds, unlike the specific immunity proteins that are linked to and co-regulated with their antibiotic-synthesis proteins.. . . .

Manes.02G201600.v6.10.3860093 -1.37329 6E-10 down yes pfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009086|methionine biosynthetic process;GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0016597|amino acid binding;GO:0004072|aspartate kinase activity;GO:0005524|ATP binding;GO:0004412|homoserine dehydrogenase activity;GO:0050661|NADP binding;.

Manes.02G201800.v6.11.7503261 8.08E-01 2E-12 up no pfam01611 Filo_glycop Filovirus glycoprotein. This family includes an extracellular region from the envelope glycoprotein of Ebola and Marburg viruses. This region is also produced as a separate transcript that gives rise to a non-structural, secreted glycoprotein, which is produced in large amounts and has an unknown function. Processing of this protein may be involved in viral pathogenicity.. . . .

Manes.02G202700.v6.14.2685255 2.09374 6E-26 up yes pfam09835 DUF2062 Uncharacterized protein conserved in bacteria (DUF2062). This domain, found in various prokaryotic proteins, has no known function.. . . .

Manes.02G203300.v6.14.6523797 2.21797 3E-11 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G204100.v6.10.6790742 -0.55836 0.0005 down no pfam04142 Nuc_sug_transpNucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:0015780|nucleotide-sugar transport;GO:0015739|sialic acid transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005338|nucleotide-sugar transmembrane transporter activity;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;K15272

Manes.02G204200.v6.10.7355622 ####### 0.0268 down no pfam00079 Serpin Serpin (serine protease inhibitor). Structure is a multi-domain fold containing a bundle of helices and a beta sandwich.GO:0010951|negative regulation of endopeptidase activity;GO:0005615|extracellular space;GO:0004867|serine-type endopeptidase inhibitor activity;K13963

Manes.02G204500.v6.12.0941109 1.07E+00 5E-12 up yes pfam07738 Sad1_UNC Sad1 / UNC-like C-terminal. The C. elegans UNC-84 protein is a nuclear envelope protein that is involved in nuclear anchoring and migration during development. The S. pombe Sad1 protein localizes at the spindle pole body. UNC-84 and and Sad1 share a common C-terminal region, that is often termed the SUN (Sad1 and UNC) domain. In mammals, the SUN domain is present in two proteins, Sun1 and Sun2. The SUN domain of Sun2 has been demonstrated to be in the periplasm.GO:0034975|protein folding in endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.02G205200.v6.10.854722 ####### 1 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G205600.v6.10.7127978 -0.48844 0.4894 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.02G206300.v6.1325.83554 8.35E+00 1E-73 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G206400.v6.1119.85485 6.91E+00 1E-06 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G206600.v6.171.559975 6.16E+00 0.0002 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G206700.v6.1101.93625 6.67152 7E-17 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G206800.v6.145.4321 5.50564 1E-08 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.02G207200.v6.10.7259432 ####### 0.1114 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.02G208400.v6.10.4851028 ####### 2E-18 down yes pfam13806 Rieske_2 Rieske-like [2Fe-2S] domain.. . . .

Manes.02G208600.v6.10.9560511 -0.06484 0.583 down no pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.02G209000.v6.10.8172334 ####### 0.0409 down no pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0006879|cellular iron ion homeostasis;GO:0009658|chloroplast organization;GO:0051276|chromosome organization;GO:0006811|ion transport;GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0009555|pollen development;GO:0050790|regulation of catalytic activity;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0046686|response to cadmium ion;GO:0010288|response to lead ion;GO:0048364|root development;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;K05663

Manes.02G209400.v6.10.4846367 -1.04502 5E-05 down yes pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. GO:0009507|chloroplast;. .

Manes.02G210700.v6.10.7987911 ####### 0.0435 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. K15285

Manes.02G210800.v6.10.8898394 ####### 0.1436 down no pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.02G211200.v6.1NA NA NA -- no pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.02G211300.v6.18.4450185 3.0781 0.0728 up no pfam13841 Defensin_beta_2Beta defensin. The beta defensins are antimicrobial peptides implicated in the resistance of epithelial surfaces to microbial colonisation.. . . .

Manes.02G211400.v6.10.2460708 ####### 2E-45 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.02G212700.v6.1Inf Inf 0.8798 up no pfam10739 DUF2550 Protein of unknown function (DUF2550). This family is conserved in Corynebacterineae. The function is not known though most members are annotated as either secreted, or membrane, proteins.. . . .

Manes.02G212800.v6.119.093179 4.25499 1E-52 up yes pfam00733 Asn_synthaseAsparagine synthase. This family is always found associated with pfam00310. Members of this family catalyse the conversion of aspartate to asparagine.GO:0006529|asparagine biosynthetic process;GO:0009063|cellular amino acid catabolic process;GO:0043617|cellular response to sucrose starvation;GO:0006541|glutamine metabolic process;GO:0070981|L-asparagine biosynthetic process;GO:0009646|response to absence of light;GO:0009750|response to fructose;GO:0009749|response to glucose;GO:0009744|response to sucrose;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;K01953

Manes.02G213000.v6.1Inf Inf 0.8842 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.02G213100.v6.1Inf Inf 0.8764 up no pfam03732 Retrotrans_gagRetrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.02G213700.v6.10.4964899 -1.01016 2E-13 down yes pfam03066 NucleoplasminNucleoplasmin. Nucleoplasmins are also known as chromatin decondensation proteins. They bind to core histones and transfer DNA to them in a reaction that requires ATP. This is thought to play a role in the assembly of regular nucleosomal arrays.GO:0006457|protein folding;. GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K14826

Manes.02G214000.v6.10.36102 -1.46985 1E-08 down yes pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.02G214300.v6.11.3890043 0.47405 0.0031 up no pfam04677 CwfJ_C_1 Protein similar to CwfJ C-terminus 1. This region is found in the N terminus of Schizosaccharomyces pombe protein CwfJ. CwfJ is part of the Cdc5p complex involved in mRNA splicing.. . GO:0003824|catalytic activity;.

Manes.02G215400.v6.10.5623103 ####### 2E-05 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215600.v6.10.7915842 ####### 0.0873 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G215900.v6.10.8467314 ####### 0.1528 down no pfam13890 Rab3-GTPase_catRab3 GTPase-activating protein catalytic subunit. This family is the probable catalytic subunit of the GTPase activating protein that has specificity for Rab3 subfamily (RAB3A, RAB3B, RAB3C and RAB3D). It is likely to convert active Rab3-GTP to the inactive form Rab3-GDP. Rab3 proteins are involved in regulated exocytosis of neurotransmitters and hormones. The Rab3 GTPase-activating complex is a heterodimer composed of RAB3GAP and RAB3-GAP150. This complex interacts with DMXL2.GO:0043547|positive regulation of GTPase activity;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;K18270

Manes.02G216800.v6.111.211244 3.49E+00 4E-108 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.02G216900.v6.1Inf Inf 0.1921 up no pfam05539 Pneumo_att_GPneumovirinae attachment membrane glycoprotein G.. . . .

Manes.02G217100.v6.11.8292365 8.71E-01 9E-07 up no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.02G217600.v6.11.0599999 8.41E-02 0.4813 up no pfam14010 PEPcase_2 Phosphoenolpyruvate carboxylase. This family of phosphoenolpyruvate carboxylases is based on seqeunces not picked up by the model for PEPcase, PF00311. Most of the family members are from Archaea.. GO:0009507|chloroplast;. .

Manes.02G217700.v6.10.695865 ####### 7E-06 down no pfam00252 Ribosomal_L16Ribosomal protein L16p/L10e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G217900.v6.10.7257432 ####### 0.0001 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.02G218000.v6.10.5588577 -0.83945 9E-13 down no pfam00252 Ribosomal_L16Ribosomal protein L16p/L10e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.02G218300.v6.10.6900137 -0.5353 7E-06 down no pfam13355 DUF4101 Protein of unknown function (DUF4101). This is a family of uncharacterized proteins, and is sometimes found in combination with pfam00226.GO:0010020|chloroplast fission;GO:0043572|plastid fission;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009528|plastid inner membrane;GO:0043621|protein self-association;.

Manes.02G218800.v6.11.4592988 5.45E-01 6E-05 up no pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.02G219100.v6.10.5614773 -0.8327 0.0003 down no pfam09468 RNase_H2-Ydr279Ydr279p protein family (RNase H2 complex component). RNases H are enzymes that specifically hydrolyse RNA when annealed to a complementary DNA and are present in all living organisms. In yeast RNase H2 is composed of a complex of three proteins (Rnh2Ap, Ydr279p and Ylr154p), this family represents the homologues of Ydr279p. It is not known whether non yeast proteins in this family fulfil the same function.GO:0006401|RNA catabolic process;GO:0005634|nucleus;GO:0032299|ribonuclease H2 complex;. K10744

Manes.02G219200.v6.10.4842343 ####### 0.0001 down yes pfam15424 ODAM Odontogenic ameloblast-associated family.. . . .

Manes.02G219400.v6.10.6341729 -0.65705 3E-05 down no pfam08839 CDT1 DNA replication factor CDT1 like. CDT1 is a component of the replication licensing system and promotes the loading of the mini-chromosome maintenance complex onto chromatin. Geminin is an inhibitor of CDT1 and prevents inappropriate re-initiation of replication on an already fired origin. This region of CDT1 binds to Geminin.GO:0007049|cell cycle;GO:0009658|chloroplast organization;GO:0051276|chromosome organization;GO:0006260|DNA replication;GO:0048229|gametophyte development;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0070182|DNA polymerase binding;GO:0019901|protein kinase binding;K10727

Manes.02G219500.v6.11.4133265 4.99E-01 2E-05 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10583

Manes.02G219900.v6.11.4278127 5.14E-01 4E-05 up no pfam10317 7TM_GPCR_SrdSerpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. GO:0010287|plastoglobule;. .

Manes.02G220200.v6.10.7863334 ####### 0.0027 down no pfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0004576|oligosaccharyl transferase activity;K07151

Manes.02G220300.v6.11.5613675 6.43E-01 4E-07 up no pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.. . . .

Manes.02G220600.v6.14.7093564 2.24E+00 3E-82 up yes pfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.. . . .

Manes.02G221000.v6.10.7959378 ####### 0.0857 down no pfam06086 Pox_A30L_A26LOrthopoxvirus A26L/A30L protein. This family consists of several Orthopoxvirus A26L and A30L proteins. The Vaccinia A30L gene is regulated by a late promoter and encodes a protein of approximately 9 kDa. It is thought that the A30L protein is needed for vaccinia virus morphogenesis, specifically the association of the dense viroplasm with viral membranes.. . . .

Manes.02G221200.v6.11.0479191 0.06753 0.7456 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G221300.v6.10.8599058 -0.21775 0.2393 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.02G221500.v6.1Inf Inf 0 up yes pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.02G222100.v6.10.2078925 -2.26609 8E-16 down yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. GO:0004842|ubiquitin-protein transferase activity;.

Manes.02G222900.v6.10.6439249 ####### 0.0085 down no pfam00665 rve Integrase core domain. Integrase mediates integration of a DNA copy of the viral genome into the host chromosome. Integrase is composed of three domains. The amino-terminal domain is a zinc binding domain pfam02022. This domain is the central catalytic domain. The carboxyl terminal domain that is a non-specific DNA binding domain pfam00552. The catalytic domain acts as an endonuclease when two nucleotides are removed from the 3' ends of the blunt-ended viral DNA made by reverse transcription. This domain also catalyses the DNA strand transfer reaction of the 3' ends of the viral DNA to the 5' ends of the integration site.. . . .

Manes.02G223100.v6.10.3861369 ####### 3E-19 down yes pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.02G223500.v6.10.5302381 -0.91529 1E-12 down no pfam08145 BOP1NT BOP1NT (NUC169) domain. This N terminal domain is found in BOP1-like WD40 proteins.GO:0000466|maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463|maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0051604|protein maturation;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030687|preribosome, large subunit precursor;GO:0043021|ribonucleoprotein complex binding;K14824

Manes.02G223600.v6.11.6088673 0.68605 2E-08 up no pfam01106 NifU NifU-like domain. This is an alignment of the carboxy-terminal domain. This is the only common region between the NifU protein from nitrogen-fixing bacteria and rhodobacterial species. The biochemical function of NifU is unknown.GO:0009658|chloroplast organization;GO:0016226|iron-sulfur cluster assembly;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0005506|iron ion binding;GO:0005198|structural molecule activity;.

Manes.02G223700.v6.10.7481842 ####### 0.0013 down no pfam00410 Ribosomal_S8Ribosomal protein S8.GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02957

Manes.02G224200.v6.10.4330613 ####### 1E-08 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;. GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0003697|single-stranded DNA binding;.

Manes.02G225000.v6.11.8210102 0.86474 1E-13 up no pfam04937 DUF659 Protein of unknown function (DUF 659). Transposase-like protein with no known function.. . . .

Manes.02G227200.v6.129.226976 4.87E+00 1E-05 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G000300.v6.11.4272536 5.13E-01 7E-06 up no pfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0006874|cellular calcium ion homeostasis;GO:0008285|negative regulation of cell proliferation;GO:0051533|positive regulation of NFAT protein import into nucleus;GO:0051209|release of sequestered calcium ion into cytosol;GO:0006396|RNA processing;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0044325|ion channel binding;GO:0044822|poly(A) RNA binding;K12841

Manes.03G000400.v6.10.3148682 ####### 4E-36 down yes pfam01131 Topoisom_bacDNA topoisomerase. This subfamily of topoisomerase is divided on the basis that these enzymes preferentially relax negatively supercoiled DNA, from a 5' phospho- tyrosine linkage in the enzyme-DNA covalent intermediate and has high affinity for single stranded DNA.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0000287|magnesium ion binding;K03168

Manes.03G000500.v6.10.3443549 -1.53803 2E-24 down yes pfam01396 zf-C4_TopoisomTopoisomerase DNA binding C4 zinc finger.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0000287|magnesium ion binding;K03168

Manes.03G000700.v6.10.7187582 ####### 0.0212 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G000800.v6.10.3443815 ####### 2E-25 down yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G000900.v6.10.3930053 ####### 5E-10 down yes pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.03G001300.v6.10.7201891 ####### 0.0002 down no pfam13528 Glyco_trans_1_3Glycosyl transferase family 1.GO:0046835|carbohydrate phosphorylation;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0009702|L-arabinokinase activity;K12446

Manes.03G001600.v6.12.3756358 1.25E+00 1E-09 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0071333|cellular response to glucose stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G001700.v6.18.049252 3.01E+00 0.0748 up no pfam13499 EF-hand_7 EF-hand domain pair.GO:0046686|response to cadmium ion;. GO:0005509|calcium ion binding;K13448

Manes.03G001800.v6.12.1279287 1.08945 2E-21 up yes pfam00144 Beta-lactamaseBeta-lactamase. This family appears to be distantly related to pfam00905 and PF00768 D-alanyl-D-alanine carboxypeptidase.. GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.03G002000.v6.12.7222427 1.44E+00 9E-37 up yes pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.03G002100.v6.13.6625532 1.87285 3E-22 up yes pfam03731 Ku_N Ku70/Ku80 N-terminal alpha/beta domain. The Ku heterodimer (composed of Ku70 and Ku80) contributes to genomic integrity through its ability to bind DNA double-strand breaks and facilitate repair by the non-homologous end-joining pathway. This is the amino terminal alpha/beta domain. This domain only makes a small contribution to the dimer interface. The domain comprises a six stranded beta sheet of the Rossman fold.. . . .

Manes.03G002300.v6.10.8124181 -0.29971 0.0128 down no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.GO:0016071|mRNA metabolic process;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K13162

Manes.03G002500.v6.10.0857324 -3.54402 2E-27 down yes pfam08784 RPA_C Replication protein A C terminal. This domain corresponds to the C terminal of the single stranded DNA binding protein RPA (replication protein A). RPA is involved in many DNA metabolic pathways including DNA replication, DNA repair, recombination, cell cycle and DNA damage checkpoints.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0016458|gene silencing;GO:0005634|nucleus;GO:0003677|DNA binding;K10739

Manes.03G002600.v6.1NA NA NA -- no pfam14907 NTP_transf_5Uncharacterized nucleotidyltransferase. This family is likely to be an uncharacterized group of nucleotidyltransferases.. . . .

Manes.03G002700.v6.10.167764 -2.57549 1E-65 down yes pfam10262 Rdx Rdx family. This entry is an approximately 100 residue region of selenoprotein-T, conserved from plants to humans. The protein binds to UDP-glucose:glycoprotein glucosyltransferase (UGTR), the endoplasmic reticulum (ER)-resident protein, which is known to be involved in the quality control of protein folding. Selenium (Se) plays an essential role in cell survival and most of the effects of Se are probably mediated by selenoproteins, including selenoprotein T. However, despite its binding to UGTR and that its mRNA is up-regulated in extended asphyxia, the function of the protein and hence of this region of it is unknown. Selenoprotein W contains selenium as selenocysteine in the primary protein structure and levels of this selenoprotein are affected by selenium.. . . .

Manes.03G002900.v6.11.9781 9.84E-01 5E-14 up no pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0015996|chlorophyll catabolic process;GO:0080183|response to photooxidative stress;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.03G003000.v6.11.574975 0.65533 1E-08 up no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.GO:0007165|signal transduction;GO:0006412|translation;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;K14416

Manes.03G003500.v6.13.0615355 1.61426 3E-22 up yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;.

Manes.03G003900.v6.14.4311307 2.15E+00 1E-76 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.03G004200.v6.11.7928879 0.84229 0.0616 up no pfam02600 DsbB Disulfide bond formation protein DsbB. This family consists of disulfide bond formation protein DsbB from bacteria. The DsbB protein oxidizes the periplasmic protein DsbA which in turn oxidizes cysteines in other periplasmic proteins in order to make disulfide bonds. DsbB acts as a redox potential transducer across the cytoplasmic membrane and is an integral membrane protein. DsbB posses six cysteines four of which are necessary for it proper function in vivo.. . . .



Manes.03G004600.v6.12.8047204 1.48786 6E-08 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G004800.v6.10.7359702 -0.44228 0.2161 down no pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.GO:0046653|tetrahydrofolate metabolic process;. GO:0008115|sarcosine oxidase activity;K00306

Manes.03G005400.v6.10.3912968 -1.35366 5E-08 down yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G005500.v6.11.3161872 0.39636 0.0027 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0016021|integral component of membrane;GO:0004197|cysteine-type endopeptidase activity;GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;.

Manes.03G005600.v6.10.283667 ####### 2E-21 down yes pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009738|abscisic acid-activated signaling pathway;GO:0070301|cellular response to hydrogen peroxide;GO:0071219|cellular response to molecule of bacterial origin;GO:0071732|cellular response to nitric oxide;GO:0009736|cytokinin-activated signaling pathway;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0090333|regulation of stomatal closure;GO:0048364|root development;GO:0023014|signal transduction by protein phosphorylation;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009927|histidine phosphotransfer kinase activity;GO:0046872|metal ion binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;.

Manes.03G005700.v6.11.4934446 0.57864 9E-06 up no pfam03540 TFIID_30kDaTranscription initiation factor TFIID 23-30kDa subunit.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K03134

Manes.03G005900.v6.10.8100341 ####### 0.0505 down no pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07942

Manes.03G006000.v6.10.5281675 ####### 5E-11 down no pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.. GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.03G006100.v6.11.9135478 9.36E-01 1E-12 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0042742|defense response to bacterium;GO:0044419|interspecies interaction between organisms;GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17506

Manes.03G006400.v6.11.7096444 0.7737 4E-08 up no pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0006952|defense response;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.03G006700.v6.10.8130261 -0.29863 0.0394 down no pfam05011 DBR1 Lariat debranching enzyme, C-terminal domain. This presumed domain is found at the C-terminus of lariat debranching enzyme. This domain is always found in association with pfam00149.GO:0009790|embryo development;GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0008419|RNA lariat debranching enzyme activity;.

Manes.03G006900.v6.10.736924 -0.44041 0.0151 down no pfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0007031|peroxisome organization;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0042802|identical protein binding;.

Manes.03G007400.v6.19.8922519 3.31E+00 0.0291 up yes pfam11884 DUF3404 Domain of unknown function (DUF3404). This domain is functionally uncharacterized. This domain is found in bacteria. This presumed domain is about 260 amino acids in length. This domain is found associated with pfam02518, pfam00512.. GO:0016021|integral component of membrane;. .

Manes.03G007600.v6.11.6057054 6.83E-01 1E-08 up no pfam01133 ER Enhancer of rudimentary. Enhancer of rudimentary is a protein of unknown function that is highly conserved in plants and animals. This protein is found to be an enhancer of the rudimentary gene.GO:0007049|cell cycle;GO:0045747|positive regulation of Notch signaling pathway;GO:0006221|pyrimidine nucleotide biosynthetic process;. . .

Manes.03G008300.v6.10.4612451 ####### 1E-07 down yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.03G008500.v6.10.2137476 -2.22602 2E-30 down yes pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. K17086

Manes.03G008700.v6.10.4192407 -1.25415 1E-11 down yes pfam13091 PLDc_2 PLD-like domain.GO:0016042|lipid catabolic process;. GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K16860

Manes.03G008800.v6.10.7128902 -0.48825 0.009 down no pfam02355 SecD_SecF Protein export membrane protein. This family consists of various prokaryotic SecD and SecF protein export membrane proteins. This SecD and SecF proteins are part of the multimeric protein export complex comprising SecA, D, E, F, G, Y, and YajC. SecD and SecF are required to maintain a proton motive force.GO:0051301|cell division;GO:0006952|defense response;GO:0042023|DNA endoreduplication;GO:0009960|endosperm development;GO:0009561|megagametogenesis;GO:0007067|mitotic nuclear division;GO:0060564|negative regulation of APC-Cdc20 complex activity;GO:1900426|positive regulation of defense response to bacterium;GO:0010224|response to UV-B;GO:0010091|trichome branching;GO:0005634|nucleus;. .

Manes.03G009000.v6.10.3941811 -1.34307 1E-24 down yes pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0050832|defense response to fungus;GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0035194|posttranscriptional gene silencing by RNA;GO:0030422|production of siRNA involved in RNA interference;GO:0050776|regulation of immune response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005720|nuclear heterochromatin;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K16252

Manes.03G009200.v6.12.1613295 1.11192 2E-09 up yes pfam02181 FH2 Formin Homology 2 Domain.. . . .

Manes.03G010300.v6.11.9272424 9.47E-01 5E-12 up no pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0016485|protein processing;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;K03695

Manes.03G011200.v6.10.8415033 -0.24896 0.2169 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G011700.v6.11.530584 6.14E-01 2E-07 up no pfam08626 TRAPPC9-Trs120Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit. This region is found at the N terminal of Saccharomyces cerevisiae Trs120 protein. Trs120 is a subunit of the multiprotein complex TRAPP (transport particle protein) which functions in ER to Golgi traffic. Trs120 is specific to the larger TRAPP complex, TRAPP II, along with Trs65p and Trs130p(TRAPPC10). It is suggested that Trs120p is required for the stability of the Trs130p subunit, suggesting that these two proteins might interact in some way. It is likely that there is a complex function for TRAPP II in multiple pathways.GO:0030154|cell differentiation;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;. .

Manes.03G011800.v6.12.4027436 1.26E+00 3E-25 up yes pfam03791 KNOX2 KNOX2 domain. The MEINOX region is comprised of two domains, KNOX1 and KNOX2. KNOX1 plays a role in suppressing target gene expression. KNOX2, essential for function, is thought to be necessary for homo-dimerization.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G012500.v6.10.872723 ####### 0.1216 down no pfam10324 7TM_GPCR_SrwSerpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.03G012700.v6.10.6534085 -0.61394 2E-05 down no pfam01406 tRNA-synt_1etRNA synthetases class I (C) catalytic domain. This family includes only cysteinyl tRNA synthetases.GO:0006423|cysteinyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004817|cysteine-tRNA ligase activity;GO:0008270|zinc ion binding;K01883

Manes.03G012800.v6.11.8248633 0.86779 5E-11 up no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:1990714|hydroxyproline O-galactosyltransferase activity;.

Manes.03G012900.v6.10.7544796 -0.40645 0.0049 down no pfam09430 DUF2012 Protein of unknown function (DUF2012). This is a eukaryotic family of uncharacterized proteins.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;.

Manes.03G013000.v6.10.7087578 ####### 0.0064 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. K15289

Manes.03G013200.v6.15.7829211 2.5318 5E-21 up yes pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.03G013300.v6.10.971152 ####### 0.7363 down no pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.03G013500.v6.11.6853355 7.53E-01 7E-11 up no pfam00787 PX PX domain. PX domains bind to phosphoinositides.. . . .

Manes.03G013800.v6.12.3494187 1.2323 6E-22 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0006952|defense response;GO:0048589|developmental growth;GO:0016197|endosomal transport;GO:0045324|late endosome to vacuole transport;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0032940|secretion by cell;GO:0005769|early endosome;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004672|protein kinase activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.03G014000.v6.10.9728457 ####### 1 down no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K13153

Manes.03G014100.v6.11.6146202 0.69119 5E-08 up no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0098656|anion transmembrane transport;GO:0001745|compound eye morphogenesis;GO:0009880|embryonic pattern specification;GO:0007447|imaginal disc pattern formation;GO:0007476|imaginal disc-derived wing morphogenesis;GO:0090481|pyrimidine nucleotide-sugar transmembrane transport;GO:0007367|segment polarity determination;GO:0007423|sensory organ development;GO:0072334|UDP-galactose transmembrane transport;GO:0015785|UDP-galactose transport;GO:0015786|UDP-glucose transport;GO:0015787|UDP-glucuronic acid transport;GO:1990569|UDP-N-acetylglucosamine transmembrane transport;GO:0015788|UDP-N-acetylglucosamine transport;GO:0015790|UDP-xylose transport;GO:0005797|Golgi medial cisterna;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;GO:0005461|UDP-glucuronic acid transmembrane transporter activity;GO:0005462|UDP-N-acetylglucosamine transmembrane transporter activity;GO:0005464|UDP-xylose transmembrane transporter activity;K15281

Manes.03G014200.v6.10.655119 ####### 1E-05 down no pfam10181 PIG-H GPI-GlcNAc transferase complex, PIG-H component. PIG-H is a family of conserved proteins that complexes with three other proteins to form the GPI-GnT (glycosylphosphatidylinositol anchor biosynthesis transferase) complex. It appears to be a peripheral membrane protein facing the cytoplasm involved in the first step in GPI anchor formation.. . . .

Manes.03G014300.v6.10.8649094 ####### 0.1373 down no pfam13310 Virulence_RhuMVirulence protein RhuM family. There are currently no experimental data for members of this group or their homologues. However, these proteins are implicated in virulence/pathogenicity because RhuM is encoded in the SPI-3 pathogenicity island in Salmonella typhimurium.. . . .

Manes.03G014400.v6.10.667195 -0.58382 0.0075 down no pfam02176 zf-TRAF TRAF-type zinc finger.. . . .

Manes.03G014500.v6.1Inf Inf 0.8764 up no . . . . . . .

Manes.03G015400.v6.10.1566433 -2.67445 1E-11 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G015600.v6.11.0792061 1.10E-01 0.3412 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.03G015800.v6.1Inf Inf 0.0611 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004650|polygalacturonase activity;.

Manes.03G016200.v6.12.1386394 1.09669 4E-20 up yes pfam03969 AFG1_ATPaseAFG1-like ATPase. This family of proteins contains a P-loop motif and are predicted to be ATPases.. GO:0005739|mitochondrion;GO:0005524|ATP binding;K18798

Manes.03G016300.v6.11.8208767 0.86463 1E-05 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.03G016400.v6.10.456003 ####### 3E-12 down yes pfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005829|cytosol;GO:0003676|nucleic acid binding;.

Manes.03G016500.v6.10.5565609 -0.84539 7E-13 down no pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0009833|plant-type primary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.03G016800.v6.10.7545011 -0.40641 0.0022 down no pfam00046 Homeobox Homeobox domain.. . . .

Manes.03G017400.v6.10.5055761 -0.984 9E-10 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G018000.v6.1Inf Inf 0.2166 up no pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.03G018200.v6.10.1339552 -2.90018 4E-37 down yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.03G018500.v6.1NA NA NA -- no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0071555|cell wall organization;GO:0009555|pollen development;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0009535|chloroplast thylakoid membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.03G018700.v6.12.9039908 1.54E+00 2E-06 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.03G018900.v6.14.8471885 2.27715 9E-15 up yes pfam05311 Baculo_PP31Baculovirus 33KDa late protein (PP31). Autographa californica nuclear polyhedrosis virus (AcMNPV) pp31 is a nuclear phosphoprotein that accumulates in the virogenic stroma, which is the viral replication centre in the infected-cell nucleus, binds to DNA, and serves as a late expression factor.. . . .

Manes.03G019200.v6.13.7514431 1.91E+00 1E-08 up yes pfam08523 MBF1 Multiprotein bridging factor 1. This domain is found in the multiprotein bridging factor 1 (MBF1) which forms a heterodimer with MBF2. It has been shown to make direct contact with the TATA-box binding protein (TBP) and interacts with Ftz-F1, stabilizing the Ftz-F1-DNA complex. It is also found in the endothelial differentiation-related factor (EDF-1). Human EDF-1 is involved in the repression of endothelial differentiation, interacts with CaM and is phosphorylated by PKC. The domain is found in a wide range of eukaryotic proteins including metazoans, fungi and plants. #=GF CC   A helix-turn-helix motif (pfam01381) is found to its C-terminus.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009408|response to heat;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0003713|transcription coactivator activity;.

Manes.03G019300.v6.11.331764 0.41334 0.0008 up no pfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.03G019400.v6.11.9698235 9.78E-01 0.0081 up no pfam06376 DUF1070 Protein of unknown function (DUF1070). This family consists of several short hypothetical plant proteins of unknown function.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.03G019700.v6.13.4196435 1.77385 5E-51 up yes pfam00499 Oxidored_q3 NADH-ubiquinone/plastoquinone oxidoreductase chain 6.. . . .

Manes.03G019800.v6.11.833651 8.75E-01 8E-06 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.03G020500.v6.140.262734 5.33E+00 6E-96 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.03G021000.v6.10.4524062 -1.14431 0.1629 down no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.03G021300.v6.10.5073733 ####### 2E-14 down no pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.. . . .

Manes.03G021700.v6.11.4272599 5.13E-01 0.0379 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.03G022000.v6.11.6061307 0.68359 3E-06 up no pfam04367 DUF502 Protein of unknown function (DUF502). Predicted to be an integral membrane protein.. . . .

Manes.03G022400.v6.11.9422378 0.95772 4E-16 up no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0005737|cytoplasm;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.03G022900.v6.18.7873071 3.13542 9E-146 up yes pfam02737 3HCDH_N 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain. This family also includes lambda crystallin.GO:0006635|fatty acid beta-oxidation;GO:0009908|flower development;GO:0009695|jasmonic acid biosynthetic process;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0003857|3-hydroxyacyl-CoA dehydrogenase activity;GO:0008692|3-hydroxybutyryl-CoA epimerase activity;GO:0004165|dodecenoyl-CoA delta-isomerase activity;GO:0004300|enoyl-CoA hydratase activity;K10527

Manes.03G023100.v6.11.8988621 0.92514 8E-16 up no pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . . .

Manes.03G023200.v6.110.418734 3.38E+00 3E-62 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.03G023400.v6.11.4420888 5.28E-01 0.0027 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009738|abscisic acid-activated signaling pathway;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K04392

Manes.03G023900.v6.10.291096 -1.78043 0.0043 down yes pfam01191 RNA_pol_Rpb5_CRNA polymerase Rpb5, C-terminal domain. The assembly domain of Rpb5. The archaeal equivalent to this domain is subunit H. Subunit H lacks the N-terminal domain.GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.03G024100.v6.10.3565683 -1.48775 2E-28 down yes pfam00889 EF_TS Elongation factor TS.. GO:0005737|cytoplasm;GO:0003746|translation elongation factor activity;K02357

Manes.03G024400.v6.13.4208378 1.77435 4E-06 up yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.03G025000.v6.16.6236606 2.73E+00 0.1243 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.03G025100.v6.10.5791041 ####### 3E-07 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G025500.v6.10.6358036 ####### 8E-05 down no pfam12895 Apc3 Anaphase-promoting complex, cyclosome, subunit 3. Apc3, otherwise known as Cdc27, is one of the subunits of the anaphase-promoting complex or cyclosome. The anaphase-promoting complex is a multiprotein subunit E3 ubiquitin ligase complex that controls segregation of chromosomes and exit from mitosis in eukaryotes. The protein members of this family contain TPR repeats just as those of Apc7 do, and it appears that these TPR units bind the C-termini of the APC co-activators CDH1 and CDC20.GO:0030154|cell differentiation;GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0007346|regulation of mitotic cell cycle;GO:0009733|response to auxin;GO:0048829|root cap development;GO:0048364|root development;GO:0010071|root meristem specification;GO:0005680|anaphase-promoting complex;GO:0009504|cell plate;GO:0005634|nucleus;GO:0005819|spindle;. K03350

Manes.03G025700.v6.10.8989639 -0.15366 0.3365 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G027500.v6.10.1930734 -2.37278 0.0051 down yes pfam14956 DUF4505 Domain of unknown function (DUF4505). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 166 and 225 amino acids in length.. . . .

Manes.03G027600.v6.10.1051184 -3.24991 4E-40 down yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;.

Manes.03G027900.v6.12.0999438 1.07035 3E-08 up yes pfam15402 Spc7_N N-terminus of kinetochore NMS complex subunit Spc7.. . . .

Manes.03G028100.v6.12.5036137 1.32E+00 3E-10 up yes pfam02537 CRCB CrcB-like protein. CRCB is a putative integral membrane protein possibly involved in chromosome condensation. Over expression in Escherichia coli also leads to camphor resistance.. . . .

Manes.03G028200.v6.10.7954768 -0.33011 0.0116 down no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.03G029300.v6.12.2884967 1.19E+00 9E-07 up yes pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0010053|root epidermal cell differentiation;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.03G029600.v6.114.823405 3.89E+00 3E-186 up yes pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;GO:0006979|response to oxidative stress;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G030000.v6.11.793554 0.84282 3E-10 up no pfam01546 Peptidase_M20Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009611|response to wounding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;GO:0010179|IAA-Ala conjugate hydrolase activity;K14664

Manes.03G030300.v6.10.6650896 ####### 4E-07 down no pfam01198 Ribosomal_L31eRibosomal protein L31e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.03G030400.v6.12.1296734 1.09063 5E-16 up yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.03G030500.v6.10.6517499 -0.61761 0.1924 down no pfam01596 Methyltransf_3O-methyltransferase. Members of this family are O-methyltransferases. The family includes catechol o-methyltransferase, caffeoyl-CoA O-methyltransferase, and a family of bacterial O-methyltransferases that may be involved in antibiotic production.GO:0009809|lignin biosynthetic process;GO:0005829|cytosol;GO:0042409|caffeoyl-CoA O-methyltransferase activity;GO:0046872|metal ion binding;K00588

Manes.03G031300.v6.10.5745203 ####### 0.0002 down no pfam13847 Methyltransf_31Methyltransferase domain. This family appears to be have methyltransferase activity.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008469|histone-arginine N-methyltransferase activity;GO:0016274|protein-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;K11434

Manes.03G031500.v6.10.5694063 ####### 1E-05 down no pfam06325 PrmA Ribosomal protein L11 methyltransferase (PrmA). This family consists of several Ribosomal protein L11 methyltransferase (EC:2.1.1.-) sequences.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008469|histone-arginine N-methyltransferase activity;GO:0016274|protein-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;K11434



Manes.03G031800.v6.12.1613713 1.11195 3E-19 up yes pfam06426 SATase_N Serine acetyltransferase, N-terminal. The N-terminal domain of serine acetyltransferase has a sequence that is conserved in plants and bacteria.GO:0006535|cysteine biosynthetic process from serine;GO:0005829|cytosol;GO:0009001|serine O-acetyltransferase activity;K00640

Manes.03G032200.v6.1NA NA NA -- no pfam03732 Retrotrans_gagRetrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.03G032300.v6.10.3552985 ####### 1E-19 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G032400.v6.10.4290106 -1.22091 5E-15 down yes pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0016021|integral component of membrane;GO:0015299|solute:proton antiporter activity;.

Manes.03G032900.v6.10.663797 ####### 3E-06 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0009507|chloroplast;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.03G033100.v6.10.3891687 ####### 5E-18 down yes pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.03G033200.v6.10.7195283 ####### 5E-05 down no pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009910|negative regulation of flower development;GO:0010187|negative regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010468|regulation of gene expression;GO:0009735|response to cytokinin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.03G033400.v6.10.1876041 ####### 2E-10 down yes pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;. GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.03G033600.v6.10.5128541 ####### 8E-08 down no pfam04750 Far-17a_AIG1FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.03G033700.v6.10.7173974 ####### 0.0005 down no pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0005737|cytoplasm;GO:1990534|thermospermine oxidase activity;K12259

Manes.03G033800.v6.10.3920739 -1.3508 0.0684 down no pfam04780 DUF629 Protein of unknown function (DUF629). This family represents a region of several plant proteins of unknown function. A C2H2 zinc finger is predicted in this region in some family members, but the spacing between the cysteine residues is not conserved throughout the family.. . . .

Manes.03G033900.v6.11.0243088 3.47E-02 0.7682 up no pfam12265 CAF1C_H4-bdHistone-binding protein RBBP4 or subunit C of CAF1 complex. The CAF-1 complex is a conserved heterotrimeric protein complex that promotes histone H3 and H4 deposition onto newly synthesized DNA during replication or DNA repair; specifically it facilitates replication-dependent nucleosome assembly with the major histone H3 (H3.1). This domain is an alpha helix which sits just upstream of the WD40 seven-bladed beta-propeller in the human RbAp46 protein. RbAp46 folds into the beta-propeller and binds histone H4 in a groove formed between this N-terminal helix and an extended loop inserted into blade six.GO:0030154|cell differentiation;GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0046872|metal ion binding;K10752

Manes.03G034400.v6.11.4146007 5.00E-01 2E-05 up no pfam01253 SUI1 Translation initiation factor SUI1.GO:0070124|mitochondrial translational initiation;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0003743|translation initiation factor activity;.

Manes.03G034500.v6.10.2404163 -2.05639 8E-06 down yes pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009823|cytokinin catabolic process;GO:0005783|endoplasmic reticulum;GO:0005773|vacuole;GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008131|primary amine oxidase activity;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00279

Manes.03G035500.v6.13.2933671 1.71956 1E-14 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0034605|cellular response to heat;GO:0071456|cellular response to hypoxia;GO:0034620|cellular response to unfolded protein;GO:0010286|heat acclimation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0001666|response to hypoxia;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G035700.v6.10.8591826 ####### 0.0602 down no pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.03G036700.v6.13.2198362 1.68699 2E-07 up yes pfam11884 DUF3404 Domain of unknown function (DUF3404). This domain is functionally uncharacterized. This domain is found in bacteria. This presumed domain is about 260 amino acids in length. This domain is found associated with pfam02518, pfam00512.. . . .

Manes.03G036800.v6.11.6637959 7.34E-01 9E-11 up no pfam05892 Tricho_coat Trichovirus coat protein. This family consists of several coat proteins which are specific to the ssRNA positive-strand, no DNA stage viruses such as the Trichovirus and Vitivirus.. . . .

Manes.03G036900.v6.19.9227307 3.31074 1E-105 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.03G037100.v6.11.9226846 0.94312 1E-11 up no pfam13869 NUDIX_2 Nucleotide hydrolase. Nudix hydrolases are found in all classes of organism and hydrolyse a wide range of organic pyrophosphates, including nucleoside di- and triphosphates, di-nucleoside and diphospho-inositol polyphosphates, nucleotide sugars and RNA caps, with varying degrees of substrate specificity.GO:0006378|mRNA polyadenylation;GO:0005849|mRNA cleavage factor complex;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;GO:0003729|mRNA binding;K14397

Manes.03G037500.v6.11.9388246 9.55E-01 2E-15 up no pfam00063 Myosin_head Myosin head (motor domain).GO:0030048|actin filament-based movement;GO:0051645|Golgi localization;GO:0048467|gynoecium development;GO:0090436|leaf pavement cell development;GO:0051646|mitochondrion localization;GO:0060151|peroxisome localization;GO:0048768|root hair cell tip growth;GO:0048767|root hair elongation;GO:0010091|trichome branching;GO:0010090|trichome morphogenesis;GO:0016459|myosin complex;GO:0009506|plasmodesma;GO:0035619|root hair tip;GO:0030133|transport vesicle;GO:0005524|ATP binding;GO:0003774|motor activity;.

Manes.03G037700.v6.10.6183094 ####### 9E-05 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;. K06889

Manes.03G038100.v6.13.7802521 1.92E+00 2E-40 up yes pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;GO:0005770|late endosome;GO:0005771|multivesicular body;. K12191

Manes.03G038300.v6.10.3170696 ####### 1E-09 down yes pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006820|anion transport;GO:0050982|detection of mechanical stimulus;GO:0034220|ion transmembrane transport;GO:0010150|leaf senescence;GO:0097468|programmed cell death in response to reactive oxygen species;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008381|mechanically-gated ion channel activity;.

Manes.03G038500.v6.10.3973854 -1.33139 2E-20 down yes pfam14910 MMS22L_N S-phase genomic integrity recombination mediator, N-terminal. MMS22L (Methyl methanesulfonate-sensitivity protein 22-like) is found in yeast, plants and vertebrates, and is integrally concerned with DNA forking and repair mechanisms during replication. MMS22L complexes with TONSL and this complex accumulates at regions of ssDNA associated with distressed replication forks or at processed DNA breaks. Its depletion results in high levels of endogenous DNA double-strand breaks caused by an inability to complete DNA synthesis after replication fork collapse. Thus the complex mediates recovery from replication stress and homologous recombination in vertebrates, yeasts and plants. This family is the more N-terminal region of the proteins.. . . .

Manes.03G038700.v6.11.8900891 0.91845 0.0501 up no pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.. . . .

Manes.03G039500.v6.10.1668407 ####### 5E-28 down yes pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.03G039800.v6.1#NAME? #NAME? 5E-08 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0009607|response to biotic stimulus;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.03G039900.v6.10.0362418 -4.7862 5E-132 down yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0009734|auxin-activated signaling pathway;GO:0048046|apoplast;GO:0005618|cell wall;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.03G040100.v6.10.7992828 ####### 0.0079 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G040400.v6.10.3728315 -1.4234 5E-17 down yes pfam03133 TTL Tubulin-tyrosine ligase family. Tubulins and microtubules are subjected to several post-translational modifications of which the reversible detyrosination/tyrosination of the carboxy-terminal end of most alpha-tubulins has been extensively analysed. This modification cycle involves a specific carboxypeptidase and the activity of the tubulin-tyrosine ligase (TTL). The true physiological function of TTL has so far not been established. Tubulin-tyrosine ligase (TTL) catalyses the ATP-dependent post-translational addition of a tyrosine to the carboxy terminal end of detyrosinated alpha-tubulin. In normally cycling cells, the tyrosinated form of tubulin predominates. However, in breast cancer cells, the detyrosinated form frequently predominates, with a correlation to tumor aggressiveness. On the other hand, 3-nitrotyrosine has been shown to be incorporated, by TTL, into the carboxy terminal end of detyrosinated alpha-tubulin. This reaction is not reversible by the carboxypeptidase enzyme. Cells cultured in 3-nitrGO:0006464|cellular protein modification process;. . K16609

Manes.03G041200.v6.10.1268781 -2.97848 2E-05 down yes pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006812|cation transport;GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;K13754

Manes.03G041500.v6.13.0164022 1.59E+00 9E-34 up yes pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0019773|proteasome core complex, alpha-subunit complex;GO:0004298|threonine-type endopeptidase activity;.

Manes.03G041700.v6.11.6839709 0.75187 2E-05 up no pfam00092 VWA von Willebrand factor type A domain.. . . .

Manes.03G042000.v6.12.1867546 1.13E+00 9E-22 up yes pfam08511 COQ9 COQ9. COQ9 is an enzyme that is required for the biosynthesis of coenzyme Q. It may either catalyse a reaction in the coenzyme Q biosynthetic pathway or have a regulatory role.GO:0006744|ubiquinone biosynthetic process;GO:0005739|mitochondrion;GO:0008289|lipid binding;GO:0042803|protein homodimerization activity;K18587

Manes.03G042300.v6.10.4812907 -1.05502 8E-16 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.03G042400.v6.11.4347221 0.52077 0.0001 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.03G042500.v6.151.709125 5.69E+00 3E-115 up yes pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.03G042600.v6.12.2060986 1.14E+00 1E-09 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.03G043200.v6.1Inf Inf 0.1921 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.03G043300.v6.10.709809 -0.4945 0.0912 down no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.03G043500.v6.17.0935118 2.83E+00 8E-12 up yes pfam01252 Peptidase_A8Signal peptidase (SPase) II.. . . .

Manes.03G043600.v6.10.2976892 ####### 5E-24 down yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G044200.v6.10.1813316 -2.4633 0.0004 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G044300.v6.10.1389521 ####### 0.0005 down yes pfam06577 DUF1134 Protein of unknown function (DUF1134). This family consists of several hypothetical bacterial proteins of unknown function.. . . .

Manes.03G044400.v6.10.3157203 -1.66328 3E-14 down yes pfam00862 Sucrose_synthSucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0005985|sucrose metabolic process;. GO:0016157|sucrose synthase activity;K00695

Manes.03G044600.v6.10.7952737 -0.33048 0.0106 down no pfam03399 SAC3_GANPSAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25)GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0043022|ribosome binding;GO:0003743|translation initiation factor activity;K15028

Manes.03G044800.v6.11.4717103 5.57E-01 1E-06 up no pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0007033|vacuole organization;GO:0005774|vacuolar membrane;GO:0042578|phosphoric ester hydrolase activity;.

Manes.03G044900.v6.12.3180856 1.21293 2E-07 up yes pfam10292 7TM_GPCR_SrabSerpentine type 7TM GPCR receptor class ab chemoreceptor. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srab is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The expression pattern of the srab genes is biologically intriguing. Of the six promoters successfully expressed in transgenic organisms, one was exclusively expressed in the tail phasmid neurons, two were exclusively expressed in a head amphid neuron, and two were expressed both in the head and tail neurons as well as a limited number of other cells.. . . .

Manes.03G045000.v6.12.5765749 1.36545 7E-28 up yes pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.03G045100.v6.11.6230331 0.69869 0.0027 up no pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11977

Manes.03G045300.v6.10.8822965 ####### 0.1323 down no pfam01388 ARID ARID/BRIGHT DNA binding domain. This domain is know as ARID for AT-Rich Interaction Domain, and also known as the BRIGHT domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.03G045600.v6.10.1315915 -2.92586 3E-20 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G046000.v6.11.4610311 0.54699 2E-06 up no pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.. . GO:0008408|3'-5' exonuclease activity;GO:0003676|nucleic acid binding;K18740

Manes.03G046200.v6.15.2636767 2.39607 6E-75 up yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.03G046300.v6.10.2140778 -2.22379 0.0016 down yes pfam05721 PhyH Phytanoyl-CoA dioxygenase (PhyH). This family is made up of several eukaryotic phytanoyl-CoA dioxygenase (PhyH) proteins, ectoine hydroxylases and a number of bacterial deoxygenases. PhyH is a peroxisomal enzyme catalyzing the first step of phytanic acid alpha-oxidation. PhyH deficiency causes Refsum's disease (RD) which is an inherited neurological syndrome biochemically characterized by the accumulation of phytanic acid in plasma and tissues.. . . .

Manes.03G046400.v6.12.1057213 1.07E+00 2E-16 up yes pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.03G046500.v6.11.9795802 0.98519 5E-14 up no pfam08312 cwf21 cwf21 domain. The cwf21 family is involved in mRNA splicing. It has been isolated as a subcomplex of the splicosome in Schizosaccharomyces pombe. The function of the cwf21 domain is to bind directly to the spliceosomal protein Prp8. Mutations in the cwf21 domain prevent Prp8 from binding. The structure of this domain has recently been solved which shows this domain to be composed of two alpha helices.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0015030|Cajal body;GO:0071013|catalytic step 2 spliceosome;GO:0016607|nuclear speck;GO:0044822|poly(A) RNA binding;K13172

Manes.03G046800.v6.11.6726215 0.74211 8E-10 up no pfam00762 FerrochelataseFerrochelatase.GO:0006783|heme biosynthetic process;GO:0009507|chloroplast;GO:0004325|ferrochelatase activity;.

Manes.03G047100.v6.10.4400642 -1.18421 2E-15 down yes pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.03G047400.v6.10.3524579 -1.50448 0.0962 down no pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.. . . .

Manes.03G047800.v6.10.1400933 ####### 2E-70 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009910|negative regulation of flower development;GO:0010187|negative regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010468|regulation of gene expression;GO:0009735|response to cytokinin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.03G048300.v6.10.1340611 -2.89904 2E-24 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G049100.v6.10.5884404 ####### 4E-11 down no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G049200.v6.12.0923169 1.0651 5E-15 up yes pfam00251 Glyco_hydro_32NGlycosyl hydrolases family 32 N-terminal domain. This domain corresponds to the N-terminal domain of glycosyl hydrolase family 32 which forms a five bladed beta propeller structure.GO:0005975|carbohydrate metabolic process;GO:0080167|response to karrikin;GO:0009611|response to wounding;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005886|plasma membrane;GO:0004564|beta-fructofuranosidase activity;GO:0004575|sucrose alpha-glucosidase activity;K01193

Manes.03G049500.v6.119.349867 4.27425 5E-18 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G049600.v6.110.059627 3.33E+00 0.0496 up no pfam05467 Herpes_U47 Herpesvirus glycoprotein U47.. . . .

Manes.03G049800.v6.11.6161534 0.69256 1E-05 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005509|calcium ion binding;K14684

Manes.03G050000.v6.11.766363 0.82078 5E-09 up no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.03G050100.v6.157.165639 5.83708 3E-18 up yes pfam03888 MucB_RseB MucB/RseB family. Members of this family are regulators of the anti-sigma E protein RseD.. . . .

Manes.03G050200.v6.10.8533157 ####### 0.4827 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.03G050400.v6.13.3223134 1.73219 0.0054 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G050500.v6.11.4613588 5.47E-01 1E-05 up no pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K12737

Manes.03G050800.v6.11.5996013 6.78E-01 8E-09 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.03G050900.v6.10.5973363 ####### 2E-09 down no pfam01433 Peptidase_M1Peptidase family M1. Members of this family are aminopeptidases. The members differ widely in specificity, hydrolysing acidic, basic or neutral N-terminal residues. This family includes leukotriene-A4 hydrolase, this enzyme also has an aminopeptidase activity.GO:0009926|auxin polar transport;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0031090|organelle membrane;GO:0005886|plasma membrane;GO:0004177|aminopeptidase activity;GO:0008237|metallopeptidase activity;GO:0010013|N-1-naphthylphthalamic acid binding;GO:0008270|zinc ion binding;K08776

Manes.03G051100.v6.10.7268918 -0.46019 0.0019 down no pfam01433 Peptidase_M1Peptidase family M1. Members of this family are aminopeptidases. The members differ widely in specificity, hydrolysing acidic, basic or neutral N-terminal residues. This family includes leukotriene-A4 hydrolase, this enzyme also has an aminopeptidase activity.GO:0009926|auxin polar transport;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0031090|organelle membrane;GO:0005886|plasma membrane;GO:0004177|aminopeptidase activity;GO:0008237|metallopeptidase activity;GO:0010013|N-1-naphthylphthalamic acid binding;GO:0008270|zinc ion binding;K08776

Manes.03G051200.v6.11.8351212 8.76E-01 7E-14 up no pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.03G051600.v6.151.848907 5.70E+00 5E-08 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.03G051800.v6.11.7055601 7.70E-01 6E-09 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;. K15121

Manes.03G052000.v6.10.8471568 -0.2393 0.0615 down no pfam12165 DUF3594 Domain of unknown function (DUF3594). This presumed domain is functionally uncharacterized.This domain family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam00628.GO:0016568|chromatin modification;GO:1903507|negative regulation of nucleic acid-templated transcription;GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003714|transcription corepressor activity;GO:0008270|zinc ion binding;.

Manes.03G052100.v6.10.3714151 -1.4289 1E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G052500.v6.10.3062476 ####### 2E-13 down yes pfam01564 Spermine_synthSpermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.GO:0009926|auxin polar transport;GO:0010087|phloem or xylem histogenesis;GO:0006596|polyamine biosynthetic process;GO:0048759|xylem vessel member cell differentiation;GO:0005737|cytoplasm;GO:0016768|spermine synthase activity;GO:0010487|thermospermine synthase activity;K18787

Manes.03G053100.v6.10.3657172 ####### 2E-07 down yes pfam00338 Ribosomal_S10Ribosomal protein S10p/S20e. This family includes small ribosomal subunit S10 from prokaryotes and S20 from eukaryotes.. . . .

Manes.03G053400.v6.12.3439145 1.23E+00 4E-26 up yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0035434|copper ion transmembrane transport;GO:0006825|copper ion transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005375|copper ion transmembrane transporter activity;GO:0004008|copper-exporting ATPase activity;GO:0046872|metal ion binding;K01533

Manes.03G053500.v6.12.056403 1.04012 4E-08 up yes pfam12714 TILa TILa domain. This cysteine rich domain occurs along side the TIL pfam01826 domain and is likely to be a distantly related relative.. . . .

Manes.03G053700.v6.11.071225 0.09926 0.5192 up no pfam08507 COPI_assoc COPI associated protein. Proteins in this family colocalize with COPI vesicle coat proteins.. . . .

Manes.03G053800.v6.1NA NA NA -- no pfam14227 UBN2_2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.03G053900.v6.1NA NA NA -- no pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;K01179



Manes.03G054000.v6.12.4934499 1.31814 4E-26 up yes pfam02431 Chalcone Chalcone-flavanone isomerase. Chalcone-flavanone isomerase is a plant enzyme responsible for the isomerization of chalcone to naringenin, a key step in the biosynthesis of flavonoids.. GO:0009570|chloroplast stroma;GO:0005504|fatty acid binding;GO:0016872|intramolecular lyase activity;.

Manes.03G054200.v6.10.7448059 -0.42506 0.0405 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019380|3-phenylpropionate catabolic process;GO:0005737|cytoplasm;GO:0052823|2-hydroxy-6-oxonona-2,4,7-trienedioate hydrolase activity;GO:0018771|2-hydroxy-6-oxonona-2,4-dienedioate hydrolase activity;K05714

Manes.03G054300.v6.10.4395999 -1.18574 7E-13 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G054500.v6.12.8466106 1.51E+00 6E-08 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.03G054600.v6.10.5310921 ####### 2E-10 down no pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.03G054700.v6.11.6194052 0.69546 9E-10 up no pfam05236 TAF4 Transcription initiation factor TFIID component TAF4 family. This region of similarity is found in Transcription initiation factor TFIID component TAF4.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. K03129

Manes.03G055000.v6.12.3113388 1.21E+00 2E-15 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10663

Manes.03G055400.v6.10.676447 ####### 0.004 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.03G055600.v6.18.9391564 3.16E+00 2E-11 up yes pfam00550 PP-binding Phosphopantetheine attachment site. A 4'-phosphopantetheine prosthetic group is attached through a serine. This prosthetic group acts as a a 'swinging arm' for the attachment of activated fatty acid and amino-acid groups. This domain forms a four helix bundle. This family includes members not included in Prosite. The inclusion of these members is supported by sequence analysis and functional evidence. The related domain of Vibrio anguillarum angR has the attachment serine replaced by an alanine.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;. .

Manes.03G055700.v6.131.24708 4.97E+00 4E-43 up yes pfam02990 EMP70 Endomembrane protein 70.. . . .

Manes.03G055800.v6.10.7049715 -0.50436 2E-05 down no pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0080167|response to karrikin;GO:0009416|response to light stimulus;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.03G055900.v6.10.3881793 -1.36521 2E-06 down yes pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.03G056500.v6.10.8068425 ####### 0.0075 down no pfam03368 Dicer_dimer Dicer dimerization domain. This domain is found in members of the Dicer protein family which function in RNA interference, an evolutionarily conserved mechanism for gene silencing using double-stranded RNA (dsRNA) molecules. It is essential for the activity of Dicer. It is a divergent double stranded RNA-binding domain. The N-terminal alpha helix of this domain is in a different orientation to that found in canonical dsRNA-binding domains. This results in a change of charge distribution at the potential dsRNA-binding surface and in the N- and C-termini of the domain being in close proximity. This domain has weak dsRNA-binding activity. It mediates heterodimerization of Dicer proteins with their respective protein partners.GO:0030422|production of siRNA involved in RNA interference;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0003723|RNA binding;K11592

Manes.03G056600.v6.10.6700418 -0.57768 0.001 down no pfam12738 PTCB-BRCTtwin BRCT domain. This is a BRCT domain that appears in duplicate in most member sequences. BRCT domains are peptide- and phosphopeptide-binding modules. BRCT domains are present in a number of proteins involved in DNA checkpoint controls and DNA repair.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0007131|reciprocal meiotic recombination;GO:0010212|response to ionizing radiation;GO:0015629|actin cytoskeleton;GO:0005813|centrosome;GO:0005694|chromosome;GO:0000794|condensed nuclear chromosome;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0001673|male germ cell nucleus;GO:0005634|nucleus;GO:0016605|PML body;GO:0000922|spindle pole;GO:0003677|DNA binding;GO:0042802|identical protein binding;K10728

Manes.03G056700.v6.11.0051619 7.43E-03 0.9307 up no pfam08590 DUF1771 Domain of unknown function (DUF1771). This domain is always found adjacent to pfam01713.. . . .

Manes.03G057200.v6.10.304191 -1.71695 2E-17 down yes pfam04542 Sigma70_r2 Sigma-70 region 2. Region 2 of sigma-70 is the most conserved region of the entire protein. All members of this class of sigma-factor contain region 2. The high conservation is due to region 2 containing both the -10 promoter recognition helix and the primary core RNA polymerase binding determinant. The core binding helix, interacts with the clamp domain of the largest polymerase subunit, beta prime. The aromatic residues of the recognition helix, found at the C-terminus of this domain are though to mediate strand separation, thereby allowing transcription initiation.GO:0071482|cellular response to light stimulus;GO:0006352|DNA-templated transcription, initiation;GO:2001141|regulation of RNA biosynthetic process;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;K03093

Manes.03G057500.v6.10.7979156 -0.32569 0.0107 down no pfam02686 Glu-tRNAGlnGlu-tRNAGln amidotransferase C subunit. This is a family of Glu-tRNAGln amidotransferase C subunits. The Glu-tRNA Gln amidotransferase enzyme itself is an important translational fidelity mechanism replacing incorrectly charged Glu-tRNAGln with the correct Gln-tRANGln via transmidation of the misacylated Glu-tRNAGln. This activity supplements the lack of glutaminyl-tRNA synthetase activity in gram-positive eubacterteria, cyanobacteria, Archaea, and organelles.GO:0006450|regulation of translational fidelity;GO:0006412|translation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016874|ligase activity;K02435

Manes.03G057900.v6.1Inf Inf 0.0341 up no pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. . GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;.

Manes.03G058000.v6.1Inf Inf 0.1174 up no pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. GO:0005737|cytoplasm;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;.

Manes.03G058100.v6.15.7513981 2.52391 0.2007 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.03G058400.v6.146.44821 5.53755 0.0002 up yes pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G058600.v6.10.9339953 -0.09851 0.4726 down no pfam04194 PDCD2_C Programmed cell death protein 2, C-terminal putative domain.GO:0006919|activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:1902035|positive regulation of hematopoietic stem cell proliferation;GO:0012501|programmed cell death;GO:1901532|regulation of hematopoietic progenitor cell differentiation;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;K14801

Manes.03G058700.v6.10.9384757 ####### 0.4354 down no pfam00206 Lyase_1 Lyase. GO:0006106|fumarate metabolic process;GO:0042128|nitrate assimilation;GO:0009651|response to salt stress;GO:0006099|tricarboxylic acid cycle;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0045239|tricarboxylic acid cycle enzyme complex;GO:0004333|fumarate hydratase activity;.

Manes.03G059500.v6.10.2737703 -1.86896 2E-11 down yes pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.03G059600.v6.10.2302232 -2.11889 5E-09 down yes pfam10604 Polyketide_cyc2Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.. GO:0005773|vacuole;. .

Manes.03G060000.v6.11.2375836 0.30753 0.0072 up no pfam00069 Pkinase Protein kinase domain.GO:0006281|DNA repair;GO:0006897|endocytosis;GO:0045143|homologous chromosome segregation;GO:0036289|peptidyl-serine autophosphorylation;GO:1990443|peptidyl-threonine autophosphorylation;GO:0038083|peptidyl-tyrosine autophosphorylation;GO:0018108|peptidyl-tyrosine phosphorylation;GO:0008360|regulation of cell shape;GO:0006282|regulation of DNA repair;GO:0007165|signal transduction;GO:0016055|Wnt signaling pathway;GO:0032153|cell division site;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;K14758

Manes.03G060100.v6.10.5241288 -0.93201 3E-14 down no pfam00579 tRNA-synt_1btRNA synthetases class I (W and Y).GO:0006436|tryptophanyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004830|tryptophan-tRNA ligase activity;K01867

Manes.03G060600.v6.12.8885953 1.53037 8E-06 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.03G060700.v6.10.344913 -1.5357 1E-30 down yes pfam08282 Hydrolase_3 haloacid dehalogenase-like hydrolase. This family contains haloacid dehalogenase-like hydrolase enzymes.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0004521|endoribonuclease activity;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K07042

Manes.03G060800.v6.10.2858491 -1.80667 1E-06 down yes pfam08282 Hydrolase_3 haloacid dehalogenase-like hydrolase. This family contains haloacid dehalogenase-like hydrolase enzymes.GO:0016311|dephosphorylation;. GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;GO:0050308|sugar-phosphatase activity;K07024

Manes.03G060900.v6.10.8716296 ####### 0.3647 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G061000.v6.117.22475 4.10641 9E-230 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0010150|leaf senescence;GO:0009507|chloroplast;GO:0016020|membrane;GO:0005777|peroxisome;GO:0009536|plastid;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14454

Manes.03G061300.v6.11.2838853 0.36052 0.0057 up no pfam04441 Pox_VERT_largePoxvirus early transcription factor (VETF), large subunit. The poxvirus early transcription factor (VETF), in addition to the viral RNA polymerase, is required for efficient transcription of early genes in vitro. VETF is a heterodimeric protein that binds specifically to early gene promoters. The heterodimer is comprised of an 82 kDa (this family) subunit and a 70 kDa subunit.. . . .

Manes.03G061400.v6.11.6846537 7.52E-01 0.0128 up no pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.03G061500.v6.11.8657595 0.89976 5E-12 up no pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.03G061600.v6.11.8575592 0.89341 4E-15 up no pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0045839|negative regulation of mitotic nuclear division;GO:0007165|signal transduction;GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0030276|clathrin binding;GO:0019901|protein kinase binding;.

Manes.03G062000.v6.11.8622959 0.89708 2E-09 up no pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G062200.v6.10.2807851 -1.83246 3E-07 down yes pfam08458 PH_2 Plant pleckstrin homology-like region. This family describes a pleckstrin homology (PH)-like region found in several plant proteins of unknown function.. . . .

Manes.03G062400.v6.10.0368107 ####### 1E-73 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G063100.v6.11.627642 0.70278 3E-08 up no pfam05670 DUF814 Domain of unknown function (DUF814). This domain occurs in proteins that have been annotated as Fibronectin/fibrinogen binding protein by similarity. This annotation comes from B. subtilis yloA where the N-terminal region is involved in this activity. Hence the activity of this C-terminal domain is unknown. This domain contains a conserved motif D/E-X-W/Y-X-H that may be functionally important.. GO:0070062|extracellular exosome;. .

Manes.03G063500.v6.10.3778833 -1.40399 5E-21 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.03G063800.v6.10.1687767 ####### 5E-27 down yes pfam11312 DUF3115 Protein of unknown function (DUF3115). This eukaryotic family of proteins has no known function.. . . .

Manes.03G063900.v6.10.4428426 ####### 4E-14 down yes pfam10326 7TM_GPCR_StrSerpentine type 7TM GPCR chemoreceptor Str. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Str is a member of the Str superfamily of chemoreceptors. Almost a quarter (22.5%) of str and srj family genes and pseudogenes in C. elegans appear to have been newly formed by gene duplications since the species split. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.03G064100.v6.11.3455566 4.28E-01 0.8228 up no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0010163|high-affinity potassium ion import;GO:0042391|regulation of membrane potential;GO:0009624|response to nematode;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005249|voltage-gated potassium channel activity;.

Manes.03G064400.v6.10.5110147 -0.96856 4E-09 down no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.03G064600.v6.15.43116 2.44E+00 6E-42 up yes pfam14599 zinc_ribbon_6Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0031398|positive regulation of protein ubiquitination;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0002039|p53 binding;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10144

Manes.03G064800.v6.11.7590319 8.15E-01 6E-11 up no pfam02845 CUE CUE domain. CUE domains have been shown to bind ubiquitin. It has been suggested that CUE domains are related to pfam00627 and this has been confirmed by the structure of the domain. CUE domains also occur in two protein of the IL-1 signal transduction pathway, tollip and TAB2.. . . .

Manes.03G065400.v6.11.1189769 0.16218 0.2471 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010029|regulation of seed germination;GO:0009845|seed germination;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;. .

Manes.03G065500.v6.10.5847342 -0.77415 2E-08 down no pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.. GO:0005634|nucleus;. .

Manes.03G065700.v6.110.064773 3.33124 4E-27 up yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. . . .

Manes.03G066300.v6.17.9051394 2.98279 2E-32 up yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G066500.v6.11.7418561 0.80063 1E-08 up no pfam08585 DUF1767 Domain of unknown function (DUF1767). Eukaryotic domain of unknown function. This domain is found to the N-terminus of the nucleic acid binding domain.GO:0016568|chromatin modification;GO:0006397|mRNA processing;GO:1903506|regulation of nucleic acid-templated transcription;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0035064|methylated histone binding;GO:0003723|RNA binding;GO:0003713|transcription coactivator activity;K18404

Manes.03G067200.v6.10.4730272 -1.08 8E-12 down yes pfam06409 NPIP Nuclear pore complex interacting protein (NPIP). This family consists of a series of primate specific nuclear pore complex interacting protein (NPIP) sequences. The function of this family is unknown but is well conserved from African apes to humans.GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0009507|chloroplast;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.03G067300.v6.10.5033697 -0.99031 9E-08 down no pfam00393 6PGD 6-phosphogluconate dehydrogenase, C-terminal domain. This family represents the C-terminal all-alpha domain of 6-phosphogluconate dehydrogenase.   The domain contains two structural repeats of 5 helices each.GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0009507|chloroplast;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.03G067500.v6.10.7279268 ####### 0.0837 down no pfam05316 VAR1 Mitochondrial ribosomal protein (VAR1). This family consists of the yeast mitochondrial ribosomal proteins VAR1. Mitochondria possess their own ribosomes responsible for the synthesis of a small number of proteins encoded by the mitochondrial genome. In yeast the two ribosomal RNAs and a single ribosomal protein, VAR1, are products of mitochondrial genes, and the remaining approximately 80 ribosomal proteins are encoded in the nucleus. VAR1 along with 15S rRNA are necessary for the formation of mature 37S subunits.. . . .

Manes.03G067600.v6.10.7902694 -0.33958 0.1227 down no pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.03G067800.v6.10.1989551 -2.32949 4E-57 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.03G067900.v6.10.4140522 ####### 6E-16 down yes pfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.GO:0007165|signal transduction;GO:0000159|protein phosphatase type 2A complex;GO:0008601|protein phosphatase type 2A regulator activity;K11584

Manes.03G068100.v6.1NA NA NA -- no pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.03G068300.v6.10.4666639 -1.09954 1E-09 down yes pfam02475 Met_10 Met-10+ like-protein. The methionine-10 mutant allele of N. crassa codes for a protein of unknown function. However, homologous proteins have been found in yeast suggesting this protein may be involved in methionine biosynthesis, transport and/or utilisation.GO:0048449|floral organ formation;GO:0016570|histone modification;GO:0009909|regulation of flower development;GO:0005829|cytosol;GO:0005759|mitochondrial matrix;GO:0005634|nucleus;GO:0052906|tRNA (guanine(37)-N(1))-methyltransferase activity;.

Manes.03G069200.v6.1Inf Inf 0.8764 up no pfam08733 PalH PalH/RIM21. PalH (also known as RIM21) is a transmembrane protein required for proteolytic cleavage of Rim101/PacC transcription factors which are activated by C terminal proteolytic processing. Rim101/PacC family proteins play a key role in pH-dependent responses and PalH has been implicated as a pH sensor.. . . .

Manes.03G069300.v6.11.7253368 0.78688 3E-12 up no pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0009395|phospholipid catabolic process;GO:0005829|cytosol;GO:0008374|O-acyltransferase activity;GO:0004620|phospholipase activity;.

Manes.03G070300.v6.11.554466 0.63642 5E-07 up no pfam05057 DUF676 Putative serine esterase (DUF676). This family of proteins are probably serine esterase type enzymes with an alpha/beta hydrolase fold.. . . .

Manes.03G070400.v6.11.5245783 0.60841 6E-06 up no pfam13879 KIAA1430 KIAA1430 homologue. This is a family of KIAA1430 homologues. The function is not known.. . . .

Manes.03G070500.v6.10.4680014 -1.09542 1E-07 down yes pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0019374|galactolipid metabolic process;GO:0016042|lipid catabolic process;GO:0006644|phospholipid metabolic process;GO:0040008|regulation of growth;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0047617|acyl-CoA hydrolase activity;GO:0004620|phospholipase activity;.

Manes.03G071100.v6.15.1299295 2.36E+00 2E-20 up yes pfam03476 MOSC_N MOSC N-terminal beta barrel domain. This domain is found to the N-terminus of pfam03473. The function of this domain is unknown, however it is predicted to adopt a beta barrel fold.GO:0042126|nitrate metabolic process;GO:0055114|oxidation-reduction process;GO:0070062|extracellular exosome;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0030151|molybdenum ion binding;GO:0043546|molybdopterin cofactor binding;GO:0008940|nitrate reductase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.03G071200.v6.10.4636104 ####### 5E-17 down yes pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. . . .

Manes.03G071500.v6.10.4706471 ####### 2E-07 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0031425|chloroplast RNA processing;GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.03G072300.v6.1Inf Inf 0.0304 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.03G072600.v6.10.2314497 -2.11123 2E-20 down yes pfam03352 Adenine_glycoMethyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.03G072700.v6.10.1849164 ####### 2E-72 down yes pfam01697 Glyco_transf_92Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. . . .

Manes.03G072900.v6.1#NAME? #NAME? 0.0091 down yes pfam02790 COX2_TM Cytochrome C oxidase subunit II, transmembrane domain. The N-terminal domain of cytochrome C oxidase contains two transmembrane alpha-helices.. . . .

Manes.03G073000.v6.10.8777473 -0.18812 0.1014 down no pfam04997 RNA_pol_Rpb1_1RNA polymerase Rpb1, domain 1. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain, domain 1, represents the clamp domain, which a mobile domain involved in positioning the DNA, maintenance of the transcription bubble and positioning of the nascent RNA strand.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03046

Manes.03G073300.v6.10.5669164 ####### 1E-07 down no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.03G073800.v6.10.3223068 -1.63349 3E-35 down yes pfam00068 Phospholip_A2_1Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.GO:0016042|lipid catabolic process;GO:0006644|phospholipid metabolic process;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0004623|phospholipase A2 activity;K01047

Manes.03G074200.v6.10.662427 ####### 0.0003 down no pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.03G074500.v6.12.0624865 1.04E+00 0.0677 up no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.03G074600.v6.11.3829058 0.4677 0.9229 up no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.03G074800.v6.11.7704374 0.82411 9E-13 up no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006825|copper ion transport;GO:0009873|ethylene-activated signaling pathway;GO:0010119|regulation of stomatal movement;GO:0009723|response to ethylene;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005507|copper ion binding;K17686

Manes.03G074900.v6.11.0840959 1.16E-01 0.3318 up no pfam00817 IMS impB/mucB/samB family. These proteins are involved in UV protection.GO:0006260|DNA replication;GO:0042276|error-prone translesion synthesis;GO:0010224|response to UV-B;GO:0009650|UV protection;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;K03509

Manes.03G075200.v6.10.591119 ####### 3E-06 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.. GO:0005622|intracellular;GO:0005525|GTP binding;GO:0003723|RNA binding;.

Manes.03G075900.v6.10.3180752 ####### 6E-10 down yes pfam13229 Beta_helix Right handed beta helix region. This region contains a parallel beta helix region that shares some similarity with Pectate lyases.GO:0071555|cell wall organization;GO:0009556|microsporogenesis;GO:0010584|pollen exine formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.03G076900.v6.18.4314922 3.07579 0.0711 up no pfam01565 FAD_binding_4FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.. . GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.03G077100.v6.11.5916284 0.6705 8E-09 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0007034|vacuolar transport;GO:0030139|endocytic vesicle;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.03G077400.v6.10.7372963 ####### 0.0063 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G078000.v6.10.0149924 -6.05963 1E-15 down yes pfam13832 zf-HC5HC2H_2PHD-zinc-finger like domain.GO:0016573|histone acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0033100|NuA3 histone acetyltransferase complex;GO:1990467|NuA3a histone acetyltransferase complex;GO:1990468|NuA3b histone acetyltransferase complex;GO:0035064|methylated histone binding;GO:0008270|zinc ion binding;K11380

Manes.03G078600.v6.10.8110909 -0.30206 0.0138 down no pfam07541 EIF_2_alpha Eukaryotic translation initiation factor 2 alpha subunit. These proteins share a region of similarity that falls towards the C terminus from pfam00575.GO:0002183|cytoplasmic translational initiation;GO:0031571|mitotic G1 DNA damage checkpoint;GO:1990611|regulation of cytoplasmic translational initiation in response to stress;GO:0006413|translational initiation;GO:0005829|cytosol;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005850|eukaryotic translation initiation factor 2 complex;GO:0005851|eukaryotic translation initiation factor 2B complex;GO:0043614|multi-eIF complex;GO:0005634|nucleus;GO:0005840|ribosome;GO:0044822|poly(A) RNA binding;GO:0043022|ribosome binding;GO:0003743|translation initiation factor activity;K03237

Manes.03G078900.v6.11.872818 0.90521 3E-15 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0010315|auxin efflux;GO:0030154|cell differentiation;GO:0071555|cell wall organization;GO:0051555|flavonol biosynthetic process;GO:0042127|regulation of cell proliferation;GO:0010253|UDP-rhamnose biosynthetic process;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0050662|coenzyme binding;GO:0008460|dTDP-glucose 4,6-dehydratase activity;GO:0016853|isomerase activity;GO:0016491|oxidoreductase activity;GO:0050377|UDP-glucose 4,6-dehydratase activity;GO:0010280|UDP-L-rhamnose synthase activity;K12450



Manes.03G079300.v6.10.16437 -2.60498 6E-19 down yes pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0051026|chiasma assembly;GO:0007126|meiotic nuclear division;GO:0016567|protein ubiquitination;GO:0035825|reciprocal DNA recombination;GO:0007131|reciprocal meiotic recombination;GO:0005712|chiasma;GO:0005694|chromosome;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10639

Manes.03G079600.v6.12.024215 1.01736 4E-19 up yes pfam03381 CDC50 LEM3 (ligand-effect modulator 3) family / CDC50 family. Members of this family have been predicted to contain transmembrane helices. The family member LEM3 is a ligand-effect modulator, mutation of which increases glucocorticoid receptor activity in response to dexamethasone and also confers increased activity on other intracellular receptors including the progesterone, oestrogen and mineralocorticoid receptors. LEM3 is thought to affect a downstream step in the glucocorticoid receptor pathway. Factors that modulate ligand responsiveness are likely to contribute to the context-specific actions of the glucocorticoid receptor in mammalian cells. The products of genes YNR048w, YNL323w and YCR094w (CDC50) show redundancy of function and are involved in regulation of transcription via CDC39. CDC39 (also known as NOT1) is normally a negative regulator of transcription either by affecting the general RNA polymerase II machinery or by altering chromatin structure. One function of CDC39 is to block activation of the m. GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;. .

Manes.03G079700.v6.116.166623 4.01E+00 0.0882 up no pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.03G081000.v6.10.7172433 ####### 0.0006 down no pfam00168 C2 C2 domain. GO:0009306|protein secretion;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.03G081200.v6.10.4124664 ####### 5E-24 down yes pfam01565 FAD_binding_4FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.. GO:0016021|integral component of membrane;GO:0050614|delta24-sterol reductase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.03G081300.v6.10.8505889 ####### 0.0393 down no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0009555|pollen development;GO:0007338|single fertilization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.03G081400.v6.10.85831 -0.22043 0.0602 down no pfam00689 Cation_ATPase_CCation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.GO:0009555|pollen development;GO:0007338|single fertilization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.03G081800.v6.10.6084628 -0.71676 9E-10 down no pfam13291 ACT_4 ACT domain. ACT domains bind to amino acids and regulate associated enzyme domains. These ACT domains are found at the C-terminus of the RelA protein.. GO:0009507|chloroplast;. .

Manes.03G082200.v6.1Inf Inf 0.8764 up no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.03G082800.v6.15.4815475 2.45458 0.0004 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009734|auxin-activated signaling pathway;GO:0048527|lateral root development;GO:0010072|primary shoot apical meristem specification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G083400.v6.12.8985815 1.53535 3E-27 up yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G083500.v6.16899.1045 12.7522 4E-85 up yes pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.03G083900.v6.11.7804426 0.83224 2E-11 up no pfam00348 polyprenyl_syntPolyprenyl synthetase.GO:0009793|embryo development ending in seed dormancy;GO:0008299|isoprenoid biosynthetic process;GO:0006744|ubiquinone biosynthetic process;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0052924|all-trans-nonaprenyl-diphosphate synthase (geranylgeranyl-diphosphate specific) activity;GO:0046872|metal ion binding;GO:0004659|prenyltransferase activity;GO:0050347|trans-octaprenyltranstransferase activity;K14066

Manes.03G084000.v6.18.2049335 3.03649 4E-25 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G084100.v6.12.3208291 1.21464 2E-21 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G084200.v6.12.6521808 1.41E+00 0.0007 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G084300.v6.11.6540642 0.72602 0.122 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.03G084400.v6.1NA NA NA -- no pfam01824 MatK_N MatK/TrnK amino terminal region. The function of this region is unknown.GO:0008299|isoprenoid biosynthetic process;GO:0015979|photosynthesis;GO:0010236|plastoquinone biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0052924|all-trans-nonaprenyl-diphosphate synthase (geranylgeranyl-diphosphate specific) activity;GO:0046872|metal ion binding;GO:0050347|trans-octaprenyltranstransferase activity;K05356

Manes.03G085700.v6.1NA NA NA -- no pfam01955 CbiZ Adenosylcobinamide amidohydrolase. This prokaryotic protein family includes CbiZ which converts adenosylcobinamide (AdoCbi) to adenosylcobyric acid (AdoCby), an intermediate of the de novo coenzyme B12 biosynthetic route.. . . .

Manes.03G086200.v6.10.6431882 ####### 8E-06 down no pfam00347 Ribosomal_L6Ribosomal protein L6.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02940

Manes.03G086400.v6.12.1923957 1.13251 6E-23 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.03G086700.v6.10.5762131 -0.79533 7E-11 down no pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;K04077

Manes.03G086800.v6.10.8580079 -0.22094 0.1782 down no pfam02590 SPOUT_MTasePredicted SPOUT methyltransferase. This family of proteins are predicted to be SPOUT methyltransferases.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0008168|methyltransferase activity;K00783

Manes.03G087300.v6.10.6029177 ####### 5E-10 down no pfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006430|lysyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004824|lysine-tRNA ligase activity;GO:0000287|magnesium ion binding;GO:0003676|nucleic acid binding;K04567

Manes.03G087500.v6.10.5263801 -0.92582 5E-09 down no pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.03G088000.v6.18.3604547 3.06E+00 0.0735 up no pfam13976 gag_pre-integrsGAG-pre-integrase domain. This domain is found associated with retroviral insertion elements and lies just upstream of the integrase region on the polyproteins.. . . .

Manes.03G088100.v6.10.9333359 -0.09953 0.5134 down no pfam00501 AMP-bindingAMP-binding enzyme.GO:0009850|auxin metabolic process;GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0016874|ligase activity;.

Manes.03G088500.v6.121.69002 4.43896 1E-08 up yes pfam04819 DUF716 Family of unknown function (DUF716). This family is equally distributed in both metazoa and plants. Annotation associated with a member from Nicotiana tabacum suggest that it may be involved in response to viral attack in plants. However, no clear function has been assigned to this family.. . . .

Manes.03G088800.v6.10.7679365 -0.38094 0.0095 down no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.03G089000.v6.110.974978 3.46E+00 1E-48 up yes pfam14296 O-ag_pol_WzyO-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. . . .

Manes.03G089200.v6.10.7527472 ####### 0.001 down no pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.03G089500.v6.18.9125048 3.15583 6E-150 up yes pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.03G089600.v6.10.7749839 ####### 0.0023 down no pfam01268 FTHFS Formate--tetrahydrofolate ligase.GO:0009396|folic acid-containing compound biosynthetic process;GO:0035999|tetrahydrofolate interconversion;. GO:0005524|ATP binding;GO:0004329|formate-tetrahydrofolate ligase activity;.

Manes.03G089900.v6.12.0090444 1.00651 1E-18 up yes pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.. . . .

Manes.03G090300.v6.10.6905743 -0.53413 0.0036 down no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G090800.v6.10.6948673 ####### 2E-05 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003743|translation initiation factor activity;.

Manes.03G091000.v6.13.9689495 1.98876 0.0002 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.03G091200.v6.1Inf Inf 0.1154 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0048235|pollen sperm cell differentiation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.03G091500.v6.10.512173 ####### 2E-09 down no pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0003677|DNA binding;.

Manes.03G092400.v6.10.3083109 -1.69754 1E-11 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.03G093700.v6.10.8141846 ####### 0.0903 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G094700.v6.10.4590079 -1.12341 7E-09 down yes pfam03462 PCRF PCRF domain. This domain is found in peptide chain release factors.GO:0009658|chloroplast organization;GO:0040008|regulation of growth;GO:0043488|regulation of mRNA stability;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003730|mRNA 3'-UTR binding;GO:0043565|sequence-specific DNA binding;GO:0016149|translation release factor activity, codon specific;.

Manes.03G095600.v6.11.4963328 0.58143 3E-07 up no pfam12542 CWC25 Pre-mRNA splicing factor. This domain family is found in eukaryotes, and is approximately 100 amino acids in length. The family is found in association with pfam10197. There is a single completely conserved residue Y that may be functionally important. Cwc25 has been identified to associate with pre-mRNA splicing factor Cef1/Ntc85, a component of the Prp19-associated complex (NTC) involved in spliceosome activation. Cwc25 is neither tightly associated with NTC nor required for spliceosome activation, but is required for the first catalytic reaction.. . . .

Manes.03G096300.v6.16.6114638 2.72497 1E-05 up yes pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.03G096700.v6.10.7126361 -0.48876 3E-05 down no pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0005829|cytosol;GO:0016020|membrane;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K18442

Manes.03G097100.v6.11.3851851 0.47008 0.0002 up no pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.03G097300.v6.11.1317755 0.17859 0.3195 up no pfam00069 Pkinase Protein kinase domain.. GO:0016020|membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.03G097500.v6.10.7832673 -0.35242 0.0615 down no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005887|integral component of plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005355|glucose transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.03G097600.v6.10.7028692 ####### 9E-06 down no pfam01094 ANF_receptorReceptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;.

Manes.03G097800.v6.10.7509362 -0.41324 0.0003 down no pfam01858 RB_A Retinoblastoma-associated protein A domain. This domain has the cyclin fold as predicted.GO:0007049|cell cycle;GO:0051726|regulation of cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K04681

Manes.03G097900.v6.10.6879872 -0.53955 3E-05 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0035674|tricarboxylic acid transmembrane transport;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0015142|tricarboxylic acid transmembrane transporter activity;K15104

Manes.03G098100.v6.10.388133 -1.36538 4E-22 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07374

Manes.03G098400.v6.18.3474988 3.06134 0.0052 up yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.03G098600.v6.10.5522288 -0.85666 3E-07 down no pfam01195 Pept_tRNA_hydroPeptidyl-tRNA hydrolase.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005739|mitochondrion;GO:0030529|ribonucleoprotein complex;GO:0004045|aminoacyl-tRNA hydrolase activity;K01056

Manes.03G099200.v6.1Inf Inf 0.8798 up no pfam03730 Ku_C Ku70/Ku80 C-terminal arm. The Ku heterodimer (composed of Ku70 and Ku80) contributes to genomic integrity through its ability to bind DNA double-strand breaks and facilitate repair by the non-homologous end-joining pathway. This is the C terminal arm. This alpha helical region embraces the beta-barrel domain pfam02735 of the opposite subunit.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006303|double-strand break repair via nonhomologous end joining;GO:0009408|response to heat;GO:0000723|telomere maintenance;GO:0005737|cytoplasm;GO:0043564|Ku70:Ku80 complex;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003684|damaged DNA binding;GO:0003690|double-stranded DNA binding;GO:0042162|telomeric DNA binding;K10884

Manes.03G099600.v6.11.6546954 7.27E-01 2E-10 up no pfam07722 Peptidase_C26Peptidase C26. These peptidases have gamma-glutamyl hydrolase activity; that is they catalyse the cleavage of the gamma-glutamyl bond in poly-gamma-glutamyl substrates. They are structurally related to pfam00117, but contain extensions in four loops and at the C terminus.GO:0006541|glutamine metabolic process;GO:0006508|proteolysis;GO:0046900|tetrahydrofolylpolyglutamate metabolic process;GO:0005618|cell wall;GO:0005615|extracellular space;GO:0005773|vacuole;GO:0034722|gamma-glutamyl-peptidase activity;GO:0008242|omega peptidase activity;.

Manes.03G099700.v6.10.3144831 ####### 3E-21 down yes pfam09507 CDC27 DNA polymerase subunit Cdc27. This protein forms the C subunit of DNA polymerase delta. It carries the essential residues for binding to the Pol1 subunit of polymerase alpha, from residues 293-332, which are characterized by the motif D--G--VT, referred to as the DPIM motif. The first 160 residues of the protein form the minimal domain for binding to the B subunit, Cdc1, of polymerase delta, the final 10 C-terminal residues, 362-372, being the DNA sliding clamp, PCNA, binding motif.GO:0006260|DNA replication;GO:0006297|nucleotide-excision repair, DNA gap filling;GO:0005739|mitochondrion;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003887|DNA-directed DNA polymerase activity;.

Manes.03G099900.v6.10.6783753 ####### 2E-05 down no pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.03G100200.v6.10.3721421 ####### 0.0002 down yes pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0009793|embryo development ending in seed dormancy;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K17790

Manes.03G100600.v6.11.8946763 0.92195 4E-10 up no pfam01167 Tub Tub family. GO:0009555|pollen development;GO:0006355|regulation of transcription, DNA-templated;GO:0009620|response to fungus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0035091|phosphatidylinositol binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G100700.v6.10.0868451 ####### 4E-05 down yes pfam15245 VGLL4 Transcription cofactor vestigial-like protein 4. These proteins act as transcriptional enhancer factor (TEF-1) cofactors.. . . .

Manes.03G101100.v6.1Inf Inf 0.8764 up no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.03G101500.v6.10.4892273 ####### 7E-16 down yes pfam01208 URO-D Uroporphyrinogen decarboxylase (URO-D).GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0046686|response to cadmium ion;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004853|uroporphyrinogen decarboxylase activity;K01599

Manes.03G101800.v6.11.7567677 8.13E-01 5E-07 up no pfam09753 Use1 Membrane fusion protein Use1. This entry is of a family of proteins all approximately 300 residues in length. The proteins have a single C-terminal trans-membrane domain and a SNARE [soluble NSF (N-ethylmaleimide-sensitive fusion protein) attachment protein receptor] domain of approximately 60 residues. The SNARE domains are essential for membrane fusion and are conserved from yeasts to humans. Use1 is one of the three protein subunits that make up the SNARE complex and it is specifically required for Golgi-endoplasmic reticulum retrograde transport.. . . .

Manes.03G102300.v6.13.3118303 1.73E+00 0.5339 up no pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.03G102700.v6.10.5355519 -0.9009 1E-11 down no pfam00943 Alpha_E2_glycopAlphavirus E2 glycoprotein. E2 forms a heterodimer with E1. The virus spikes are made up of 80 trimers of these heterodimers (sindbis virus).GO:0016554|cytidine to uridine editing;GO:0080156|mitochondrial mRNA modification;GO:0009451|RNA modification;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0050897|cobalt ion binding;.

Manes.03G103000.v6.11.5306663 0.61416 7E-06 up no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.03G103200.v6.10.7186172 ####### 5E-05 down no pfam00056 Ldh_1_N lactate/malate dehydrogenase, NAD binding domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes. N-terminus (this family) is a Rossmann NAD-binding fold. C-terminus is an unusual alpha+beta fold.GO:0005975|carbohydrate metabolic process;GO:0006108|malate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005759|mitochondrial matrix;GO:0030060|L-malate dehydrogenase activity;.

Manes.03G103300.v6.1#NAME? #NAME? 0.0038 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0033612|receptor serine/threonine kinase binding;.

Manes.03G103600.v6.10.41413 -1.27184 2E-06 down yes pfam08744 NOZZLE Plant transcription factor NOZZLE. NOZZLE is a transcription factor that plays a role in patterning the proximal-distal and adaxial-abaxial axes.. . . .

Manes.03G103800.v6.11.2267277 0.29481 1 up no pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G103900.v6.17.5469106 2.91589 5E-104 up yes pfam04209 HgmA homogentisate 1,2-dioxygenase. Homogentisate dioxygenase cleaves the aromatic ring during the metabolic degradation of Phe and Tyr. Homogentisate dioxygenase deficiency causes alkaptonuria. The structure of homogentisate dioxygenase shows that the enzyme forms a hexamer arrangement comprised of a dimer of trimers. The active site iron ion is coordinated near the interface between the trimers.GO:1902000|homogentisate catabolic process;GO:0006559|L-phenylalanine catabolic process;GO:0006572|tyrosine catabolic process;GO:0005829|cytosol;GO:0004411|homogentisate 1,2-dioxygenase activity;GO:0046872|metal ion binding;K00451

Manes.03G104000.v6.12.0644415 1.04575 3E-18 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.03G104400.v6.1NA NA NA -- no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.03G104700.v6.10.2807173 -1.83281 5E-30 down yes pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.03G105500.v6.113.565015 3.76182 8E-64 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0006520|cellular amino acid metabolic process;GO:0010189|vitamin E biosynthetic process;. GO:0004838|L-tyrosine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00815

Manes.03G106200.v6.10.8558502 ####### 0.1228 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G106300.v6.13.4845351 1.80097 1E-46 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0016604|nuclear body;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.03G106700.v6.10.4846963 -1.04485 0.0013 down yes pfam05424 Duffy_bindingDuffy binding domain. This domain is found in Plasmodium Duffy binding proteins. Plasmodium vivax and Plasmodium knowlesi merozoites invade human erythrocytes that express Duffy blood group surface determinants. The Duffy receptor family is localized in micronemes, an organelle found in all organisms of the phylum Apicomplexa. This family is closely associated on PfEMP1 proteins with PFEMP, pfam03011.. . . .

Manes.03G106800.v6.10.516532 -0.95307 9E-10 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.03G107300.v6.12.5700734 1.36E+00 8E-11 up yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.03G107500.v6.12.0837116 1.06E+00 3E-20 up yes pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11977

Manes.03G108000.v6.10.2476385 ####### 7E-57 down yes pfam05419 GUN4 GUN4-like. In Arabidopsis, GUN4 is required for the functioning of the plastid mediated repression of nuclear transcription that is involved in controlling the levels of magnesium- protoporphyrin IX. GUN4 binds the product and substrate of Mg-chelatase, an enzyme that produces Mg-Proto, and activates Mg-chelatase. GUN4 is thought to participates in plastid-to-nucleus signaling by regulating magnesium-protoporphyrin IX synthesis or trafficking.GO:0015995|chlorophyll biosynthetic process;GO:0010019|chloroplast-nucleus signaling pathway;GO:0043085|positive regulation of catalytic activity;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0019899|enzyme binding;GO:0046906|tetrapyrrole binding;.

Manes.03G108200.v6.10.8364011 -0.25773 0.0284 down no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;GO:0070062|extracellular exosome;GO:0045335|phagocytic vesicle;GO:0005886|plasma membrane;. .

Manes.03G109100.v6.12.5678092 1.36054 4E-09 up yes pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.03G109200.v6.118.241926 4.18919 6E-93 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0032578|aleurone grain membrane;GO:0031225|anchored component of membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.03G109300.v6.12.5848518 1.37008 2E-21 up yes pfam00596 Aldolase_II Class II Aldolase and Adducin N-terminal domain. This family includes class II aldolases and adducins which have not been ascribed any enzymatic function.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0043715|2,3-diketo-5-methylthiopentyl-1-phosphate enolase activity;GO:0043716|2-hydroxy-3-keto-5-methylthiopentenyl-1-phosphate phosphatase activity;GO:0043874|acireductone synthase activity;GO:0000287|magnesium ion binding;GO:0046570|methylthioribulose 1-phosphate dehydratase activity;GO:0008270|zinc ion binding;K16054

Manes.03G109500.v6.10.4476989 -1.1594 1E-10 down yes pfam01479 S4 S4 domain. The S4 domain is a small domain consisting of 60-65 amino acid residues that was detected in the bacterial ribosomal protein S4, eukaryotic ribosomal S9, two families of pseudouridine synthases, a novel family of predicted RNA methylases, a yeast protein containing a pseudouridine synthetase and a deaminase domain, bacterial tyrosyl-tRNA synthetases, and a number of uncharacterized, small proteins that may be involved in translation regulation. The S4 domain probably mediates binding to RNA.. . GO:0003723|RNA binding;.



Manes.03G109700.v6.13.867633 1.95145 8E-06 up yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0030206|chondroitin sulfate biosynthetic process;GO:0050650|chondroitin sulfate proteoglycan biosynthetic process;GO:0042732|D-xylose metabolic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.03G109800.v6.10.5013967 -0.99598 7E-17 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0009585|red, far-red light phototransduction;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;.

Manes.03G110100.v6.10.4788483 ####### 2E-10 down yes pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.03G110200.v6.1Inf Inf 0.8798 up no pfam11957 efThoc1 THO complex subunit 1 transcription elongation factor. The THO complex plays a role in coupling transcription elongation to mRNA export. It is composed of subunits THP2, HPR1, THO2 and MFT1. The THO complex is a nuclear complex that is required for transcription elongation through genes containing tandemly repeated DNA sequences. The THO complex is also part of the TREX (TRanscription EXport) complex that is involved in coupling transcription to export of mRNAs to the cytoplasm.. . . .

Manes.03G110600.v6.14.771293 2.25E+00 2E-79 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0000209|protein polyubiquitination;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10581

Manes.03G110700.v6.10.5676926 ####### 3E-09 down no pfam03828 PAP_assoc Cid1 family poly A polymerase. This domain is found in poly(A) polymerases and has been shown to have polynucleotide adenylyltransferase activity. Proteins in this family have been located to both the nucleus and the cytoplasm.GO:0051301|cell division;GO:0071044|histone mRNA catabolic process;GO:0007067|mitotic nuclear division;GO:0006397|mRNA processing;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;GO:0044822|poly(A) RNA binding;GO:0004652|polynucleotide adenylyltransferase activity;K03514

Manes.03G111300.v6.12.2194807 1.15022 5E-19 up yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0043086|negative regulation of catalytic activity;GO:0055114|oxidation-reduction process;GO:0043085|positive regulation of catalytic activity;GO:0006457|protein folding;GO:0006109|regulation of carbohydrate metabolic process;GO:0009735|response to cytokinin;GO:0000103|sulfate assimilation;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0005737|cytoplasm;GO:0009579|thylakoid;GO:0008047|enzyme activator activity;GO:0004857|enzyme inhibitor activity;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.03G111400.v6.11.9372531 9.54E-01 7E-11 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10666

Manes.03G111800.v6.10.3897996 ####### 3E-14 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G111900.v6.11.528564 0.61218 0.0003 up no pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.03G112000.v6.10.3764341 ####### 6E-26 down yes pfam04515 Choline_transpoPlasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0007165|signal transduction;GO:0006810|transport;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0004871|signal transducer activity;K15377

Manes.03G112100.v6.10.4930205 ####### 0.0008 down yes pfam08590 DUF1771 Domain of unknown function (DUF1771). This domain is always found adjacent to pfam01713.. . . .

Manes.03G112200.v6.10.2869628 -1.80106 3E-36 down yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0042372|phylloquinone biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0008756|o-succinylbenzoate-CoA ligase activity;K14760

Manes.03G112300.v6.10.7471561 ####### 0.0323 down no pfam01638 HxlR HxlR-like helix-turn-helix. HxlR, a member of this family, is a DNA-binding protein that acts as a positive regulator of the formaldehyde-inducible hxlAB operon in Bacillus subtilis.. . . .

Manes.03G113000.v6.11.0457516 6.45E-02 0.5737 up no pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.03G113300.v6.10.3628415 ####### 4E-16 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0016630|protochlorophyllide reductase activity;K00218

Manes.03G113600.v6.10.5218193 ####### 2E-15 down no pfam13254 DUF4045 Domain of unknown function (DUF4045). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is typically between 384 and 430 amino acids in length.. . . .

Manes.03G113700.v6.10.4131367 ####### 0.0095 down yes pfam09948 DUF2182 Predicted metal-binding integral membrane protein (DUF2182). This domain, found in various hypothetical bacterial membrane proteins having predicted metal-binding properties, has no known function.GO:2000122|negative regulation of stomatal complex development;GO:0010374|stomatal complex development;GO:0010375|stomatal complex patterning;GO:0005576|extracellular region;. .

Manes.03G114000.v6.10.4128767 -1.27622 6E-25 down yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.03G114200.v6.1292.11614 8.1904 1E-131 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G114400.v6.15.1101096 2.35E+00 1E-19 up yes pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.03G114500.v6.10.6563206 ####### 8E-06 down no pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0043234|protein complex;. K13347

Manes.03G114600.v6.10.5103491 -0.97044 5E-14 down no pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.03G114700.v6.10.8335698 -0.26263 0.0252 down no pfam12584 TRAPPC10 Trafficking protein particle complex subunit 10, TRAPPC10. This domain forms part of the TRAPP complex for mediating vesicle docking and fusion in the Golgi apparatus. The fungal version is referred to as Trs130, and an alternative vertebrate alias is TMEM1.GO:0034498|early endosome to Golgi transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:1990071|TRAPPII protein complex;. .

Manes.03G114800.v6.10.3952605 -1.33912 3E-14 down yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0009102|biotin biosynthetic process;. GO:0010340|carboxyl-O-methyltransferase activity;GO:0052689|carboxylic ester hydrolase activity;K02169

Manes.03G115400.v6.1NA NA NA -- no pfam06830 Root_cap Root cap. The cells at the periphery of the root cap are continuously sloughed off from the root into the mucilage, and are thought to be programmed to die.This family represents a conserved region approximately 60 residues in length within plant root cap proteins, which may be involved in the process.. . . .

Manes.03G115700.v6.10.6131794 -0.70562 4E-06 down no pfam06838 Met_gamma_lyaseMethionine gamma-lyase. This is a putative pyridoxal 5'-phosphate-dependent methionine gamma-lyase enzyme involved in methionine catabolism.. . GO:0003824|catalytic activity;GO:0030170|pyridoxal phosphate binding;.

Manes.03G116300.v6.11.6252008 0.70062 9E-10 up no pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0090630|activation of GTPase activity;GO:0010227|floral organ abscission;GO:0005829|cytosol;GO:0005768|endosome;GO:0005802|trans-Golgi network;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.03G116400.v6.14.359322 2.12E+00 7E-17 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.03G116600.v6.10.754274 ####### 0.0005 down no pfam00063 Myosin_head Myosin head (motor domain).GO:0030048|actin filament-based movement;GO:0006897|endocytosis;GO:0005768|endosome;GO:0016459|myosin complex;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003774|motor activity;K10357

Manes.03G116700.v6.10.3393321 ####### 8E-17 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08914

Manes.03G116800.v6.10.2420165 ####### 9E-09 down yes pfam00027 cNMP_bindingCyclic nucleotide-binding domain.GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0030552|cAMP binding;GO:0008324|cation transmembrane transporter activity;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.03G116900.v6.10.1148811 -3.12179 7E-22 down yes pfam01221 Dynein_light Dynein light chain type 1.GO:0007017|microtubule-based process;GO:0005737|cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0031514|motile cilium;GO:0003774|motor activity;.

Manes.03G117200.v6.1NA NA NA -- no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.03G117300.v6.12.1389235 1.09688 2E-08 up yes pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.03G117500.v6.117.983608 4.16861 7E-05 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.03G118100.v6.10.2116219 ####### 3E-15 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G118500.v6.15.6019359 2.49E+00 6E-16 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G118600.v6.13.4446392 1.78435 2E-07 up yes pfam00954 S_locus_glycopS-locus glycoprotein family. In Brassicaceae, self-incompatible plants have a self/non-self recognition system. This is sporophytically controlled by multiple alleles at a single locus (S). S-locus glycoproteins, as well as S-receptor kinases, are in linkage with the S-alleles.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G118700.v6.1Inf Inf 0.8798 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G119200.v6.1NA NA NA -- no pfam02671 PAH Paired amphipathic helix repeat. This family contains the paired amphipathic helix repeat. The family contains the yeast SIN3 gene (also known as SDI1) that is a negative regulator of the yeast HO gene. This repeat may be distantly related to the helix-loop-helix motif, which mediate protein-protein interactions.. . . .

Manes.03G120500.v6.13.5667976 1.83463 3E-18 up yes . . . . . . .

Manes.03G120700.v6.144.64962 5.48E+00 2E-26 up yes pfam02966 DIM1 Mitosis protein DIM1.GO:0007067|mitotic nuclear division;GO:0000245|spliceosomal complex assembly;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0046540|U4/U6 x U5 tri-snRNP complex;GO:0005682|U5 snRNP;. K12859

Manes.03G120800.v6.11.3661748 4.50E-01 0.0039 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G120900.v6.1NA NA NA -- no pfam12717 Cnd1 non-SMC mitotic condensation complex subunit 1. The three non-SMC (structural maintenance of chromosomes) subunits of the mitotic condensation complex are Cnd1-3. The whole complex is essential for viability and the condensing of chromosomes in mitosis.. . . .

Manes.03G121000.v6.13.1365556 1.64918 2E-17 up yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.03G121500.v6.10.2812405 -1.83012 1E-24 down yes pfam02931 Neur_chan_LBDNeurotransmitter-gated ion-channel ligand binding domain. This family is the extracellular ligand binding domain of these ion channels. This domain forms a pentameric arrangement in the known structure.. . . .

Manes.03G121700.v6.1NA NA NA -- no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.03G121800.v6.1#NAME? #NAME? 1 down no pfam00858 ASC Amiloride-sensitive sodium channel.. . . .

Manes.03G121900.v6.11.1229718 1.67E-01 0.1866 up no pfam02181 FH2 Formin Homology 2 Domain.GO:0030041|actin filament polymerization;GO:0045010|actin nucleation;GO:0009960|endosperm development;GO:0048317|seed morphogenesis;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0009524|phragmoplast;GO:0003779|actin binding;.

Manes.03G122000.v6.10.7444514 ####### 0.1829 down no pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.03G122100.v6.11.2946251 3.73E-01 0.0106 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G122200.v6.10.6689184 ####### 8E-05 down no pfam09353 DUF1995 Domain of unknown function (DUF1995). This family of proteins are functionally uncharacterized.. . . .

Manes.03G122500.v6.10.8256661 -0.27637 0.0169 down no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006342|chromatin silencing;GO:0031047|gene silencing by RNA;GO:0006344|maintenance of chromatin silencing;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.03G122800.v6.10.6241762 -0.67997 5E-09 down no pfam13306 LRR_5 Leucine rich repeats (6 copies). This family includes a number of leucine rich repeats. This family contains a large number of BSPA-like surface antigens from Trichomonas vaginalis.. . . .

Manes.03G123400.v6.123.929827 4.58074 1E-17 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.. . GO:0045735|nutrient reservoir activity;.

Manes.03G123700.v6.11.5785849 6.59E-01 6E-08 up no pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.03G124200.v6.11.4335738 0.51962 5E-06 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.03G124700.v6.11.8087218 0.85497 2E-12 up no pfam14288 FKS1_dom1 1,3-beta-glucan synthase subunit FKS1, domain-1. The FKS1_dom1 domain is likely to be the 'Class I' region just N-terminal to the first set of transmembrane helices that is involved in 1,3-beta-glucan synthesis itself. This family is found on proteins with family Glucan_synthase, pfam02364.. . . .

Manes.03G125200.v6.10.1705991 -2.55132 3E-13 down yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G125400.v6.10.0992474 ####### 7E-10 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G125700.v6.10.17058 ####### 1E-25 down yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G125800.v6.10.1125865 -3.15089 2E-20 down yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G126100.v6.1NA NA NA -- no pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;. .

Manes.03G126400.v6.1Inf Inf 0.0304 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G126700.v6.10.5778486 -0.79124 2E-06 down no pfam04824 Rad21_Rec8 Conserved region of Rad21 / Rec8 like protein. This family represents a conserved region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.. . . .

Manes.03G126800.v6.10.2484058 -2.00923 5E-07 down yes pfam04824 Rad21_Rec8 Conserved region of Rad21 / Rec8 like protein. This family represents a conserved region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.. . . .

Manes.03G127000.v6.10.4160607 ####### 2E-21 down yes pfam13857 Ank_5 Ankyrin repeats (many copies).GO:0090391|granum assembly;GO:0006886|intracellular protein transport;GO:0080167|response to karrikin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;. .

Manes.03G127500.v6.10.7633651 -0.38955 0.0015 down no pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0008283|cell proliferation;GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0048638|regulation of developmental growth;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003723|RNA binding;K13108

Manes.03G127600.v6.10.4801855 ####### 2E-17 down yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0000162|tryptophan biosynthetic process;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0030170|pyridoxal phosphate binding;GO:0004834|tryptophan synthase activity;K01696

Manes.03G127900.v6.11.0581519 0.08155 0.5039 up no pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.GO:0045454|cell redox homeostasis;GO:0005623|cell;GO:0016021|integral component of membrane;. .

Manes.03G128400.v6.15.5504679 2.47261 4E-14 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.03G128900.v6.10.8434018 -0.24571 0.0392 down no pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;K09489

Manes.03G129100.v6.10.5728576 -0.80375 2E-06 down no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.03G129200.v6.10.4106029 ####### 2E-17 down yes pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.03G129300.v6.10.1419544 ####### 2E-18 down yes pfam13639 zf-RING_2 Ring finger domain.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.03G129400.v6.11.2753369 0.35088 0.0058 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0009644|response to high light intensity;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.03G129600.v6.16.3903187 2.68E+00 4E-64 up yes pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.03G129800.v6.1283.549 8.14745 3E-48 up yes pfam00330 Aconitase Aconitase family (aconitate hydratase).GO:0006097|glyoxylate cycle;GO:0005737|cytoplasm;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003994|aconitate hydratase activity;GO:0046872|metal ion binding;.

Manes.03G129900.v6.11.379013 0.46364 0.0013 up no pfam05071 NDUFA12 NADH ubiquinone oxidoreductase subunit NDUFA12. This family contains the 17.2 kD subunit of complex I (NDUFA12) and its homologues. The family also contains a second related eukaryotic protein of unknown function.. . . .

Manes.03G130000.v6.10.246244 -2.02184 6E-08 down yes pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.03G130100.v6.18.0783849 3.01E+00 2E-101 up yes pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.03G130200.v6.1NA NA NA -- no pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.. . . .

Manes.03G130300.v6.13.0923174 1.63E+00 3E-31 up yes pfam00348 polyprenyl_syntPolyprenyl synthetase.GO:0016117|carotenoid biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0033386|geranylgeranyl diphosphate biosynthetic process;GO:0009507|chloroplast;GO:0004161|dimethylallyltranstransferase activity;GO:0004311|farnesyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;K13789

Manes.03G130600.v6.18.6644086 3.12E+00 3E-30 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G130700.v6.12.232423 1.16E+00 8E-13 up yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.03G130800.v6.12.4547812 1.29559 4E-29 up yes pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. .

Manes.03G131400.v6.10.4820922 ####### 5E-15 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.



Manes.03G131500.v6.10.6961844 ####### 0.0153 down no pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0051026|chiasma assembly;GO:0045143|homologous chromosome segregation;GO:0010777|meiotic mismatch repair involved in reciprocal meiotic recombination;GO:0007131|reciprocal meiotic recombination;GO:0000794|condensed nuclear chromosome;GO:0043073|germ cell nucleus;GO:0000795|synaptonemal complex;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0030983|mismatched DNA binding;K08741

Manes.03G132000.v6.10.6700002 ####### 4E-05 down no pfam00977 His_biosynth Histidine biosynthesis protein. Proteins involved in steps 4 and 6 of the histidine biosynthesis pathway are contained in this family. Histidine is formed by several complex and distinct biochemical reactions catalysed by eight enzymes. The enzymes in this Pfam entry are called His6 and His7 in eukaryotes and HisA and HisF in prokaryotes. The structure of HisA is known to be a TIM barrel fold. In some archaeal HisA proteins the TIM barrel is composed of two tandem repeats of a half barrel. This family belong to the common phosphate binding site TIM barrel family.GO:0006541|glutamine metabolic process;GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005622|intracellular;GO:0009536|plastid;GO:0000107|imidazoleglycerol-phosphate synthase activity;GO:0016833|oxo-acid-lyase activity;K01663

Manes.03G132100.v6.11.8016095 8.49E-01 1E-11 up no pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.03G132200.v6.130.206603 4.92E+00 5E-06 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0080169|cellular response to boron-containing substance deprivation;GO:0016036|cellular response to phosphate starvation;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.03G132400.v6.11.502888 5.88E-01 1E-05 up no pfam11976 Rad60-SLD Ubiquitin-2 like Rad60 SUMO-like. The small ubiquitin-related modifier SUMO-1 is a Ub/Ubl family member, and although SUMO-1 shares structural similarity to Ub, SUMO's cellular functions remain distinct insomuch as SUMO modification alters protein function through changes in activity, cellular localisation, or by protecting substrates from ubiquitination. Rad60 family members contain functionally enigmatic, integral SUMO-like domains (SLDs). Despite their divergence from SUMO, each Rad60 SLD interacts with a subset of SUMO pathway enzymes: SLD2 specifically binds the SUMO E2 conjugating enzyme (Ubc9)), whereas SLD1 binds the SUMO E1 (Fub2, also called Uba2) activating and E3 (Pli1, also called Siz1 and Siz2) specificity enzymes. Structural analysis of PDB:2uyz reveals a mechanistic basis for the near-synonymous roles of Rad60 and SUMO in survival of genotoxic stress and suggest unprecedented DNA-damage-response functions for SLDs in regulating SUMOylation. The Rad60 branch of this family is also known as RENi. GO:0005737|cytoplasm;GO:0005634|nucleus;. K12160

Manes.03G132600.v6.11.4021854 0.48768 3E-05 up no pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.03G132800.v6.10.3133736 ####### 0.3756 down no pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.03G133200.v6.11.4995892 0.58457 6E-06 up no pfam04078 Rcd1 Cell differentiation family, Rcd1-like. Two of the members in this family have been characterized as being involved in regulation of Ste11 regulated sex genes. Mammalian Rcd1 is a novel transcriptional cofactor that mediates retinoic acid-induced cell differentiation.GO:0031047|gene silencing by RNA;GO:0033147|negative regulation of intracellular estrogen receptor signaling pathway;GO:2000327|positive regulation of ligand-dependent nuclear receptor transcription coactivator activity;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0005634|nucleus;. K12606

Manes.03G133300.v6.10.1197632 -3.06174 7E-56 down yes pfam00128 Alpha-amylaseAlpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005975|carbohydrate metabolic process;GO:0005978|glycogen biosynthetic process;GO:0009791|post-embryonic development;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0003844|1,4-alpha-glucan branching enzyme activity;GO:0043169|cation binding;K00700

Manes.03G133800.v6.1Inf Inf 0.1172 up no pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.03G134600.v6.10.3668244 -1.44684 1E-15 down yes pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0010442|guard cell morphogenesis;GO:0006629|lipid metabolic process;GO:0052541|plant-type cell wall cellulose metabolic process;GO:0010026|trichome differentiation;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008889|glycerophosphodiester phosphodiesterase activity;.

Manes.03G134900.v6.10.28952 -1.78826 5E-14 down yes pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.03G135500.v6.10.3737399 ####### 9E-28 down yes pfam12327 FtsZ_C FtsZ family, C-terminal domain. This family includes the bacterial FtsZ family of proteins. Members of this family are involved in polymer formation. FtsZ is the polymer-forming protein of bacterial cell division. It is part of a ring in the middle of the dividing cell that is required for constriction of cell membrane and cell envelope to yield two daughter cells. FtsZ is a GTPase, like tubulin. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea.GO:0007049|cell cycle;GO:0010020|chloroplast fission;GO:0009658|chloroplast organization;GO:0009902|chloroplast relocation;GO:0007017|microtubule-based process;GO:0043572|plastid fission;GO:0051258|protein polymerization;GO:0009637|response to blue light;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0042802|identical protein binding;GO:0043621|protein self-association;K03531

Manes.03G135900.v6.1Inf Inf 0.8798 up no pfam00223 PsaA_PsaB Photosystem I psaA/psaB protein.. . . .

Manes.03G136000.v6.12.8540311 1.513 6E-27 up yes pfam01273 LBP_BPI_CETPLBP / BPI / CETP family, N-terminal domain. The N and C terminal domains of the LBP/BPI/CETP family are structurally similar.. GO:0005615|extracellular space;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0008289|lipid binding;.

Manes.03G136200.v6.10.6173563 ####### 0.7875 down no pfam04054 Not1 CCR4-Not complex component, Not1. The Ccr4-Not complex is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.. . . .

Manes.03G136300.v6.12.7348627 1.45147 2E-32 up yes pfam04652 DUF605 Vta1 like. Vta1 (VPS20-associated protein 1) is a positive regulator of Vps4. Vps4 is an ATPase that is required in the multivesicular body (MVB) sorting pathway to dissociate the endosomal sorting complex required for transport (ESCRT). Vta1 promotes correct assembly of Vps4 and stimulates its ATPase activity through its conserved Vta1/SBP1/LIP5 region.GO:0015031|protein transport;GO:0010008|endosome membrane;. .

Manes.03G136400.v6.10.5051572 ####### 8E-17 down no pfam03999 MAP65_ASE1Microtubule associated protein (MAP65/ASE1 family).GO:0043622|cortical microtubule organization;GO:0000910|cytokinesis;GO:0007067|mitotic nuclear division;GO:0005938|cell cortex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0046983|protein dimerization activity;.

Manes.03G136500.v6.11.9402827 0.95627 4E-09 up no pfam01148 CTP_transf_1Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0004605|phosphatidate cytidylyltransferase activity;K00981

Manes.03G136600.v6.10.5007375 ####### 5E-13 down no pfam05698 Trigger_C Bacterial trigger factor protein (TF) C-terminus. In the Escherichia coli cytosol, a fraction of the newly synthesized proteins requires the activity of molecular chaperones for folding to the native state. The major chaperones implicated in this folding process are the ribosome-associated Trigger Factor (TF), and the DnaK and GroEL chaperones with their respective co-chaperones. Trigger Factor is an ATP-independent chaperone and displays chaperone and peptidyl-prolyl-cis-trans-isomerase (PPIase) activities in vitro. It is composed of at least three domains, an N-terminal domain which mediates association with the large ribosomal subunit, a central substrate binding and PPIase domain with homology to FKBP proteins, and a C-terminal domain of unknown function. The positioning of TF at the peptide exit channel, together with its ability to interact with nascent chains as short as 57 residues renders TF a prime candidate for being the first chaperone that binds to the nascent polypeptide chains. This family reprGO:0006457|protein folding;GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.03G136800.v6.10.63432 -0.65672 8E-05 down no pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.03G137100.v6.11.42903 5.15E-01 1E-05 up no pfam00350 Dynamin_N Dynamin family.GO:1990090|cellular response to nerve growth factor stimulus;GO:0032456|endocytic recycling;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0031175|neuron projection development;GO:2001137|positive regulation of endocytic recycling;GO:1901741|positive regulation of myoblast fusion;GO:0031901|early endosome membrane;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0055038|recycling endosome membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0005525|GTP binding;K12483

Manes.03G137300.v6.11.454834 5.41E-01 1 up no pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.03G137400.v6.10.3233393 -1.62888 0.0017 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G137700.v6.10.1680343 ####### 2E-36 down yes pfam01199 Ribosomal_L34eRibosomal protein L34e.. . . .

Manes.03G137900.v6.10.39113 -1.35428 3E-24 down yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.03G138200.v6.1#NAME? #NAME? 1 down no pfam03089 RAG2 Recombination activating protein 2. V-D-J recombination is the combinatorial process by which the huge range of immunoglobulin and T cell binding specificity is generated from a limited amount of genetic material. This process is synergistically activated by RAG1 and RAG2 in developing lymphocytes. Defects in RAG2 in humans are a cause of severe combined immunodeficiency B cell negative and Omenn syndrome.. . . .

Manes.03G138300.v6.10.2716111 -1.88039 0.0477 down no pfam11981 DUF3482 Domain of unknown function (DUF3482). This presumed domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This domain is typically between 289 to 301 amino acids in length. This domain is found associated with pfam01926. THe central region of these proteins contains a hydrophobic region that is similar to pfam05433.. . . .

Manes.03G138400.v6.10.6143212 ####### 2E-08 down no pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.GO:0006810|transport;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0050660|flavin adenine dinucleotide binding;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;.

Manes.03G138500.v6.11.2564448 0.32935 0.19 up no pfam07690 MFS_1 Major Facilitator Superfamily.GO:0006820|anion transport;GO:0008643|carbohydrate transport;GO:0055062|phosphate ion homeostasis;GO:0035435|phosphate ion transmembrane transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0015315|organophosphate:inorganic phosphate antiporter activity;.

Manes.03G139000.v6.18.7131499 3.12319 3E-93 up yes pfam06426 SATase_N Serine acetyltransferase, N-terminal. The N-terminal domain of serine acetyltransferase has a sequence that is conserved in plants and bacteria.GO:0019344|cysteine biosynthetic process;GO:0006535|cysteine biosynthetic process from serine;GO:0046686|response to cadmium ion;GO:0005739|mitochondrion;GO:0009001|serine O-acetyltransferase activity;GO:0008270|zinc ion binding;K00640

Manes.03G139400.v6.10.281997 -1.82625 2E-17 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.03G139700.v6.10.6559671 -0.6083 2E-07 down no pfam00338 Ribosomal_S10Ribosomal protein S10p/S20e. This family includes small ribosomal subunit S10 from prokaryotes and S20 from eukaryotes.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;.

Manes.03G139900.v6.10.6411342 ####### 0.0044 down no pfam08325 WLM WLM domain. This is a predicted metallopeptidase domain called WLM (Wss1p-like metalloproteases). These are linked to the Ub-system by virtue of fusions with the UB-binding PUG (PUB), Ub-like, and Little Finger domains. More specifically, genetic evidence implicates the WLM family in de-SUMOylation.GO:0006974|cellular response to DNA damage stimulus;GO:0016925|protein sumoylation;GO:0010224|response to UV-B;GO:0010225|response to UV-C;GO:0019985|translesion synthesis;GO:0005635|nuclear envelope;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.03G140800.v6.11.6659242 0.73632 1E-09 up no pfam06139 BphX BphX-like. Family of bacterial proteins located in the phenyl dioxygenase (bph) operon. The function of this family is unknown.. . . .

Manes.03G141300.v6.11.5081503 0.59278 2E-05 up no pfam00293 NUDIX NUDIX domain.GO:0006979|response to oxidative stress;. GO:0047631|ADP-ribose diphosphatase activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0000210|NAD+ diphosphatase activity;.

Manes.03G141500.v6.1Inf Inf 0.1002 up no pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0009738|abscisic acid-activated signaling pathway;GO:0009785|blue light signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0045723|positive regulation of fatty acid biosynthetic process;GO:0045893|positive regulation of transcription, DNA-templated;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G142400.v6.10.9339242 -0.09862 0.389 down no pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.03G142600.v6.11.7100272 7.74E-01 7E-11 up no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. GO:0005886|plasma membrane;. .

Manes.03G143000.v6.12.4499799 1.29277 9E-28 up yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.03G143200.v6.12.927732 1.54978 0.0165 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0010152|pollen maturation;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.03G143500.v6.14.1891147 2.06665 3E-37 up yes pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.03G143600.v6.112.383857 3.63E+00 4E-174 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.03G144300.v6.10.1494398 ####### 7E-21 down yes pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.03G144400.v6.10.1777637 -2.49197 3E-53 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.03G145100.v6.11.392785 0.47797 0.0384 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.03G145300.v6.11.5034511 0.58828 0.0002 up no pfam11600 CAF-1_p150 Chromatin assembly factor 1 complex p150 subunit, N-terminal. CAF-1_p150 is a polypeptide subunit of CAF-1, which functions in depositing newly synthesized and acetylated histones H3/H4 into chromatin during DNA replication and repair. CAF-1_p150 includes the HP1 interaction site, the PEST, KER and ED interacting sites. CAF-1_p150 interacts directly with newly synthesized and acetylated histones through the acidic KER and ED domains. The PEST domain is associated with proteins that undergo rapid proteolysis.. . . .

Manes.03G145400.v6.11.4184075 0.50427 2E-05 up no pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.03G146100.v6.11.6342869 0.70866 3E-06 up no pfam05856 ARPC4 ARP2/3 complex 20 kDa subunit (ARPC4). This family consists of several eukaryotic ARP2/3 complex 20 kDa subunit (P20-ARC) proteins. The Arp2/3 protein complex has been implicated in the control of actin polymerization in cells. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3 it has been suggested that the complex promotes actin assembly in lamellipodia and may participate in lamellipodial protrusion.GO:0030041|actin filament polymerization;GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0042995|cell projection;GO:0005737|cytoplasm;. K05755

Manes.03G146400.v6.10.854835 ####### 0.0713 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.03G146700.v6.10.8481413 ####### 0.1097 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.03G147000.v6.10.6733932 ####### 8E-06 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.03G147100.v6.10.610886 ####### 3E-06 down no pfam00810 ER_lumen_receptER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;.

Manes.03G147300.v6.10.763933 -0.38848 0.0087 down no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0009507|chloroplast;GO:0000502|proteasome complex;GO:0004197|cysteine-type endopeptidase activity;GO:0036459|ubiquitinyl hydrolase activity;GO:0008270|zinc ion binding;K11844

Manes.03G147500.v6.11.8621479 8.97E-01 0.0962 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G147800.v6.10.5909258 -0.75895 0.0002 down no pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.03G147900.v6.12.9083364 1.54019 0.0024 up yes pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.03G148000.v6.110.706876 3.42E+00 1E-18 up yes pfam00069 Pkinase Protein kinase domain.GO:0071395|cellular response to jasmonic acid stimulus;GO:0071446|cellular response to salicylic acid stimulus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009617|response to bacterium;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.03G148100.v6.10.6286904 -0.66958 2E-07 down no pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G148400.v6.10.7501212 ####### 0.0007 down no pfam00572 Ribosomal_L13Ribosomal protein L13.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0003735|structural constituent of ribosome;K02872

Manes.03G149000.v6.11.5022402 0.58712 2E-07 up no pfam04093 MreD rod shape-determining protein MreD. MreD (murein formation D) is involved in the rod shape determination in Escherichia coli, and more generally in cell shape determination of bacteria whether or not they are rod-shaped.. . . .

Manes.03G149600.v6.10.5200546 -0.94326 2E-08 down no pfam00515 TPR_1 Tetratricopeptide repeat.GO:0010438|cellular response to sulfur starvation;GO:0009658|chloroplast organization;GO:0005634|nucleus;. .

Manes.03G149700.v6.10.9140622 -0.12964 0.3083 down no pfam01494 FAD_binding_3FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0044550|secondary metabolite biosynthetic process;GO:0006744|ubiquinone biosynthetic process;GO:0042995|cell projection;GO:0005794|Golgi apparatus;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K06126

Manes.03G150200.v6.12.020005 1.01436 2E-18 up yes pfam00108 Thiolase_N Thiolase, N-terminal domain. Thiolase is reported to be structurally related to beta-ketoacyl synthase (pfam00109), and also chalcone synthase.GO:0006635|fatty acid beta-oxidation;GO:0010111|glyoxysome organization;GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009611|response to wounding;GO:0009507|chloroplast;GO:0009514|glyoxysome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0003988|acetyl-CoA C-acyltransferase activity;K07513

Manes.03G150400.v6.18.8975431 3.15341 3E-10 up yes pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0010114|response to red light;GO:0009639|response to red or far red light;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.03G150600.v6.1Inf Inf 0.1172 up no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G150700.v6.1Inf Inf 0.3951 up no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G151400.v6.1NA NA NA -- no pfam13123 DUF3978 Protein of unknown function (DUF3978). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 150 amino acids in length.GO:0006813|potassium ion transport;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005244|voltage-gated ion channel activity;.

Manes.03G151600.v6.14.68835 2.22908 4E-05 up yes pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G152300.v6.10.6145573 ####### 2E-05 down no pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0055114|oxidation-reduction process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.03G152400.v6.10.6788591 -0.55882 0.0134 down no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.03G152500.v6.1Inf Inf 0.8798 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K11982

Manes.03G153100.v6.10.1198368 ####### 0.0003 down yes pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G153500.v6.1NA NA NA -- no pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G153800.v6.1Inf Inf 0.8798 up no pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G154000.v6.1Inf Inf 0.3951 up no pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G154200.v6.1Inf Inf 0.8798 up no pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.03G154600.v6.10.6777229 -0.56123 2E-06 down no pfam01169 UPF0016 Uncharacterized protein family UPF0016. This family contains integral membrane proteins of unknown function. Most members of the family contain two copies of a region that contains an EXGD motif. Each of these regions contains three predicted transmembrane regions.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;. .

Manes.03G154800.v6.1Inf Inf 0.4282 up no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.03G154900.v6.10.8102931 -0.30348 0.0346 down no pfam12998 ING Inhibitor of growth proteins N-terminal histone-binding. Histones undergo numerous post-translational modifications, including acetylation and methylation, at residues which are then probable docking sites for various chromatin remodelling complexes. Inhibitor of growth proteins (INGs) specifically bind to residues that have been thus modified. INGs carry a well-characterized C-terminal PHD-type zinc-finger domain, binding with lysine 4-tri-methylated histone H3 (H3K4me3), as well as this N-terminal domain that binds unmodified H3 tails. Although these two regions can bind histones independently, together they increase the apparent association of the ING for the H3 tail.GO:0016568|chromatin modification;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0035064|methylated histone binding;GO:0008270|zinc ion binding;K11346

Manes.03G155300.v6.115.929099 3.99359 3E-11 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.03G155400.v6.11.6637705 0.73446 2E-10 up no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.03G155600.v6.10.2110573 -2.24429 8E-36 down yes pfam14694 LINES_N Lines N-terminus. This family represents the N-terminus of protein lines. In Drosophila this protein is involved in embryonic segmentation and may function as a transcriptional regulator.. . . .

Manes.03G155800.v6.180.345637 6.32815 1E-185 up yes pfam01373 Glyco_hydro_14Glycosyl hydrolase family 14. This family are beta amylases.GO:0009414|response to water deprivation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016161|beta-amylase activity;K01177

Manes.03G155900.v6.15.1058311 2.35E+00 2E-05 up yes pfam04545 Sigma70_r4 Sigma-70, region 4. Region 4 of sigma-70 like sigma-factors are involved in binding to the -35 promoter element via a helix-turn-helix motif. Due to the way Pfam works, the threshold has been set artificially high to prevent overlaps with other helix-turn-helix families. Therefore there are many false negatives.. . . .

Manes.03G156000.v6.13.0903552 1.63E+00 1E-43 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0030154|cell differentiation;GO:0008285|negative regulation of cell proliferation;GO:0043524|negative regulation of neuron apoptotic process;GO:0021915|neural tube development;GO:1903599|positive regulation of mitophagy;GO:0043552|positive regulation of phosphatidylinositol 3-kinase activity;GO:2000785|regulation of autophagosome assembly;GO:0005776|autophagosome;GO:0005930|axoneme;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0045335|phagocytic vesicle;GO:0031625|ubiquitin protein ligase binding;K17985

Manes.03G156100.v6.10.6450559 -0.6325 3E-05 down no pfam03572 Peptidase_S41Peptidase family S41.. GO:0009543|chloroplast thylakoid lumen;GO:0005739|mitochondrion;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0008236|serine-type peptidase activity;.

Manes.03G156200.v6.10.4107666 -1.28361 2E-15 down yes pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .



Manes.03G157000.v6.1Inf Inf 2E-05 up yes pfam05512 AWPM-19 AWPM-19-like family. Members of this family are 19 kDa membrane proteins. The levels of the plant protein AWPM-19 increase dramatically when there is an increase level of abscisic acid. The increase presence of this protein leads to greater tolerance of freezing.. . . .

Manes.03G157300.v6.11.8293274 0.87131 1E-08 up no pfam13904 DUF4207 Domain of unknown function (DUF4207). This family is found in eukaryotes; it has several conserved tryptophan residues. The function is not known.. . . .

Manes.03G157600.v6.10.9999957 -6.2E-06 1 down no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.03G157800.v6.10.6217453 ####### 7E-08 down no pfam02934 GatB_N GatB/GatE catalytic domain. This domain is found in the GatB and GatE proteins.GO:0006412|translation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;K02434

Manes.03G157900.v6.10.6717538 ####### 4E-06 down no pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0000710|meiotic mismatch repair;GO:0032042|mitochondrial DNA metabolic process;GO:0000002|mitochondrial genome maintenance;GO:0007131|reciprocal meiotic recombination;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0032300|mismatch repair complex;GO:0005739|mitochondrion;GO:0000228|nuclear chromosome;GO:0005524|ATP binding;GO:0003684|damaged DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0030983|mismatched DNA binding;.

Manes.03G158000.v6.112.09211 3.60E+00 2E-10 up yes pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.03G158100.v6.10.5832502 -0.77781 7E-07 down no pfam00330 Aconitase Aconitase family (aconitate hydratase).GO:0019761|glucosinolate biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0046686|response to cadmium ion;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0003861|3-isopropylmalate dehydratase activity;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0050486|intramolecular transferase activity, transferring hydroxy groups;GO:0046872|metal ion binding;K01703

Manes.03G158600.v6.10.2985573 -1.74392 5E-23 down yes pfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.03G158900.v6.10.2996209 ####### 5E-05 down yes pfam13659 Methyltransf_26Methyltransferase domain. This family contains methyltransferase domains.. . . .

Manes.03G159000.v6.10.809091 -0.30563 0.1239 down no pfam04281 Tom22 Mitochondrial import receptor subunit Tom22. The mitochondrial protein translocase family, which is responsible for movement of nuclear encoded pre-proteins into mitochondria, is very complex with at least 19 components. These proteins include several chaperone proteins, four proteins of the outer membrane translocase (Tom) import receptor, five proteins of the Tom channel complex, five proteins of the inner membrane translocase (Tim) and three "motor" proteins. This family represents the Tom22 proteins. The N terminal region of Tom22 has been shown to have chaperone-like activity, and the C terminal region faces the intermembrane face.GO:0006626|protein targeting to mitochondrion;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005742|mitochondrial outer membrane translocase complex;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005774|vacuolar membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K17769

Manes.03G159400.v6.1Inf Inf 0.4307 up no pfam05109 Herpes_BLLF1Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.03G159800.v6.10.4227535 -1.24211 8E-20 down yes pfam00238 Ribosomal_L14Ribosomal protein L14p/L23e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02894

Manes.03G159900.v6.18.4147087 3.07291 4E-39 up yes pfam05042 Caleosin Caleosin related protein. This family contains plant proteins related to caleosin. Caleosins contain calcium-binding domains and have an oleosin-like association with lipid bodies. Caleosins are present at relatively low levels and are mainly bound to microsomal membrane fractions at the early stages of seed development. As the seeds mature, overall levels of caleosins increased dramatically and they were associated almost exclusively with storage lipid bodies. This family is probably related to EF hands pfam00036.. GO:0005783|endoplasmic reticulum;GO:0005811|lipid particle;GO:0031090|organelle membrane;GO:0046872|metal ion binding;GO:1990137|plant seed peroxidase activity;.

Manes.03G160800.v6.11.5049085 5.90E-01 0.0012 up no pfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0030258|lipid modification;GO:0032259|methylation;GO:0005829|cytosol;GO:0008825|cyclopropane-fatty-acyl-phospholipid synthase activity;K00574

Manes.03G161300.v6.10.4766934 -1.06887 2E-13 down yes pfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;. GO:0008168|methyltransferase activity;.

Manes.03G161400.v6.10.4931867 ####### 4E-13 down yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.. . . .

Manes.03G161500.v6.10.1019339 -3.29429 3E-16 down yes pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.GO:0042742|defense response to bacterium;GO:0042938|dipeptide transport;GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0080052|response to histidine;GO:0009753|response to jasmonic acid;GO:0043201|response to leucine;GO:0080053|response to phenylalanine;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.03G161600.v6.12.5419382 1.34593 1E-07 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042742|defense response to bacterium;GO:0042938|dipeptide transport;GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0080052|response to histidine;GO:0009753|response to jasmonic acid;GO:0043201|response to leucine;GO:0080053|response to phenylalanine;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.03G161800.v6.10.5242024 -0.9318 9E-15 down no pfam13414 TPR_11 TPR repeat. . . . .

Manes.03G161900.v6.11.6881663 0.75546 0.0001 up no pfam09366 DUF1997 Protein of unknown function (DUF1997). This family of proteins are functionally uncharacterized.. . . .

Manes.03G162400.v6.11.8637437 8.98E-01 4E-10 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.03G162500.v6.18.241618 3.04293 0.0705 up no pfam05817 Ribophorin_IIOligosaccharyltransferase subunit Ribophorin II. This family contains eukaryotic Ribophorin II (RPN2) proteins. The mammalian oligosaccharyltransferase (OST) is a protein complex that effects the cotranslational N-glycosylation of newly synthesized polypeptides, and is composed of the following proteins: ribophorins I and II (RI and RII), OST48, and Dadl, N33/IAP, OST4, STT3. The family also includes the SWP1 protein from yeast. In yeast the oligosaccharyltransferase complex is composed 7 or 8 subunits, SWP1, being one of them.. . . .

Manes.03G162600.v6.14.9869858 2.31817 1E-40 up yes pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.03G162900.v6.10.6126407 ####### 2E-06 down no pfam01929 Ribosomal_L14eRibosomal protein L14. This family includes the eukaryotic ribosomal protein L14.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02875

Manes.03G163300.v6.10.9104171 -0.1354 0.2499 down no pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.03G163400.v6.10.7358949 -0.44243 0.0001 down no pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.03G163600.v6.10.6857972 ####### 0.0005 down no pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0010492|maintenance of shoot apical meristem identity;GO:0009299|mRNA transcription;GO:0010199|organ boundary specification between lateral organs and the meristem;GO:0048441|petal development;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0048834|specification of petal number;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G163700.v6.11.555734 6.38E-01 9E-07 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.03G163800.v6.10.4143869 -1.27095 1E-17 down yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0016491|oxidoreductase activity;.

Manes.03G164200.v6.11.3096979 3.89E-01 0.7353 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.03G164300.v6.12.5039788 1.32E+00 3E-17 up yes pfam09340 NuA4 Histone acetyltransferase subunit NuA4. The NuA4 histone acetyltransferase (HAT) multisubunit complex is responsible for acetylation of histone H4 and H2A N-terminal tails in yeast. NuA4 complexes are highly conserved in eukaryotes and play primary roles in transcription, cellular response to DNA damage, and cell cycle control.GO:0043968|histone H2A acetylation;GO:0044154|histone H3-K14 acetylation;GO:0043983|histone H4-K12 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0035267|NuA4 histone acetyltransferase complex;GO:0005730|nucleolus;. K11344

Manes.03G164400.v6.12.1305317 1.09E+00 3E-20 up yes pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. K05765

Manes.03G164500.v6.14.4866292 2.17E+00 1E-21 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0046898|response to cycloheximide;GO:0009416|response to light stimulus;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G164600.v6.110.299155 3.36E+00 4E-59 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0009737|response to abscisic acid;GO:0055085|transmembrane transport;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.03G165500.v6.12.5865371 1.37102 1E-26 up yes pfam01012 ETF Electron transfer flavoprotein domain. This family includes the homologous domain shared between the alpha and beta subunits of the electron transfer flavoprotein.GO:0015996|chlorophyll catabolic process;GO:0006552|leucine catabolic process;GO:0055114|oxidation-reduction process;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0009055|electron carrier activity;.

Manes.03G165900.v6.10.7944293 ####### 0.0486 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166200.v6.111.807512 3.56E+00 0.0004 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G166300.v6.10.6708223 ####### 1E-06 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G167200.v6.10.4721488 -1.08269 4E-05 down yes pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005484|SNAP receptor activity;K08504

Manes.03G167800.v6.111.478743 3.52E+00 3E-49 up yes pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.03G167900.v6.11.906786 9.31E-01 3E-05 up no pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.03G168100.v6.11.5476997 0.63013 3E-06 up no pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.03G168300.v6.17.9917407 2.99851 0.0752 up no pfam03896 TRAP_alpha Translocon-associated protein (TRAP), alpha subunit. The alpha-subunit of the TRAP complex (TRAP alpha) is a single-spanning membrane protein of the endoplasmic reticulum (ER) which is found in proximity of nascent polypeptide chains translocating across the membrane.. . . .

Manes.03G168600.v6.10.4169345 -1.26211 3E-21 down yes pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.03G168700.v6.10.9656147 -0.05048 0.6986 down no pfam01852 START START domain.GO:1903955|positive regulation of protein targeting to mitochondrion;GO:0005739|mitochondrion;GO:0008289|lipid binding;.

Manes.03G169200.v6.10.4723086 -1.0822 9E-20 down yes pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0006417|regulation of translation;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.03G169800.v6.10.595841 ####### 4E-08 down no pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14484

Manes.03G170100.v6.10.607643 -0.7187 2E-06 down no pfam06241 DUF1012 Protein of unknown function (DUF1012). Family of uncharacterized proteins found in both eukaryotes and bacteria.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;. .

Manes.03G170300.v6.15.4229401 2.43908 2E-13 up yes pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G170500.v6.11.6396789 0.71341 1E-05 up no pfam07504 FTP Fungalysin/Thermolysin Propeptide Motif. This motif is found in both the bacterial M4 peptidase propeptide and the fungal M36 propeptide. Its exact function is not clear, but it is likely to either inhibit the peptidase, so as to prevent its premature activation, or has a chaperone activity. Both of these roles have been ascribed to the M4 and M36 propeptides.. . . .

Manes.03G170900.v6.12.3824178 1.25E+00 0.8502 up no pfam07922 Glyco_transf_52Glycosyltransferase family 52. This family features glycosyltransferases belonging to glycosyltransferase family 52, which have alpha-2,3- sialyltransferase (EC:4.2.99.4) and alpha-glucosyltransferase (EC 2.4.1.-) activity. For example, beta-galactoside alpha-2,3- sialyltransferase expressed by Neisseria meningitidis is a member of this family and is involved in a step of lipooligosaccharide biosynthesis requiring sialic acid transfer; these lipooligosaccharides are thought to be important in the process of pathogenesis. This family includes several bacterial lipooligosaccharide sialyltransferases similar to the Haemophilus ducreyi LST protein. Haemophilus ducreyi is the cause of the sexually transmitted disease chancroid and produces a lipooligosaccharide (LOS) containing a terminal sialyl N-acetyllactosamine trisaccharide.. . . .

Manes.03G171200.v6.10.6535031 ####### 5E-07 down no pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.03G172700.v6.10.0714077 -3.80778 0.0043 down yes pfam08423 Rad51 Rad51. Rad51 is a DNA repair and recombination protein and is a homologue of the bacterial ATPase RecA protein.GO:0006281|DNA repair;GO:0007131|reciprocal meiotic recombination;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;K10872

Manes.03G173300.v6.12.1248749 1.08738 7E-21 up yes pfam03079 ARD ARD/ARD' family. The two acireductone dioxygenase enzymes (ARD and ARD', previously known as E-2 and E-2') from Klebsiella pneumoniae share the same amino acid sequence, but bind different metal ions: ARD binds Ni2+, ARD' binds Fe2+. ARD and ARD' can be experimentally interconverted by removal of the bound metal ion and reconstitution with the appropriate metal ion. The two enzymes share the same substrate, 1,2-dihydroxy-3-keto-5-(methylthio)pentene, but yield different products. ARD' yields the alpha-keto precursor of methionine (and formate), thus forming part of the ubiquitous methionine salvage pathway that converts 5'-methylthioadenosine (MTA) to methionine. This pathway is responsible for the tight control of the concentration of MTA, which is a powerful inhibitor of polyamine biosynthesis and transmethylation reactions. ARD yields methylthiopropanoate, carbon monoxide and formate, and thus prevents the conversion of MTA to methionine. The role of the ARD catalysed reaction is unclear: methylthiopropanoGO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010309|acireductone dioxygenase [iron(II)-requiring] activity;GO:0046872|metal ion binding;K08967

Manes.03G173400.v6.10.3131595 -1.67503 8E-08 down yes pfam15621 PROL5-SMRProline-rich submaxillary gland androgen-regulated family. SMR is a family of proteins found in eukaryotes. The family of SMR proteins is expressed in the submaxillary gland. SMR members may play a role in protection or detoxification.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.03G173500.v6.10.6872076 ####### 0.0003 down no pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0048366|leaf development;GO:0005634|nucleus;. .

Manes.03G174300.v6.10.086145 ####### 8E-22 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.03G174400.v6.10.5615763 -0.83245 4E-12 down no pfam01015 Ribosomal_S3AeRibosomal S3Ae family.GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;K02984

Manes.03G174700.v6.10.5050334 -0.98555 0.001 down no pfam01770 Folate_carrierReduced folate carrier. The reduced folate carrier (a transmembrane glycoprotein) transports reduced folate into mammalian cells via the carrier mediated mechanism (as opposed to the receptor mediated mechanism) it also transports cytotoxic folate analogues used in chemotherapy, such as methotrexate (MTX). Mammalian cells have an absolute requirement for exogenous folates which are needed for growth, and biosynthesis of macromolecules.. . . .

Manes.03G174800.v6.10.5416079 ####### 3E-13 down no pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.03G174900.v6.11.7042393 0.76913 2E-11 up no pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.03G175000.v6.12.5954896 1.38E+00 7E-32 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G175100.v6.11.0004789 0.00069 1 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G175900.v6.10.5563493 ####### 7E-08 down no pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.GO:0035194|posttranscriptional gene silencing by RNA;GO:0009616|virus induced gene silencing;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0003724|RNA helicase activity;K18422

Manes.03G176600.v6.145.086124 5.49461 4E-159 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.03G176900.v6.10.4583407 -1.12551 4E-16 down yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.03G177300.v6.12.3668835 1.24299 9E-23 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. . . .

Manes.03G177500.v6.11.5119442 0.5964 5E-05 up no pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.. . . .

Manes.03G178100.v6.10.4310562 ####### 0.0003 down yes pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.03G178200.v6.10.5966709 -0.74499 4E-07 down no pfam01592 NifU_N NifU-like N terminal domain. This domain is found in NifU in combination with pfam01106. This domain is found on isolated in several bacterial species. The nif genes are responsible for nitrogen fixation. However this domain is found in bacteria that do not fix nitrogen, so it may have a broader significance in the cell than nitrogen fixation. These proteins appear to be scaffold proteins for iron-sulfur clusters.GO:0009306|protein secretion;GO:0006605|protein targeting;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;.

Manes.03G178500.v6.11.92504 0.94489 2E-14 up no pfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.03G178700.v6.10.6489958 -0.62372 1E-05 down no pfam13326 PSII_Pbs27 Photosystem II Pbs27. This family of proteins contains Pbs27, a highly conserved component of photosystem II. Pbs27 is comprised of four helices arranged in a right handed up-down-up-down fold, with a less ordered region located at the N-terminus.GO:0010207|photosystem II assembly;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;. .

Manes.03G179000.v6.10.7066925 ####### 0.0012 down no pfam01282 Ribosomal_S24eRibosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.03G179100.v6.11.7613669 8.17E-01 0.0081 up no pfam07466 DUF1517 Protein of unknown function (DUF1517). This family consists of several hypothetical glycine rich plant and bacterial proteins of around 300 residues in length. The function of this family is unknown.. . . .

Manes.03G179300.v6.10.3435283 -1.5415 0.0003 down yes pfam01975 SurE Survival protein SurE. Escherichia coli cells with the surE gene disrupted are found to survive poorly in stationary phase. It is suggested that SurE may be involved in stress response. Yeast also contains a member of the family, probable tubulin-tyrosine ligase PBY1. Yarrowia lipolytica PHO2 can complement a mutation in acid phosphatase, suggesting that members of this family could be phosphatases.GO:0016311|dephosphorylation;GO:0005737|cytoplasm;GO:0008253|5'-nucleotidase activity;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K03787

Manes.03G179600.v6.10.4357764 -1.19834 3E-08 down yes pfam00650 CRAL_TRIOCRAL/TRIO domain.. . . .

Manes.03G180200.v6.10.4447538 ####### 2E-08 down yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.03G180400.v6.124.226732 4.60E+00 6E-69 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015749|monosaccharide transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009679|hexose:proton symporter activity;GO:0005358|high-affinity hydrogen:glucose symporter activity;GO:0015145|monosaccharide transmembrane transporter activity;.

Manes.03G180700.v6.12.1472541 1.10249 6E-22 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.03G180900.v6.11.7204483 7.83E-01 9E-12 up no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K15188

Manes.03G181600.v6.11.5083875 0.59301 1E-06 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0010078|maintenance of root meristem identity;GO:0010492|maintenance of shoot apical meristem identity;GO:0040008|regulation of growth;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;K11647

Manes.03G182000.v6.10.6462145 ####### 0.0002 down no pfam00069 Pkinase Protein kinase domain.GO:0000919|cell plate assembly;GO:0006952|defense response;GO:0005856|cytoskeleton;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.03G182300.v6.11.9317371 9.50E-01 2E-14 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.03G182700.v6.11.0562226 0.07891 0.5054 up no pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.03G182900.v6.10.7727102 ####### 0.0113 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.03G183200.v6.12.7042304 1.43522 1E-35 up yes pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G183300.v6.12.0107617 1.01E+00 2E-18 up yes pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.03G183500.v6.11.1801117 2.39E-01 0.282 up no pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.



Manes.03G183900.v6.1#NAME? #NAME? 0.0452 down no pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.03G184400.v6.10.3002058 -1.73598 2E-44 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.03G184600.v6.10.4692367 -1.09161 0.0197 down yes pfam01763 Herpes_UL6 Herpesvirus UL6 like. This family consists of various proteins from the herpesviridae that are similar to herpes simplex virus type I UL6 virion protein. UL6 is essential for cleavage and packaging of the viral genome.. . . .

Manes.03G184700.v6.11.3040522 0.383 0.0044 up no pfam09335 SNARE_assocSNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.03G184800.v6.10.6665734 -0.58516 3E-05 down no pfam00654 Voltage_CLCVoltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. . . .

Manes.03G184900.v6.10.6553331 ####### 2E-05 down no pfam08538 DUF1749 Protein of unknown function (DUF1749). This is a plant and fungal family of unknown function. This family contains many hypothetical proteins.. GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.03G185000.v6.10.1302734 ####### 6E-11 down yes pfam01715 IPPT IPP transferase. This is a family of IPP transferases EC:2.5.1.8 also known as tRNA delta(2)-isopentenylpyrophosphate transferase. These enzymes modify both cytoplasmic and mitochondrial tRNAs at A(37) to give isopentenyl A(37).GO:0009691|cytokinin biosynthetic process;GO:0006400|tRNA modification;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0052623|ADP dimethylallyltransferase activity;GO:0009824|AMP dimethylallyltransferase activity;GO:0005524|ATP binding;GO:0052622|ATP dimethylallyltransferase activity;GO:0052381|tRNA dimethylallyltransferase activity;K10760

Manes.03G185500.v6.10.7266449 ####### 0.0146 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.03G185600.v6.10.68417 -0.54757 0.0003 down no pfam08389 Xpo1 Exportin 1-like protein. The sequences featured in this family are similar to a region close to the N-terminus of yeast exportin 1 (Xpo1, Crm1). This region is found just C-terminal to an importin-beta N-terminal domain (pfam03810) in many members of this family. Exportin 1 is a nuclear export receptor that interacts with leucine-rich nuclear export signal (NES) sequences, and Ran-GTP, and is involved in translocation of proteins out of the nucleus.GO:0009698|phenylpropanoid metabolic process;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.03G185700.v6.10.4871069 -1.03769 3E-09 down yes pfam00268 Ribonuc_red_smRibonucleotide reductase, small chain.GO:0009186|deoxyribonucleoside diphosphate metabolic process;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0007275|multicellular organismal development;GO:0051726|regulation of cell cycle;GO:0009259|ribonucleotide metabolic process;GO:0005829|cytosol;GO:0005971|ribonucleoside-diphosphate reductase complex;GO:0046872|metal ion binding;GO:0004748|ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptor;K10808

Manes.03G186200.v6.11.6172998 0.69359 1E-09 up no pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005634|nucleus;. K10523

Manes.03G186300.v6.1Inf Inf 0.4252 up no pfam04020 DUF360 Membrane protein of unknown function. These proteins a predicted transmembrane proteins with probably four transmembrane spans. The function of these bacterial proteins is unknown. The sequences do not appear to contain any conserved polar residues that could form an active site.. . . .

Manes.03G186600.v6.10.6066892 ####### 4E-05 down no pfam00120 Gln-synt_C Glutamine synthetase, catalytic domain.GO:0006542|glutamine biosynthetic process;GO:0009399|nitrogen fixation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004356|glutamate-ammonia ligase activity;K01915

Manes.03G186700.v6.10.7747961 ####### 0.792 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.03G186800.v6.10.8861436 ####### 1 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.03G186900.v6.10.7395882 ####### 0.0018 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G187300.v6.12.1543839 1.11E+00 4E-13 up yes pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.03G187500.v6.11.4184434 0.50431 3E-05 up no pfam02948 Amelogenin Amelogenin. Amelogenins play a role in biomineralisation. They seem to regulate the formation of crystallites during the secretory stage of tooth enamel development. thought to play a major role in the structural organisation and mineralisation of developing enamel. They are found in the extracellular matrix. Mutations in X-chromosomal amelogenin can cause Amelogenesis imperfecta.. . . K10268

Manes.03G187600.v6.11.1657775 0.22129 0.1078 up no pfam00928 Adap_comp_subAdaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030659|cytoplasmic vesicle membrane;. K19023

Manes.03G188000.v6.1Inf Inf 0.8764 up no pfam05188 MutS_II MutS domain II. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam00488, pfam01624, pfam05192 and pfam05190. The MutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. This domain corresponds to domain II in Thermus aquaticus MutS as characterized in, and has similarity resembles RNAse-H-like domains (see pfam00075).. . . .

Manes.03G188200.v6.11.4277665 5.14E-01 7E-06 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.03G188400.v6.10.523802 ####### 1E-08 down no pfam00588 SpoU_methylaseSpoU rRNA Methylase family. This family of proteins probably use S-AdoMet.GO:0006396|RNA processing;. GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;K03437

Manes.03G188500.v6.15.1075265 2.35E+00 1E-10 up yes pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.03G188700.v6.12.8658237 1.51895 0.0598 up no pfam15558 DUF4659 Domain of unknown function (DUF4659). This family of proteins is found in eukaryotes. Proteins in this family are typically between 427 and 674 amino acids in length. There are two completely conserved residues (D and I) that may be functionally important.. . . .

Manes.03G189000.v6.10.6149084 -0.70156 7E-07 down no pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0016310|phosphorylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009927|histidine phosphotransfer kinase activity;GO:0043424|protein histidine kinase binding;K14490

Manes.03G189300.v6.13.4465281 1.79E+00 1E-30 up yes pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.03G189400.v6.12.2409641 1.16412 1E-17 up yes pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.03G189500.v6.11.0123159 0.01766 0.8655 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12900

Manes.03G189600.v6.10.7019763 -0.51051 0.0008 down no pfam06747 CHCH CHCH domain. we have identified a conserved motif in the LOC118487 protein that we have called the CHCH motif. Alignment of this protein with related members showed the presence of three subgroups of proteins, which are called the S (Small), N (N-terminal extended) and C (C-terminal extended) subgroups. All three sub-groups of proteins have in common that they contain a predicted conserved [coiled coil 1]-[helix 1]-[coiled coil 2]-[helix 2] domain (CHCH domain). Within each helix of the CHCH domain, there are two cysteines present in a C-X9-C motif. The N-group contains an additional double helix domain, and each helix contains the C-X9-C motif. This family contains a number of characterized proteins: Cox19 protein - a nuclear gene of Saccharomyces cerevisiae, codes for an 11-kDa protein (Cox19p) required for expression of cytochrome oxidase. Because cox19 mutants are able to synthesize the mitochondrial and nuclear gene products of cytochrome oxidase, Cox19p probably functions post-translationally during assGO:0055114|oxidation-reduction process;GO:0005758|mitochondrial intermembrane space;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;. K03952

Manes.03G190100.v6.12.1238445 1.08668 7E-22 up yes pfam12906 RINGv RING-variant domain.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.03G190200.v6.10.7658871 -0.3848 0.0035 down no pfam04307 DUF457 Predicted membrane-bound metal-dependent hydrolase (DUF457). Family of predicted membrane-bound metal-dependent hydrolases, based on CA_C0507. May act as phospholipases.GO:0060612|adipose tissue development;GO:0060717|chorion development;GO:0030330|DNA damage response, signal transduction by p53 class mediator;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043542|endothelial cell migration;GO:0051568|histone H3-K4 methylation;GO:0035066|positive regulation of histone acetylation;GO:0000416|positive regulation of histone H3-K36 methylation;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0045830|positive regulation of isotype switching;GO:0031398|positive regulation of protein ubiquitination;GO:0060261|positive regulation of transcription initiation from RNA polymerase II promoter;GO:0010212|response to ionizing radiation;GO:0006351|transcription, DNA-templated;GO:0001570|vasculogenesis;GO:0035097|histone methyltransferase complex;GO:0016363|nuclear matrix;GO:0005634|nucleus;. K14972

Manes.03G190500.v6.10.0835208 -3.58172 0.017 down yes pfam12301 CD99L2 CD99 antigen like protein 2. This family of proteins is found in eukaryotes. Proteins in this family are typically between 165 and 237 amino acids in length. CD99L2 and CD99 are involved in trans-endothelial migration of neutrophils in vitro and in the recruitment of neutrophils into inflamed peritoneum.. . . .

Manes.03G191000.v6.12.0473845 1.03378 2E-06 up yes pfam01373 Glyco_hydro_14Glycosyl hydrolase family 14. This family are beta amylases.GO:0000272|polysaccharide catabolic process;GO:0005737|cytoplasm;GO:0016161|beta-amylase activity;.

Manes.03G191100.v6.11.8463768 0.8847 0.1663 up no pfam12734 CYSTM Cysteine-rich TM module stress tolerance. The members of this family are short cysteine-rich membrane proteins that most probably dimerise together to form a transmembrane sulfhydryl-lined pore. The CYSTM module is always present at the extreme C-terminus of the protein in which it is present. Furthermore, like the yeast prototypes, the majority of the proteins also possess a proline/glutamine-rich segment upstream of the CYSTM module that is likely to form a polar, disordered head in the cytoplasm. The presence of an atypical well-conserved acidic residue at the C-terminal end of the TM helix suggests that this might interact with a positively charged moiety in the lipid head group. Consistently across the eukaryotes, the different versions of the CYSTM module appear to have roles in stress-response or stress-tolerance, and, more specifically, in resistance to deleterious substances, implying that thes might be general functions of the whole family.. . . .

Manes.03G191300.v6.11.4533564 0.53939 0.0001 up no pfam12077 DUF3556 Transmembrane protein of unknown function (DUF3556). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 576 to 592 amino acids in length.. . . .

Manes.03G191400.v6.10.3816695 -1.3896 4E-11 down yes pfam06102 DUF947 Domain of unknown function (DUF947). Family of eukaryotic proteins with unknown function.. . . .

Manes.03G191600.v6.10.6627174 ####### 9E-05 down no pfam14599 zinc_ribbon_6Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0031398|positive regulation of protein ubiquitination;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0002039|p53 binding;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10144

Manes.03G191800.v6.12.0234437 1.02E+00 2E-19 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0046872|metal ion binding;GO:0004806|triglyceride lipase activity;.

Manes.03G192000.v6.13.3950367 1.76343 5E-53 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.03G192300.v6.10.9422665 ####### 0.5095 down no pfam00036 EF-hand_1 EF hand. The EF-hands can be divided into two classes: signaling proteins and buffering/transport proteins. The first group is the largest and includes the most well-known members of the family such as calmodulin, troponin C and S100B. These proteins typically undergo a calcium-dependent conformational change which opens a target binding site. The latter group is represented by calbindin D9k and do not undergo calcium dependent conformational changes.GO:0030865|cortical cytoskeleton organization;GO:0000226|microtubule cytoskeleton organization;GO:0000913|preprophase band assembly;GO:0050790|regulation of catalytic activity;GO:0009826|unidimensional cell growth;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0005509|calcium ion binding;GO:0030359|protein phosphatase type 2B regulator activity;K11583

Manes.03G193000.v6.11.7726451 8.26E-01 4E-13 up no pfam07496 zf-CW CW-type Zinc Finger. This domain appears to be a zinc finger. The alignment shows four conserved cysteine residues and a conserved tryptophan. It was first identified by, and is predicted to be a "highly specialized mononuclear four-cysteine zinc finger...that plays a role in DNA binding and/or promoting protein-protein interactions in complicated eukaryotic processes including...chromatin methylation status and early embryonic development." Weak homology to pfam00628 further evidences these predictions (personal obs: C Yeats). Twelve different CW-domain-containing protein subfamilies are described, with different subfamilies being characteristic of vertebrates, higher plants and other animals in which these domain is found.. . . .

Manes.03G193100.v6.10.6930485 ####### 0.0021 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.03G193400.v6.12.1239357 1.08674 4E-08 up yes pfam00888 Cullin Cullin family. GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048366|leaf development;GO:0010087|phloem or xylem histogenesis;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042752|regulation of circadian rhythm;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0000794|condensed nuclear chromosome;GO:0031461|cullin-RING ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;. K03347

Manes.03G193900.v6.12.6323879 1.39637 2E-28 up yes pfam03772 Competence Competence protein. Members of this family are integral membrane proteins with 6 predicted transmembrane helices. Some members of this family have been shown to be essential for bacterial competence in uptake of extracellular DNA. These proteins may transport DNA across the cell membrane. These proteins contain a highly conserved motif in the amino terminal transmembrane region that has two histidines that may form a metal binding site.. . . .

Manes.03G194000.v6.19.6017629 3.26E+00 1E-52 up yes pfam11725 AvrE Pathogenicity factor. This family is secreted by gram-negative Gammaproteobacteria such as Pseudomonas syringae of tomato and the fire blight plant pathogen Erwinia amylovora, amongst others. It is an essential pathogenicity factor of approximately 198 kDa. Its injection into the host-plant is dependent upon the bacterial type III or Hrp secretion system. The family is long and carries a number of predicted functional regions, including an ERMS or endoplasmic reticulum membrane retention signal at both the C- and the N-termini, a leucine-zipper motif from residues 539-560, and a nuclear localisation signal at 1358-1361. this conserved AvrE-family of effectors is among the few that are required for full virulence of many phytopathogenic pseudomonads, erwinias and pantoeas.. . . .

Manes.03G194700.v6.13.9989107 1.99961 8E-40 up yes pfam01411 tRNA-synt_2ctRNA synthetases class II (A). Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only alanyl-tRNA synthetases.GO:0006419|alanyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0004813|alanine-tRNA ligase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;K01872

Manes.03G195000.v6.1Inf Inf 0.2198 up no pfam03956 DUF340 Membrane protein of unknown function (DUF340). Members of this family contain a conserved core of four predicted transmembrane segments. Some members have an additional pair of N-terminal transmembrane helices. The functions of the proteins in this family are unknown.. . . .

Manes.03G195200.v6.10.8371763 -0.2564 0.04 down no pfam05637 Glyco_transf_34galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0000271|polysaccharide biosynthetic process;GO:0006486|protein glycosylation;GO:0010411|xyloglucan metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0035252|UDP-xylosyltransferase activity;GO:0033843|xyloglucan 6-xylosyltransferase activity;K08238

Manes.03G195400.v6.10.6684911 -0.58102 6E-07 down no pfam00133 tRNA-synt_1 tRNA synthetases class I (I, L, M and V). Other tRNA synthetase sub-families are too dissimilar to be included.GO:0006428|isoleucyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0002161|aminoacyl-tRNA editing activity;GO:0005524|ATP binding;GO:0004822|isoleucine-tRNA ligase activity;GO:0008270|zinc ion binding;K01870

Manes.03G195700.v6.10.610138 ####### 0.0398 down no pfam13919 ASXH Asx homology domain. A conserved alpha helical domain with a characteristic LXXLL motif. The LXXLL motif is detected in diverse transcription factors, coactivators and corepressors and is implicated in mediating interactions between them. The ASXH domain is found in animals, fungi and plants and is predicted to play a role in mediating contact between transcription factors and chromatin-associated complexes. In Drosophila Asx and Human ASXL1, the ASXH domain is predicted to mediate interactions with the Calypso and BAP1 deubiquitinases (DUBs) which further belong to the UCHL5/UCH37 clade of DUBs.. . . .

Manes.03G195900.v6.10.5924823 ####### 2E-08 down no pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016480|negative regulation of transcription from RNA polymerase III promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0007278|pole cell fate determination;GO:0007279|pole cell formation;GO:0007315|pole plasm assembly;GO:0005938|cell cortex;GO:0034399|nuclear periphery;GO:0005643|nuclear pore;GO:0005634|nucleus;. .

Manes.03G196300.v6.12.0226347 1.01624 5E-11 up yes pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.03G196400.v6.112.648444 3.66089 0.0005 up yes pfam01677 Herpes_UL7 Herpesvirus UL7 like. This family consists of various functionally undefined proteins from the herpesviridae and UL7 from bovine herpes virus. UL7 is not essential for virus replication in cell culture, and is found localized in the cytoplasm of infected cells accumulated around the nucleus but could not be detected in purified virions. Members of the herpesviridae have a dsDNA genome and do not have a RNA stage during there replication.. . . .

Manes.03G196600.v6.11.8043991 8.52E-01 6E-10 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;. K09518

Manes.03G196700.v6.10.4752763 ####### 8E-05 down yes pfam10318 7TM_GPCR_SrhSerpentine type 7TM GPCR chemoreceptor Srh. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srh is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.03G196800.v6.10.5483295 -0.86689 2E-13 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G196900.v6.11.2624872 3.36E-01 0.003 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0048825|cotyledon development;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010154|fruit development;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0048366|leaf development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0016567|protein ubiquitination;GO:0006508|proteolysis;GO:0009749|response to glucose;GO:0048364|root development;GO:0010182|sugar mediated signaling pathway;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005634|nucleus;. K12862

Manes.03G197000.v6.11.6198728 0.69588 2E-06 up no pfam01776 Ribosomal_L22eRibosomal L22e protein family.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02891

Manes.03G197100.v6.110.427132 3.38E+00 7E-30 up yes pfam03242 LEA_3 Late embryogenesis abundant protein. Members of this family are similar to late embryogenesis abundant proteins.  Members of the family have been isolated in a number of different screens. However, the molecular function of these proteins remains obscure.GO:0006950|response to stress;. . .

Manes.03G197300.v6.14.290118 2.10102 0.0011 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.03G197400.v6.13.9343085 1.97611 1E-57 up yes pfam02737 3HCDH_N 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain. This family also includes lambda crystallin.GO:0006635|fatty acid beta-oxidation;GO:0009514|glyoxysome;GO:0018812|3-hydroxyacyl-CoA dehydratase activity;GO:0003857|3-hydroxyacyl-CoA dehydrogenase activity;GO:0008692|3-hydroxybutyryl-CoA epimerase activity;GO:0004165|dodecenoyl-CoA delta-isomerase activity;GO:0004300|enoyl-CoA hydratase activity;.

Manes.03G197600.v6.10.7948941 ####### 0.0077 down no pfam01221 Dynein_light Dynein light chain type 1.GO:0009086|methionine biosynthetic process;GO:0007017|microtubule-based process;GO:0044458|motile cilium assembly;GO:0000394|RNA splicing, via endonucleolytic cleavage and ligation;GO:0005930|axoneme;GO:0097014|ciliary cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0031514|motile cilium;GO:0003774|motor activity;K10418

Manes.03G197900.v6.16.6169258 2.72616 9E-54 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.03G198100.v6.14.2388966 2.08369 2E-66 up yes pfam00198 2-oxoacid_dh2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0043617|cellular response to sucrose starvation;GO:0006633|fatty acid biosynthetic process;GO:0009646|response to absence of light;GO:0009744|response to sucrose;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0016407|acetyltransferase activity;GO:0004147|dihydrolipoamide branched chain acyltransferase activity;GO:0043754|dihydrolipoyllysine-residue (2-methylpropanoyl)transferase activity;GO:0008270|zinc ion binding;K09699

Manes.03G198200.v6.11.787279 8.38E-01 1E-11 up no pfam01557 FAA_hydrolaseFumarylacetoacetate (FAA) hydrolase family. This family consists of fumarylacetoacetate (FAA) hydrolase, or fumarylacetoacetate hydrolase (FAH) and it also includes HHDD isomerase/OPET decarboxylase from Escherichia coli strain W.  FAA is the last enzyme in the tyrosine catabolic pathway, it hydrolyses fumarylacetoacetate into fumarate and acetoacetate which then join the citric acid cycle. Mutations in FAA cause type I tyrosinemia in humans this is an inherited disorder mainly affecting the liver leading to liver cirrhosis, hepatocellular carcinoma, renal tubular damages and neurologic crises amongst other symptoms. The enzymatic defect causes the toxic accumulation of phenylalanine/tyrosine catabolites. The Escherichia coli W enzyme HHDD isomerase/OPET decarboxylase contains two copies of this domain and functions in fourth and fifth steps of the homoprotocatechuate pathway; here it decarboxylates OPET to HHDD and isomerises this to OHED. The final products of this pathway are pyruvic acid and succinic semi. GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0018773|acetylpyruvate hydrolase activity;GO:0047621|acylpyruvate hydrolase activity;GO:0034545|fumarylpyruvate hydrolase activity;GO:0046872|metal ion binding;K01557

Manes.03G198600.v6.11.1146311 0.15657 0.9886 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.03G198700.v6.11.6278454 0.70296 0.3755 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.03G198800.v6.11.8248303 0.86776 5E-13 up no pfam01636 APH Phosphotransferase enzyme family. This family consists of bacterial antibiotic resistance proteins, which confer resistance to various aminoglycosides they include: aminoglycoside 3'-phosphotransferase or kanamycin kinase / neomycin-kanamycin phosphotransferase and streptomycin 3''-kinase or streptomycin 3''-phosphotransferase. The aminoglycoside phosphotransferases inactivate aminoglycoside antibiotics via phosphorylation. This family also includes homoserine kinase. This family is related to fructosamine kinase pfam03881.GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0055088|lipid homeostasis;GO:0005739|mitochondrion;GO:0003995|acyl-CoA dehydrogenase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0016787|hydrolase activity;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K11729

Manes.03G198900.v6.10.4950423 -1.01438 0.0002 down yes pfam00862 Sucrose_synthSucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0001666|response to hypoxia;GO:0010431|seed maturation;GO:0005982|starch metabolic process;GO:0005985|sucrose metabolic process;GO:0005829|cytosol;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0042170|plastid membrane;GO:0016157|sucrose synthase activity;K00695

Manes.03G199300.v6.188.444687 6.47E+00 1E-11 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0008219|cell death;GO:0009873|ethylene-activated signaling pathway;GO:0010286|heat acclimation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0051707|response to other organism;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.03G200000.v6.10.3644806 ####### 7E-20 down yes pfam08144 CPL CPL (NUC119) domain. This C terminal domain is fund in Penguin-like proteins associated with Pumilio like repeats.GO:0006417|regulation of translation;GO:0005730|nucleolus;GO:0003729|mRNA binding;K14844

Manes.03G200700.v6.11.374555 0.45896 0.0009 up no pfam05623 DUF789 Protein of unknown function (DUF789). This family consists of several plant proteins of unknown function.. . . .

Manes.03G200800.v6.12.388835 1.25631 3E-27 up yes pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.GO:0009785|blue light signaling pathway;GO:0010161|red light signaling pathway;GO:0005634|nucleus;. .

Manes.03G200900.v6.12.043121 1.03077 0.0002 up yes pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005634|nucleus;. K10523

Manes.03G201200.v6.10.5444816 ####### 0.0029 down no pfam03466 LysR_substrateLysR substrate binding domain. The structure of this domain is known and is similar to the periplasmic binding proteins.. . . .

Manes.03G201300.v6.10.310602 ####### 1E-30 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.03G201400.v6.11.4504541 0.5365 3E-06 up no pfam01749 IBB Importin beta binding domain. This family consists of the importin alpha (karyopherin alpha), importin beta (karyopherin beta) binding domain. The domain mediates formation of the importin alpha beta complex; required for classical NLS import of proteins into the nucleus, through the nuclear pore complex and across the nuclear envelope. Also in the alignment is the NLS of importin alpha which overlaps with the IBB domain.GO:0006606|protein import into nucleus;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005730|nucleolus;GO:0008565|protein transporter activity;.

Manes.03G201800.v6.11.8725507 9.05E-01 3E-15 up no pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0006897|endocytosis;GO:0046907|intracellular transport;GO:0090316|positive regulation of intracellular protein transport;GO:0044090|positive regulation of vacuole organization;GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0015031|protein transport;GO:0007033|vacuole organization;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K11866

Manes.03G202200.v6.12.1609643 1.11E+00 2E-22 up yes pfam03859 CG-1 CG-1 domain. CG-1 domains are highly conserved domains of about 130 amino-acid residues containing a predicted bipartite NLS and named after a partial cDNA clone isolated from parsley encoding a sequence-specific DNA-binding protein. CG-1 domains are associated with CAMTA proteins (for CAlModulin -binding Transcription Activator) that are transcription factors containing a calmodulin -binding domain and ankyrins (ANK) motifs.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.03G202500.v6.10.5627193 -0.82951 4E-12 down no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0006086|acetyl-CoA biosynthetic process from pyruvate;GO:0045454|cell redox homeostasis;GO:0046685|response to arsenic-containing substance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005730|nucleolus;GO:0004148|dihydrolipoyl dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;K00382

Manes.03G202800.v6.13.4298758 1.78E+00 0.5171 up no pfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0001193|maintenance of transcriptional fidelity during DNA-templated transcription elongation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03017

Manes.03G202900.v6.11.9075458 9.32E-01 0.0054 up no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0005773|vacuole;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.03G203100.v6.10.4062299 -1.29963 0.0002 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.03G203300.v6.1Inf Inf 0.8798 up no pfam13961 DUF4219 Domain of unknown function (DUF4219). This domain is very short and is found at the N-terminal of many Gag-pol polyprotein and related proteins. There is a highly conserved YxxWxxxM sequence motif.. . . .

Manes.03G203400.v6.11.9676757 0.97649 3E-17 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10578

Manes.03G203700.v6.1Inf Inf 0.3951 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.03G203800.v6.1Inf Inf 0.8764 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.03G204100.v6.10.5045843 -0.98683 7E-10 down no pfam04795 PAPA-1 PAPA-1-like conserved region. Family of proteins with a conserved region found in PAPA-1, a PAP-1 binding protein.. . . .



Manes.03G205000.v6.10.8756899 -0.19151 0.0986 down no pfam00285 Citrate_synt Citrate synthase.GO:0044262|cellular carbohydrate metabolic process;GO:0006629|lipid metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003878|ATP citrate synthase activity;GO:0016829|lyase activity;GO:0046872|metal ion binding;K01648

Manes.03G205100.v6.10.9046685 -0.14454 0.2181 down no pfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.03G205800.v6.10.8453079 -0.24245 0.0387 down no pfam12698 ABC2_membrane_3ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.03G206000.v6.10.4726835 -1.08105 1E-07 down yes pfam05916 Sld5 GINS complex protein. The eukaryotic GINS complex is essential for the initiation and elongation phases of DNA replication. It consists of four paralogous protein subunits (Sld5, Psf1, Psf2 and Psf3), all of which are included in this family. The GINS complex is conserved from yeast to humans, and has been shown in human to bind directly to DNA primase.GO:0032508|DNA duplex unwinding;GO:0006270|DNA replication initiation;GO:0000727|double-strand break repair via break-induced replication;GO:0005737|cytoplasm;GO:0000811|GINS complex;GO:0031298|replication fork protection complex;. K10735

Manes.03G206200.v6.12.3860361 1.25462 5E-25 up yes pfam13632 Glyco_trans_2_3Glycosyl transferase family group 2. Members of this family of prokaryotic proteins include putative glucosyltransferases, which are involved in bacterial capsule biosynthesis.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G206400.v6.15.9654478 2.58E+00 2E-17 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.03G206900.v6.12.7634027 1.47E+00 9E-10 up yes pfam15461 BCD Beta-carotene 15,15'-dioxygenase. BCD is a family of bacterial and archaeal proteins is found in bacteria and archaea that catalyse or regulate the conversion of beta-carotene to retinal. Characterisation of BCD proteins shows them to cleave beta-carotene at its central double bond (15,15###) to yield two molecules of all-trans-retinal. However, the oxygen atom of retinal originated not from water but from molecular oxygen, suggesting that the enzyme was a beta-carotene 15,15###-dioxygenase, rather than a mono-oxygenase that catalyzes the same biochemical reaction.. . . .

Manes.03G207000.v6.19.987984 3.32019 1E-08 up yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0005618|cell wall;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G207100.v6.111.710352 3.54971 3E-125 up yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0005618|cell wall;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.03G207400.v6.10.8534748 ####### 0.0503 down no pfam07779 Cas1_AcylT 10 TM Acyl Transferase domain found in Cas1p. Cas1p protein of Cryptococcus neoformans is required for the synthesis of O-acetylated glucuronoxylomannans, a consitutent of the capsule, and is critical for its virulence. The multi TM domain of the Cas1p was unified with the 10 TM Sugar Acyltransferase superfamily. This superfamily is comprised of members from the OatA, MdoC, OpgC, NolL and GumG families in addition to the Cas1p family. The Cas1p protein has a N terminal PC-Esterase domain with the opposing Acyl esterase activity.. GO:0016021|integral component of membrane;GO:0016491|oxidoreductase activity;GO:0016740|transferase activity;.

Manes.03G207500.v6.111.095687 3.47E+00 2E-21 up yes pfam13668 Ferritin_2 Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.. . . .

Manes.03G207600.v6.1126.01894 6.98E+00 0 up yes pfam13668 Ferritin_2 Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.. . . .

Manes.03G208400.v6.14.717538 2.23803 3E-34 up yes pfam12899 Glyco_hydro_100Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.03G208500.v6.116.643354 4.05687 1E-173 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.03G208600.v6.11.7298558 0.79065 6E-12 up no pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.03G208700.v6.11.8897224 0.91817 6E-16 up no pfam05833 FbpA Fibronectin-binding protein A N-terminus (FbpA). This family consists of the N-terminal region of the prokaryotic fibronectin-binding protein. Fibronectin binding is considered to be an important virulence factor in streptococcal infections. Fibronectin is a dimeric glycoprotein that is present in a soluble form in plasma and extracellular fluids; it is also present in a fibrillar form on cell surfaces. Both the soluble and cellular forms of fibronectin may be incorporated into the extracellular tissue matrix. While fibronectin has critical roles in eukaryotic cellular processes, such as adhesion, migration and differentiation, it is also a substrate for the attachment of bacteria. The binding of pathogenic Streptococcus pyogenes and Staphylococcus aureus to epithelial cells via fibronectin facilitates their internalisation and systemic spread within the host.GO:0006611|protein export from nucleus;GO:0005634|nucleus;. .

Manes.03G208800.v6.121.139108 4.40184 4E-10 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.03G209000.v6.12.2074781 1.14E+00 9E-24 up yes pfam07572 BCNT Bucentaur or craniofacial development. Bucentaur or craniofacial development protein 1 (BCNT) in ruminents has a different domain architecture to that in mouse and human. For this reason it has been used as a model for molecular evolution. Both bovine and human BCNTs are phosphorylated by casein kinase II in vitro.. . . .

Manes.03G209100.v6.10.7979575 ####### 0.0066 down no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0046686|response to cadmium ion;GO:0048046|apoplast;GO:0005759|mitochondrial matrix;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005507|copper ion binding;GO:0004148|dihydrolipoyl dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008270|zinc ion binding;K00382

Manes.03G209400.v6.11.4983584 5.83E-01 0.0021 up no pfam07667 DUF1600 Protein of unknown function (DUF1600). These proteins appear to be specific to Mycoplasma species.. . . .

Manes.03G209500.v6.11.5071006 0.59178 0.0235 up no pfam12624 Chorein_N N-terminal region of Chorein, a TM vesicle-mediated sorter. Although mutations in the full-length vacuolar protein sorting 13A (VPS13A) protein in vertebrates lead to the disease of chorea-acanthocytosis, the exact function of any of the regions within the protein is not yet known. This region is the proposed leucine zipper at the N-terminus. The full-length protein is a transmembrane protein with a presumed role in vesicle-mediated sorting and intracellular protein transport.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;. .

Manes.03G209800.v6.11.5020714 5.87E-01 1E-06 up no pfam06650 DUF1162 Protein of unknown function (DUF1162). This family represents a conserved region within several hypothetical eukaryotic proteins. Family members might be vacuolar protein sorting related-proteins.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0005623|cell;GO:0070062|extracellular exosome;GO:0019898|extrinsic component of membrane;GO:0005622|intracellular;. .

Manes.03G209900.v6.10.5425441 ####### 1E-06 down no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.03G210100.v6.10.3748448 -1.41563 3E-12 down yes pfam00955 HCO3_cotranspHCO3- transporter family. This family contains Band 3 anion exchange proteins that exchange CL-/HCO3-. This family also includes cotransporters of Na+/HCO3-.GO:0035445|borate transmembrane transport;GO:0051453|regulation of intracellular pH;GO:0048364|root development;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0080139|borate efflux transmembrane transporter activity;GO:0005452|inorganic anion exchanger activity;.

Manes.03G210400.v6.1Inf Inf 1E-61 up yes pfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0005634|nucleus;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;.

Manes.03G211000.v6.12.6135144 1.39E+00 0.0005 up yes pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.. . . .

Manes.03G211100.v6.10.5519651 -0.85735 9E-12 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0048868|pollen tube development;GO:0009507|chloroplast;GO:0019843|rRNA binding;.

Manes.03G211300.v6.10.7331309 ####### 0.0113 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G211400.v6.10.764639 ####### 0.0025 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.03G211600.v6.11.3995593 0.48497 2E-05 up no pfam10436 BCDHK_Adom3Mitochondrial branched-chain alpha-ketoacid dehydrogenase kinase. Catabolism and synthesis of leucine, isoleucine and valine are finely balanced, allowing the body to make the most of dietary input but removing excesses to prevent toxic build-up of their corresponding keto-acids. This is the butyryl-CoA dehydrogenase, subunit A domain 3, a largely alpha-helical bundle of the enzyme BCDHK. This enzyme is the regulator of the dehydrogenase complex that breaks branched-chain amino-acids down, by phosphorylating and thereby inactivating it when synthesis is required. The domain is associated with family HATPase_c pfam02518 which is towards the C-terminal.GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0009927|histidine phosphotransfer kinase activity;GO:0042803|protein homodimerization activity;GO:0004740|pyruvate dehydrogenase (acetyl-transferring) kinase activity;K00898

Manes.03G211700.v6.10.9442945 ####### 0.6394 down no pfam08698 Fcf2 Fcf2 pre-rRNA processing. This is a family of eukaryotic nucleolar proteins that are involved in pre-rRNA processing.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005634|nucleus;. .

Manes.03G211800.v6.11.9482525 0.96218 2E-17 up no pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.03G212000.v6.10.7810475 ####### 0.0501 down no pfam01416 PseudoU_synth_1tRNA pseudouridine synthase. Involved in the formation of pseudouridine at the anticodon stem and loop of transfer-RNAs Pseudouridine is an isomer of uridine (5-(beta-D-ribofuranosyl) uracil, and id the most abundant modified nucleoside found in all cellular RNAs. The TruA-like proteins also exhibit a conserved sequence with a strictly conserved aspartic acid, likely involved in catalysis.GO:0031119|tRNA pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06173

Manes.03G212100.v6.10.6899271 ####### 7E-05 down no pfam12600 DUF3769 Protein of unknown function (DUF3769). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 560 and 931 amino acids in length.GO:0034196|acylglycerol transport;GO:1990052|ER to chloroplast lipid transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0070300|phosphatidic acid binding;GO:0042803|protein homodimerization activity;.

Manes.03G212600.v6.10.4821771 ####### 7E-15 down yes pfam04156 IncA IncA protein. Chlamydia trachomatis is an obligate intracellular bacterium that develops within a parasitophorous vacuole termed an inclusion. The inclusion is non-fusogenic with lysosomes but intercepts lipids from a host cell exocytic pathway. Initiation of chlamydial development is concurrent with modification of the inclusion membrane by a set of C. trachomatis-encoded proteins collectively designated Incs. One of these Incs, IncA, is functionally associated with the homotypic fusion of inclusions. This family probably includes members of the wider Inc family rather than just IncA.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.03G212800.v6.10.8683788 -0.2036 0.1451 down no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0001525|angiogenesis;GO:0051216|cartilage development;GO:0048589|developmental growth;GO:0006259|DNA metabolic process;GO:0006281|DNA repair;GO:0000733|DNA strand renaturation;GO:0010172|embryonic body morphogenesis;GO:0030097|hemopoiesis;GO:0000278|mitotic cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0031297|replication fork processing;GO:0005634|nucleus;GO:0036310|annealing helicase activity;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0004386|helicase activity;K14440

Manes.03G213200.v6.10.5987463 -0.73998 1E-06 down no pfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.. . GO:0016787|hydrolase activity;.

Manes.04G000100.v6.10.7203652 ####### 6E-05 down no pfam03501 S10_plectin Plectin/S10 domain. This presumed domain is found at the N-terminus of some isoforms of the cytoskeletal muscle protein plectin as well as the ribosomal S10 protein. This domain may be involved in RNA binding.. GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;. K02947

Manes.04G000500.v6.11.7657908 0.82031 8E-13 up no pfam15538 Toxin_61 Putative toxin 61. A predicted toxin domain found in bacterial polymorphic toxin systems. The toxin possesses an alpha+beta fold with a conserved glutamine residue and a [KR]STxxPxxDxx[ST] motif. In bacterial polymorphic toxin systems, the toxin is exported by the type 2 or type 6 secretion system.. . . .

Manes.04G000600.v6.14.5405034 2.18E+00 3E-10 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009910|negative regulation of flower development;GO:0009626|plant-type hypersensitive response;GO:0045893|positive regulation of transcription, DNA-templated;GO:0034976|response to endoplasmic reticulum stress;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G000800.v6.13.5496438 1.82767 1E-22 up yes pfam01991 vATP-synt_EATP synthase (E/31 kDa) subunit. This family includes the vacuolar ATP synthase E subunit, as well as the archaebacterial ATP synthase E subunit.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.04G001400.v6.10.5700485 -0.81084 8E-10 down no pfam03899 ATP_synt_I ATP synthase I chain.. . . .

Manes.04G001500.v6.11.5635835 6.45E-01 1E-08 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0032496|response to lipopolysaccharide;. GO:0004843|ubiquitin-specific protease activity;K12655

Manes.04G001700.v6.12.0845621 1.06E+00 6E-06 up yes pfam06258 Mito_fiss_Elm1Mitochondrial fission ELM1. In plants, this family is involved in mitochondrial fission. It binds to dynamin-related proteins and plays a role in their relocation from the cytosol to mitochondrial fission sites. Its function in bacteria is unknown.GO:0000266|mitochondrial fission;GO:0005741|mitochondrial outer membrane;. .

Manes.04G002300.v6.1#NAME? #NAME? 1 down no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.04G002600.v6.11.9535321 9.66E-01 2E-06 up no pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . GO:0005509|calcium ion binding;K13448

Manes.04G003000.v6.10.461855 ####### 7E-12 down yes pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.04G003500.v6.10.7600319 ####### 0.0018 down no pfam00687 Ribosomal_L1Ribosomal protein L1p/L10e family. This family includes prokaryotic L1 and eukaryotic L10.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02865

Manes.04G003700.v6.1#NAME? #NAME? 0.0892 down no pfam03530 SK_channel Calcium-activated SK potassium channel.. . . .

Manes.04G004100.v6.10.3141466 ####### 1E-11 down yes pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G004400.v6.10.7008789 -0.51276 0.0036 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.04G004500.v6.11.8759103 0.90759 0.0006 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.04G004900.v6.10.5467635 ####### 0.0003 down no pfam00777 Glyco_transf_29Glycosyltransferase family 29 (sialyltransferase). Members of this family belong to glycosyltransferase family 29.GO:0006054|N-acetylneuraminate metabolic process;GO:0006486|protein glycosylation;GO:0006487|protein N-linked glycosylation;GO:0006468|protein phosphorylation;GO:0097503|sialylation;GO:0070062|extracellular exosome;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0016020|membrane;GO:0003836|beta-galactoside (CMP) alpha-2,3-sialyltransferase activity;K00780

Manes.04G005000.v6.11.3550712 0.43837 0.0001 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0070676|intralumenal vesicle formation;GO:0045324|late endosome to vacuole transport;GO:0032511|late endosome to vacuole transport via multivesicular body sorting pathway;GO:0051260|protein homooligomerization;GO:0045053|protein retention in Golgi apparatus;GO:0015031|protein transport;GO:0016125|sterol metabolic process;GO:0005768|endosome;GO:0016020|membrane;GO:1990621|Vps4-Vta1 complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;K12196

Manes.04G005200.v6.1Inf Inf 0.2025 up no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.04G005700.v6.1Inf Inf 0.8764 up no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.04G005900.v6.1NA NA NA -- no pfam12409 P5-ATPase P5-type ATPase cation transporter. This domain family is found in eukaryotes, and is typically between 110 and 126 amino acids in length. The family is found in association with pfam00122, pfam00702. P-type ATPases comprise a large superfamily of proteins, present in both prokaryotes and eukaryotes, that transport inorganic cations and other substrates across cell membranes.. . . .

Manes.04G006300.v6.10.367865 -1.44275 0.348 down no pfam09810 Exo5 Exonuclease V - a 5' deoxyribonuclease. Exonuclease V is a monomeric 5' deoxyribonuclease that is localized in the nucleus. It degrades single-stranded, but not double-stranded, DNA from the 5'-end, and the products are dinucleotides, except the 3'-terminal tri- and tetranucleotides, which are not degraded. The initial hydrolytic cut of exonuclease V on the dephosphorylated substrate produces a mixture of dinucleoside monophosphates and trinucleoside diphosphates. The enzyme is processive in action. Exo5 is specific for single-stranded DNA and does not hydrolyze RNA. However, Exo5 has the capacity to slide across 5' double-stranded DNA or 5' RNA sequences and resume cutting two nucleotides downstream of the double-stranded-to-single-stranded junction or RNA-to-DNA junction, respectively.. . . .

Manes.04G006600.v6.10.7480176 ####### 0.0275 down no pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.04G006700.v6.11.1942081 0.25605 0.0285 up no pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G006900.v6.10.9833452 -0.02423 0.8394 down no pfam12899 Glyco_hydro_100Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.04G007200.v6.11.2274406 2.96E-01 0.0773 up no pfam04949 Transcrip_actTranscriptional activator. This family of proteins may act as a transcriptional activator. It plays a role in stress response in plants.. . . .

Manes.04G007300.v6.10.8174327 -0.29083 1 down no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G007400.v6.11.9963988 9.97E-01 2E-05 up no pfam00161 RIP Ribosome inactivating protein.GO:0006952|defense response;GO:0017148|negative regulation of translation;. GO:0030598|rRNA N-glycosylase activity;.

Manes.04G007800.v6.10.2880707 -1.79551 8E-21 down yes pfam07876 Dabb Stress responsive A/B Barrel Domain. The function of this family is unknown, but it is upregulated in response to salt stress in Populus balsamifera. It is also found at the C-terminus of an fructose 1,6-bisphosphate aldolase from Hydrogenophilus thermoluteolus. Arthrobacter nicotinovorans ORF106 is found in the pA01 plasmid, which encodes genes for molybdopterin uptake and degradation of plant alkaloid nicotine. The structure of one has been solved and the domain forms an a/b barrel dimer. Although there is a clear duplication within the domain it is not obviously detectable in the sequence.. GO:0009507|chloroplast;GO:0046872|metal ion binding;.

Manes.04G008000.v6.10.2727596 ####### 3E-06 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.04G008100.v6.10.381178 -1.39146 5E-10 down yes pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.04G008200.v6.10.2325876 -2.10415 3E-37 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0098702|adenine import across plasma membrane;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0098710|guanine import across plasma membrane;GO:0035344|hypoxanthine transport;GO:0098721|uracil import across plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015207|adenine transmembrane transporter activity;GO:0015208|guanine transmembrane transporter activity;GO:0015294|solute:cation symporter activity;GO:0015210|uracil transmembrane transporter activity;.

Manes.04G008500.v6.19.0305958 3.17482 3E-41 up yes pfam09191 CD4-extracel CD4, extracellular. Members of this family adopt an immunoglobulin-like beta-sandwich, with seven strands in 2 beta sheets, in a Greek key topology. They are predominantly found in the extracellular portion of CD4 proteins, where they enable interaction with major histocompatibility complex class II antigens.. . . .

Manes.04G009200.v6.10.823514 -0.28013 0.0197 down no pfam12171 zf-C2H2_jaz Zinc-finger double-stranded RNA-binding. This domain family is found in archaea and eukaryotes, and is approximately 30 amino acids in length. The mammalian members of this group occur multiple times along the protein, joined by flexible linkers, and are referred to as JAZ - dsRNA-binding ZF protein - zinc-fingers. The JAZ proteins are expressed in all tissues tested and localize in the nucleus, particularly the nucleolus. JAZ preferentially binds to double-stranded (ds) RNA or RNA/DNA hybrids rather than DNA. In addition to binding double-stranded RNA, these zinc-fingers are required for nucleolar localisation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.04G009400.v6.10.3269345 ####### 4E-22 down yes pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0097502|mannosylation;GO:0010192|mucilage biosynthetic process;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047259|glucomannan 4-beta-mannosyltransferase activity;GO:0051753|mannan synthase activity;K13680

Manes.04G009500.v6.10.2497432 -2.00148 0.0436 down no pfam01930 Cas_Cas4 Domain of unknown function DUF83. This domain has no known function. The domain contains three conserved cysteines at its C terminus.. . . .

Manes.04G010200.v6.10.5333254 -0.90691 4E-09 down no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0009294|DNA mediated transformation;GO:0000724|double-strand break repair via homologous recombination;GO:0045003|double-strand break repair via synthesis-dependent strand annealing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K15505

Manes.04G010500.v6.10.2791408 -1.84094 2E-28 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.04G010800.v6.10.3503998 ####### 2E-08 down yes pfam04768 DUF619 Protein of unknown function (DUF619). This region of unknown function is found at the C-terminus of Neurospora crassa acetylglutamate synthase (amino-acid acetyltransferase, EC: 2.3.1.1). It is also found C-terminal to the amino acid kinase region (pfam00696) in some fungal acetylglutamate kinase enzymes.. . . .

Manes.04G010900.v6.11.5234294 0.60732 2E-05 up no pfam04699 P16-Arc ARP2/3 complex 16 kDa subunit (p16-Arc). The Arp2/3 protein complex has been implicated in the control of actin polymerization. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3, and five others referred to as p41-Arc, p34-Arc, p21-Arc, p20-Arc, and p16-Arc. The precise function of p16-Arc is currently unknown. Its structure consists of a single domain containing a bundle of seven alpha helices.. GO:0005615|extracellular space;. .

Manes.04G011900.v6.13.9647458 1.98723 6E-40 up yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K09646

Manes.04G012500.v6.14.2951175 2.10E+00 1E-63 up yes pfam08417 PaO Pheophorbide a oxygenase. This domain is found in bacterial and plant proteins to the C-terminus of a Rieske 2Fe-2S domain (pfam00355). One of the proteins the domain is found in is Pheophorbide a oxygenase (PaO) which seems to be a key regulator of chlorophyll catabolism. Arabidopsis PaO (AtPaO) is a Rieske-type 2Fe-2S enzyme that is identical to Arabidopsis accelerated cell death 1 and homologous to lethal leaf spot 1 (LLS1) of maize, in which the domain described here is also found.GO:0008219|cell death;GO:0015996|chlorophyll catabolic process;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009908|flower development;GO:0010154|fruit development;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0032441|pheophorbide a oxygenase activity;K13071

Manes.04G012600.v6.10.2957199 ####### 9E-18 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11252

Manes.04G012700.v6.11.4636842 0.5496 0.4812 up no pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G012900.v6.10.772797 -0.37184 0.005 down no pfam10220 DUF2146 Uncharacterized conserved protein (DUF2146). This is a family of proteins conserved from plants to humans. In Dictyostelium it is annotated as Mss11p but this could not be confirmed. Mss11p is required for the activation of pseudo-hyphal and invasive growth by Ste12p in yeast.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0045859|regulation of protein kinase activity;. . K18734

Manes.04G013400.v6.10.3895415 -1.36015 4E-13 down yes pfam06136 DUF966 Domain of unknown function (DUF966). Family of plant proteins with unknown function.. . . .

Manes.04G013500.v6.10.1351922 -2.88692 4E-22 down yes pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.04G013700.v6.10.6581738 -0.60346 0.0003 down no pfam01062 Bestrophin Bestrophin, RFP-TM, chloride channel. Bestrophin is a 68-kDa basolateral plasma membrane protein expressed in retinal pigment epithelial cells (RPE). It is encoded by the VMD2 gene, which is mutated in Best macular dystrophy, a disease characterized by a depressed light peak in the electrooculogram. VMD2 encodes a 585-amino acid protein with an approximate mass of 68 kDa which has been designated bestrophin. Bestrophin shares homology with the Caenorhabditis elegans RFP gene family, named for the presence of a conserved arginine (R), phenylalanine (F), proline (P), amino acid sequence motif. Bestrophin is a plasma membrane protein, localized to the basolateral surface of RPE cells consistent with a role for bestrophin in the generation or regulation of the EOG light peak. Bestrophin and other RFP family members represent a new class of chloride channels, indicating a direct role for bestrophin in generating the light peak. The VMD2 gene underlying Best disease was shown to represent the first human member of . . . .

Manes.04G013800.v6.10.3894946 -1.36032 4E-20 down yes pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;.

Manes.04G013900.v6.10.2649697 -1.9161 7E-36 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0016998|cell wall macromolecule catabolic process;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.04G014000.v6.11.4299312 5.16E-01 0.0002 up no pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0005829|cytosol;GO:0000815|ESCRT III complex;GO:0005770|late endosome;. K12193

Manes.04G014200.v6.10.565274 -0.82298 4E-05 down no pfam08646 Rep_fac-A_CReplication factor-A C terminal domain. This domain is found at the C terminal of replication factor A. Replication factor A (RPA) binds single-stranded DNA and is involved in replication, repair, and recombination of DNA.. . . .



Manes.04G014700.v6.10.7102746 -0.49355 0.0029 down no pfam01120 Alpha_L_fucosAlpha-L-fucosidase.GO:0005975|carbohydrate metabolic process;GO:0006516|glycoprotein catabolic process;GO:0048046|apoplast;GO:0005773|vacuole;GO:0004560|alpha-L-fucosidase activity;K01206

Manes.04G015300.v6.10.4561505 ####### 0.0061 down yes pfam00861 Ribosomal_L18pRibosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.. . . .

Manes.04G015800.v6.11.5838253 6.63E-01 5E-09 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.04G015900.v6.10.1781243 ####### 1E-14 down yes pfam04276 DUF443 Protein of unknown function (DUF443). Family of uncharacterized proteins.. . . .

Manes.04G016000.v6.11.4188886 5.05E-01 0.004 up no pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0045859|regulation of protein kinase activity;. GO:0019887|protein kinase regulator activity;.

Manes.04G016600.v6.11.0780866 1.08E-01 0.6183 up no pfam08288 PIGA PIGA (GPI anchor biosynthesis). This domain is found on phosphatidylinositol n-acetylglucosaminyltransferase proteins. These proteins are involved in GPI anchor biosynthesis and are associated with disease the paroxysmal nocturnal haemoglobinuria.GO:0006501|C-terminal protein lipidation;GO:0044267|cellular protein metabolic process;GO:0006506|GPI anchor biosynthetic process;GO:0009893|positive regulation of metabolic process;GO:0043687|post-translational protein modification;GO:0016254|preassembly of GPI anchor in ER membrane;GO:0005789|endoplasmic reticulum membrane;GO:0000506|glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complex;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0017176|phosphatidylinositol N-acetylglucosaminyltransferase activity;GO:0008194|UDP-glycosyltransferase activity;K03857

Manes.04G016700.v6.10.7069904 ####### 0.0147 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:1900056|negative regulation of leaf senescence;GO:0008361|regulation of cell size;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G016900.v6.10.4796769 -1.05987 9E-09 down yes pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.04G017700.v6.1Inf Inf 0.8798 up no pfam00981 Rota_NS53 Rotavirus RNA-binding Protein 53 (NS53). This protein is also known as NSP1. NS53 is encoded by gene 5. It is made in low levels in the infected cells and is a component of early replication. The protein is known to accumulate on the cytoskeleton of the infected cell. NS53 is an RNA binding protein that contains a characteristic cysteine rich region.. . . .

Manes.04G018100.v6.1Inf Inf 0.8798 up no pfam02326 YMF19 Plant ATP synthase F0. This family corresponds to subunit 8 (YMF19) of the F0 complex of plant and algae mitochondrial F-ATPases (EC:3.6.1.34).. . . .

Manes.04G018200.v6.10.2498078 ####### 3E-43 down yes pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.04G018300.v6.10.4714312 ####### 0.5602 down no pfam12734 CYSTM Cysteine-rich TM module stress tolerance. The members of this family are short cysteine-rich membrane proteins that most probably dimerise together to form a transmembrane sulfhydryl-lined pore. The CYSTM module is always present at the extreme C-terminus of the protein in which it is present. Furthermore, like the yeast prototypes, the majority of the proteins also possess a proline/glutamine-rich segment upstream of the CYSTM module that is likely to form a polar, disordered head in the cytoplasm. The presence of an atypical well-conserved acidic residue at the C-terminal end of the TM helix suggests that this might interact with a positively charged moiety in the lipid head group. Consistently across the eukaryotes, the different versions of the CYSTM module appear to have roles in stress-response or stress-tolerance, and, more specifically, in resistance to deleterious substances, implying that thes might be general functions of the whole family.. . . .

Manes.04G018400.v6.1#NAME? #NAME? 1 down no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. GO:0005739|mitochondrion;. .

Manes.04G019700.v6.10.8840237 -0.17784 0.1577 down no pfam00685 Sulfotransfer_1Sulfotransferase domain.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008476|protein-tyrosine sulfotransferase activity;.

Manes.04G019800.v6.10.4192695 ####### 2E-07 down yes pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.04G021100.v6.10.6513786 ####### 0.1208 down no pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.04G021300.v6.10.4330981 ####### 4E-08 down yes pfam01363 FYVE FYVE zinc finger. The FYVE zinc finger is named after four proteins that it has been found in: Fab1, YOTB/ZK632.12, Vac1, and EEA1. The FYVE finger has been shown to bind two Zn++ ions. The FYVE finger has eight potential zinc coordinating cysteine positions. Many members of this family also include two histidines in a motif R+HHC+XCG, where + represents a charged residue and X any residue. We have included members which do not conserve these histidine residues but are clearly related.. . . .

Manes.04G021500.v6.10.6220113 -0.68499 1E-05 down no pfam13848 Thioredoxin_6Thioredoxin-like domain.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.04G021600.v6.10.4366547 ####### 2E-11 down yes pfam11669 WBP-1 WW domain-binding protein 1. This family of proteins represents WBP-1, a ligand of the WW domain of Yes-associated protein. This protein has a proline-rich domain. WBP-1 does not bind to the SH3 domain.. . . .

Manes.04G022000.v6.12.0178813 1.01E+00 5E-09 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. GO:0005634|nucleus;. .

Manes.04G022200.v6.10.5684611 ####### 2E-05 down no pfam01174 SNO SNO glutamine amidotransferase family. This family and its amidotransferase domain was first described in. It is predicted that members of this family are involved in the pyridoxine biosynthetic pathway, based on the proximity and co-regulation of the corresponding genes and physical interaction between the members of pfam01174 and pfam01680.GO:0006541|glutamine metabolic process;GO:0042823|pyridoxal phosphate biosynthetic process;GO:0042819|vitamin B6 biosynthetic process;GO:0005829|cytosol;GO:0004359|glutaminase activity;GO:0046982|protein heterodimerization activity;GO:0036381|pyridoxal 5'-phosphate synthase (glutamine hydrolysing) activity;K08681

Manes.04G022300.v6.10.302622 ####### 0.0236 down yes pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.. . . .

Manes.04G022700.v6.11.5837459 6.63E-01 0.0001 up no pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.04G024100.v6.14.318565 2.11055 2E-05 up yes pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0009817|defense response to fungus, incompatible interaction;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G024400.v6.10.4013245 -1.31716 5E-19 down yes pfam09786 CytochromB561_NCytochrome B561, N terminal. Members of this family are found in the N terminal region of cytochrome B561, as well as in various other putative uncharacterized proteins.. GO:0016021|integral component of membrane;. .

Manes.04G024500.v6.10.9863041 -0.0199 0.897 down no pfam04056 Ssl1 Ssl1-like. Ssl1-like proteins are 40kDa subunits of the Transcription factor II H complex.GO:0006370|7-methylguanosine mRNA capping;GO:0006281|DNA repair;GO:0002031|G-protein coupled receptor internalization;GO:0010467|gene expression;GO:0045814|negative regulation of gene expression, epigenetic;GO:0006289|nucleotide-excision repair;GO:0000718|nucleotide-excision repair, DNA damage removal;GO:0050434|positive regulation of viral transcription;GO:0006468|protein phosphorylation;GO:0040029|regulation of gene expression, epigenetic;GO:0009411|response to UV;GO:0006363|termination of RNA polymerase I transcription;GO:0006362|transcription elongation from RNA polymerase I promoter;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006361|transcription initiation from RNA polymerase I promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0006412|translation;GO:0016032|viral process;GO:0000439|core TFIIH complex;GO:0005675|holo TFIIH complex;GO:0005654|nucleoplasm;GO:0003676|nucleic acid binding;GO:0047485|protein N-terminus binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008135|translation factor activity, RNA binding;GO:0008270|zinc ion binding;K03142

Manes.04G024600.v6.11.6996385 7.65E-01 1E-11 up no pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.GO:0051301|cell division;GO:0016049|cell growth;GO:0031668|cellular response to extracellular stimulus;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0010247|detection of phosphate ion;GO:0048589|developmental growth;GO:0009553|embryo sac development;GO:0009908|flower development;GO:0010286|heat acclimation;GO:0009910|negative regulation of flower development;GO:0010113|negative regulation of systemic acquired resistance;GO:0048481|ovule development;GO:0010183|pollen tube guidance;GO:0016925|protein sumoylation;GO:0009787|regulation of abscisic acid-activated signaling pathway;GO:0040008|regulation of growth;GO:0090352|regulation of nitrate assimilation;GO:2000070|regulation of response to water deprivation;GO:0010337|regulation of salicylic acid metabolic process;GO:0050826|response to freezing;GO:0009414|response to water deprivation;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;GO:0008270|zinc ion binding;.

Manes.04G025300.v6.10.3251162 ####### 1E-11 down yes pfam03195 DUF260 Protein of unknown function DUF260.. GO:0005739|mitochondrion;. .

Manes.04G025400.v6.10.662987 ####### 7E-07 down no pfam02786 CPSase_L_D2Carbamoyl-phosphate synthase L chain, ATP binding domain. Carbamoyl-phosphate synthase catalyses the ATP-dependent synthesis of carbamyl-phosphate from glutamine or ammonia and bicarbonate. This important enzyme initiates both the urea cycle and the biosynthesis of arginine and/or pyrimidines. The carbamoyl-phosphate synthase (CPS) enzyme in prokaryotes is a heterodimer of a small and large chain. The small chain promotes the hydrolysis of glutamine to ammonia, which is used by the large chain to synthesize carbamoyl phosphate. See pfam00988. The small chain has a GATase domain in the carboxyl terminus. See pfam00117. The ATP binding domain (this one) has an ATP-grasp fold.GO:0044205|'de novo' UMP biosynthetic process;GO:0006526|arginine biosynthetic process;GO:0016036|cellular response to phosphate starvation;GO:0000050|urea cycle;GO:0005951|carbamoyl-phosphate synthase complex;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004087|carbamoyl-phosphate synthase (ammonia) activity;GO:0004088|carbamoyl-phosphate synthase (glutamine-hydrolyzing) activity;GO:0046872|metal ion binding;K01955

Manes.04G025500.v6.11.9923951 0.9945 5E-07 up no pfam02121 IP_trans Phosphatidylinositol transfer protein. Along with the structurally unrelated Sec14p family (found in pfam00650), this family can bind/exchange one molecule of phosphatidylinositol (PI) or phosphatidylcholine (PC) and thus aids their transfer between different membrane compartments. There are three sub-families - all share an N-terminal PITP-like domain, whose sequence is highly conserved. It is described as consisting of three regions. The N-terminal region is thought to bind the lipid and contains two helices and an eight-stranded, mostly antiparallel beta-sheet. An intervening loop region, which is thought to play a role in protein-protein interactions, separates this from the C-terminal region, which exhibits the greatest sequence variation and may be involved in membrane binding. PITP alpha has a 16-fold greater affinity for PI than PC. Together with PITP beta, it is expressed ubiquitously in all tissues.GO:0006810|transport;GO:0005794|Golgi apparatus;GO:0008289|lipid binding;.

Manes.04G025600.v6.10.8296612 ####### 0.0228 down no pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0035556|intracellular signal transduction;GO:0016042|lipid catabolic process;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0004435|phosphatidylinositol phospholipase C activity;GO:0004871|signal transducer activity;K05857

Manes.04G026100.v6.10.315951 ####### 2E-13 down yes pfam00755 Carn_acyltransfCholine/Carnitine o-acyltransferase.. . . .

Manes.04G026500.v6.11.4660827 5.52E-01 1E-05 up no pfam00800 PDT Prephenate dehydratase. This protein is involved in Phenylalanine biosynthesis. This protein catalyses the decarboxylation of prephenate to phenylpyruvate.GO:0009094|L-phenylalanine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0047769|arogenate dehydratase activity;GO:0004664|prephenate dehydratase activity;K05359

Manes.04G026600.v6.11.3723499 0.45665 0.0044 up no pfam02902 Peptidase_C48Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.. . GO:0019784|NEDD8-specific protease activity;K08597

Manes.04G026700.v6.12.5051865 1.32492 9E-09 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0000169|activation of MAPK activity involved in osmosensory signaling pathway;GO:0010120|camalexin biosynthetic process;GO:0010229|inflorescence development;GO:0048481|ovule development;GO:0009626|plant-type hypersensitive response;GO:0009555|pollen development;GO:0010183|pollen tube guidance;GO:0080136|priming of cellular response to stress;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0010224|response to UV-B;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;GO:0004672|protein kinase activity;K04371

Manes.04G027100.v6.10.7155455 -0.48288 0.0104 down no pfam08423 Rad51 Rad51. Rad51 is a DNA repair and recombination protein and is a homologue of the bacterial ATPase RecA protein.GO:0006281|DNA repair;GO:0000724|double-strand break repair via homologous recombination;GO:0033063|Rad51B-Rad51C-Rad51D-XRCC2 complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0000150|recombinase activity;K10869

Manes.04G027500.v6.15.5879051 2.48E+00 5E-60 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G027700.v6.1Inf Inf 0.0617 up no pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.04G028100.v6.1Inf Inf 0.4066 up no pfam08414 NADPH_Ox Respiratory burst NADPH oxidase. This domain is found in plant proteins such as respiratory burst NADPH oxidase proteins which produce reactive oxygen species as a defence mechanism. It tends to occur to the N-terminus of an EF-hand (pfam00036), which suggests a direct regulatory effect of Ca2+ on the activity of the NADPH oxidase in plants.. GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;.

Manes.04G028200.v6.11.5432416 6.26E-01 3E-08 up no pfam09665 RE_Alw26IDEType II restriction endonuclease (RE_Alw26IDE). Members of this entry are type II restriction endonucleases of the Alw26I/Eco31I/Esp3I family. characterized specificities of the three members are GGTCTC, CGTCTC and the shared subsequence GTCTC.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006954|inflammatory response;GO:0006355|regulation of transcription, DNA-templated;GO:0006366|transcription from RNA polymerase II promoter;GO:0031011|Ino80 complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0002020|protease binding;K11671

Manes.04G028500.v6.1NA NA NA -- no pfam00704 Glyco_hydro_18Glycosyl hydrolases family 18.GO:0006032|chitin catabolic process;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.04G028600.v6.10.5605578 -0.83506 3E-05 down no pfam01876 RNase_P_p30RNase P subunit p30. This protein is part of the RNase P complex that is involved in tRNA maturation.GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0008033|tRNA processing;GO:0005655|nucleolar ribonuclease P complex;GO:0044822|poly(A) RNA binding;GO:0004526|ribonuclease P activity;GO:0003723|RNA binding;K03539

Manes.04G028700.v6.10.1347967 -2.89114 2E-57 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0006334|nucleosome assembly;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009579|thylakoid;GO:0005774|vacuolar membrane;GO:0003677|DNA binding;K11254

Manes.04G029500.v6.114.090951 3.82E+00 2E-23 up yes pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.04G030300.v6.18.0566865 3.01019 3E-08 up yes pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.04G030400.v6.13.1417234 1.65E+00 1E-12 up yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0080170|hydrogen peroxide transmembrane transport;GO:0034220|ion transmembrane transport;GO:0071918|urea transmembrane transport;GO:0015840|urea transport;GO:0006833|water transport;GO:0042807|central vacuole;GO:0009941|chloroplast envelope;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0000326|protein storage vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015204|urea transmembrane transporter activity;GO:0015250|water channel activity;K09873

Manes.04G030700.v6.10.7109896 ####### 0.1811 down no pfam09451 ATG27 Autophagy-related protein 27.. . . .

Manes.04G031200.v6.11.7562881 0.81253 2E-12 up no pfam07156 Prenylcys_lyasePrenylcysteine lyase. This family contains prenylcysteine lyases (EC:1.8.3.5) that are approximately 500 residues long. Prenylcysteine lyase is a FAD-dependent thioether oxidase that degrades a variety of prenylcysteines, producing free cysteine, an isoprenoid aldehyde and hydrogen peroxide as products of the reaction. It has been noted that this enzyme has considerable homology with ClP55, a 55 kDa protein that is associated with chloride ion pumps.. . . .

Manes.04G031400.v6.10.4934101 -1.01914 2E-11 down yes pfam00410 Ribosomal_S8Ribosomal protein S8.GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02957

Manes.04G031600.v6.10.4864325 -1.03969 2E-12 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11251

Manes.04G031800.v6.10.4031927 -1.31046 4E-19 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11251

Manes.04G032100.v6.10.0986712 -3.34123 6E-16 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G032300.v6.13.4229752 1.78E+00 2E-33 up yes pfam12491 ApoB100_C Apolipoprotein B100 C terminal. This domain family is found in eukaryotes, and is approximately 60 amino acids in length. There are two conserved sequence motifs: QLS and LIDL. ApoB100 has an essential role in the assembly and secretion of triglyceride-rich lipoproteins and lipids transport.. . . .

Manes.04G032500.v6.12.430901 1.28E+00 4E-26 up yes pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.04G033100.v6.11.8021557 0.84972 2E-12 up no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.04G033600.v6.1#NAME? #NAME? 0.0895 down no pfam00046 Homeobox Homeobox domain.GO:0010654|apical cell fate commitment;GO:0090451|cotyledon boundary formation;GO:0048825|cotyledon development;GO:0009880|embryonic pattern specification;GO:0009942|longitudinal axis specification;GO:0008284|positive regulation of cell proliferation;GO:0080167|response to karrikin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G033700.v6.10.2666894 -1.90677 1E-30 down yes pfam04238 DUF420 Protein of unknown function (DUF420). Predicted membrane protein with four transmembrane helices.. . . .

Manes.04G033900.v6.10.9169574 ####### 0.4226 down no pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.04G034200.v6.10.6696904 -0.57843 0.0002 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.04G034300.v6.10.3964703 -1.33472 1E-09 down yes pfam00982 Glyco_transf_20Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.. . . .

Manes.04G034500.v6.10.5788079 -0.78884 1E-08 down no pfam00069 Pkinase Protein kinase domain.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G034700.v6.10.2603205 -1.94164 3E-10 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0007155|cell adhesion;GO:0009825|multidimensional cell growth;GO:0009651|response to salt stress;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009897|external side of plasma membrane;GO:0005886|plasma membrane;GO:0030247|polysaccharide binding;.

Manes.04G034800.v6.11.4048883 0.49046 0.0039 up no pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.04G035000.v6.12.6030916 1.38E+00 2E-32 up yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.04G035200.v6.10.4507585 -1.14957 4E-17 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14808

Manes.04G035600.v6.10.4553587 -1.13492 6E-06 down yes pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0005634|nucleus;. .

Manes.04G035700.v6.1Inf Inf 0.2025 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.. . . .

Manes.04G035900.v6.10.4428277 ####### 3E-14 down yes pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.04G036000.v6.12.0691082 1.05E+00 5E-11 up yes pfam05915 DUF872 Eukaryotic protein of unknown function (DUF872). This family consists of several uncharacterized eukaryotic proteins. The function of this family is unknown.. GO:0016021|integral component of membrane;. .

Manes.04G036400.v6.11.2315004 0.30042 0.4925 up no pfam13405 EF-hand_6 EF-hand domain.. . . .

Manes.04G036600.v6.14.118991 2.04229 0.0063 up yes pfam13597 NRDD Anaerobic ribonucleoside-triphosphate reductase.. . . .

Manes.04G036700.v6.10.6958395 -0.52317 9E-05 down no pfam02739 5_3_exonuc_N5'-3' exonuclease, N-terminal resolvase-like domain.GO:0006281|DNA repair;GO:0006261|DNA-dependent DNA replication;. GO:0008408|3'-5' exonuclease activity;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;.

Manes.04G037000.v6.10.3505739 -1.51221 0.0545 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G037200.v6.10.1453969 -2.78193 0.0243 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G037500.v6.1Inf Inf 0.8798 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G037900.v6.10.461076 ####### 6E-19 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.04G038100.v6.10.2600839 -1.94295 2E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G038700.v6.10.5525249 ####### 9E-05 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.04G038800.v6.10.8073839 ####### 0.0865 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.04G039400.v6.11.3440394 4.27E-01 0.8519 up no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.. . . .

Manes.04G039500.v6.12.9122755 1.54E+00 2E-39 up yes pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G039900.v6.10.9144734 -0.12899 0.4546 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.04G040100.v6.10.74015 ####### 0.0048 down no pfam00630 Filamin Filamin/ABP280 repeat.GO:0048235|pollen sperm cell differentiation;GO:0005887|integral component of plasma membrane;. .

Manes.04G040800.v6.1Inf Inf 0.8764 up no pfam01007 IRK Inward rectifier potassium channel.. . . .

Manes.04G041200.v6.10.8632637 -0.21213 0.1175 down no pfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;GO:0006285|base-excision repair, AP site formation;GO:0042644|chloroplast nucleoid;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0019104|DNA N-glycosylase activity;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;GO:0000703|oxidized pyrimidine nucleobase lesion DNA N-glycosylase activity;K10773

Manes.04G041300.v6.11.4456981 0.53177 3E-05 up no pfam01239 PPTA Protein prenyltransferase alpha subunit repeat. Both farnesyltransferase (FT) and geranylgeranyltransferase 1 (GGT1) recognize a CaaX motif on their substrates where 'a' stands for preferably aliphatic residues, whereas GGT2 recognizes a completely different motif. Important substrates for FT include, amongst others, many members of the Ras superfamily. GGT1 substrates include some of the other small GTPases and GGT2 substrates include the Rab family.GO:0018343|protein farnesylation;GO:0018344|protein geranylgeranylation;GO:0005953|CAAX-protein geranylgeranyltransferase complex;GO:0005965|protein farnesyltransferase complex;GO:0004662|CAAX-protein geranylgeranyltransferase activity;GO:0004660|protein farnesyltransferase activity;GO:0004661|protein geranylgeranyltransferase activity;.

Manes.04G041700.v6.1Inf Inf 0.0003 up yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009734|auxin-activated signaling pathway;GO:0010227|floral organ abscission;GO:0010047|fruit dehiscence;GO:0010150|leaf senescence;GO:0008285|negative regulation of cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0009911|positive regulation of flower development;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G042300.v6.10.9323435 ####### 0.487 down no pfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.GO:0007219|Notch signaling pathway;GO:0043085|positive regulation of catalytic activity;GO:0016485|protein processing;GO:0016021|integral component of membrane;. .



Manes.04G043100.v6.10.8312305 -0.26668 0.1299 down no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G043600.v6.10.7198513 -0.47423 0.0007 down no pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.04G043700.v6.10.3003367 ####### 9E-33 down yes pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0019252|starch biosynthetic process;. GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.04G044000.v6.10.6493118 -0.62302 2E-07 down no pfam00643 zf-B_box B-box zinc finger.GO:0080167|response to karrikin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G047100.v6.10.5982739 -0.74112 3E-08 down no pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.04G047400.v6.10.4583148 -1.12559 4E-07 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009686|gibberellin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0051777|ent-kaurenoate oxidase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K04123

Manes.04G047500.v6.10.4403952 -1.18313 0.0041 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009686|gibberellin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0051777|ent-kaurenoate oxidase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K04123

Manes.04G047700.v6.10.799808 ####### 0.1208 down no pfam04266 ASCH ASCH domain. The ASCH domain adopts a beta-barrel fold similar to the pfam01472 domain. It is thought to function as an RNA-binding domain during coactivation, RNA-processing and possibly during prokaryotic translation regulation.. . . .

Manes.04G047800.v6.114.297055 3.84E+00 0.0038 up yes pfam02351 GDNF GDNF/GAS1 domain. This cysteine rich domain is found in multiple copies in GNDF and GAS1 proteins. GDNF and neurturin (NTN) receptors are potent survival factors for sympathetic, sensory and central nervous system neurons. GDNF and neurturin promote neuronal survival by signaling through similar multicomponent receptors that consist of a common receptor tyrosine kinase and a member of a GPI-linked family of receptors that determines ligand specificity.. . . .

Manes.04G048500.v6.10.92131 -0.11824 0.3692 down no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. . GO:0005096|GTPase activator activity;.

Manes.04G048800.v6.11.7817734 0.83331 8E-10 up no pfam07112 DUF1368 Protein of unknown function (DUF1368). This family consists of several proteins with seem to be specific to red algae plasmids. Members of this family are typically around 415 residues in length. The function of this family is unknown.. . . .

Manes.04G049600.v6.11.4902871 0.57559 1E-06 up no pfam00069 Pkinase Protein kinase domain.GO:0000187|activation of MAPK activity;GO:0009814|defense response, incompatible interaction;GO:0009866|induced systemic resistance, ethylene mediated signaling pathway;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0000165|MAPK cascade;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;GO:0004708|MAP kinase kinase activity;.

Manes.04G049700.v6.10.8895472 -0.16886 0.2348 down no pfam15283 DUF4595 Domain of unknown function (DUF4595) with porin-like fold. Large family of predicted secreted proteins mostly from CFG group, but also from Burkholderia, Pseudomonas and Streptomyces. Function of these proteins is not known. A 3D structure of a representative of this family from Bacteroides uniformis was solved by JCSG and deposited to PDB as 4ghb. There is some overlap with RHS-repeat (PF05593) family despite lack of obvious repeats in the structure. . GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.04G050600.v6.10.5887989 -0.76415 0.0004 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G050800.v6.10.7351563 ####### 0.0171 down no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.04G051000.v6.10.5897671 -0.76178 3E-05 down no pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.GO:0006952|defense response;GO:0006955|immune response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042834|peptidoglycan binding;.

Manes.04G051100.v6.10.707592 ####### 2E-05 down no pfam02738 Ald_Xan_dh_C2Molybdopterin-binding domain of aldehyde dehydrogenase.GO:0009688|abscisic acid biosynthetic process;GO:0009851|auxin biosynthetic process;GO:0005829|cytosol;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010293|abscisic aldehyde oxidase activity;GO:0004031|aldehyde oxidase activity;GO:0009055|electron carrier activity;GO:0050660|flavin adenine dinucleotide binding;GO:0050302|indole-3-acetaldehyde oxidase activity;GO:0005506|iron ion binding;GO:0043546|molybdopterin cofactor binding;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;GO:0031625|ubiquitin protein ligase binding;GO:0004855|xanthine oxidase activity;K09842

Manes.04G051200.v6.10.5807063 -0.78412 4E-07 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.04G051500.v6.11.6445131 0.71766 1E-05 up no pfam04084 ORC2 Origin recognition complex subunit 2. All DNA replication initiation is driven by a single conserved eukaryotic initiator complex termed he origin recognition complex (ORC). The ORC is a six protein complex. The function of ORC is reviewed in.. . . .

Manes.04G051700.v6.1Inf Inf 0.1002 up no pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.. . . .

Manes.04G052000.v6.11.5775381 0.65767 4E-05 up no pfam04873 EIN3 Ethylene insensitive 3. Ethylene insensitive 3 (EIN3) proteins are a family of plant DNA-binding proteins that regulate transcription in response to the gaseous plant hormone ethylene, and are essential for ethylene-mediated responses including the triple response, cell growth inhibition, and accelerated senescence.GO:0071281|cellular response to iron ion;GO:0042742|defense response to bacterium;GO:0009873|ethylene-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0001666|response to hypoxia;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14514

Manes.04G052100.v6.10.1685555 -2.5687 2E-32 down yes pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G052300.v6.1Inf Inf 0.8764 up no pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.04G052500.v6.11.4652647 5.51E-01 1E-06 up no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.04G053700.v6.10.4045744 -1.30552 3E-06 down yes pfam15272 BBP1_C Spindle pole body component BBP1, C-terminal. This C-terminal domain of BBP1, a spindle pole body component, carries coiled-coils that are necessary for the localisation of BBP1 to the spindle pole body (SPB). Although not a membrane protein itself, BBP1 binds to Mps2 as well as to Spc29 and the half-bridge protein Kar1, thus providing a model for how the SPB core is tethered within the nuclear envelope and to the half-bridge. . . .

Manes.04G053800.v6.10.6279079 -0.67138 9E-06 down no pfam07574 SMC_Nse1 Nse1 non-SMC component of SMC5-6 complex. S. cerevisiae Nse1 forms part of a complex with SMC5-SMC6 This non-structural maintenance of chromosomes (SMC) complex plays an essential role in genomic stability, being involved in DNA repair and DNA metabolizm. It is conserved in eukaryotes from yeast to human.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0035556|intracellular signal transduction;GO:2001022|positive regulation of response to DNA damage stimulus;GO:0016567|protein ubiquitination;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0030915|Smc5-Smc6 complex;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.04G054000.v6.1#NAME? #NAME? 0.1444 down no pfam02847 MA3 MA3 domain. Domain in DAP-5, eIF4G, MA-3 and other proteins. Highly alpha-helical. May contain repeats and/or regions similar to MIF4G domains.. . . .

Manes.04G054400.v6.10.5750199 -0.79832 0.0044 down no pfam02678 Pirin Pirin. This family consists of Pirin proteins from both eukaryotes and prokaryotes. The function of Pirin is unknown but the gene coding for this protein is known to be expressed in all tissues in the human body although it is expressed most strongly in the liver and heart. Pirin is known to be a nuclear protein, exclusively localized within the nucleoplasma and predominantly concentrated within dot-like subnuclear structures. A tomato homologue of human Pirin has been found to be induced during programmed cell death. Human Pirin interacts with Bcl-3 and NFI and hence is probably involved in the regulation of DNA transcription and replication. It appears to be an Fe(II)-containing member of the Cupin superfamily.. GO:0005634|nucleus;. K06911

Manes.04G054900.v6.11.1377833 0.18623 0.3157 up no pfam00665 rve Integrase core domain. Integrase mediates integration of a DNA copy of the viral genome into the host chromosome. Integrase is composed of three domains. The amino-terminal domain is a zinc binding domain pfam02022. This domain is the central catalytic domain. The carboxyl terminal domain that is a non-specific DNA binding domain pfam00552. The catalytic domain acts as an endonuclease when two nucleotides are removed from the 3' ends of the blunt-ended viral DNA made by reverse transcription. This domain also catalyses the DNA strand transfer reaction of the 3' ends of the viral DNA to the 5' ends of the integration site.. . . .

Manes.04G057100.v6.12.0903875 1.06E+00 2E-15 up yes pfam02738 Ald_Xan_dh_C2Molybdopterin-binding domain of aldehyde dehydrogenase.GO:0009688|abscisic acid biosynthetic process;GO:0009851|auxin biosynthetic process;GO:0019760|glucosinolate metabolic process;GO:0005829|cytosol;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0018488|aryl-aldehyde oxidase activity;GO:0018479|benzaldehyde dehydrogenase (NAD+) activity;GO:0009055|electron carrier activity;GO:0050660|flavin adenine dinucleotide binding;GO:0050302|indole-3-acetaldehyde oxidase activity;GO:0005506|iron ion binding;GO:0043546|molybdopterin cofactor binding;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;GO:0004855|xanthine oxidase activity;.

Manes.04G057200.v6.11.9851925 0.98928 2E-13 up no pfam00941 FAD_binding_5FAD binding domain in molybdopterin dehydrogenase.GO:0009688|abscisic acid biosynthetic process;GO:0009851|auxin biosynthetic process;GO:0005829|cytosol;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0004031|aldehyde oxidase activity;GO:0009055|electron carrier activity;GO:0050660|flavin adenine dinucleotide binding;GO:0050302|indole-3-acetaldehyde oxidase activity;GO:0005506|iron ion binding;GO:0043546|molybdopterin cofactor binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;GO:0004855|xanthine oxidase activity;K11817

Manes.04G057400.v6.10.3955867 ####### 0.0008 down yes pfam01107 MP Viral movement protein (MP). This family includes a variety of movement proteins (MP)s. The MP is necessary for the initial cell-to-cell movement during the early stages of a viral infection. This movement is active, and it is known that the MP interacts with the plasmodesmata and possesses the ability to bind to RNA to achieve its role. This family also includes consists of virus movement proteins from the caulimovirus family. It has been suggested in cauliflower mosaic virus that these proteins mediated viral movement by modifying plasmodesmata and forming tubules in the channel that can accommodate the virus particles and references therein. The family contains a conserved DXR motif that is probably functionally important.. . . .

Manes.04G057600.v6.10.0853516 ####### 5E-45 down yes pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0045493|xylan catabolic process;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0009044|xylan 1,4-beta-xylosidase activity;.

Manes.04G058000.v6.11.9593194 9.70E-01 1E-10 up no pfam12726 SEN1_N SEN1 N terminal. This domain is found at the N terminal of the helicase SEN1. SEN1 is a Pol II termination factor for noncoding RNA genes. The N terminal of SEN1, unlike the C terminal, is not required for growth.. . . .

Manes.04G058300.v6.11.372292 0.45659 0.0005 up no pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.04G060300.v6.10.7577381 -0.40023 0.0067 down no pfam11801 Tom37_C Tom37 C-terminal domain. The TOM37 protein is one of the outer membrane proteins that make up the TOM complex for guiding cytosolic mitochondrial beta-barrel proteins from the cytosol across the outer mitochondrial membrane into the intramembrane space. In conjunction with TOM70 it guides peptides without an MTS into TOM40, the protein that forms the passage through the outer membrane. It has homology with Metaxin-1, also part of the outer mitochondrial membrane beta-barrel protein transport complex.GO:0006626|protein targeting to mitochondrion;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. K17776

Manes.04G060400.v6.10.8005629 ####### 0.0057 down no pfam13925 Katanin_con80con80 domain of Katanin. The con80 domain of katanin is the C-terminal region of the protein that binds to the N-terminal domain of katanin-p60, the catalytic ATPase. The complex associates with a specific subregion of the mitotic spindle leading to increased microtubule disassembly and targeting of p60 to the spindle poles. The assembly and function of the mitotic spindle requires the activity of a number of microtubule-binding proteins. Katanin, a heterodimeric microtubule-severing ATPase, is found localized at mitotic spindle poles. A proposed model is that katanin is targeted to spindle poles through a combination of direct microtubule binding by the p60 subunit and through interactions between the WD40 domain and an unknown protein.GO:0051013|microtubule severing;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0008352|katanin complex;GO:0005874|microtubule;. K18643

Manes.04G060500.v6.1Inf Inf 0.1163 up no pfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.. . . .

Manes.04G061400.v6.10.2422355 -2.04552 5E-08 down yes pfam00574 CLP_proteaseClp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009535|chloroplast thylakoid membrane;GO:0009840|chloroplastic endopeptidase Clp complex;GO:0005739|mitochondrion;GO:0009532|plastid stroma;GO:0050897|cobalt ion binding;GO:0004252|serine-type endopeptidase activity;GO:0008270|zinc ion binding;K01358

Manes.04G061800.v6.11.5921474 0.67097 4E-09 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0009742|brassinosteroid mediated signaling pathway;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.04G063000.v6.11.8331343 8.74E-01 6E-12 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;.

Manes.04G063100.v6.17.2047646 2.85E+00 0.1157 up no pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.04G063300.v6.10.4018187 -1.31538 1E-22 down yes pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009295|nucleoid;GO:0009506|plasmodesma;GO:0000311|plastid large ribosomal subunit;GO:0009579|thylakoid;GO:0003735|structural constituent of ribosome;K02935

Manes.04G063400.v6.10.3097494 ####### 3E-24 down yes pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.04G064300.v6.10.7428819 -0.4288 0.0002 down no pfam00063 Myosin_head Myosin head (motor domain).GO:0006897|endocytosis;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0016459|myosin complex;GO:0009524|phragmoplast;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0003774|motor activity;.

Manes.04G065100.v6.10.9752465 -0.03616 0.7737 down no pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0032006|regulation of TOR signaling;GO:0019432|triglyceride biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;K13506

Manes.04G065200.v6.12.2167702 1.14846 4E-07 up yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.04G065700.v6.11.8894316 9.18E-01 0.0071 up no pfam00182 Glyco_hydro_19Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;GO:0005773|vacuole;GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.04G066400.v6.10.2329614 -2.10184 4E-12 down yes pfam09258 Glyco_transf_64Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0009638|phototropism;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;. . .

Manes.04G066900.v6.10.0527177 ####### 1E-153 down yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005615|extracellular space;. .

Manes.04G067000.v6.11.9688207 0.97733 2E-12 up no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0007596|blood coagulation;GO:0043966|histone H3 acetylation;GO:0030168|platelet activation;GO:0002576|platelet degranulation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0008270|zinc ion binding;K11350

Manes.04G067100.v6.12.9410002 1.56E+00 4E-25 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G067600.v6.11.5152079 0.59952 5E-05 up no pfam13833 EF-hand_8 EF-hand domain pair.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.04G068200.v6.10.8548782 ####### 0.1071 down no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0019953|sexual reproduction;GO:0005576|extracellular region;. .

Manes.04G068700.v6.10.3489429 ####### 3E-14 down yes pfam07698 7TM-7TMR_HD7TM receptor with intracellular HD hydrolase. These bacterial 7TM receptor proteins have an intracellular pfam01966. This entry corresponds to the 7 helix transmembrane domain. These proteins also contain an N-terminal extracellular domain.. . . .

Manes.04G068800.v6.10.4409986 -1.18115 9E-07 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.04G068900.v6.10.6771061 ####### 3E-06 down no pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0009860|pollen tube growth;GO:0043547|positive regulation of GTPase activity;GO:0080092|regulation of pollen tube growth;GO:0016324|apical plasma membrane;GO:0005829|cytosol;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.04G069000.v6.11.5714909 0.65213 6E-07 up no pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.04G069500.v6.11.1810189 2.40E-01 1 up no pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.04G070000.v6.10.5675339 -0.81722 3E-06 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G070200.v6.11.7201549 7.83E-01 1E-05 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0016567|protein ubiquitination;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005634|nucleus;. K11804

Manes.04G070800.v6.11.938105 9.55E-01 4E-07 up no pfam13520 AA_permease_2Amino acid permease.GO:1902047|polyamine transmembrane transport;GO:0015846|polyamine transport;GO:0055085|transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0015297|antiporter activity;GO:0015203|polyamine transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.04G071200.v6.11.1408304 1.90E-01 0.0918 up no pfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;K02147

Manes.04G071300.v6.10.9410241 -0.0877 0.5157 down no pfam11833 DUF3353 Protein of unknown function (DUF3353). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 205 to 258 amino acids in length.. . . .

Manes.04G071900.v6.11.3684299 0.45252 6E-05 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0000209|protein polyubiquitination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10581

Manes.04G072100.v6.12.7422517 1.46E+00 1E-32 up yes pfam05278 PEARLI-4 Arabidopsis phospholipase-like protein (PEARLI 4). This family contains several phospholipase-like proteins from Arabidopsis thaliana which are homologous to PEARLI 4.. . . .

Manes.04G072600.v6.1Inf Inf 0.1921 up no pfam14714 KH_dom-likeKH-domain-like of EngA bacterial GTPase enzymes, C-terminal. The KH-like domain at the C-terminus of the EngA subfamily of essential bacterial GTPases has a unique domain structure position. The two adjacent GTPase domains (GD1 and GD2), two domains of family MMR_HSR1, pfam01926, pack at either side of the C-terminal domain. This C-terminal domain resembles a KH domain but is missing the distinctive RNA recognition elements. Conserved motifs of the nucleotide binding site of GD1 are integral parts of the GD1-KH domain interface, suggesting the interactions between these two domains are directly influenced by the GTP/GDP cycling of the protein. In contrast, the GD2-KH domain interface is distal to the GDP binding site of GD2.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.04G072700.v6.13.0141479 1.59175 2E-13 up yes pfam00314 Thaumatin Thaumatin family.. GO:0005576|extracellular region;. .

Manes.04G072800.v6.1NA NA NA -- no pfam08863 YolD YolD-like protein. Members of this family are functionally uncharacterized. However it has been predicted that thes proteins are functionally equivalent to the UmuD subunit of polymerase V from gram-negative bacteria.. . . .

Manes.04G073000.v6.13.5739138 1.84E+00 0.039 up no pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.04G073700.v6.10.265179 -1.91496 3E-26 down yes pfam00303 Thymidylat_syntThymidylate synthase.GO:0006231|dTMP biosynthetic process;GO:0006545|glycine biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0004146|dihydrofolate reductase activity;GO:0004799|thymidylate synthase activity;K13998

Manes.04G073800.v6.10.3973799 -1.33141 2E-21 down yes pfam02784 Orn_Arg_deC_NPyridoxal-dependent decarboxylase, pyridoxal binding domain. These pyridoxal-dependent decarboxylases acting on ornithine, lysine, arginine and related substrates This domain has a TIM barrel fold.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0008836|diaminopimelate decarboxylase activity;K01586

Manes.04G074000.v6.10.898437 -0.15451 0.1836 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.04G074200.v6.10.3007291 ####### 7E-11 down yes pfam04825 Rad21_Rec8_NN terminus of Rad21 / Rec8 like protein. This family represents a conserved N-terminal region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.. . . .

Manes.04G074300.v6.10.2907309 ####### 1E-48 down yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G074400.v6.11.5699693 6.51E-01 8E-07 up no pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042023|DNA endoreduplication;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0010091|trichome branching;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G074500.v6.10.5642917 ####### 2E-11 down no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.04G074700.v6.110.353244 3.37201 1E-24 up yes pfam06911 Senescence Senescence-associated protein. This family contains a number of plant senescence-associated proteins of approximately 450 residues in length. In Hemerocallis, petals have a genetically based program that leads to senescence and cell death approximately 24 hours after the flower opens, and it is believed that senescence proteins produced around that time have a role in this program. This family extends to the higher vertebrates where the full-length protein is often a Spartin, associated with mitochondrial membranes and transportation along microtubules.. . . .

Manes.04G075000.v6.11.9271478 9.46E-01 4E-16 up no pfam00168 C2 C2 domain. GO:0006897|endocytosis;GO:0016032|viral process;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;GO:0046872|metal ion binding;.

Manes.04G075100.v6.11.4792114 0.56483 1E-06 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G075400.v6.10.7825279 -0.35379 0.2802 down no pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G075500.v6.11.4920782 5.77E-01 0.1137 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G075600.v6.10.1217103 -3.03848 1E-38 down yes pfam09329 zf-primase Primase zinc finger. This zinc finger is found in yeast Mcm10 proteins and DnaG-type primases.GO:0008283|cell proliferation;GO:0006270|DNA replication initiation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0031298|replication fork protection complex;GO:0003688|DNA replication origin binding;GO:0003690|double-stranded DNA binding;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0003697|single-stranded DNA binding;K10736

Manes.04G076100.v6.11.4087682 4.94E-01 0.0008 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.04G076300.v6.10.7161859 -0.48159 0.0005 down no pfam02826 2-Hacid_dh_CD-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.GO:0071482|cellular response to light stimulus;GO:0042631|cellular response to water deprivation;GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0008465|glycerate dehydrogenase activity;GO:0051287|NAD binding;K15893

Manes.04G076400.v6.10.2564794 ####### 8E-36 down yes pfam08839 CDT1 DNA replication factor CDT1 like. CDT1 is a component of the replication licensing system and promotes the loading of the mini-chromosome maintenance complex onto chromatin. Geminin is an inhibitor of CDT1 and prevents inappropriate re-initiation of replication on an already fired origin. This region of CDT1 binds to Geminin.GO:0007049|cell cycle;GO:0009658|chloroplast organization;GO:0051276|chromosome organization;GO:0006260|DNA replication;GO:0048229|gametophyte development;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0070182|DNA polymerase binding;GO:0019901|protein kinase binding;K10727

Manes.04G076800.v6.10.2856471 ####### 6E-11 down yes pfam00313 CSD 'Cold-shock' DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.04G076900.v6.10.1622705 -2.62353 0.1779 down no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .



Manes.04G077000.v6.10.904624 -0.14461 0.6341 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.04G077300.v6.11.3586317 0.44215 0.0002 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0016020|membrane;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0046872|metal ion binding;GO:0005215|transporter activity;K06174

Manes.04G077600.v6.1Inf Inf 0.1921 up no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.04G078300.v6.10.6118916 ####### 7E-07 down no pfam00121 TIM Triosephosphate isomerase.GO:0006096|glycolytic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0004807|triose-phosphate isomerase activity;.

Manes.04G078600.v6.11.4191252 5.05E-01 0.0003 up no pfam00810 ER_lumen_receptER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;K10949

Manes.04G078700.v6.13.2158907 1.69E+00 0.0005 up yes pfam00195 Chal_sti_synt_NChalcone and stilbene synthases, N-terminal domain. The C-terminal domain of Chalcone synthase is reported to be structurally similar to domains in thiolase and beta-ketoacyl synthase.  The differences in activity are accounted for by differences in this N-terminal domain.GO:0009813|flavonoid biosynthetic process;. GO:0016210|naringenin-chalcone synthase activity;.

Manes.04G079000.v6.12.9834619 1.57699 2E-24 up yes pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.04G079300.v6.10.55694 ####### 0.0008 down no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G079700.v6.10.3553468 -1.4927 0.0051 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.04G079900.v6.10.3544348 ####### 9E-05 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G080300.v6.10.4984797 ####### 0.0171 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G080500.v6.10.0964645 -3.37386 2E-36 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G081300.v6.10.2749328 -1.86285 1E-04 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G081900.v6.10.1117275 ####### 9E-06 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.04G082000.v6.10.017931 -5.8014 6E-10 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.04G082100.v6.10.0496285 -4.33269 1E-06 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.04G082400.v6.10.3112644 ####### 7E-22 down yes pfam00310 GATase_2 Glutamine amidotransferases class-II.GO:0006189|'de novo' IMP biosynthetic process;GO:0009658|chloroplast organization;GO:0006541|glutamine metabolic process;GO:0009116|nucleoside metabolic process;GO:0009113|purine nucleobase biosynthetic process;GO:0006164|purine nucleotide biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009532|plastid stroma;GO:0004044|amidophosphoribosyltransferase activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;K00764

Manes.04G082700.v6.10.6784977 ####### 0.0001 down no pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0050793|regulation of developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;.

Manes.04G082800.v6.10.6359604 -0.65299 8E-06 down no pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0047641|aldose-6-phosphate reductase (NADPH) activity;K00085

Manes.04G083100.v6.10.7002418 -0.51407 2E-05 down no pfam08338 DUF1731 Domain of unknown function (DUF1731). This domain of unknown function appears towards the C-terminus of proteins of the NAD dependent epimerase/dehydratase family (pfam01370) in bacteria, eukaryotes and archaea. Many of the proteins in which it is found are involved in cell-division inhibition.GO:0010020|chloroplast fission;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009536|plastid;GO:0016491|oxidoreductase activity;GO:0042803|protein homodimerization activity;K07071

Manes.04G084300.v6.1Inf Inf 7E-19 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009809|lignin biosynthetic process;GO:0009699|phenylpropanoid biosynthetic process;GO:0010224|response to UV-B;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K09755

Manes.04G084400.v6.11.209016 2.74E-01 0.0316 up no pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G084700.v6.10.2668843 -1.90571 1E-14 down yes pfam01554 MatE MatE. The MatE domain. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.04G085100.v6.10.560504 ####### 8E-08 down no pfam02782 FGGY_C FGGY family of carbohydrate kinases, C-terminal domain. This domain adopts a ribonuclease H-like fold and is structurally related to the N-terminal domain.GO:0042732|D-xylose metabolic process;GO:0005997|xylulose metabolic process;. GO:0005524|ATP binding;GO:0004856|xylulokinase activity;K00851

Manes.04G085200.v6.10.63639 -0.65202 2E-08 down no pfam00225 Kinesin Kinesin motor domain.GO:0034613|cellular protein localization;GO:0007018|microtubule-based movement;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0003777|microtubule motor activity;K11498

Manes.04G085500.v6.11.2455446 3.17E-01 0.0049 up no pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.GO:0015991|ATP hydrolysis coupled proton transport;GO:0015986|ATP synthesis coupled proton transport;GO:0032119|sequestering of zinc ion;GO:0007035|vacuolar acidification;GO:0070072|vacuolar proton-transporting V-type ATPase complex assembly;GO:0043181|vacuolar sequestering;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0051117|ATPase binding;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0045735|nutrient reservoir activity;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02154

Manes.04G085600.v6.14.210788 2.07E+00 1E-42 up yes pfam00112 Peptidase_C1Papain family cysteine protease.GO:0042742|defense response to bacterium;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;K01373

Manes.04G085700.v6.11.8061299 0.8529 0.002 up no pfam07734 FBA_1 F-box associated. Most of these proteins contain pfam00646 at the N terminus, suggesting that they are effectors linked with ubiquitination.. . . .

Manes.04G085800.v6.10.7139561 -0.48609 0.0167 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.04G085900.v6.1NA NA NA -- no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G086100.v6.11.4642187 5.50E-01 0.0013 up no pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . GO:0003682|chromatin binding;K11445

Manes.04G086200.v6.1NA NA NA -- no pfam15659 Toxin-JAB1 JAB-like toxin 1.. . . .

Manes.04G086300.v6.10.4306323 -1.21547 3E-07 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K14573

Manes.04G086400.v6.10.43508 -1.20065 2E-10 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0000398|mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12900

Manes.04G086500.v6.12.0704036 1.05E+00 2E-17 up yes pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K10875

Manes.04G086800.v6.11.5050311 5.90E-01 1E-06 up no pfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0009793|embryo development ending in seed dormancy;GO:0016925|protein sumoylation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0031510|SUMO activating enzyme complex;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0019948|SUMO activating enzyme activity;.

Manes.04G087500.v6.12.1447402 1.1008 0.5849 up no pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.04G087700.v6.17.9542724 2.99E+00 0.1202 up no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;GO:0070062|extracellular exosome;GO:0045335|phagocytic vesicle;GO:0005886|plasma membrane;. .

Manes.04G087800.v6.10.9953753 -0.00669 0.9618 down no pfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0070940|dephosphorylation of RNA polymerase II C-terminal domain;GO:0008284|positive regulation of cell proliferation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0010564|regulation of cell cycle process;GO:0006351|transcription, DNA-templated;GO:0016591|DNA-directed RNA polymerase II, holoenzyme;GO:0005634|nucleus;GO:0000993|RNA polymerase II core binding;K15559

Manes.04G087900.v6.10.3607378 -1.47098 4E-25 down yes pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.04G088000.v6.16.2449444 2.64269 0.0002 up yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.04G088200.v6.10.9270602 ####### 0.3336 down no pfam02213 GYF GYF domain. The GYF domain is named because of the presence of Gly-Tyr-Phe residues. The GYF domain is a proline-binding domain in CD2-binding protein.. . . .

Manes.04G088600.v6.10.8690669 -0.20246 0.0969 down no pfam09755 DUF2046 Uncharacterized conserved protein H4 (DUF2046). This is the conserved N-terminal 350 residues of a family of proteins of unknown function possibly containing a coiled-coil domain.. . . .

Manes.04G088800.v6.10.1239253 -3.01246 1E-23 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009911|positive regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G089000.v6.10.3303332 -1.59801 9E-11 down yes pfam07732 Cu-oxidase_3Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0046274|lignin catabolic process;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;K05909

Manes.04G090000.v6.1Inf Inf 0.8798 up no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.04G090200.v6.10.2874003 -1.79887 0.1355 down no pfam14228 MOR2-PAG1_midCell morphogenesis central region. This family is the conserved central region of proteins that are involved in cell morphogenesis.. . . .

Manes.04G090700.v6.113.662967 3.7722 0.0062 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G091300.v6.1NA NA NA -- no pfam00915 Calici_coat Calicivirus coat protein.. . . .

Manes.04G091400.v6.10.8304553 -0.26803 0.1856 down no pfam13472 Lipase_GDSL_2GDSL-like Lipase/Acylhydrolase family. This family of presumed lipases and related enzymes are similar to pfam00657.. . . .

Manes.04G091500.v6.10.6757452 -0.56545 1E-05 down no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0071249|cellular response to nitrate;GO:0006952|defense response;GO:0048527|lateral root development;GO:0010152|pollen maturation;GO:0080022|primary root development;GO:0016567|protein ubiquitination;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0000822|inositol hexakisphosphate binding;.

Manes.04G091600.v6.10.4816033 ####### 1E-05 down yes pfam02138 Beach Beige/BEACH domain.. . . .

Manes.04G091900.v6.11.536999 0.62012 8E-08 up no pfam03223 V-ATPase_C V-ATPase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0009826|unidimensional cell growth;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0000221|vacuolar proton-transporting V-type ATPase, V1 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02148

Manes.04G092200.v6.10.4446485 ####### 0.0001 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.04G092300.v6.10.5422969 -0.88285 9E-06 down no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.04G092500.v6.11.749487 0.80693 0.5191 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.04G092700.v6.10.2998352 -1.73776 7E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.04G092900.v6.10.735748 -0.44272 0.0012 down no pfam00777 Glyco_transf_29Glycosyltransferase family 29 (sialyltransferase). Members of this family belong to glycosyltransferase family 29.GO:0006486|protein glycosylation;GO:0005576|extracellular region;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0003836|beta-galactoside (CMP) alpha-2,3-sialyltransferase activity;K03368

Manes.04G093000.v6.11.4269728 0.51296 7E-06 up no pfam01074 Glyco_hydro_38Glycosyl hydrolases family 38 N-terminal domain. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm.GO:0006013|mannose metabolic process;GO:0000326|protein storage vacuole;GO:0004559|alpha-mannosidase activity;GO:0030246|carbohydrate binding;GO:0008270|zinc ion binding;.

Manes.04G093500.v6.1Inf Inf 0.8798 up no pfam08268 FBA_3 F-box associated domain.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.04G093800.v6.10.2963009 -1.75487 6E-15 down yes pfam12576 DUF3754 Protein of unknown function (DUF3754). This domain family is found in bacteria, archaea and eukaryotes, and is typically between 135 and 166 amino acids in length. There is a single completely conserved residue P that may be functionally important.. . . .

Manes.04G094100.v6.10.5996418 -0.73783 1E-06 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G094300.v6.1Inf Inf 0.4066 up no pfam04356 DUF489 Protein of unknown function (DUF489). Protein of unknown function, cotranscribed with purB in Escherichia coli, but with function unrelated to purine biosynthesis.. . . .

Manes.04G094500.v6.10.2549837 -1.97152 2E-14 down yes pfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.04G094800.v6.1Inf Inf 0.4307 up no pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006810|transport;GO:0031225|anchored component of membrane;GO:0008289|lipid binding;.

Manes.04G094900.v6.11.9295864 0.94829 8E-13 up no pfam14523 Syntaxin_2 Syntaxin-like protein. This domain includes syntaxin-like domains including from the Vam3p protein.GO:0009660|amyloplast organization;GO:0006886|intracellular protein transport;GO:0009959|negative gravitropism;GO:0010118|stomatal movement;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0000149|SNARE binding;K08488

Manes.04G095500.v6.11.7435399 0.80202 2E-12 up no pfam08389 Xpo1 Exportin 1-like protein. The sequences featured in this family are similar to a region close to the N-terminus of yeast exportin 1 (Xpo1, Crm1). This region is found just C-terminal to an importin-beta N-terminal domain (pfam03810) in many members of this family. Exportin 1 is a nuclear export receptor that interacts with leucine-rich nuclear export signal (NES) sequences, and Ran-GTP, and is involved in translocation of proteins out of the nucleus.GO:0035048|splicing factor protein import into nucleus;GO:0005737|cytoplasm;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0042802|identical protein binding;K15436

Manes.04G095800.v6.11.5500488 0.63231 6E-07 up no pfam00501 AMP-bindingAMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019427|acetyl-CoA biosynthetic process from acetate;GO:0006631|fatty acid metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0009514|glyoxysome;GO:0003987|acetate-CoA ligase activity;GO:0016208|AMP binding;GO:0005524|ATP binding;K01895

Manes.04G096000.v6.10.9075578 -0.13994 0.2966 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0043153|entrainment of circadian clock by photoperiod;GO:0048573|photoperiodism, flowering;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0044212|transcription regulatory region DNA binding;K11805

Manes.04G096300.v6.10.4814221 ####### 1E-08 down yes pfam00044 Gp_dh_N Glyceraldehyde 3-phosphate dehydrogenase, NAD binding domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. N-terminal domain is a Rossmann NAD(P) binding fold.GO:0006006|glucose metabolic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0047100|glyceraldehyde-3-phosphate dehydrogenase (NADP+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;.

Manes.04G096800.v6.119.507185 4.28593 4E-210 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.04G097000.v6.12.364593 1.24E+00 3E-19 up yes pfam00168 C2 C2 domain. . . . .

Manes.04G097100.v6.10.391151 ####### 4E-05 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.04G097200.v6.11.6400477 7.14E-01 5E-10 up no pfam05653 Mg_trans_NIPAMagnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.04G097900.v6.12.3007904 1.20E+00 1E-17 up yes pfam14175 YaaC YaaC-like Protein. The YaaC-like protein family includes the B. subtilis YaaC protein, which is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 320 and 333 amino acids in length.. . . .

Manes.04G098000.v6.1Inf Inf 0.0351 up no pfam03074 GCS Glutamate-cysteine ligase. This family represents the catalytic subunit of glutamate-cysteine ligase (E.C. 6.3.2.2), also known as gamma-glutamylcysteine synthetase (GCS).  This enzyme catalyses the rate limiting step in the biosynthesis of glutathione. The eukaryotic enzyme is a dimer of a heavy chain and a light chain with all the catalytic activity exhibited by the heavy chain (this family).. . . .

Manes.04G098300.v6.10.8663351 -0.207 0.1992 down no pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.04G098400.v6.10.7303168 ####### 0.0037 down no pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.04G098700.v6.11.8235486 0.86675 9E-11 up no pfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;.

Manes.04G098900.v6.11.5702934 0.65103 1E-08 up no pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0008654|phospholipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.04G099300.v6.10.6839754 ####### 0.001 down no pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;.

Manes.04G099500.v6.10.3644135 -1.45635 0.0347 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G099800.v6.10.4223518 -1.24348 0.0017 down yes pfam01697 Glyco_transf_92Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. . . .

Manes.04G100300.v6.1Inf Inf 0.0109 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G101300.v6.10.9541562 -0.0677 0.7953 down no pfam04628 Sedlin_N Sedlin, N-terminal conserved region. Mutations in this protein are associated with the X-linked spondyloepiphyseal dysplasia tarda syndrome (OMIM:313400). This family represents an N-terminal conserved region.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.04G101500.v6.11.4808465 5.66E-01 2E-05 up no pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.04G101600.v6.15.6637396 2.50E+00 3E-59 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0042026|protein refolding;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005634|nucleus;GO:0051087|chaperone binding;GO:0051082|unfolded protein binding;.

Manes.04G101700.v6.11.5362924 6.19E-01 9E-05 up no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0010252|auxin homeostasis;GO:0009809|lignin biosynthetic process;GO:0009963|positive regulation of flavonoid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016020|membrane;GO:0047205|quinate O-hydroxycinnamoyltransferase activity;GO:0047172|shikimate O-hydroxycinnamoyltransferase activity;K13065



Manes.04G102100.v6.10.3209309 ####### 5E-11 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G102300.v6.10.669247 -0.57939 0.0136 down no pfam04191 PEMT Phospholipid methyltransferase. The S. cerevisiae phospholipid methyltransferase (EC:2.1.1.16) has a broad substrate specificity of unsaturated phospholipids.GO:0006656|phosphatidylcholine biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0080101|phosphatidyl-N-dimethylethanolamine N-methyltransferase activity;GO:0000773|phosphatidyl-N-methylethanolamine N-methyltransferase activity;K00550

Manes.04G103300.v6.10.8753287 ####### 0.121 down no pfam02949 7tm_6 7tm Odorant receptor. This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.GO:0051301|cell division;GO:0006302|double-strand break repair;GO:0007126|meiotic nuclear division;GO:0007076|mitotic chromosome condensation;GO:0007064|mitotic sister chromatid cohesion;GO:0007129|synapsis;GO:0000794|condensed nuclear chromosome;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005198|structural molecule activity;K11267

Manes.04G103400.v6.11.3213215 0.40198 0.0061 up no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.04G103600.v6.10.7493764 -0.41624 0.002 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.04G104200.v6.10.9469896 -0.07858 0.5754 down no pfam12928 tRNA_int_end_N2tRNA-splicing endonuclease subunit sen54 N-term. This is an N-terminal family of archaeal and metazoan sen54 proteins that forms one of the tRNA-splicing endonuclease subunits.. . . .

Manes.04G104700.v6.10.9503734 ####### 0.5275 down no pfam12110 Nup96 Nuclear protein 96. Nup96 (often known by the name of its yeast homolog Nup145C) is part of the Nup84 heptameric complex in the nuclear pore complex. Nup96 complexes with Sec13 in the middle of the heptamer. The function of the heptamer is to coat the curvature of the nuclear pore complex between the inner and outer nuclear membranes. Nup96 is predicted to be an alpha helical solenoid. The interaction between Nup96 and Sec13 is the point of curvature in the heptameric complex.GO:0006952|defense response;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0009733|response to auxin;GO:0055085|transmembrane transport;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;GO:0005634|nucleus;GO:0015288|porin activity;K14297

Manes.04G105000.v6.10.685372 -0.54504 0.2168 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G105400.v6.10.5916853 ####### 0.0085 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G106200.v6.15.9882455 2.58213 2E-51 up yes pfam13243 Prenyltrans_1Prenyltransferase-like.GO:0042335|cuticle development;GO:0019745|pentacyclic triterpenoid biosynthetic process;. GO:0042299|lupeol synthase activity;.

Manes.04G106300.v6.13.412609 1.77E+00 4E-17 up yes pfam13249 Prenyltrans_2Prenyltransferase-like.GO:0042335|cuticle development;GO:0019745|pentacyclic triterpenoid biosynthetic process;. GO:0042299|lupeol synthase activity;.

Manes.04G106600.v6.11.8121762 0.85772 4E-13 up no pfam07576 BRAP2 BRCA1-associated protein 2. These proteins include BRCA1-associated protein 2 (BRAP2), which binds nuclear localisation signals (NLSs) in vitro and in yeast two-hybrid screening. These proteins share a region of sequence similarity at their N terminus. They also have pfam02148 at the C terminus.GO:0000165|MAPK cascade;GO:0009968|negative regulation of signal transduction;GO:0016567|protein ubiquitination;GO:0007265|Ras protein signal transduction;GO:0005737|cytoplasm;GO:0031965|nuclear membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0008139|nuclear localization sequence binding;GO:0000166|nucleotide binding;GO:0043130|ubiquitin binding;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10632

Manes.04G107600.v6.1Inf Inf 0.2166 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.04G107900.v6.1Inf Inf 0.8764 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.04G108000.v6.11.1329518 1.80E-01 0.6612 up no pfam07782 DC_STAMP DC-STAMP-like protein. This is a family of sequences which are similar to a region of the dendritic cell-specific transmembrane protein (DC-STAMP). This is thought to be a novel receptor protein that shares no identity with other multimembrane-spanning proteins. It is thought to have seven putative transmembrane regions, two of which are found in the region featured in this family. DC-STAMP is also described as having potential N-linked glycosylation sites and a potential phosphorylation site for PKC, but these are not conserved throughout the family.. . . .

Manes.04G108200.v6.11.9481349 0.96209 4E-15 up no pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.04G108300.v6.11.7866813 0.83728 0.0481 up no pfam07647 SAM_2 SAM domain (Sterile alpha motif).. . . .

Manes.04G108600.v6.13.2137209 1.68E+00 4E-41 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0010072|primary shoot apical meristem specification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.04G108700.v6.12.1258451 1.09E+00 2E-19 up yes pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . .

Manes.04G108800.v6.10.6043132 -0.72663 5E-10 down no pfam02492 cobW CobW/HypB/UreG, nucleotide-binding domain. This domain is found in HypB, a hydrogenase expression / formation protein, and UreG a urease accessory protein. Both these proteins contain a P-loop nucleotide binding motif. HypB has GTPase activity and is a guanine nucleotide binding protein. It is not known whether UreG binds GTP or some other nucleotide. Both enzymes are involved in nickel binding. HypB can store nickel and is required for nickel dependent hydrogenase expression. UreG is required for functional incorporation of the urease nickel metallocenter. GTP hydrolysis may required by these proteins for nickel incorporation into other nickel proteins. This family of domains also contains P47K, a Pseudomonas chlororaphis protein needed for nitrile hydratase expression, and the cobW gene product, which may be involved in cobalamin biosynthesis in Pseudomonas denitrificans.. . GO:0005524|ATP binding;.

Manes.04G109100.v6.10.6492655 ####### 0.0004 down no pfam01928 CYTH CYTH domain. These sequences are functionally identified as members of the adenylate cyclase family, which catalyses the conversion of ATP to 3',5'-cyclic AMP and pyrophosphate. Six distinct non-homologous classes of AC have been identified. The structure of three classes of adenylyl cyclases have been solved.GO:0048364|root development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0050355|triphosphatase activity;.

Manes.04G109200.v6.11.3204179 0.40099 0.0004 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K13116

Manes.04G109400.v6.11.7331561 0.7934 0.0732 up no pfam04706 Dickkopf_N Dickkopf N-terminal cysteine-rich region. Dickkopf proteins are a class of Wnt antagonists. They possess two conserved cysteine-rich regions. This family represents the N-terminal one. The C-terminal region has been found to share significant sequence similarity to the colipase fold, pfam01114, pfam02740.. . . .

Manes.04G109500.v6.11.5111892 0.59568 2E-06 up no pfam13833 EF-hand_8 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.04G109600.v6.11.1424054 0.19207 0.6695 up no pfam13166 AAA_13 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins. This family includes the PrrC protein that is thought to be the active component of the anticodon nuclease.. . . .

Manes.04G109900.v6.11.3128314 0.39268 0.0005 up no pfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;.

Manes.04G110600.v6.10.2527868 -1.98401 9E-44 down yes pfam12807 eIF3_p135 Translation initiation factor eIF3 subunit 135. Translation initiation factor eIF3 is a multi-subunit protein complex required for initiation of protein biosynthesis in eukaryotic cells. The complex promotes ribosome dissociation, the binding of the initiator methionyl-tRNA to the 40 S ribosomal subunit, and mRNA recruitment to the ribosome. The protein product from TIF31 genes in yeast is p135 which associates with the eIF3 but does not seem to be necessary for protein translation initiation.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.04G111100.v6.11.4422506 5.28E-01 5E-05 up no pfam10551 MULE MULE transposase domain. This domain was identified by Babu and colleagues.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.04G111800.v6.10.3676235 ####### 5E-05 down yes pfam11139 DUF2910 Protein of unknown function (DUF2910). Some members in this bacterial family annotate the proteins as cytochrome C biogenesis proteins however this cannot be confirmed. Currently no function for this family is known.. . . .

Manes.04G111900.v6.10.3502322 -1.51362 0.0002 down yes pfam02845 CUE CUE domain. CUE domains have been shown to bind ubiquitin. It has been suggested that CUE domains are related to pfam00627 and this has been confirmed by the structure of the domain. CUE domains also occur in two protein of the IL-1 signal transduction pathway, tollip and TAB2.. . . .

Manes.04G112200.v6.13.3214001 1.73179 5E-35 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0006952|defense response;GO:0048589|developmental growth;GO:0016197|endosomal transport;GO:0045324|late endosome to vacuole transport;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0032940|secretion by cell;GO:0005769|early endosome;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004672|protein kinase activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.04G112500.v6.1Inf Inf 0.8798 up no pfam14609 GCP5-Mod21gamma-Tubulin ring complex non-core subunit mod21. GCP5-Mod21 is a non-core subunit of the larger gamma-tubulin ring complex that effects microtubule nucleation from both centrosomal and non-centrosomal sites. This subunit, unlike GCP2 and and GCP3 and others, is not thought to be essential for viability in the fission yeast, and may not be expressed in very high concentrations. Fission yeast can form a large gamma-Tubulin complex C similar to that found in higher eukaryotes and this complex is important for maintaining normal levels of microtubule nucleation in vivo.. . . .

Manes.04G112800.v6.10.1279427 ####### 5E-61 down yes pfam00487 FA_desaturaseFatty acid desaturase.GO:0031408|oxylipin biosynthetic process;GO:0010205|photoinhibition;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009579|thylakoid;GO:0016717|oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water;K00507

Manes.04G113000.v6.1Inf Inf 0.0188 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.04G113100.v6.12.8770941 1.52461 5E-07 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0005634|nucleus;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.04G113300.v6.10.643114 -0.63685 0.0003 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G113400.v6.13.6630709 1.87305 4E-28 up yes pfam13414 TPR_11 TPR repeat. . . . .

Manes.04G113700.v6.11.698489 7.64E-01 8E-11 up no pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .

Manes.04G113800.v6.15.2021557 2.38E+00 4E-63 up yes pfam00519 PPV_E1_C Papillomavirus helicase. This protein is a DNA helicase that is required for initiation of viral DNA replication. This protein forms a complex with the E2 protein pfam00508.. . . .

Manes.04G114100.v6.11.329857 4.11E-01 0.0015 up no pfam01217 Clat_adaptor_sClathrin adaptor complex small chain.. . . .

Manes.04G114400.v6.12.365699 1.24E+00 2E-14 up yes pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.04G114500.v6.10.8776977 -0.1882 0.3301 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.04G115700.v6.15.8899247 2.55825 0.1964 up no pfam12681 Glyoxalase_2 Glyoxalase-like domain. This domain is related to the Glyoxalase domain pfam00903.. . . .

Manes.04G116000.v6.10.7934279 -0.33383 0.023 down no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.04G116300.v6.10.6729616 ####### 5E-06 down no pfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.04G116400.v6.10.1742244 ####### 3E-45 down yes pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . . .

Manes.04G116700.v6.10.454293 ####### 4E-14 down yes pfam04003 Utp12 Dip2/Utp12 Family. This domain is found at the C-terminus of proteins containing WD40 repeats. These proteins are part of the U3 ribonucleoprotein the yeast protein is called Utp12 or DIP2.. . . .

Manes.04G117100.v6.10.3378426 -1.56558 3E-15 down yes pfam04003 Utp12 Dip2/Utp12 Family. This domain is found at the C-terminus of proteins containing WD40 repeats. These proteins are part of the U3 ribonucleoprotein the yeast protein is called Utp12 or DIP2.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000028|ribosomal small subunit assembly;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14558

Manes.04G117500.v6.10.7971211 -0.32713 0.0103 down no pfam03441 FAD_binding_7FAD binding domain of DNA photolyase.GO:0006281|DNA repair;GO:0009411|response to UV;. GO:0003914|DNA (6-4) photolyase activity;GO:0003677|DNA binding;GO:0000166|nucleotide binding;K02295

Manes.04G117800.v6.1Inf Inf 0.8764 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.04G118100.v6.10.4929665 -1.02044 1E-15 down yes pfam07876 Dabb Stress responsive A/B Barrel Domain. The function of this family is unknown, but it is upregulated in response to salt stress in Populus balsamifera. It is also found at the C-terminus of an fructose 1,6-bisphosphate aldolase from Hydrogenophilus thermoluteolus. Arthrobacter nicotinovorans ORF106 is found in the pA01 plasmid, which encodes genes for molybdopterin uptake and degradation of plant alkaloid nicotine. The structure of one has been solved and the domain forms an a/b barrel dimer. Although there is a clear duplication within the domain it is not obviously detectable in the sequence.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.04G118900.v6.1NA NA NA -- no pfam09815 XK-related XK-related protein. Members of this family comprise various XK-related proteins, that are involved in sodium-dependent transport of neutral amino acids or oligopeptides. These proteins are responsible for the Kx blood group system - defects results in McLeod syndrome, an X-linked multi-system disorder characterized by late onset abnormalities in the neuromuscular and hematopoietic systems.. . . .

Manes.04G119200.v6.10.1923905 -2.37789 7E-34 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0009785|blue light signaling pathway;GO:0009932|cell tip growth;GO:0009825|multidimensional cell growth;GO:0009638|phototropism;GO:0009832|plant-type cell wall biogenesis;GO:0009664|plant-type cell wall organization;GO:0000271|polysaccharide biosynthetic process;GO:0046777|protein autophosphorylation;GO:0016567|protein ubiquitination;GO:0010817|regulation of hormone levels;GO:0010155|regulation of proton transport;GO:0048767|root hair elongation;. . .

Manes.04G119300.v6.10.2118303 ####### 5E-21 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009658|chloroplast organization;GO:0040007|growth;GO:0009416|response to light stimulus;GO:0009451|RNA modification;GO:0009507|chloroplast;. .

Manes.04G119700.v6.1Inf Inf 0.8798 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.04G120400.v6.10.7616953 -0.39271 0.0017 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0043622|cortical microtubule organization;GO:0000226|microtubule cytoskeleton organization;GO:0051013|microtubule severing;GO:0009825|multidimensional cell growth;GO:0009832|plant-type cell wall biogenesis;GO:0010091|trichome branching;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;K07767

Manes.04G120500.v6.10.7430644 -0.42844 0.0135 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0005737|cytoplasm;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00812

Manes.04G120700.v6.11.4401565 5.26E-01 0.0003 up no pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0009854|oxidative photosynthetic carbon pathway;GO:0009853|photorespiration;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0008887|glycerate kinase activity;.

Manes.04G120800.v6.14.727652 2.24112 5E-24 up yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.04G121000.v6.12.0153077 1.011 4E-15 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. . GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;K06184

Manes.04G121200.v6.10.8474065 -0.23887 0.0354 down no pfam12569 NARP1 NMDA receptor-regulated protein 1. This domain family is found in eukaryotes, and is approximately 40 amino acids in length. The family is found in association with pfam07719, pfam00515. There is a single completely conserved residue L that may be functionally important. NARP1 is the mammalian homologue of a yeast N-terminal acetyltransferase that regulates entry into the G(0) phase of the cell cycle.. GO:0005737|cytoplasm;GO:0005634|nucleus;. K00670

Manes.04G121600.v6.14.2041593 2.07182 3E-22 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0080037|negative regulation of cytokinin-activated signaling pathway;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.04G122400.v6.10.4221108 ####### 1E-10 down yes pfam05522 Metallothio_6Metallothionein. This family consists of metallothioneins from several worm and sea urchin species. Metallothioneins are low molecular weight, cysteine rich proteins known to be involved in heavy metal detoxification and homeostasis.GO:0006952|defense response;GO:0005576|extracellular region;. .

Manes.04G122600.v6.11.3396204 0.42182 0.0002 up no pfam04053 Coatomer_WDADCoatomer WD associated region. This region is composed of WD40 repeats.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;GO:0030117|membrane coat;GO:0005198|structural molecule activity;.

Manes.04G122700.v6.14.5860985 2.20E+00 1E-12 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;GO:0030117|membrane coat;GO:0005198|structural molecule activity;.

Manes.04G123100.v6.10.60313 -0.72946 1E-08 down no pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.04G124000.v6.11.6407756 0.71438 1E-05 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.04G124100.v6.10.4588685 -1.12385 3E-17 down yes pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.04G124200.v6.10.8525172 -0.2302 0.2872 down no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.04G124600.v6.11.395696 0.48098 9E-05 up no pfam09072 TMA7 Translation machinery associated TMA7. TMA7 plays a role in protein translation. Deletions of the TMA7 gene results in altered protein synthesis rates.. . . .

Manes.04G124700.v6.1Inf Inf 0.4252 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:1903826|arginine transmembrane transport;GO:0006972|hyperosmotic response;GO:0043091|L-arginine import;GO:0089709|L-histidine transmembrane transport;GO:1903401|L-lysine transmembrane transport;GO:1903352|L-ornithine transmembrane transport;GO:0006561|proline biosynthetic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0015181|arginine transmembrane transporter activity;GO:0005290|L-histidine transmembrane transporter activity;GO:0015189|L-lysine transmembrane transporter activity;GO:0000064|L-ornithine transmembrane transporter activity;K15109

Manes.04G124900.v6.10.6182754 -0.69368 0.0006 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0010090|trichome morphogenesis;GO:0005795|Golgi stack;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003777|microtubule motor activity;K10393

Manes.04G125200.v6.10.6139207 -0.70388 1E-07 down no pfam01907 Ribosomal_L37eRibosomal protein L37e. This family includes ribosomal protein L37 from eukaryotes and archaebacteria. The family contains many conserved cysteines and histidines suggesting that this protein may bind to zinc.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0046872|metal ion binding;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02922

Manes.04G127100.v6.10.4685898 ####### 2E-19 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G127200.v6.10.484302 ####### 3E-09 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G127500.v6.10.3627643 -1.4629 2E-23 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G127600.v6.10.3341861 -1.58128 4E-27 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G128800.v6.14.0895123 2.03E+00 9E-29 up yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.04G129000.v6.1NA NA NA -- no pfam03931 Skp1_POZ Skp1 family, tetramerization domain.GO:0009734|auxin-activated signaling pathway;GO:0007059|chromosome segregation;GO:0009873|ethylene-activated signaling pathway;GO:0000226|microtubule cytoskeleton organization;GO:0007275|multicellular organismal development;GO:0045910|negative regulation of DNA recombination;GO:0016567|protein ubiquitination;GO:0046686|response to cadmium ion;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016032|viral process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;. K03094

Manes.04G129100.v6.10.5461394 -0.87266 1E-09 down no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.04G129200.v6.10.9591823 ####### 0.6558 down no pfam08777 RRM_3 RNA binding motif. This domain is found in protein La which functions as an RNA chaperone during RNA polymerase III transcription, and can also stimulate translation initiation. It contains a five stranded beta sheet which forms an atypical RNA recognition motif.GO:0034470|ncRNA processing;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11090

Manes.04G129700.v6.12.875699 1.52391 0.633 up no pfam01733 Nucleoside_tranNucleoside transporter. This is a family of nucleoside transporters. In mammalian cells nucleoside transporters transport nucleoside across the plasma membrane and are essential for nucleotide synthesis via the salvage pathways for cells that lack their own de novo synthesis pathways. Also in this family is mouse and human nucleolar protein HNP36, a protein of unknown function; although it has been hypothesised to be a plasma membrane nucleoside transporter.. . . .

Manes.04G130200.v6.10.502214 ####### 0.131 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.04G130600.v6.12.4349204 1.28387 8E-20 up yes pfam03061 4HBT Thioesterase superfamily. This family contains a wide variety of enzymes, principally thioesterases. This family includes 4HBT (EC 3.1.2.23) which catalyses the final step in the biosynthesis of 4-hydroxybenzoate from 4-chlorobenzoate in the soil dwelling microbe Pseudomonas CBS-3. This family includes various cytosolic long-chain acyl-CoA thioester hydrolases. Long-chain acyl-CoA hydrolases hydrolyse palmitoyl-CoA to CoA and palmitate, they also catalyse the hydrolysis of other long chain fatty acyl-CoA thioesters.. . . .

Manes.04G130700.v6.15.6328932 2.49388 0.0036 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0080055|low-affinity nitrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0080054|low-affinity nitrate transmembrane transporter activity;.

Manes.04G130900.v6.12.5448814 1.3476 2E-23 up yes pfam00857 IsochorismataseIsochorismatase family. This family are hydrolase enzymes.GO:0019740|nitrogen utilization;GO:0006212|uracil catabolic process;. GO:0016811|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;K09020

Manes.04G131400.v6.10.496148 ####### 0.0004 down yes pfam03012 PP_M1 Phosphoprotein. This family includes the M1 phosphoprotein non-structural RNA polymerase alpha subunit, which is thought to be a component of the active polymerase, and may be involved in template binding.. . . .

Manes.04G131700.v6.11.4403014 0.52637 4E-06 up no pfam01417 ENTH ENTH domain. The ENTH (Epsin N-terminal homology) domain is found in proteins involved in endocytosis and cytoskeletal machinery. The function of the ENTH domain is unknown.GO:0006886|intracellular protein transport;GO:0005622|intracellular;GO:0016020|membrane;. .



Manes.04G132400.v6.10.6586178 ####### 0.1373 down no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.04G132700.v6.10.1458942 ####### 4E-18 down yes pfam09622 DUF2391 Putative integral membrane protein (DUF2391). This entry is found in Nostoc sp. PCC 7120, Agrobacterium tumefaciens, Rhizobium meliloti, and Gloeobacter violaceus in a conserved two-gene neighbourhood. Proteins containing this entry appear to span the membrane seven times.. . . .

Manes.04G132800.v6.10.2411957 ####### 2E-12 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.04G133000.v6.10.0859697 -3.54003 3E-27 down yes pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.04G133100.v6.11.0396132 5.60E-02 0.6215 up no pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;.

Manes.04G133200.v6.16.686369 2.74E+00 6E-18 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.04G133400.v6.11.2653986 3.40E-01 0.0074 up no pfam00069 Pkinase Protein kinase domain.GO:0018105|peptidyl-serine phosphorylation;GO:0006909|phagocytosis;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0000139|Golgi membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08957

Manes.04G133700.v6.113.66044 3.77193 4E-23 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0070574|cadmium ion transmembrane transport;GO:0015691|cadmium ion transport;GO:0071366|cellular response to indolebutyric acid stimulus;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009817|defense response to fungus, incompatible interaction;GO:0006855|drug transmembrane transport;GO:0042344|indole glucosinolate catabolic process;GO:0031348|negative regulation of defense response;GO:0009737|response to abscisic acid;GO:0009627|systemic acquired resistance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015086|cadmium ion transmembrane transporter activity;.

Manes.04G133900.v6.14.9075485 2.295 5E-69 up yes pfam03949 Malic_M Malic enzyme, NAD binding domain.GO:0006108|malate metabolic process;GO:0005737|cytoplasm;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;K00029

Manes.04G134000.v6.15.3855858 2.4291 9E-93 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.04G134100.v6.1Inf Inf 0.1145 up no pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004871|signal transducer activity;.

Manes.04G134200.v6.10.6923557 -0.53041 0.0003 down no pfam03985 Paf1 Paf1. Members of this family are components of the RNA polymerase II associated Paf1 complex. The Paf1 complex functions during the elongation phase of transcription in conjunction with Spt4-Spt5 and Spt16-Pob3i.GO:0007507|heart development;GO:0016570|histone modification;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0016593|Cdc73/Paf1 complex;GO:0005634|nucleus;GO:0000993|RNA polymerase II core binding;K15174

Manes.04G134300.v6.10.6854245 ####### 8E-05 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G134800.v6.11.6058092 0.6833 3E-09 up no pfam04928 PAP_central Poly(A) polymerase central domain. The central domain of Poly(A) polymerase shares structural similarity with the allosteric activity domain of ribonucleotide reductase R1, which comprises a four-helix bundle and a three-stranded mixed beta- sheet. Even though the two enzymes bind ATP, the ATP-recognition motifs are different.GO:0006397|mRNA processing;GO:0031123|RNA 3'-end processing;GO:0043631|RNA polyadenylation;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;K14376

Manes.04G135000.v6.13.0878987 1.62663 3E-20 up yes pfam15385 SARG Specifically androgen-regulated gene protein. This family of proteins is found in eukaryotes, the function of this protein is still unknown but it is thought to be an androgen receptor. Protein expression is up-regulated in the presence of androgens, but not in the presence of glucocorticoids. SARG tends to be highly expressed in prostate tissue. Proteins in this family are typically between 340 and 587 amino acids in length. There is a conserved EETI sequence motif.. . . .

Manes.04G135500.v6.1NA NA NA -- no pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.. . . .

Manes.04G135600.v6.10.3268441 -1.61333 0.0013 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.04G135700.v6.10.930442 ####### 0.5324 down no pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.04G136200.v6.12.3359903 1.22E+00 0.0002 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.04G136300.v6.11.9521691 9.65E-01 4E-05 up no pfam05153 DUF706 Family of unknown function (DUF706). Family of uncharacterized eukaryotic function. Some members have a described putative function, but a common theme is not evident.GO:0019310|inositol catabolic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0005737|cytoplasm;GO:0050113|inositol oxygenase activity;GO:0005506|iron ion binding;.

Manes.04G136600.v6.10.9412107 ####### 0.4487 down no pfam03594 BenE Benzoate membrane transport protein.GO:0007623|circadian rhythm;GO:0010031|circumnutation;GO:0048573|photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12125

Manes.04G136900.v6.13.2458261 1.70E+00 1E-20 up yes pfam01419 Jacalin Jacalin-like lectin domain. Proteins containing this domain are lectins. It is found in 1 to 6 copies in these proteins. The domain is also found in the animal prostatic spermine-binding protein.GO:0019762|glucosinolate catabolic process;GO:0080028|nitrile biosynthetic process;. GO:0030246|carbohydrate binding;.

Manes.04G137000.v6.11.6438337 7.17E-01 5E-08 up no pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0045324|late endosome to vacuole transport;GO:0006623|protein targeting to vacuole;GO:0005737|cytoplasm;GO:0010008|endosome membrane;GO:0005770|late endosome;. K12197

Manes.04G137100.v6.1Inf Inf 0.1136 up no pfam10926 DUF2800 Protein of unknown function (DUF2800). This is a family of uncharacterized proteins found in bacteria and viruses. Some members of this family are annotated as being Phi APSE P51-like proteins.. . . .

Manes.04G137300.v6.10.6067323 ####### 3E-07 down no pfam01778 Ribosomal_L28eRibosomal L28e protein family.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02903

Manes.04G137700.v6.11.5828977 6.63E-01 6E-09 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;K11843

Manes.04G137900.v6.10.8989779 -0.15364 0.4254 down no pfam05091 eIF-3_zeta Eukaryotic translation initiation factor 3 subunit 7 (eIF-3). This family is made up of eukaryotic translation initiation factor 3 subunit 7 (eIF-3 zeta/eIF3 p66/eIF3d). Eukaryotic initiation factor 3 is a multi-subunit complex that is required for binding of mRNA to 40 S ribosomal subunits, stabilisation of ternary complex binding to 40 S subunits, and dissociation of 40 and 60 S subunits. These functions and the complex nature of eIF3 suggest multiple interactions with many components of the translational machinery. The gene coding for the protein has been implicated in cancer in mammals.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K03251

Manes.04G138200.v6.16.4781302 2.69558 1E-21 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.04G138600.v6.10.0809819 -3.62626 0.0176 down yes pfam00011 HSP20 Hsp20/alpha crystallin family.GO:0010286|heat acclimation;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;. K13993

Manes.04G139100.v6.10.6339541 ####### 3E-07 down no pfam00636 Ribonuclease_3Ribonuclease III domain.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0004525|ribonuclease III activity;GO:0019843|rRNA binding;K11145

Manes.04G139300.v6.10.6100786 -0.71293 3E-06 down no pfam04633 Herpes_BMRF2Herpesvirus BMRF2 protein.. . . .

Manes.04G139600.v6.11.5223663 0.60632 6E-07 up no pfam05879 RHD3 Root hair defective 3 GTP-binding protein (RHD3). This family consists of several eukaryotic root hair defective 3 like GTP-binding proteins. It has been speculated that the RHD3 protein is a member of a novel class of GTP-binding proteins that is widespread in eukaryotes and required for regulated cell enlargement. The family also contains the homologous yeast synthetic enhancement of YOP1 (SEY1) protein which is involved in membrane trafficking.GO:0030036|actin cytoskeleton organization;GO:0009932|cell tip growth;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0009832|plant-type cell wall biogenesis;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.04G139800.v6.10.7049207 ####### 8E-05 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.04G139900.v6.10.7560599 ####### 0.0071 down no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.04G140400.v6.10.7282301 -0.45753 0.0019 down no pfam12706 Lactamase_B_2Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.04G140600.v6.11.5426039 6.25E-01 9E-07 up no pfam00956 NAP Nucleosome assembly protein (NAP). NAP proteins are involved in moving histones into the nucleus, nucleosome assembly and chromatin fluidity. They affect the transcription of many genes.GO:0009294|DNA mediated transformation;GO:0006334|nucleosome assembly;GO:0046686|response to cadmium ion;GO:0016444|somatic cell DNA recombination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0042393|histone binding;GO:0042802|identical protein binding;.

Manes.04G140900.v6.10.5072154 -0.97933 6E-05 down no pfam00513 Late_protein_L2Late Protein L2.. GO:0005634|nucleus;. .

Manes.04G141200.v6.11.5774783 0.65762 1E-08 up no pfam13246 Hydrolase_like2Putative hydrolase of sodium-potassium ATPase alpha subunit. This is a putative hydrolase of the sodium-potassium ATPase alpha subunit.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K01530

Manes.04G141300.v6.11.5423676 6.25E-01 3E-08 up no pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.04G141400.v6.13.1628424 1.66122 1E-35 up yes pfam12023 DUF3511 Domain of unknown function (DUF3511). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 50 amino acids in length. This domain has two completely conserved residues (Y and K) that may be functionally important.. . . .

Manes.04G141800.v6.11.7012006 0.76655 2E-11 up no pfam00198 2-oxoacid_dh2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0045254|pyruvate dehydrogenase complex;GO:0005507|copper ion binding;GO:0004742|dihydrolipoyllysine-residue acetyltransferase activity;K00627

Manes.04G141900.v6.1Inf Inf 0.1921 up no pfam05975 EcsB Bacterial ABC transporter protein EcsB. This family consists of several bacterial ABC transporter proteins which are homologous to the EcsB protein of Bacillus subtilis. EcsB is thought to encode a hydrophobic protein with six membrane-spanning helices in a pattern found in other hydrophobic components of ABC transporters.. . . .

Manes.04G142100.v6.11.8798291 0.9106 4E-14 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.04G142500.v6.10.5132524 -0.96226 3E-16 down no pfam07728 AAA_5 AAA domain (dynein-related subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0022618|ribonucleoprotein complex assembly;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016887|ATPase activity;K14572

Manes.04G142600.v6.11.2194179 2.86E-01 0.092 up no pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.04G142700.v6.11.3162375 3.96E-01 0.0005 up no pfam06741 LsmAD LsmAD domain. This domain is found associated with Lsm domain.GO:0010603|regulation of cytoplasmic mRNA processing body assembly;GO:0034063|stress granule assembly;GO:0010494|cytoplasmic stress granule;GO:0044822|poly(A) RNA binding;.

Manes.04G143000.v6.10.4197881 ####### 9E-15 down yes pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.. GO:0005634|nucleus;. .

Manes.04G143200.v6.10.5774442 -0.79225 4E-07 down no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.04G143500.v6.11.0573937 8.05E-02 1 up no pfam08268 FBA_3 F-box associated domain.GO:0016567|protein ubiquitination;. . .

Manes.04G144900.v6.10.0344035 ####### 4E-214 down yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0009734|auxin-activated signaling pathway;GO:0048046|apoplast;GO:0005618|cell wall;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.04G145100.v6.11.6328452 0.70739 0.0015 up no pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.04G145400.v6.10.7371276 -0.44001 0.0036 down no pfam02291 TFIID-31kDaTranscription initiation factor IID, 31kD subunit. This family represents the N-terminus of the 31kD subunit (42kD in drosophila) of transcription initiation factor IID (TAFII31). TAFII31 binds to p53, and is an essential requirement for p53 mediated transcription activation.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K03133

Manes.04G145500.v6.14.5374384 2.18188 3E-24 up yes pfam04607 RelA_SpoT Region found in RelA / SpoT proteins. This region of unknown function is found in RelA and SpoT of Escherichia coli, and their homologues in plants and in other eubacteria. RelA is a guanosine 3',5'-bis-pyrophosphate (ppGpp) synthetase (EC:2.7.6.5) while SpoT is thought to be a bifunctional enzyme catalyzing both ppGpp synthesis and degradation (ppGpp 3'-pyrophosphohydrolase, (EC:3.1.7.2)). This region is often found in association with HD (pfam01966), a metal-dependent phosphohydrolase, TGS (pfam02824) which is a possible nucleotide-binding region, and the ACT regulatory domain (pfam01842).GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.04G145600.v6.1Inf Inf 0.0012 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.04G145700.v6.1Inf Inf 0.0392 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.04G145900.v6.1 0.281 ####### 2E-05 down yes pfam11808 DUF3329 Domain of unknown function (DUF3329). This family of proteins are functionally uncharacterized. This family is only found in bacteria.. . . .

Manes.04G146100.v6.10.5622263 ####### 1E-12 down no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.04G146300.v6.12.8391544 1.51E+00 2E-37 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;K14085

Manes.04G146600.v6.10.4612496 ####### 4E-14 down yes pfam00092 VWA von Willebrand factor type A domain.GO:0030212|hyaluronan metabolic process;GO:0070062|extracellular exosome;GO:0004867|serine-type endopeptidase inhibitor activity;.

Manes.04G147100.v6.10.9936721 ####### 0.9803 down no pfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;. GO:0005524|ATP binding;GO:0004550|nucleoside diphosphate kinase activity;K00940

Manes.04G148000.v6.11.2998239 0.37832 0.0021 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.04G148600.v6.10.4661362 ####### 2E-14 down yes pfam10595 UPF0564 Uncharacterized protein family UPF0564. This family of proteins has no known function. However, one of the members is annotated as an EF-hand family protein.. . . .

Manes.04G149300.v6.10.4398962 -1.18476 3E-16 down yes pfam00318 Ribosomal_S2Ribosomal protein S2.GO:0042545|cell wall modification;GO:0006096|glycolytic process;GO:0007030|Golgi organization;GO:0006972|hyperosmotic response;GO:0009664|plant-type cell wall organization;GO:0046686|response to cadmium ion;GO:0009266|response to temperature stimulus;GO:0000028|ribosomal small subunit assembly;GO:0001510|RNA methylation;GO:0006412|translation;GO:0006833|water transport;GO:0009507|chloroplast;GO:0022627|cytosolic small ribosomal subunit;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02998

Manes.04G149400.v6.10.2864942 -1.80342 2E-29 down yes pfam00318 Ribosomal_S2Ribosomal protein S2.GO:0042545|cell wall modification;GO:0006096|glycolytic process;GO:0007030|Golgi organization;GO:0006972|hyperosmotic response;GO:0009664|plant-type cell wall organization;GO:0046686|response to cadmium ion;GO:0009266|response to temperature stimulus;GO:0000028|ribosomal small subunit assembly;GO:0001510|RNA methylation;GO:0006412|translation;GO:0006833|water transport;GO:0009507|chloroplast;GO:0022627|cytosolic small ribosomal subunit;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02998

Manes.04G149500.v6.12.7154287 1.44118 1E-12 up yes pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0007033|vacuole organization;GO:0005774|vacuolar membrane;GO:0042578|phosphoric ester hydrolase activity;.

Manes.04G150200.v6.10.5260039 ####### 3E-11 down no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.04G150300.v6.12.1713838 1.11861 0.01 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.04G150500.v6.11.9701088 9.78E-01 2E-16 up no pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0010256|endomembrane system organization;GO:0046854|phosphatidylinositol phosphorylation;GO:0009555|pollen development;GO:0090332|stomatal closure;GO:0007033|vacuole organization;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005739|mitochondrion;GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00921

Manes.04G150600.v6.12.8126493 1.49E+00 2E-10 up yes pfam12044 Metallopep Putative peptidase family. This family of proteins is functionally uncharacterized. However, it does contain an HEXXH motif characteristic of metallopeptidases. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 625 to 773 amino acids in length.. . . .

Manes.04G150700.v6.10.3244982 ####### 0.0001 down yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;. .

Manes.04G150900.v6.13.3251965 1.73344 3E-28 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0042853|L-alanine catabolic process;GO:0001666|response to hypoxia;GO:0005739|mitochondrion;GO:0004021|L-alanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00814

Manes.04G151000.v6.10.200023 ####### 6E-57 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.04G151100.v6.10.7380903 -0.43813 0.0004 down no pfam14910 MMS22L_N S-phase genomic integrity recombination mediator, N-terminal. MMS22L (Methyl methanesulfonate-sensitivity protein 22-like) is found in yeast, plants and vertebrates, and is integrally concerned with DNA forking and repair mechanisms during replication. MMS22L complexes with TONSL and this complex accumulates at regions of ssDNA associated with distressed replication forks or at processed DNA breaks. Its depletion results in high levels of endogenous DNA double-strand breaks caused by an inability to complete DNA synthesis after replication fork collapse. Thus the complex mediates recovery from replication stress and homologous recombination in vertebrates, yeasts and plants. This family is the more N-terminal region of the proteins.GO:0010252|auxin homeostasis;GO:0006417|regulation of translation;GO:0009749|response to glucose;GO:0009744|response to sucrose;GO:0005730|nucleolus;GO:0003723|RNA binding;K14790

Manes.04G151300.v6.11.7414721 8.00E-01 1E-11 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K04554

Manes.04G151500.v6.10.1796036 -2.47711 8E-17 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.04G151700.v6.10.6955093 -0.52386 0.0135 down no pfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.04G152000.v6.11.6115062 0.68841 1E-08 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0030163|protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K03061

Manes.04G153100.v6.11.0711263 9.91E-02 1 up no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.04G153400.v6.1NA NA NA -- no pfam04079 DUF387 Putative transcriptional regulators (Ypuh-like). This family of conserved bacterial proteins are thought to possibly be helix-turn-helix type transcriptional regulators.. . . .

Manes.04G153500.v6.10.2926049 ####### 0.0079 down yes pfam10321 7TM_GPCR_SrtSerpentine type 7TM GPCR chemoreceptor Srt. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srt is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.04G153600.v6.11.4225925 5.09E-01 1E-05 up no pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006886|intracellular protein transport;GO:0005737|cytoplasm;GO:0005634|nucleus;. K18460

Manes.04G153700.v6.11.4411222 5.27E-01 2E-05 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.04G154400.v6.10.5184458 -0.94774 2E-11 down no pfam01849 NAC NAC domain. GO:0015031|protein transport;. . .

Manes.04G154600.v6.11.809803 0.85583 3E-07 up no pfam05743 UEV UEV domain. This family includes the eukaryotic tumor susceptibility gene 101 protein (TSG101). Altered transcripts of this gene have been detected in sporadic breast cancers and many other human malignancies. However, the involvement of this gene in neoplastic transformation and tumorigenesis is still elusive. TSG101 is required for normal cell function of embryonic and adult tissues but that this gene is not a tumor suppressor for sporadic forms of breast cancer. This family is related to the ubiquitin conjugating enzymes.GO:0051301|cell division;GO:0006464|cellular protein modification process;GO:0015031|protein transport;GO:0010091|trichome branching;GO:0005769|early endosome;GO:0000813|ESCRT I complex;GO:0005770|late endosome;GO:0043234|protein complex;GO:0043130|ubiquitin binding;K12183

Manes.04G155400.v6.12.5121574 1.33E+00 1E-25 up yes pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.04G155800.v6.10.2941846 ####### 7E-08 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.04G155900.v6.11.0188215 2.69E-02 0.8049 up no pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0051607|defense response to virus;GO:0045087|innate immune response;GO:0045089|positive regulation of innate immune response;GO:0032728|positive regulation of interferon-beta production;GO:0006383|transcription from RNA polymerase III promoter;GO:0005666|DNA-directed RNA polymerase III complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K03021

Manes.04G156000.v6.10.9020039 ####### 0.2445 down no pfam00685 Sulfotransfer_1Sulfotransferase domain.. GO:0005737|cytoplasm;GO:0008146|sulfotransferase activity;.



Manes.04G156100.v6.11.7614125 0.81673 2E-08 up no pfam13812 PPR_3 Pentatricopeptide repeat domain. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. GO:0009941|chloroplast envelope;GO:0005739|mitochondrion;. .

Manes.04G156200.v6.1Inf Inf 0.2198 up no pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.04G156300.v6.15.7084731 2.5131 6E-50 up yes pfam01625 PMSR Peptide methionine sulfoxide reductase. This enzyme repairs damaged proteins. Methionine sulfoxide in proteins is reduced to methionine.. . . .

Manes.04G156500.v6.11.4336842 0.51973 7E-06 up no pfam00929 RNase_T Exonuclease. This family includes a variety of exonuclease proteins, such as ribonuclease T and the epsilon subunit of DNA polymerase III.;GO:0000738|DNA catabolic process, exonucleolytic;GO:0000467|exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0000175|3'-5'-exoribonuclease activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K18417

Manes.04G156600.v6.10.464629 -1.10585 2E-19 down yes pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0006360|transcription from RNA polymerase I promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K03002

Manes.04G156700.v6.1NA NA NA -- no pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . .

Manes.04G156800.v6.10.5838612 ####### 3E-07 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0005829|cytosol;GO:0008469|histone-arginine N-methyltransferase activity;GO:0046872|metal ion binding;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;K11436

Manes.04G156900.v6.10.7091136 ####### 4E-05 down no pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.. . . .

Manes.04G157300.v6.10.1044229 -3.25949 3E-16 down yes pfam05916 Sld5 GINS complex protein. The eukaryotic GINS complex is essential for the initiation and elongation phases of DNA replication. It consists of four paralogous protein subunits (Sld5, Psf1, Psf2 and Psf3), all of which are included in this family. The GINS complex is conserved from yeast to humans, and has been shown in human to bind directly to DNA primase.GO:0071165|GINS complex assembly;GO:1902975|mitotic DNA replication initiation;GO:1902977|mitotic DNA replication preinitiation complex assembly;GO:0005737|cytoplasm;GO:0031261|DNA replication preinitiation complex;GO:0000790|nuclear chromatin;GO:0043596|nuclear replication fork;. K10734

Manes.04G157400.v6.10.2956085 -1.75824 0.0184 down yes pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).GO:0071482|cellular response to light stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0051091|positive regulation of sequence-specific DNA binding transcription factor activity;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.04G158100.v6.10.201513 -2.31105 8E-20 down yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0008219|cell death;GO:0045454|cell redox homeostasis;GO:0006952|defense response;GO:0006662|glycerol ether metabolic process;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0031347|regulation of defense response;GO:0009507|chloroplast;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.04G158400.v6.10.4724323 -1.08182 2E-17 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.04G159000.v6.1Inf Inf 0.8798 up no pfam03358 FMN_red NADPH-dependent FMN reductase.GO:0042742|defense response to bacterium;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;.

Manes.04G159200.v6.10.6900333 -0.53526 0.0016 down no pfam05142 DUF702 Domain of unknown function (DUF702). Members of this family are found in various putative zinc finger proteins.GO:0009851|auxin biosynthetic process;GO:0009734|auxin-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.04G159500.v6.10.3253758 ####### 1E-15 down yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.04G160300.v6.12.7100674 1.44E+00 2E-35 up yes pfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0005975|carbohydrate metabolic process;. GO:0052692|raffinose alpha-galactosidase activity;.

Manes.04G160600.v6.11.7460292 8.04E-01 3E-11 up no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005737|cytoplasm;. .

Manes.04G160700.v6.10.6275949 -0.67209 1E-05 down no pfam04055 Radical_SAMRadical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0009249|protein lipoylation;GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0016992|lipoate synthase activity;GO:0046872|metal ion binding;K03644

Manes.04G160900.v6.10.3170767 -1.6571 7E-07 down yes pfam06747 CHCH CHCH domain. we have identified a conserved motif in the LOC118487 protein that we have called the CHCH motif. Alignment of this protein with related members showed the presence of three subgroups of proteins, which are called the S (Small), N (N-terminal extended) and C (C-terminal extended) subgroups. All three sub-groups of proteins have in common that they contain a predicted conserved [coiled coil 1]-[helix 1]-[coiled coil 2]-[helix 2] domain (CHCH domain). Within each helix of the CHCH domain, there are two cysteines present in a C-X9-C motif. The N-group contains an additional double helix domain, and each helix contains the C-X9-C motif. This family contains a number of characterized proteins: Cox19 protein - a nuclear gene of Saccharomyces cerevisiae, codes for an 11-kDa protein (Cox19p) required for expression of cytochrome oxidase. Because cox19 mutants are able to synthesize the mitochondrial and nuclear gene products of cytochrome oxidase, Cox19p probably functions post-translationally during assGO:0006457|protein folding;GO:0045041|protein import into mitochondrial intermembrane space;GO:0031305|integral component of mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005742|mitochondrial outer membrane translocase complex;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0016491|oxidoreductase activity;.

Manes.04G161000.v6.11.4828008 5.68E-01 3E-05 up no pfam04842 DUF639 Plant protein of unknown function (DUF639). Plant protein of unknown function.. . . .

Manes.04G161100.v6.11.6923721 7.59E-01 2E-09 up no pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.. . GO:0003676|nucleic acid binding;.

Manes.04G161400.v6.1#NAME? #NAME? 1 down no pfam14763 HPS3_C Hermansky-Pudlak syndrome 3, C-terminal. This domain is downstream of the mid domain family, pfam14762, of these vertebrate proteins. This region carries a number of tyrosine sorting motifs and the second of two di-leucine sorting boxes at residues 711-717 well as the ER membrane-retention signal KKPL at residues 1000-1003 in human Hermansky-Pudlak syndrome 3 protein. There is also reference to a human Mendelian disease at MIM:614072.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.04G161600.v6.12.5169607 1.33168 6E-13 up yes pfam14559 TPR_19 Tetratricopeptide repeat.. . . .

Manes.04G162100.v6.12.0625999 1.04E+00 1E-09 up yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0003677|DNA binding;.

Manes.04G162300.v6.10.7158438 -0.48228 0.0002 down no pfam01459 Porin_3 Eukaryotic porin.GO:0006811|ion transport;GO:0006626|protein targeting to mitochondrion;GO:0071806|protein transmembrane transport;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0046930|pore complex;GO:0005774|vacuolar membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;GO:0015288|porin activity;K11518

Manes.04G162500.v6.11.4707569 0.55656 0.0226 up no pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.04G162900.v6.13.1186798 1.64094 1E-16 up yes pfam05705 DUF829 Eukaryotic protein of unknown function (DUF829). This family consists of several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;. .

Manes.04G163300.v6.19.8910153 3.30612 9E-51 up yes pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009690|cytokinin metabolic process;GO:0010103|stomatal complex morphogenesis;GO:0005615|extracellular space;GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00279

Manes.04G163400.v6.10.2506331 ####### 1E-49 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.04G163700.v6.10.9200162 ####### 0.3348 down no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11841

Manes.04G163900.v6.11.9449422 9.60E-01 2E-15 up no pfam07145 PAM2 Ataxin-2 C-terminal region. The PABP-interacting motif PAM2 has been identified in various eukaryotic proteins as an important binding site for pfam00658. It has been found in a wide range of eukaryotic proteins. Strikingly, this motif appears to occur solely outside of globular domains.GO:0009617|response to bacterium;GO:0009644|response to high light intensity;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;. .

Manes.04G164100.v6.12.4544058 1.29537 0.0252 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.04G164600.v6.11.9443656 0.9593 1E-12 up no pfam07839 CaM_bindingPlant calmodulin-binding domain. The sequences featured in this family are found repeated in a number of plant calmodulin-binding proteins and are thought to constitute the calmodulin-binding domains. Binding of the proteins to calmodulin depends on the presence of calcium ions. These proteins are thought to be involved in various processes, such as plant defence responses and stolonisation or tuberization.. . . .

Manes.04G165100.v6.10.6694696 ####### 1E-05 down no pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;.

Manes.04G165200.v6.10.6556915 -0.60891 2E-07 down no pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009506|plasmodesma;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;.

Manes.04G165300.v6.11.7580961 8.14E-01 9E-06 up no pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.. . GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;.

Manes.04G165400.v6.10.434645 -1.20209 2E-18 down yes pfam00003 7tm_3 7 transmembrane sweet-taste receptor of 3 GCPR. This is a domain of seven transmembrane regions that forms the C-terminus of some subclass 3 G-coupled-protein receptors. It is often associated with a downstream cysteine-rich linker domain, NCD3G pfam07562, which is the human sweet-taste receptor, and the N-terminal domain, ANF_receptor pfam01094. The seven TM regions assemble in such a way as to produce a docking pocket into which such molecules as cyclamate and lactisole have been found to bind and consequently confer the taste of sweetness.. . . .

Manes.04G165600.v6.11.6645668 7.35E-01 2E-09 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.04G165700.v6.10.2508869 ####### 0.2176 down no pfam01191 RNA_pol_Rpb5_CRNA polymerase Rpb5, C-terminal domain. The assembly domain of Rpb5. The archaeal equivalent to this domain is subunit H. Subunit H lacks the N-terminal domain.GO:0006351|transcription, DNA-templated;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.04G165800.v6.11.7562868 8.13E-01 2E-10 up no pfam01008 IF-2B Initiation factor 2 subunit family. This family includes initiation factor 2B alpha, beta and delta subunits from eukaryotes, initiation factor 2B subunits 1 and 2 from archaebacteria and some proteins of unknown function from prokaryotes. Initiation factor 2 binds to Met-tRNA, GTP and the small ribosomal subunit. Members of this family have also been characterized as 5-methylthioribose- 1-phosphate isomerases, an enzyme of the methionine salvage pathway. The crystal structure of Ypr118w, a non-essential, low-copy number gene product from Saccharomyces cerevisiae, reveals a dimeric protein with two domains and a putative active site cleft.GO:0043547|positive regulation of GTPase activity;GO:0006446|regulation of translational initiation;GO:0005737|cytoplasm;GO:0005851|eukaryotic translation initiation factor 2B complex;GO:0005525|GTP binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0003743|translation initiation factor activity;K03754

Manes.04G165900.v6.17.0435151 2.8163 2E-23 up yes pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.05G000400.v6.11.0620897 0.08691 0.5285 up no pfam04194 PDCD2_C Programmed cell death protein 2, C-terminal putative domain.GO:0006919|activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:1902035|positive regulation of hematopoietic stem cell proliferation;GO:0012501|programmed cell death;GO:1901532|regulation of hematopoietic progenitor cell differentiation;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;K14801

Manes.05G000500.v6.10.6658748 -0.58668 0.0004 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0015297|antiporter activity;GO:0051724|NAD transporter activity;K15115

Manes.05G001000.v6.10.7253945 -0.46316 0.0001 down no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.05G001200.v6.174.30627 6.21541 2E-48 up yes pfam05087 Rota_VP2 Rotavirus VP2 protein. Rotavirus particles consist of three concentric proteinaceous capsid layers. The innermost capsid (core) is made of VP2. The genomic RNA and the two minor proteins VP1 and VP3 are encapsidated within this layer. The N-terminus of rotavirus VP2 is necessary for the encapsidation of VP1 and VP3.. . . .

Manes.05G001800.v6.10.5640608 -0.82608 9E-09 down no pfam02769 AIRS_C AIR synthase related protein, C-terminal domain. This family includes Hydrogen expression/formation protein HypE, AIR synthases EC:6.3.3.1, FGAM synthase EC:6.3.5.3 and selenide, water dikinase EC:2.7.9.3. The function of the C-terminal domain of AIR synthase is unclear, but the cleft formed between N and C domains is postulated as a sulphate binding site.GO:0006189|'de novo' IMP biosynthetic process;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004641|phosphoribosylformylglycinamidine cyclo-ligase activity;.

Manes.05G002100.v6.12.2812347 1.18981 2E-15 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0052033|pathogen-associated molecular pattern dependent induction by symbiont of host innate immune response;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005886|plasma membrane;. K09517

Manes.05G002200.v6.118.224545 4.19E+00 2E-145 up yes pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.05G003100.v6.10.2062661 ####### 5E-17 down yes pfam00493 MCM MCM2/3/5 family.GO:0007049|cell cycle;GO:0006270|DNA replication initiation;GO:0006268|DNA unwinding involved in DNA replication;GO:0006355|regulation of transcription, DNA-templated;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0042555|MCM complex;GO:0005634|nucleus;GO:0000347|THO complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;GO:0046872|metal ion binding;K02210

Manes.05G003700.v6.10.8182912 ####### 0.0501 down no pfam08457 Sfi1 Sfi1 spindle body protein. This is a family of fungal spindle pole body proteins that play a role in spindle body duplication. They contain binding sites for calmodulin-like proteins called centrins which are present in microtubule-organizing centres.. GO:0016021|integral component of membrane;GO:0005746|mitochondrial respiratory chain;. .

Manes.05G003800.v6.10.6619186 -0.59527 0.0012 down no pfam08450 SGL SMP-30/Gluconolaconase/LRE-like region. This family describes a region that is found in proteins expressed by a variety of eukaryotic and prokaryotic species. These proteins include various enzymes, such as senescence marker protein 30 (SMP-30), gluconolactonase and luciferin-regenerating enzyme (LRE). SMP-30 is known to hydrolyse diisopropyl phosphorofluoridate in the liver, and has been noted as having sequence similarity, in the region described in this family, with PON1 and LRE.. . . .

Manes.05G003900.v6.10.4853312 ####### 1E-11 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.05G004600.v6.1NA NA NA -- no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.05G004900.v6.11.4498167 5.36E-01 3E-06 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12835

Manes.05G005600.v6.114.316591 3.84E+00 4E-11 up yes pfam00050 Kazal_1 Kazal-type serine protease inhibitor domain. Usually indicative of serine protease inhibitors. However, kazal-like domains are also seen in the extracellular part of agrins, which are not known to be protease inhibitors. Kazal domains often occur in tandem arrays. Small alpha+beta fold containing three disulphides. Alignment also includes a single domain from transporters in the OATP/PGT family.. . . .

Manes.05G005700.v6.115.034678 3.91022 2E-19 up yes pfam00050 Kazal_1 Kazal-type serine protease inhibitor domain. Usually indicative of serine protease inhibitors. However, kazal-like domains are also seen in the extracellular part of agrins, which are not known to be protease inhibitors. Kazal domains often occur in tandem arrays. Small alpha+beta fold containing three disulphides. Alignment also includes a single domain from transporters in the OATP/PGT family.. . . .

Manes.05G006100.v6.10.9291626 -0.106 0.4789 down no pfam13919 ASXH Asx homology domain. A conserved alpha helical domain with a characteristic LXXLL motif. The LXXLL motif is detected in diverse transcription factors, coactivators and corepressors and is implicated in mediating interactions between them. The ASXH domain is found in animals, fungi and plants and is predicted to play a role in mediating contact between transcription factors and chromatin-associated complexes. In Drosophila Asx and Human ASXL1, the ASXH domain is predicted to mediate interactions with the Calypso and BAP1 deubiquitinases (DUBs) which further belong to the UCHL5/UCH37 clade of DUBs.. . . .

Manes.05G006200.v6.10.5672198 -0.81802 3E-10 down no pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.05G006300.v6.10.6904993 -0.53429 8E-05 down no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0097067|cellular response to thyroid hormone stimulus;GO:0030574|collagen catabolic process;GO:0046697|decidualization;GO:0030855|epithelial cell differentiation;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0070062|extracellular exosome;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0042470|melanosome;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0048471|perinuclear region of cytoplasm;GO:0004197|cysteine-type endopeptidase activity;K01363

Manes.05G006800.v6.10.9934118 -0.00954 0.9234 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0010074|maintenance of meristem identity;GO:0006470|protein dephosphorylation;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.05G007100.v6.11.1089068 0.14914 0.2731 up no pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0032836|glomerular basement membrane development;GO:0072015|glomerular visceral epithelial cell development;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005886|plasma membrane;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.05G007300.v6.11.9157784 9.38E-01 2E-16 up no pfam03222 Trp_Tyr_permTryptophan/tyrosine permease family.. . . .

Manes.05G007500.v6.11.7660322 0.82051 0.003 up no . . . . . . .

Manes.05G007700.v6.10.2511863 ####### 2E-47 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G007900.v6.11.3788506 0.46347 0.0011 up no pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0045324|late endosome to vacuole transport;GO:0000815|ESCRT III complex;GO:0008565|protein transporter activity;K15053

Manes.05G008200.v6.10.6680931 ####### 6E-07 down no pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0015995|chlorophyll biosynthetic process;GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0004729|oxygen-dependent protoporphyrinogen oxidase activity;K00231

Manes.05G008800.v6.10.5612833 -0.8332 2E-07 down no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.05G008900.v6.10.7471673 -0.4205 0.024 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.. . . .

Manes.05G009300.v6.15.0905984 2.34784 0.0099 up yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.05G009600.v6.10.4433882 -1.17336 3E-11 down yes pfam02028 BCCT BCCT family transporter.. . . .

Manes.05G009700.v6.10.8127699 -0.29908 0.0155 down no pfam03108 DBD_Tnp_MutMuDR family transposase. This region is found in plant proteins that are presumed to be the transposases for Mutator transposable elements. These transposons contain two ORFs. The molecular function of this region is unknown.. . . .

Manes.05G010100.v6.11.4990714 0.58407 0.0006 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. . . .

Manes.05G010700.v6.14.5030654 2.17E+00 7E-43 up yes pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0061025|membrane fusion;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005874|microtubule;GO:0000407|pre-autophagosomal structure;GO:0019779|Atg8 activating enzyme activity;GO:0019776|Atg8 ligase activity;GO:0019786|Atg8-specific protease activity;K08341

Manes.05G011200.v6.10.4161894 ####### 3E-08 down yes pfam03364 Polyketide_cycPolyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. The family also includes proteins which are involved in the binding/transport of lipids.. . . .

Manes.05G011300.v6.14.5883039 2.19796 5E-60 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14803

Manes.05G011400.v6.12.0338823 1.02424 7E-19 up yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G011500.v6.10.2801748 -1.8356 0.0003 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G012000.v6.19.2906961 3.22E+00 2E-12 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.05G012100.v6.119.664614 4.29753 4E-14 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G012500.v6.10.6593608 ####### 0.0003 down no pfam07281 INSIG Insulin-induced protein (INSIG). This family contains a number of eukaryotic Insulin-induced proteins (INSIG-1 and INSIG-2) approximately 200 residues long. INSIG-1 and INSIG-2 are found in the endoplasmic reticulum and bind the sterol-sensing domain of SREBP cleavage-activating protein (SCAP), preventing it from escorting SREBPs to the Golgi. Their combined action permits feedback regulation of cholesterol synthesis over a wide range of sterol concentrations.. . . .

Manes.05G012800.v6.10.383908 ####### 0.0019 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G013200.v6.1Inf Inf 0.8798 up no pfam14291 DUF4371 Domain of unknown function (DUF4371).. . . .

Manes.05G013500.v6.180.969713 6.34E+00 6E-48 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0009733|response to auxin;GO:0009624|response to nematode;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G013600.v6.16.7200134 2.75E+00 9E-10 up yes pfam13520 AA_permease_2Amino acid permease.GO:0030154|cell differentiation;GO:2000280|regulation of root development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G014000.v6.112.317196 3.62E+00 0.0099 up yes . . . . . . .

Manes.05G014100.v6.10.6143839 -0.70279 2E-09 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0010019|chloroplast-nucleus signaling pathway;GO:0031930|mitochondria-nucleus signaling pathway;GO:0009507|chloroplast;GO:0003677|DNA binding;.

Manes.05G014200.v6.10.501002 -0.99711 2E-17 down no pfam13620 CarboxypepD_regCarboxypeptidase regulatory-like domain.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0030246|carbohydrate binding;.

Manes.05G014300.v6.10.8398525 -0.25179 0.0969 down no pfam09459 EB_dh Ethylbenzene dehydrogenase. Eythylbenzene dehydrogenase is a heterotrimer of three subunits that catalyses the anaerobic degradation of hydrocarbons. The alpha subunit contains the catalytic centre as a Molybdenum cofactor-complex. This removes an electron-pair from the hydrocarbon and passes it along an electron transport system involving iron-sulphur complexes held in the beta subunit and a Haem b molecule contained in the gamma subunit. The electron-pair is then subsequently passed to an as yet unknown receiver. The enzyme is found in a variety of different bacteria.. . . .



Manes.05G014800.v6.11.9614748 0.97194 8E-12 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0090603|sieve element differentiation;GO:0090602|sieve element enucleation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G015000.v6.10.7345838 ####### 0.1796 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.05G015500.v6.11.5082646 5.93E-01 4E-06 up no pfam00069 Pkinase Protein kinase domain.GO:0006914|autophagy;GO:0015031|protein transport;GO:0034045|pre-autophagosomal structure membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G015700.v6.10.6597004 ####### 0.0003 down no pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.GO:0009773|photosynthetic electron transport in photosystem I;GO:0009737|response to abscisic acid;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0030093|chloroplast photosystem I;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009295|nucleoid;GO:0009508|plastid chromosome;GO:0009579|thylakoid;GO:0003677|DNA binding;.

Manes.05G015800.v6.10.3114928 -1.68273 8E-44 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G016100.v6.11.0172389 2.47E-02 1 up no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.05G016500.v6.10.8480049 ####### 0.0833 down no pfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0004739|pyruvate dehydrogenase (acetyl-transferring) activity;K00161

Manes.05G016600.v6.10.2491426 ####### 3E-43 down yes pfam00428 Ribosomal_60s60s Acidic ribosomal protein. This family includes archaebacterial L12, eukaryotic P0, P1 and P2.GO:0006414|translational elongation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02942

Manes.05G016900.v6.10.2066374 ####### 6E-15 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0070935|3'-UTR-mediated mRNA stabilization;GO:0007049|cell cycle;GO:0007050|cell cycle arrest;GO:0030154|cell differentiation;GO:0006977|DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrest;GO:0006978|DNA damage response, signal transduction by p53 class mediator resulting in transcription of p21 class mediator;GO:0006397|mRNA processing;GO:0008285|negative regulation of cell proliferation;GO:0010830|regulation of myotube differentiation;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005829|cytosol;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;.

Manes.05G017600.v6.138.494595 5.27E+00 1E-162 up yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0010025|wax biosynthetic process;GO:0022626|cytosolic ribosome;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009922|fatty acid elongase activity;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.05G017700.v6.11.8472407 8.85E-01 6E-09 up no pfam00069 Pkinase Protein kinase domain.GO:0051365|cellular response to potassium ion starvation;GO:0055075|potassium ion homeostasis;GO:0043266|regulation of potassium ion transport;GO:0009409|response to cold;GO:0010555|response to mannitol;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G017900.v6.11.5529744 0.63503 6E-05 up no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.05G018100.v6.10.9777351 ####### 0.7714 down no pfam05030 SSXT SSXT protein (N-terminal region). The SSXT or SS18 protein is involved in synovial sarcoma in humans. A SYT-SSX fusion gene resulting from the chromosomal translocation t(X;18) (p11;q11) is characteristic of synovial sarcomas. This translocation fuses the SSXT (SYT) gene from chromosome 18 to either of two homologous genes at Xp11, SSX1 or SSX2.GO:0008283|cell proliferation;GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003713|transcription coactivator activity;.

Manes.05G018200.v6.134.661434 5.12E+00 1E-11 up yes pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G018400.v6.11.5961089 6.75E-01 5E-06 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0035556|intracellular signal transduction;GO:0010150|leaf senescence;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G018500.v6.13.3319308 1.73636 1E-27 up yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.05G018700.v6.1683.35038 9.41648 2E-46 up yes pfam00046 Homeobox Homeobox domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G018800.v6.19.2770299 3.21E+00 5E-83 up yes pfam04220 YihI Der GTPase activator (YihI). YihI activates the GTPase activity of Der, a 50S ribosomal subunit stability factor. The stimulation is specific to Der as YihI does not stimulate the GTPase activity of Era or ObgE. The interaction of YihI with Der requires only the C-terminal 78 amino acids of YihI. A yihI deletion mutant is viable and shows a shorter lag period, but the same post-lag growth rate as a wild-type strain. yihI is expressed during the lag period. Overexpression of yihI inhibits cell growth and biogenesis of the 50S ribosomal subunit. YihI is an unusual, highly hydrophilic protein with an uneven distribution of charged residues, resulting in an N-terminal region with high pI and a C-terminal region with low pI.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G018900.v6.10.6026995 ####### 5E-07 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0040008|regulation of growth;GO:0044550|secondary metabolite biosynthetic process;GO:0048316|seed development;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.05G019000.v6.10.3448434 ####### 3E-15 down yes pfam03641 Lysine_decarboxPossible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.. . . .

Manes.05G019900.v6.1Inf Inf 0.8764 up no pfam04547 Anoctamin Calcium-activated chloride channel. The family carries eight putative transmembrane domains, and, although it has no similarity to other known channel proteins, it is clearly a calcium-activated ionic channel. It is expressed in various secretory epithelia, the retina and sensory neurons, and mediates receptor-activated chloride currents in diverse physiological processes.. . . .

Manes.05G020000.v6.17.3593672 2.87958 4E-12 up yes pfam13833 EF-hand_8 EF-hand domain pair.GO:0010091|trichome branching;. GO:0005509|calcium ion binding;.

Manes.05G020500.v6.11.6945295 0.76088 3E-09 up no pfam04061 ORMDL ORMDL family. Evidence form suggests that ORMDLs are involved in protein folding in the ER. Orm proteins have been identified as negative regulators of sphingolipid synthesis that form a conserved complex with serine palmitoyltransferase, the first and rate-limiting enzyme in sphingolipid production. This novel and conserved protein complex, has been termed the SPOTS complex (serine palmitoyltransferase, Orm1/2, Tsc3, and Sac1).GO:0006672|ceramide metabolic process;GO:0090155|negative regulation of sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.05G021900.v6.1Inf Inf 0.4066 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.05G022000.v6.11.64474 0.71786 5E-09 up no pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G022300.v6.10.5202854 ####### 2E-05 down no pfam01967 MoaC MoaC family. Members of this family are involved in molybdenum cofactor biosynthesis. However their molecular function is not known.GO:0006777|Mo-molybdopterin cofactor biosynthetic process;GO:0009507|chloroplast;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K03639

Manes.05G022500.v6.10.4508933 ####### 6E-12 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.05G022900.v6.17.2374745 2.85549 6E-06 up yes pfam06974 DUF1298 Protein of unknown function (DUF1298). This family represents the C-terminus (approximately 170 residues) of a number of hypothetical plant proteins of unknown function.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.05G023300.v6.11.2990309 0.37744 0.0861 up no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.05G023400.v6.1#NAME? #NAME? 0.1602 down no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0030247|polysaccharide binding;GO:0008270|zinc ion binding;.

Manes.05G023600.v6.1#NAME? #NAME? 0.0038 down yes pfam04197 Birna_RdRp Birnavirus RNA dependent RNA polymerase (VP1). Birnaviruses are dsRNA viruses. This family corresponds to the RNA dependent RNA polymerase. This protein is also known as VP1. All of the birnavirus VP1 proteins contain conserved RdRp motifs that reside in the catalytic "palm" domain of all classes of polymerases. However, the birnavirus RdRps lack the highly conserved Gly-Asp-Asp (GDD) sequence, a component of the proposed catalytic site of this enzyme family that exists in the conserved motif VI of the palm domain of other RdRps.. . . .

Manes.05G023800.v6.1NA NA NA -- no pfam11155 DUF2935 Domain of unknown function (DUF2935). This family of proteins with unknown function appears to be restricted to Firmicutes. The structure of this protein has been solved and each domain is composed of four alpha helices. A metal cluster composed of iron and magnesium lies between the two domains.. . . .

Manes.05G024000.v6.10.5204668 -0.94212 2E-11 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.05G024800.v6.10.3803952 -1.39443 4E-11 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0051301|cell division;GO:0009567|double fertilization forming a zygote and endosperm;GO:0051307|meiotic chromosome separation;GO:0007126|meiotic nuclear division;GO:0000785|chromatin;GO:0000775|chromosome, centromeric region;GO:0000777|condensed chromosome kinetochore;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11253

Manes.05G024900.v6.10.2589965 ####### 0.0001 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G025100.v6.12.3382227 1.22541 1E-15 up yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.05G025200.v6.10.2758103 -1.85825 2E-14 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.05G025300.v6.10.7022483 -0.50995 0.0002 down no pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.05G026500.v6.14.0706836 2.03E+00 2E-59 up yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.05G026700.v6.18.9621488 3.16E+00 2E-38 up yes pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G026800.v6.11.9492322 0.96291 0.0261 up no pfam06697 DUF1191 Protein of unknown function (DUF1191). This family contains hypothetical plant proteins of unknown function.. . . .

Manes.05G026900.v6.10.5059218 ####### 7E-06 down no pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.05G027100.v6.11.7873997 0.83786 2E-12 up no pfam07707 BACK BTB And C-terminal Kelch. This domain is found associated with pfam00651 and pfam01344. The BACK domain is found juxtaposed to the BTB domain; they are separated by as little as two residues. This family appears to be closely related to the BTB domain (Finn RD, personal observation).GO:0016567|protein ubiquitination;GO:0010114|response to red light;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;.

Manes.05G028600.v6.110.109253 3.3376 5E-27 up yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.05G029300.v6.11.6886978 0.75591 2E-06 up no pfam02548 Pantoate_transfKetopantoate hydroxymethyltransferase. Ketopantoate hydroxymethyltransferase (EC:2.1.2.11) is the first enzyme in the pantothenate biosynthesis pathway.GO:0015940|pantothenate biosynthetic process;GO:0005739|mitochondrion;GO:0003864|3-methyl-2-oxobutanoate hydroxymethyltransferase activity;GO:0050897|cobalt ion binding;GO:0008168|methyltransferase activity;GO:0008270|zinc ion binding;K00606

Manes.05G029400.v6.10.5839983 ####### 0.0038 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G029500.v6.13.3151353 1.73E+00 4E-22 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006952|defense response;GO:0010150|leaf senescence;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K13425

Manes.05G029900.v6.1194.61436 7.60E+00 2E-30 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0016847|1-aminocyclopropane-1-carboxylate synthase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.05G030000.v6.13.3418396 1.74064 2E-21 up yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.05G030100.v6.11.4824341 0.56797 2E-06 up no pfam02826 2-Hacid_dh_CD-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.GO:0048444|floral organ morphogenesis;GO:0048530|fruit morphogenesis;GO:0031129|inductive cell-cell signaling;GO:0009965|leaf morphogenesis;GO:0000226|microtubule cytoskeleton organization;GO:0042814|monopolar cell growth;GO:0055114|oxidation-reduction process;GO:0008360|regulation of cell shape;GO:0045604|regulation of epidermal cell differentiation;GO:0010482|regulation of epidermal cell division;GO:2000039|regulation of trichome morphogenesis;GO:0010091|trichome branching;GO:0005829|cytosol;GO:0005874|microtubule;GO:0005802|trans-Golgi network;GO:0042802|identical protein binding;GO:0051287|NAD binding;GO:0042803|protein homodimerization activity;.

Manes.05G030200.v6.12.1980224 1.13621 1E-23 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G030500.v6.1Inf Inf 0.8798 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0050662|coenzyme binding;GO:0045552|dihydrokaempferol 4-reductase activity;.

Manes.05G031100.v6.11.5164076 0.60066 1E-06 up no pfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.GO:0009793|embryo development ending in seed dormancy;GO:0048364|root development;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.05G031300.v6.10.2945168 ####### 1E-19 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.05G031400.v6.14.2517229 2.08805 4E-21 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.05G031800.v6.12.5135772 1.32974 1E-12 up yes pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. . . .

Manes.05G031900.v6.10.3535287 ####### 0.0316 down yes pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.. . . .

Manes.05G032000.v6.14.1654956 2.05849 1E-57 up yes pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0006612|protein targeting to membrane;GO:0006906|vesicle fusion;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0008565|protein transporter activity;GO:0005484|SNAP receptor activity;K08506

Manes.05G032100.v6.11.832369 8.74E-01 2E-09 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0009555|pollen development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G032300.v6.10.6033547 -0.72892 5E-06 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G032400.v6.11.3913639 0.4765 0.0002 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.05G032600.v6.11.0165132 2.36E-02 0.8918 up no pfam01448 ELM2 ELM2 domain. The ELM2 (Egl-27 and MTA1 homology 2) domain is a small domain of unknown function. It is found in the MTA1 protein that is part of the NuRD complex. The domain is usually found to the N terminus of a myb-like DNA binding domain pfam00249. ELM2 is also found associated with an ARID DNA binding domain pfam01388 in a member from Arabidopsis thaliana. This suggests that ELM2 may also be involved in DNA binding, or perhaps is a protein-protein interaction domain.GO:0016575|histone deacetylation;GO:0048235|pollen sperm cell differentiation;GO:0010628|positive regulation of gene expression;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0048555|generative cell nucleus;GO:0000118|histone deacetylase complex;GO:0048556|microsporocyte nucleus;GO:0003677|DNA binding;.

Manes.05G033000.v6.18.012624 3.00227 6E-48 up yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0019499|cyanide metabolic process;GO:0006535|cysteine biosynthetic process from serine;GO:0009836|fruit ripening, climacteric;GO:0009611|response to wounding;GO:0005739|mitochondrion;GO:0004124|cysteine synthase activity;GO:0050017|L-3-cyanoalanine synthase activity;GO:0016740|transferase activity;K13034

Manes.05G033200.v6.13.3445128 1.7418 1E-51 up yes pfam10110 GPDPase_membMembrane domain of glycerophosphoryl diester phosphodiesterase. Members of this family comprise the membrane domain of the prokaryotic enzyme glycerophosphoryl diester phosphodiesterase.. . . .

Manes.05G033300.v6.10.2000532 ####### 2E-19 down yes pfam14630 ORC5_C Origin recognition complex (ORC) subunit 5 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 5.GO:0006260|DNA replication;GO:0005737|cytoplasm;GO:0005664|nuclear origin of replication recognition complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000808|origin recognition complex;GO:0005524|ATP binding;K02607

Manes.05G033500.v6.10.1889907 -2.40361 3E-68 down yes pfam07690 MFS_1 Major Facilitator Superfamily.GO:0098656|anion transmembrane transport;GO:0015882|L-ascorbic acid transport;GO:0010028|xanthophyll cycle;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015229|L-ascorbic acid transporter activity;.

Manes.05G033700.v6.11.5055596 0.5903 3E-07 up no pfam04258 Peptidase_A22BSignal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.. GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.05G033800.v6.16.6787244 2.73957 3E-05 up yes pfam00069 Pkinase Protein kinase domain.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G034000.v6.10.1859123 ####### 6E-05 down yes pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0051026|chiasma assembly;GO:0009554|megasporogenesis;GO:0042138|meiotic DNA double-strand break formation;GO:0009556|microsporogenesis;GO:0005634|nucleus;. .

Manes.05G034300.v6.11.4851939 5.71E-01 3E-06 up no pfam09497 Med12 Transcription mediator complex subunit Med12. Med12 is a negative regulator of the Gli3-dependent sonic hedgehog signalling pathway via its interaction with Gli3 within the RNA polymerase II transcriptional Mediator. A complex is formed between Med12, Med13, CDK8 and CycC which is responsible for suppression of transcription. This subunit forms part of the Kinase section of Mediator.GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;.

Manes.05G034700.v6.10.248915 -2.00627 6E-29 down yes pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0009957|epidermal cell fate specification;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G034800.v6.10.6613623 -0.59649 0.0002 down no pfam01373 Glyco_hydro_14Glycosyl hydrolase family 14. This family are beta amylases.GO:0000272|polysaccharide catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016161|beta-amylase activity;K01177

Manes.05G035000.v6.10.6177449 -0.69492 3E-09 down no pfam01158 Ribosomal_L36eRibosomal protein L36e.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02920

Manes.05G035100.v6.10.6004558 -0.73587 0.0399 down no pfam00336 DNA_pol_viral_CDNA polymerase (viral) C-terminal domain.. . . .

Manes.05G035800.v6.1Inf Inf 0.8764 up no pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.05G036000.v6.10.3559916 ####### 3E-21 down yes pfam01062 Bestrophin Bestrophin, RFP-TM, chloride channel. Bestrophin is a 68-kDa basolateral plasma membrane protein expressed in retinal pigment epithelial cells (RPE). It is encoded by the VMD2 gene, which is mutated in Best macular dystrophy, a disease characterized by a depressed light peak in the electrooculogram. VMD2 encodes a 585-amino acid protein with an approximate mass of 68 kDa which has been designated bestrophin. Bestrophin shares homology with the Caenorhabditis elegans RFP gene family, named for the presence of a conserved arginine (R), phenylalanine (F), proline (P), amino acid sequence motif. Bestrophin is a plasma membrane protein, localized to the basolateral surface of RPE cells consistent with a role for bestrophin in the generation or regulation of the EOG light peak. Bestrophin and other RFP family members represent a new class of chloride channels, indicating a direct role for bestrophin in generating the light peak. The VMD2 gene underlying Best disease was shown to represent the first human member of . GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;. .

Manes.05G036200.v6.10.712274 -0.4895 0.0018 down no pfam07152 YaeQ YaeQ protein. This family consists of several hypothetical bacterial proteins of around 180 residues in length which are often known as YaeQ. YaeQ is homologous to RfaH, a specialized transcription elongation protein. YaeQ is known to compensate for loss of RfaH function.. . . .

Manes.05G036600.v6.11.8155442 8.60E-01 5E-08 up no pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).. GO:0016021|integral component of membrane;. .

Manes.05G036700.v6.1NA NA NA -- no pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.05G037000.v6.1#NAME? #NAME? 0.6515 down no pfam14906 DUF4495 Domain of unknown function (DUF4495). This domain family is found in eukaryotes, and is typically between 322 and 336 amino acids in length. There are two conserved sequence motifs: QMW and DLW. Proteins in this family vary in length from 793 to 1184 amino acids.. . . .

Manes.05G037100.v6.10.8354795 ####### 0.2435 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G037300.v6.10.5907523 ####### 0.0012 down no pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.05G037500.v6.10.497328 ####### 2E-11 down yes pfam03332 PMM Eukaryotic phosphomannomutase. This enzyme EC:5.4.2.8 is involved in the synthesis of the GDP-mannose and dolichol-phosphate-mannose required for a number of critical mannosyl transfer reactions.GO:0009298|GDP-mannose biosynthetic process;GO:0019307|mannose biosynthetic process;GO:0005737|cytoplasm;GO:0004615|phosphomannomutase activity;K17497

Manes.05G038100.v6.11.8001687 0.84813 2E-09 up no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0009707|chloroplast outer membrane;GO:0043661|peribacteroid membrane;GO:0046481|digalactosyldiacylglycerol synthase activity;K09480

Manes.05G038300.v6.10.5692563 ####### 0.0004 down no pfam06218 NPR2 Nitrogen permease regulator 2. This family of regulators are involved in post-translational control of nitrogen permease.. . . .

Manes.05G038700.v6.10.6911418 ####### 4E-06 down no pfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0005525|GTP binding;GO:0046872|metal ion binding;K03110

Manes.05G039300.v6.11.4231412 0.50908 0.8717 up no pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.05G039400.v6.10.4502543 -1.15119 2E-18 down yes pfam01852 START START domain.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0042335|cuticle development;GO:0048364|root development;GO:0048765|root hair cell differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.05G039600.v6.10.1179987 ####### 2E-16 down yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.05G039800.v6.11.5076239 5.92E-01 2E-05 up no pfam05648 PEX11 Peroxisomal biogenesis factor 11 (PEX11). This family consists of several peroxisomal biogenesis factor 11 (PEX11) proteins from several eukaryotic species. The PEX11 peroxisomal membrane proteins promote peroxisome division in multiple eukaryotes.GO:0016559|peroxisome fission;GO:0007031|peroxisome organization;GO:0044375|regulation of peroxisome size;GO:0005779|integral component of peroxisomal membrane;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0042802|identical protein binding;.

Manes.05G040100.v6.14.0354918 2.01274 5E-36 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.05G040900.v6.10.6934532 ####### 0.0001 down no pfam08610 Pex16 Peroxisomal membrane protein (Pex16). Pex16 is a peripheral protein located at the matrix face of the peroxisomal membrane.GO:0006633|fatty acid biosynthetic process;GO:0007031|peroxisome organization;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;. K13335

Manes.05G042000.v6.1Inf Inf 0.8764 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0030154|cell differentiation;GO:0010022|meristem determinacy;GO:0045893|positive regulation of transcription, DNA-templated;GO:0010093|specification of floral organ identity;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09264

Manes.05G042200.v6.10.6995131 ####### 4E-05 down no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0010289|homogalacturonan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.05G042400.v6.10.3205751 ####### 3E-12 down yes pfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0009854|oxidative photosynthetic carbon pathway;GO:0009853|photorespiration;. GO:0030267|glyoxylate reductase (NADP) activity;GO:0016618|hydroxypyruvate reductase activity;GO:0051287|NAD binding;K15919

Manes.05G042500.v6.10.0992178 -3.33326 3E-64 down yes pfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0009854|oxidative photosynthetic carbon pathway;GO:0009853|photorespiration;. GO:0030267|glyoxylate reductase (NADP) activity;GO:0016618|hydroxypyruvate reductase activity;GO:0051287|NAD binding;K15919

Manes.05G043500.v6.11.7453949 8.04E-01 6E-11 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007409|axonogenesis;GO:0032506|cytokinetic process;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0001578|microtubule bundle formation;GO:0051013|microtubule severing;GO:0031117|positive regulation of microtubule depolymerization;GO:0034214|protein hexamerization;GO:0051260|protein homooligomerization;GO:0005813|centrosome;GO:0016021|integral component of membrane;GO:0005874|microtubule;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0043014|alpha-tubulin binding;GO:0005524|ATP binding;GO:0048487|beta-tubulin binding;GO:0008017|microtubule binding;GO:0008568|microtubule-severing ATPase activity;K13254

Manes.05G043700.v6.14.9412313 2.30487 9E-31 up yes pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.05G044300.v6.10.9780788 ####### 0.8019 down no pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0005829|cytosol;GO:0016020|membrane;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K18442

Manes.05G044900.v6.10.6870469 ####### 0.001 down no pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.05G045000.v6.13.3601088 1.74851 0.527 up no pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.05G045200.v6.11.4148338 5.01E-01 0.0036 up no pfam07386 DUF1499 Protein of unknown function (DUF1499). This family consists of several hypothetical bacterial and plant proteins of around 125 residues in length. The function of this family is unknown.. . . .

Manes.05G045500.v6.10.4969464 ####### 3E-08 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0006952|defense response;GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.05G045700.v6.10.4459091 ####### 1E-10 down yes pfam01073 3Beta_HSD 3-beta hydroxysteroid dehydrogenase/isomerase family. The enzyme 3 beta-hydroxysteroid dehydrogenase/5-ene-4-ene isomerase (3 beta-HSD) catalyses the oxidation and isomerization of 5-ene-3 beta-hydroxypregnene and 5-ene-hydroxyandrostene steroid precursors into the corresponding 4-ene-ketosteroids necessary for the formation of all classes of steroid hormones.GO:0006952|defense response;GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.05G045800.v6.10.4898305 ####### 0.0003 down yes pfam03999 MAP65_ASE1Microtubule associated protein (MAP65/ASE1 family).GO:0000910|cytokinesis;GO:0000226|microtubule cytoskeleton organization;GO:0007067|mitotic nuclear division;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005634|nucleus;GO:0000922|spindle pole;. K16732

Manes.05G046100.v6.10.795825 ####### 0.0397 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.05G046200.v6.12.6197492 1.39E+00 4E-12 up yes pfam10248 Mlf1IP Myelodysplasia-myeloid leukemia factor 1-interacting protein. This entry is the conserved central region of a group of proteins that are putative transcriptional repressors. The structure contains a putative 14-3-3 binding motif involved in the subcellular localisation of various regulatory molecules, and it may be that interaction with the transcription factor DREF could be regulated through this motif. DREF regulates proliferation-related genes in Drosophila. Mlf1IP is expressed in both the nuclei and the cytoplasm and thus may have multi-functions.. . . .

Manes.05G046500.v6.10.3760655 -1.41094 1E-11 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G046900.v6.10.823152 ####### 0.0142 down no pfam00275 EPSP_synthaseEPSP synthase (3-phosphoshikimate 1-carboxyvinyltransferase).GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009635|response to herbicide;GO:0009507|chloroplast;GO:0003866|3-phosphoshikimate 1-carboxyvinyltransferase activity;.

Manes.05G047000.v6.10.6004092 -0.73598 3E-05 down no pfam00456 Transketolase_NTransketolase, thiamine diphosphate binding domain. This family includes transketolase enzymes EC:2.2.1.1. and also partially matches to 2-oxoisovalerate dehydrogenase beta subunit EC:1.2.4.4. Both these enzymes utilize thiamine pyrophosphate as a cofactor, suggesting there may be common aspects in their mechanism of catalysis.GO:0019253|reductive pentose-phosphate cycle;GO:0009535|chloroplast thylakoid membrane;GO:0046872|metal ion binding;GO:0004802|transketolase activity;K00615

Manes.05G047200.v6.11.3323999 4.14E-01 0.0002 up no pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.05G047400.v6.10.847376 ####### 0.0368 down no pfam12612 TFCD_C Tubulin folding cofactor D C terminal. This domain family is found in eukaryotes, and is typically between 182 and 199 amino acids in length. The family is found in association with pfam02985. There is a single completely conserved residue R that may be functionally important. Tubulin folding cofactor D does not co-polymerize with microtubules either in vivo or in vitro, but instead modulates microtubule dynamics by sequestering beta-tubulin from GTP-bound alphabeta-heterodimers in microtubules.GO:0009793|embryo development ending in seed dormancy;GO:0000226|microtubule cytoskeleton organization;GO:0007017|microtubule-based process;GO:0043547|positive regulation of GTPase activity;GO:0006457|protein folding;GO:0007021|tubulin complex assembly;GO:0005829|cytosol;GO:0005874|microtubule;GO:0009506|plasmodesma;GO:0048487|beta-tubulin binding;GO:0005096|GTPase activator activity;GO:0015631|tubulin binding;.

Manes.05G047700.v6.1Inf Inf 7E-11 up yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.05G048200.v6.10.5305886 -0.91433 0.009 down no pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.05G048700.v6.10.7896266 ####### 0.003 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0051301|cell division;GO:0007623|circadian rhythm;GO:0010492|maintenance of shoot apical meristem identity;GO:0006355|regulation of transcription, DNA-templated;GO:0048768|root hair cell tip growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G048800.v6.10.5488657 -0.86547 3E-08 down no pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.05G049100.v6.11.9495959 0.96318 9E-16 up no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.05G049400.v6.10.6299221 -0.66675 4E-06 down no pfam03828 PAP_assoc Cid1 family poly A polymerase. This domain is found in poly(A) polymerases and has been shown to have polynucleotide adenylyltransferase activity. Proteins in this family have been located to both the nucleus and the cytoplasm.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0042493|response to drug;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;GO:0004652|polynucleotide adenylyltransferase activity;.

Manes.05G049700.v6.1Inf Inf 0.1136 up no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009828|plant-type cell wall loosening;GO:0019953|sexual reproduction;GO:0009826|unidimensional cell growth;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.05G049800.v6.10.1742006 -2.52118 3E-10 down yes pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;. . .

Manes.05G049900.v6.10.3363424 -1.572 4E-17 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009567|double fertilization forming a zygote and endosperm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G050100.v6.10.6052493 -0.7244 0.0013 down no pfam03911 Sec61_beta Sec61beta family. This family consists of homologues of Sec61beta - a component of the Sec61/SecYEG protein secretory system. The domain is found in eukaryotes and archaea and is possibly homologous to the bacterial SecG. It consists of a single putative transmembrane helix, preceded by a short stretch containing various charged residues; this arrangement may help determine orientation in the cell membrane.GO:0006886|intracellular protein transport;GO:0016021|integral component of membrane;GO:0005784|Sec61 translocon complex;. K09481

Manes.05G050200.v6.11.3092688 0.38876 0.0016 up no pfam04054 Not1 CCR4-Not complex component, Not1. The Ccr4-Not complex is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.GO:0035195|gene silencing by miRNA;GO:0033147|negative regulation of intracellular estrogen receptor signaling pathway;GO:0048387|negative regulation of retinoic acid receptor signaling pathway;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0017148|negative regulation of translation;GO:0010606|positive regulation of cytoplasmic mRNA processing body assembly;GO:0061014|positive regulation of mRNA catabolic process;GO:1900153|positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0060213|positive regulation of nuclear-transcribed mRNA poly(A) tail shortening;GO:2000036|regulation of stem cell population maintenance;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0001829|trophectodermal cell differentiation;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0005615|extracellular space;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0005778|peroxisomal membrane;GO:0070016|armadillo repeat domain binding;GO:0030331|estrogen receptor binding;GO:0044822|poly(A) RNA binding;GO:0032947|protein complex scaffold;GO:0019904|protein domain specific binding;GO:0042974|retinoic acid receptor binding;K12604

Manes.05G051100.v6.10.9689631 ####### 0.8104 down no pfam02866 Ldh_1_C lactate/malate dehydrogenase, alpha/beta C-terminal domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes.GO:0005975|carbohydrate metabolic process;GO:0006108|malate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0030060|L-malate dehydrogenase activity;K00025

Manes.05G051300.v6.10.5484315 ####### 0.1693 down no pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.05G051800.v6.11.6408019 0.7144 1E-09 up no pfam07819 PGAP1 PGAP1-like protein. The sequences found in this family are similar to PGAP1. This is an endoplasmic reticulum membrane protein with a catalytic serine containing motif that is conserved in a number of lipases. PGAP1 functions as a GPI inositol-deacylase; this deacylation is important for the efficient transport of GPI-anchored proteins from the endoplasmic reticulum to the Golgi body.. . . .

Manes.05G051900.v6.11.3675205 0.45156 7E-05 up no pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0051301|cell division;GO:0016049|cell growth;GO:0009817|defense response to fungus, incompatible interaction;GO:0033523|histone H2B ubiquitination;GO:0010390|histone monoubiquitination;GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0006513|protein monoubiquitination;GO:0010389|regulation of G2/M transition of mitotic cell cycle;GO:0010162|seed dormancy process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10696

Manes.05G052000.v6.12.3944549 1.2597 9E-05 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G052200.v6.11.8312618 0.87284 1E-07 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;.

Manes.05G052700.v6.10.6132728 ####### 0.0023 down no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G053000.v6.12.1310201 1.09154 0.0003 up yes pfam04699 P16-Arc ARP2/3 complex 16 kDa subunit (p16-Arc). The Arp2/3 protein complex has been implicated in the control of actin polymerization. The human complex consists of seven subunits which include the actin related proteins Arp2 and Arp3, and five others referred to as p41-Arc, p34-Arc, p21-Arc, p20-Arc, and p16-Arc. The precise function of p16-Arc is currently unknown. Its structure consists of a single domain containing a bundle of seven alpha helices.GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0042995|cell projection;GO:0005737|cytoplasm;. K05754

Manes.05G053200.v6.10.292782 -1.7721 0.0022 down yes pfam01184 Grp1_Fun34_YaaHGPR1/FUN34/yaaH family. The Ady2 protein in is required for acetate in Saccharomyces cerevisiae, and is probably an acetate transporter. A homologue in Yarrowia lipolytica (GPR1) has a role in acetic acid sensitivity.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.05G053400.v6.10.983958 ####### 0.8542 down no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0048527|lateral root development;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G054000.v6.1Inf Inf 0.1921 up no pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.05G054300.v6.1Inf Inf 0.2166 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G054500.v6.14.2310345 2.08E+00 5E-52 up yes pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010387|COP9 signalosome assembly;GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. K12180

Manes.05G054700.v6.10.5605869 -0.83499 1E-12 down no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.05G054800.v6.10.7417014 ####### 0.0002 down no pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.05G054900.v6.1NA NA NA -- no pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;K16818

Manes.05G055100.v6.1NA NA NA -- no pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0009507|chloroplast;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;K16818

Manes.05G055500.v6.12.4668564 1.30E+00 3E-29 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0046686|response to cadmium ion;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0032588|trans-Golgi network membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07874

Manes.05G055800.v6.10.7543535 -0.40669 0.0005 down no pfam12204 DUF3598 Domain of unknown function (DUF3598). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 230 and 398 amino acids in length. These proteins are formed entirely from B sheets which form a barrel structure similar to those seen in the lipocalin superfamily.. . . .

Manes.05G055900.v6.10.5710125 -0.80841 1E-09 down no pfam04727 ELMO_CED12ELMO/CED-12 family. This family represents a conserved domain which is found in a number of eukaryotic proteins including CED-12, ELMO I and ELMO II. ELMO1 is a component of signalling pathways that regulate phagocytosis and cell migration and is the mammalian orthologue of the C. elegans gene, ced-12. CED-12 is required for the engulfment of dying cells and cell migration. In mammalian cells, ELMO1 interacts with Dock180 as part of the CrkII/Dock180/Rac pathway responsible for phagocytosis and cell migration. ELMO1 is ubiquitously expressed, although its expression is highest in the spleen, an organ rich in immune cells. ELMO1 has a PH domain and a polyproline sequence motif at its C terminus which are not present in this alignment.GO:0048870|cell motility;GO:0030837|negative regulation of actin filament polymerization;GO:0050764|regulation of phagocytosis;GO:0030587|sorocarp development;GO:0005737|cytoplasm;GO:0045159|myosin II binding;.

Manes.05G056200.v6.10.2900864 ####### 3E-07 down yes pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.05G056400.v6.10.3591359 -1.4774 2E-30 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.05G056500.v6.10.1891451 -2.40243 9E-30 down yes pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;. . .

Manes.05G056900.v6.11.6155618 0.69204 2E-09 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0007623|circadian rhythm;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0070937|CRD-mediated mRNA stability complex;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0005654|nucleoplasm;GO:0030529|ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13160

Manes.05G057000.v6.10.6462079 ####### 0.0049 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0007015|actin filament organization;GO:0010413|glucuronoxylan metabolic process;GO:0009832|plant-type cell wall biogenesis;GO:0007264|small GTPase mediated signal transduction;GO:0045492|xylan biosynthetic process;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005525|GTP binding;K04392

Manes.05G057400.v6.10.7829013 -0.3531 0.0092 down no pfam01780 Ribosomal_L37aeRibosomal L37ae protein family. This ribosomal protein is found in archaebacteria and eukaryotes. It contains four conserved cysteine residues that may bind to zinc.GO:0006412|translation;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.05G057600.v6.11.4631369 5.49E-01 0.0006 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.05G057700.v6.10.9121932 -0.13259 0.2705 down no pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.GO:0006486|protein glycosylation;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;K03849

Manes.05G057800.v6.13.9488317 1.98143 8E-65 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.05G058200.v6.10.3694921 -1.43638 5E-07 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10663

Manes.05G058900.v6.1NA NA NA -- no pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . . .

Manes.05G059000.v6.11.7067027 7.71E-01 2E-09 up no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0006863|purine nucleobase transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005345|purine nucleobase transmembrane transporter activity;.

Manes.05G059200.v6.10.6331786 -0.65932 5E-08 down no pfam00390 malic Malic enzyme, N-terminal domain.GO:0006108|malate metabolic process;GO:0005759|mitochondrial matrix;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;K00028

Manes.05G059600.v6.10.8954615 -0.1593 0.1965 down no pfam00406 ADK Adenylate kinase.GO:0006207|'de novo' pyrimidine nucleobase biosynthetic process;GO:0046939|nucleotide phosphorylation;GO:0006221|pyrimidine nucleotide biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004127|cytidylate kinase activity;GO:0009041|uridylate kinase activity;K13800

Manes.05G059700.v6.112.271289 3.61721 1E-05 up yes pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404

Manes.05G059800.v6.13.8246764 1.93534 5E-12 up yes pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404

Manes.05G059900.v6.11.9090324 9.33E-01 5E-11 up no pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K15404

Manes.05G060600.v6.10.7890007 ####### 0.0076 down no pfam12265 CAF1C_H4-bdHistone-binding protein RBBP4 or subunit C of CAF1 complex. The CAF-1 complex is a conserved heterotrimeric protein complex that promotes histone H3 and H4 deposition onto newly synthesized DNA during replication or DNA repair; specifically it facilitates replication-dependent nucleosome assembly with the major histone H3 (H3.1). This domain is an alpha helix which sits just upstream of the WD40 seven-bladed beta-propeller in the human RbAp46 protein. RbAp46 folds into the beta-propeller and binds histone H4 in a groove formed between this N-terminal helix and an extended loop inserted into blade six.. GO:0005634|nucleus;. K10752

Manes.05G061100.v6.11.9312947 0.94957 0.0409 up no pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0015706|nitrate transport;GO:0010167|response to nitrate;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.05G061200.v6.10.5125974 -0.9641 2E-09 down no pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K14500

Manes.05G061600.v6.11.5067291 0.59142 0.0005 up no pfam05766 NinG Bacteriophage Lambda NinG protein. NinG or Rap is involved in recombination. Rap (recombination adept with plasmid) increases lambda-by-plasmid recombination catalysed by Escherichia coli's RecBCD pathway.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. K15141

Manes.05G061800.v6.10.8562723 ####### 0.075 down no pfam04130 Spc97_Spc98Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.GO:0043622|cortical microtubule organization;GO:0048449|floral organ formation;GO:0040007|growth;GO:0016570|histone modification;GO:0007020|microtubule nucleation;GO:0009909|regulation of flower development;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005815|microtubule organizing center;GO:0009506|plasmodesma;GO:0000922|spindle pole;GO:0045298|tubulin complex;. .

Manes.05G061900.v6.10.5401462 -0.88858 4E-14 down no pfam00875 DNA_photolyaseDNA photolyase. This domain binds a light harvesting cofactor.GO:0006281|DNA repair;GO:0018298|protein-chromophore linkage;. GO:0003913|DNA photolyase activity;GO:0009881|photoreceptor activity;.

Manes.05G062000.v6.10.5507315 -0.86058 2E-05 down no pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0000398|mRNA splicing, via spliceosome;GO:0005829|cytosol;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005685|U1 snRNP;GO:0005687|U4 snRNP;. K11096

Manes.05G062200.v6.10.5331886 -0.90728 2E-07 down no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.05G062500.v6.10.6899025 -0.53554 5E-05 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0048366|leaf development;GO:0048573|photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0010099|regulation of photomorphogenesis;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G062700.v6.14.6731897 2.22441 2E-16 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.05G062900.v6.15.3700378 2.42493 2E-93 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.05G063000.v6.15.032793 2.33136 3E-70 up yes pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016036|cellular response to phosphate starvation;GO:0042742|defense response to bacterium;GO:0006817|phosphate ion transport;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;GO:0010167|response to nitrate;GO:0009697|salicylic acid biosynthetic process;GO:0009627|systemic acquired resistance;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.05G063200.v6.16.9433643 2.80E+00 2E-24 up yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.05G063400.v6.12.2085078 1.14E+00 1E-19 up yes pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;.

Manes.05G063700.v6.164.187296 6.00422 4E-34 up yes pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.. . . .

Manes.05G063800.v6.13.874164 1.95E+00 1E-39 up yes pfam13532 2OG-FeII_Oxy_22OG-Fe(II) oxygenase superfamily.. . GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.



Manes.05G063900.v6.1281.27145 8.14E+00 1E-131 up yes pfam03073 TspO_MBR TspO/MBR family. Tryptophan-rich sensory protein (TspO) is an integral membrane protein that acts as a negative regulator of the expression of specific photosynthesis genes in response to oxygen/light. It is involved in the efflux of porphyrin intermediates from the cell. This reduces the activity of coproporphyrinogen III oxidase, which is thought to lead to the accumulation of a putative repressor molecule that inhibits the expression of specific photosynthesis genes. Several conserved aromatic residues are necessary for TspO function: they are thought to be involved in binding porphyrin intermediates. In, the rat mitochondrial peripheral benzodiazepine receptor (MBR) was shown to not only retain its structure within a bacterial outer membrane, but also to be able to functionally substitute for TspO in TspO- mutants, and to act in a similar manner to TspO in its in situ location: the outer mitochondrial membrane. The biological significance of MBR remains unclear, however. It is thought to be involved in a GO:0006778|porphyrin-containing compound metabolic process;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0006810|transport;GO:0031969|chloroplast membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;.

Manes.05G064000.v6.1Inf Inf 6E-06 up yes pfam03053 Corona_NS3bORF3b coronavirus protein. Members of this family are non-structural proteins, approximately 250 amino acid residues long. They are found in transmissible gastroenteritis coronavirus (TGEV) and porcine respiratory coronavirus (PRCV) isolates. These proteins are found on the same mRNA as another product, designated ORF3a. While ORF3a/b has been implicated in TGEV and PRCV pathogenesis, its precise role remains unclear.. . . .

Manes.05G064100.v6.13.1419148 1.65164 4E-43 up yes pfam05208 ALG3 ALG3 protein. The formation of N-glycosidic linkages of glycoproteins involves the ordered assembly of the common Glc3Man9GlcNAc2 core-oligosaccharide on the lipid carrier dolichyl pyrophosphate. Whereas early mannosylation steps occur on the cytoplasmic side of the endoplasmic reticulum with GDP-Man as donor, the final reactions from Man5GlcNAc2-PP-Dol to Man9GlcNAc2-PP-Dol on the lumenal side use Dol-P-Man. ALG3 gene encodes the Dol-P-Man:Man5GlcNAc2-PP-Dol mannosyltransferase.GO:0097502|mannosylation;GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000033|alpha-1,3-mannosyltransferase activity;GO:0052925|dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase activity;K03845

Manes.05G064200.v6.13.1149004 1.63919 8E-16 up yes pfam06825 HSBP1 Heat shock factor binding protein 1. Heat shock factor binding protein 1 (HSBP1) appears to be a negative regulator of the heat shock response.. . . .

Manes.05G064400.v6.12.9459234 1.56E+00 1E-12 up yes pfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.05G064500.v6.13.5816122 1.84E+00 9E-20 up yes pfam05088 Bac_GDH Bacterial NAD-glutamate dehydrogenase. This family consists of several bacterial proteins which are closely related to NAD-glutamate dehydrogenase found in Streptomyces clavuligerus. Glutamate dehydrogenases (GDHs) are a broadly distributed group of enzymes that catalyse the reversible oxidative deamination of glutamate to ketoglutarate and ammonia.. . . .

Manes.05G064600.v6.13.4289446 1.78E+00 2E-28 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.05G064800.v6.11.4558079 0.54182 0.0036 up no pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.05G064900.v6.12.1412618 1.10E+00 7E-22 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0048102|autophagic cell death;GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0006497|protein lipidation;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0042594|response to starvation;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005634|nucleus;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.05G065600.v6.10.6781721 ####### 0.0546 down no pfam07516 SecA_SW SecA Wing and Scaffold domain. SecA protein binds to the plasma membrane where it interacts with proOmpA to support translocation of proOmpA through the membrane. SecA protein achieves this translocation, in association with SecY protein, in an ATP dependent manner. This family is composed of two C-terminal alpha helical subdomains: the wing and scaffold subdomains.. . . .

Manes.05G065800.v6.11.507155 5.92E-01 7E-05 up no pfam01545 Cation_effluxCation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;.

Manes.05G065900.v6.11.4907138 5.76E-01 5E-07 up no pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G066000.v6.11.6171916 0.69349 1E-09 up no pfam07496 zf-CW CW-type Zinc Finger. This domain appears to be a zinc finger. The alignment shows four conserved cysteine residues and a conserved tryptophan. It was first identified by, and is predicted to be a "highly specialized mononuclear four-cysteine zinc finger...that plays a role in DNA binding and/or promoting protein-protein interactions in complicated eukaryotic processes including...chromatin methylation status and early embryonic development." Weak homology to pfam00628 further evidences these predictions (personal obs: C Yeats). Twelve different CW-domain-containing protein subfamilies are described, with different subfamilies being characteristic of vertebrates, higher plants and other animals in which these domain is found.. . . .

Manes.05G066200.v6.10.2670901 ####### 1E-24 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.05G066300.v6.16.231681 2.64E+00 2E-99 up yes pfam03190 Thioredox_DsbHProtein of unknown function, DUF255.GO:0030154|cell differentiation;GO:0007275|multicellular organismal development;GO:0007283|spermatogenesis;GO:0005576|extracellular region;GO:0003824|catalytic activity;.

Manes.05G066600.v6.10.8969537 -0.15689 0.4367 down no pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.05G066800.v6.11.1777175 0.23599 0.0949 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;K18342

Manes.05G067000.v6.11.5346622 0.61792 0.402 up no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.05G067200.v6.11.7247475 0.78639 2E-11 up no pfam13881 Rad60-SLD_2Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.05G067400.v6.177.203569 6.27E+00 0.0002 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.05G067700.v6.1Inf Inf 0.8764 up no pfam03321 GH3 GH3 auxin-responsive promoter.. . . .

Manes.05G067800.v6.10.4263189 ####### 4E-25 down yes pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010311|lateral root formation;GO:0010152|pollen maturation;GO:0009733|response to auxin;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0038198|auxin receptor activity;GO:0000822|inositol hexakisphosphate binding;GO:0004842|ubiquitin-protein transferase activity;K14485

Manes.05G067900.v6.10.6361275 ####### 2E-08 down no pfam01167 Tub Tub family. . GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0009536|plastid;. .

Manes.05G068000.v6.11.5804592 6.60E-01 3E-07 up no pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.05G068200.v6.10.5565938 -0.8453 0.0092 down no pfam09878 DUF2105 Predicted membrane protein (DUF2105). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.05G068300.v6.10.5677698 -0.81662 0.0428 down no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K14486

Manes.05G068700.v6.10.6057913 -0.72311 0.0007 down no pfam00533 BRCT BRCA1 C Terminus (BRCT) domain. The BRCT domain is found predominantly in proteins involved in cell cycle checkpoint functions responsive to DNA damage. The BRCT domain of XRCC1 forms a homodimer in the crystal structure. This suggests that pairs of BRCT domains associate as homo- or heterodimers. BRCT domains are often found as tandem-repeat pairs. Structures of the BRCA1 BRCT domains revealed a basis for a widely utilized head-to-tail BRCT-BRCT oligomerization mode. This conserved tandem BRCT architecture facilitates formation of the canonical BRCT phospho-peptide interaction cleft at a groove between the BRCT domains. Disease associated missense and nonsense mutations in the BRCA1 BRCT domains disrupt peptide binding by directly occluding this peptide binding groove, or by disrupting key conserved BRCT core folding determinants.GO:0060612|adipose tissue development;GO:0006974|cellular response to DNA damage stimulus;GO:0060717|chorion development;GO:0030330|DNA damage response, signal transduction by p53 class mediator;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043542|endothelial cell migration;GO:0051568|histone H3-K4 methylation;GO:0035066|positive regulation of histone acetylation;GO:0000416|positive regulation of histone H3-K36 methylation;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0045830|positive regulation of isotype switching;GO:0031398|positive regulation of protein ubiquitination;GO:0060261|positive regulation of transcription initiation from RNA polymerase II promoter;GO:0010212|response to ionizing radiation;GO:0006351|transcription, DNA-templated;GO:0001570|vasculogenesis;GO:0035097|histone methyltransferase complex;GO:0016363|nuclear matrix;GO:0005634|nucleus;. K14972

Manes.05G069700.v6.12.6751252 1.41961 8E-27 up yes pfam05021 NPL4 NPL4 family. The HRD4 gene was identical to NPL4, a gene previously implicated in nuclear transport. Using a diverse set of substrates and direct ubiquitination assays, analysis revealed that HRD4/NPL4 is required for a poorly characterized step in ER-associated degradation after ubiquitination of target proteins but before their recognition by the 26S proteasome. Npl4p physically associates with Cdc48p via Ufd1p to form a Cdc48p-Ufd1p-Npl4p complex. The Cdc48-Ufd1-Npl4 complex functions in the recognition of several polyubiquitin-tagged proteins and facilitates their presentation to the 26S proteasome for processive degradation or even more specific processing.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043130|ubiquitin binding;GO:0031625|ubiquitin protein ligase binding;K14015

Manes.05G069800.v6.11.3109671 3.91E-01 0.002 up no pfam09592 DUF2031 Protein of unknown function (DUF2031). This protein is expressed in Plasmodium; its function is unknown. It may be the product of gene family pyst-b.. GO:0016021|integral component of membrane;GO:0005746|mitochondrial respiratory chain;. .

Manes.05G070200.v6.10.9156736 -0.12709 0.5892 down no pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G070500.v6.15.238205 2.38907 4E-46 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.05G070800.v6.13.8458975 1.94332 6E-60 up yes pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.05G071000.v6.11.5115926 5.96E-01 9E-06 up no pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009927|histidine phosphotransfer kinase activity;GO:0043424|protein histidine kinase binding;K14490

Manes.05G071400.v6.10.8488731 ####### 0.039 down no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0006829|zinc II ion transport;GO:0009507|chloroplast;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.05G071500.v6.11.2930376 0.37076 0.0531 up no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.05G071700.v6.11.474081 0.55982 9E-07 up no pfam12166 DUF3595 Protein of unknown function (DUF3595). This family of proteins is functionally uncharacterized.This family of proteins is found in eukaryotes. Proteins in this family are typically between 578 and 2525 amino acids in length.. GO:0016021|integral component of membrane;GO:0008381|mechanically-gated ion channel activity;.

Manes.05G071800.v6.10.6372779 ####### 5E-08 down no pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.. . . .

Manes.05G071900.v6.10.5307984 ####### 8E-11 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.05G072100.v6.10.5745879 -0.7994 0.0151 down no pfam12031 DUF3518 Domain of unknown function (DUF3518). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 260 amino acids in length. This domain is found associated with pfam01388.. . . .

Manes.05G072300.v6.14.250257 2.09E+00 7E-31 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.05G072500.v6.1Inf Inf 5E-30 up yes pfam03231 Bunya_NS-S_2Bunyavirus non-structural protein NS-S. This family represents the Bunyavirus NS-S family. Bunyavirus has three genomic segments: small (S), middle-sized (M), and large (L). The S segment encodes the nucleocapsid and a non-structural protein. The M segment codes for two glycoproteins, G1 and G2, and another non-structural protein (NSm). The L segment codes for an RNA polymerase.. . . .

Manes.05G072700.v6.10.8101809 -0.30368 0.0193 down no pfam12483 GIDE E3 Ubiquitin ligase. This domain family is found in bacteria, archaea and eukaryotes, and is typically between 150 and 163 amino acids in length. There is a single completely conserved residue E that may be functionally important. GIDE is an E3 ubiquitin ligase which is involved in inducing apoptosis.GO:0006919|activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0007257|activation of JUN kinase activity;GO:0071360|cellular response to exogenous dsRNA;GO:0000266|mitochondrial fission;GO:0051646|mitochondrion localization;GO:0030308|negative regulation of cell growth;GO:0071650|negative regulation of chemokine (C-C motif) ligand 5 production;GO:0050689|negative regulation of defense response to virus by host;GO:0045824|negative regulation of innate immune response;GO:0010637|negative regulation of mitochondrial fusion;GO:0051898|negative regulation of protein kinase B signaling;GO:0060339|negative regulation of type I interferon-mediated signaling pathway;GO:1903861|positive regulation of dendrite extension;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0090141|positive regulation of mitochondrial fission;GO:0033235|positive regulation of protein sumoylation;GO:0031648|protein destabilization;GO:0050821|protein stabilization;GO:0016925|protein sumoylGO:0030424|axon;GO:0005737|cytoplasm;GO:0031307|integral component of mitochondrial outer membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0043025|neuronal cell body;GO:0005654|nucleoplasm;GO:0005777|peroxisome;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0004871|signal transducer activity;GO:0019789|SUMO transferase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K15688

Manes.05G072900.v6.10.3474525 ####### 8E-26 down yes pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.GO:0046686|response to cadmium ion;GO:0005618|cell wall;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;GO:0008270|zinc ion binding;K02358

Manes.05G073000.v6.11.5767757 6.57E-01 4E-08 up no pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0016567|protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005634|nucleus;. K10523

Manes.05G073600.v6.19373.042 1.32E+01 0 up yes . . . GO:0009738|abscisic acid-activated signaling pathway;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;. .

Manes.05G073700.v6.11.9077375 9.32E-01 7E-15 up no pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.05G074000.v6.10.4057724 ####### 0.0004 down yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.05G074100.v6.10.3380791 ####### 4E-10 down yes pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.05G074200.v6.1Inf Inf 0.3951 up no pfam09765 WD-3 WD-repeat region. This entry is of a region of approximately 100 residues containing three WD repeats and six cysteine residues possibly as three cystine-bridges. These regions are contained within the Fancl protein in humans which is the putative E3 ubiquitin ligase subunit of the FA complex (Fanconi anaemia). Eight subunits of the Fanconi anaemia gene products form a multisubunit nuclear complex which is required for mono-ubiquitination of a downstream FA protein, FANCD2. The WD repeats are required for interaction with other subunits of the FA complex.. . . .

Manes.05G074400.v6.12.6041322 1.38E+00 1E-33 up yes pfam13902 R3H-assoc R3H-associated N-terminal domain. This family is found at the N-terminus of R3H, pfam01424, domain-containing proteins. The function is not known.. . . .

Manes.05G074700.v6.11.8823124 0.91251 2E-06 up no pfam02567 PhzC-PhzF Phenazine biosynthesis-like protein. PhzC/PhzF is involved in dimerization of two 2,3-dihydro-3-oxo-anthranilic acid molecules to create PCA by P. fluorescens. This family also contains an uncharacterized protein Rv2715 from Mycobacterium tuberculosis, though there is no significant sequence similarity to pfam00303 members. This family appears to be distantly related to pfam01678, including containing a weak internal duplication. However members of this family do not contain the conserved cysteines that are hypothesised to be active site residues (Bateman A pers obs).GO:0009058|biosynthetic process;. GO:0016853|isomerase activity;.

Manes.05G074800.v6.10.5224767 -0.93656 0.0017 down no pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.05G075100.v6.11.7422229 8.01E-01 0.002 up no pfam12339 DNAJ_relatedDNA-J related protein. This domain family is found in bacteria, and is approximately 130 amino acids in length. The family is found in association with pfam00226. There is a conserved YYLD sequence motif. Mostof the sequences in this family are annotated as DNA-J related proteins but there is little publication to back this up.. . . .

Manes.05G075300.v6.10.3310443 ####### 3E-10 down yes pfam01657 Stress-antifungSalt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0010951|negative regulation of endopeptidase activity;. GO:0019828|aspartic-type endopeptidase inhibitor activity;.

Manes.05G075500.v6.10.8095881 -0.30474 0.0534 down no pfam06733 DEAD_2 DEAD_2. This represents a conserved region within a number of RAD3-like DNA-binding helicases that are seemingly ubiquitous - members include proteins of eukaryotic, bacterial and archaeal origin. RAD3 is involved in nucleotide excision repair, and forms part of the transcription factor TFIIH in yeast.GO:0006281|DNA repair;GO:0006289|nucleotide-excision repair;GO:0006355|regulation of transcription, DNA-templated;GO:0009408|response to heat;GO:0009411|response to UV;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003677|DNA binding;GO:0046872|metal ion binding;K10844

Manes.05G075700.v6.11.2155169 0.28157 0.7037 up no pfam07699 GCC2_GCC3GCC2 and GCC3.. . . .

Manes.05G075900.v6.10.6762258 ####### 0.0209 down no pfam08356 EF_assoc_2 EF hand associated. This region predominantly appears near EF-hands (pfam00036) in GTP-binding proteins. It is found in all three eukaryotic kingdoms.GO:0007005|mitochondrion organization;GO:0007264|small GTPase mediated signal transduction;GO:0031307|integral component of mitochondrial outer membrane;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07870

Manes.05G076000.v6.10.1512527 ####### 1E-13 down yes pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.05G076100.v6.10.5628178 ####### 2E-12 down no pfam00350 Dynamin_N Dynamin family.. . . .

Manes.05G076200.v6.1NA NA NA -- no pfam13102 Phage_int_SAM_5Phage integrase SAM-like domain. A family of uncharacterized proteins found by clustering human gut metagenomic sequences. This family appears related to the N-terminal domain of phage integrases.. . . .

Manes.05G076300.v6.12.488852 1.31548 4E-06 up yes pfam07402 Herpes_U26 Human herpesvirus U26 protein. This family consists of several Human herpesvirus U26 proteins of around 300 residues in length. The function of this family is unknown.. . . .

Manes.05G076700.v6.10.3979783 -1.32924 2E-22 down yes pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;. . .

Manes.05G076900.v6.10.5579291 ####### 2E-09 down no pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0016042|lipid catabolic process;. GO:0016787|hydrolase activity;.

Manes.05G077000.v6.10.6309116 ####### 2E-08 down no pfam01765 RRF Ribosome recycling factor. The ribosome recycling factor (RRF / ribosome release factor) dissociates the ribosome from the mRNA after termination of translation, and is essential bacterial growth. Thus ribosomes are "recycled" and ready for another round of protein synthesis.GO:0006412|translation;GO:0009570|chloroplast stroma;. .

Manes.05G077300.v6.11.9869111 0.99053 3E-17 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K10268

Manes.05G077800.v6.10.6505032 ####### 0.0002 down no pfam10243 MIP-T3 Microtubule-binding protein MIP-T3. This protein, which interacts with both microtubules and TRAF3 (tumor necrosis factor receptor-associated factor 3), is conserved from worms to humans. The N-terminal region is the microtubule binding domain and is well-conserved; the C-terminal 100 residues, also well-conserved, constitute the coiled-coil region which binds to TRAF3. The central region of the protein is rich in lysine and glutamic acid and carries KKE motifs which may also be necessary for tubulin-binding, but this region is the least well-conserved.. . . .

Manes.05G078000.v6.10.3232893 -1.6291 3E-05 down yes pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.05G078100.v6.1160.4121 7.32564 0.0015 up yes pfam04927 SMP Seed maturation protein. Plant seed maturation protein.. . . .

Manes.05G078300.v6.11.9911788 9.94E-01 1E-15 up no pfam02786 CPSase_L_D2Carbamoyl-phosphate synthase L chain, ATP binding domain. Carbamoyl-phosphate synthase catalyses the ATP-dependent synthesis of carbamyl-phosphate from glutamine or ammonia and bicarbonate. This important enzyme initiates both the urea cycle and the biosynthesis of arginine and/or pyrimidines. The carbamoyl-phosphate synthase (CPS) enzyme in prokaryotes is a heterodimer of a small and large chain. The small chain promotes the hydrolysis of glutamine to ammonia, which is used by the large chain to synthesize carbamoyl phosphate. See pfam00988. The small chain has a GATase domain in the carboxyl terminus. See pfam00117. The ATP binding domain (this one) has an ATP-grasp fold.GO:0006552|leucine catabolic process;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004075|biotin carboxylase activity;GO:0046872|metal ion binding;GO:0004485|methylcrotonoyl-CoA carboxylase activity;.

Manes.05G078500.v6.10.4876561 -1.03606 3E-10 down yes pfam02574 S-methyl_transHomocysteine S-methyltransferase. This is a family of related homocysteine S-methyltransferases enzymes: 5-methyltetrahydrofolate--homocysteine S-methyltransferases also known EC:2.1.1.13; Betaine--homocysteine S-methyltransferase (vitamin B12 dependent), EC:2.1.1.5,; and Homocysteine S-methyltransferase, EC:2.1.1.10,.GO:0009086|methionine biosynthetic process;GO:0033528|S-methylmethionine cycle;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0008898|S-adenosylmethionine-homocysteine S-methyltransferase activity;K00547

Manes.05G078800.v6.10.4082999 ####### 6E-08 down yes pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0030154|cell differentiation;GO:0010588|cotyledon vascular tissue pattern formation;GO:0046855|inositol phosphate dephosphorylation;GO:0048016|inositol phosphate-mediated signaling;GO:0032957|inositol trisphosphate metabolic process;GO:0010305|leaf vascular tissue pattern formation;GO:0046856|phosphatidylinositol dephosphorylation;GO:0010067|procambium histogenesis;GO:0009737|response to abscisic acid;GO:0010051|xylem and phloem pattern formation;GO:0005622|intracellular;GO:0046030|inositol trisphosphate phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.05G079000.v6.14.2845053 2.10E+00 0.3141 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;GO:0005576|extracellular region;GO:0045735|nutrient reservoir activity;.

Manes.05G079300.v6.11.8676631 9.01E-01 4E-09 up no pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0010499|proteasomal ubiquitin-independent protein catabolic process;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0048046|apoplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0000502|proteasome complex;GO:0005839|proteasome core complex;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004175|endopeptidase activity;GO:0004298|threonine-type endopeptidase activity;K02734

Manes.05G079600.v6.11.7610296 8.16E-01 2E-06 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;. . .

Manes.05G079700.v6.10.4405591 -1.18259 2E-10 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0036265|RNA (guanine-N7)-methylation;GO:0030488|tRNA methylation;GO:0006400|tRNA modification;GO:0005634|nucleus;. .

Manes.05G079800.v6.119.069152 4.25E+00 1E-125 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.05G079900.v6.12.1790689 1.12371 5E-23 up yes pfam15246 NCKAP5 Nck-associated protein 5, Peripheral clock protein. NCKAP5 is short for Nck-associated protein 5, which is also known as the Peripheral clock protein. NCKAP5 is a protein family, which interacts with the SH3-containing region of the adaptor protein Nck. Nck is a protein that interacts with receptor tyrosine kinases and guanine nucleotide exchange factor Sos. The role of Nck can be thought of as similar to Grb2. The role of NCKAP5 is to assist Nck with its adaptor protein role.. . . .

Manes.05G080200.v6.15.2815396 2.40E+00 0.0002 up yes pfam12718 Tropomyosin_1Tropomyosin like. This family is a set of eukaryotic tropomyosins. Within the yeast Tmp1 and Tmp2, biochemical and sequence analyses indicate that Tpm2p spans four actin monomers along a filament, whereas Tpmlp spans five. Despite its shorter length, Tpm2p can compete with Tpm1p for binding to F-actin. Over-expression of Tpm2p in vivo alters the axial budding of haploids to a bipolar pattern, and this can be partially suppressed by co-over-expression of Tpm1p. This suggests distinct functions for the two tropomyosins, and indicates that the ratio between them is important for correct morphogenesis. The family also contains higher eukaryote Tmp3 members.. . . .

Manes.05G080500.v6.11.78835 0.83863 0.0363 up no pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.05G081600.v6.12.3131456 1.20986 4E-19 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.05G081700.v6.115.864744 3.99E+00 3E-142 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.05G081800.v6.15.7757863 2.53E+00 1E-102 up yes pfam01753 zf-MYND MYND finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G082100.v6.110.971168 3.45565 2E-34 up yes pfam00689 Cation_ATPase_CCation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.05G082200.v6.10.7592208 ####### 0.0444 down no pfam09897 DUF2124 Uncharacterized protein conserved in archaea (DUF2124). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.05G082300.v6.14.3013202 2.10478 0.3037 up no pfam13499 EF-hand_7 EF-hand domain pair.GO:0019722|calcium-mediated signaling;GO:0005513|detection of calcium ion;GO:0005622|intracellular;GO:0005509|calcium ion binding;K13448

Manes.05G082600.v6.10.5949601 ####### 1E-04 down no pfam00631 G-gamma GGL domain. G-protein gamma like domains (GGL) are found in the gamma subunit of the heterotrimeric G protein complex and in regulators of G protein signaling (RGS) proteins. It is also found fused to an inactive Galpha in the Dictyostelium protein gbqA. G-gamma likely shares a common origin with the helical N-terminal unit of G-beta. All organisms that posses a G-beta possess a G-gamma.GO:0010541|acropetal auxin transport;GO:0009817|defense response to fungus, incompatible interaction;GO:0007186|G-protein coupled receptor signaling pathway;GO:0048527|lateral root development;GO:0018345|protein palmitoylation;GO:0018342|protein prenylation;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005834|heterotrimeric G-protein complex;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0004871|signal transducer activity;.

Manes.05G082700.v6.10.306176 -1.70757 1E-21 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005829|cytosol;GO:0005634|nucleus;. .

Manes.05G082800.v6.10.188737 ####### 0.0214 down yes pfam02153 PDH Prephenate dehydrogenase. Members of this family are prephenate dehydrogenases EC:1.3.1.12 involved in tyrosine biosynthesis.. . . .



Manes.05G083100.v6.11.5534741 6.35E-01 1E-07 up no pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.05G083300.v6.1Inf Inf 0.2025 up no pfam00131 Metallothio Metallothionein.. . . .

Manes.05G083700.v6.10.8366278 ####### 0.1069 down no pfam02263 GBP Guanylate-binding protein, N-terminal domain. Transcription of the anti-viral guanylate-binding protein (GBP) is induced by interferon-gamma during macrophage induction. This family contains GBP1 and GPB2, both GTPases capable of binding GTP, GDP and GMP.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.05G083900.v6.11.9714899 0.97929 1E-16 up no pfam12498 bZIP_C Basic leucine-zipper C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 174 and 411 amino acids in length. The family is found in association with pfam00170. There is a conserved KVK sequence motif. There is a single completely conserved residue K that may be functionally important. Various bZIP proteins have been found and shown to play a role in seed-specific gene expression. bZIP binds to the alpha-globulin gene promoter, but not to promoters of other major storage genes such as glutelin, prolamin and albumin.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G084500.v6.11.622582 6.98E-01 9E-07 up no pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.05G084800.v6.10.47846 ####### 2E-19 down yes pfam07123 PsbW Photosystem II reaction centre W protein (PsbW). This family consists of several plant specific photosystem II reaction centre W (PsbW) proteins. PsbW is a nuclear-encoded protein located in the thylakoid membrane of the chloroplast. PsbW is a core component of photosystem II but not photosystem I. This family does not appear to be related to pfam03912.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;. .

Manes.05G084900.v6.11.3046628 3.84E-01 0.0017 up no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.05G085200.v6.11.5025523 5.87E-01 2E-06 up no pfam00097 zf-C3HC4 Zinc finger, C3HC4 type (RING finger). The C3HC4 type zinc-finger (RING finger) is a cysteine-rich domain of 40 to 60 residues that coordinates two zinc ions, and has the consensus sequence: C-X2-C-X(9-39)-C-X(1-3)-H-X(2-3)-C-X2-C-X(4-48)-C-X2-C where X is any amino acid. Many proteins containing a RING finger play a key role in the ubiquitination pathway.GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009414|response to water deprivation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16277

Manes.05G085400.v6.1Inf Inf 0.8764 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0051131|chaperone-mediated protein complex assembly;GO:0010286|heat acclimation;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0051879|Hsp90 protein binding;GO:0070678|preprotein binding;K09553

Manes.05G085500.v6.1Inf Inf 0.0341 up no pfam04976 DmsC DMSO reductase anchor subunit (DmsC). The terminal electron transfer enzyme Me2SO reductase of Escherichia coli is a heterotrimeric enzyme composed of a membrane extrinsic catalytic dimer (DmsAB) and a membrane intrinsic polytopic anchor subunit (DmsC).. . . .

Manes.05G085800.v6.17.9022713 2.98E+00 5E-65 up yes pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0071456|cellular response to hypoxia;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0055114|oxidation-reduction process;GO:0009626|plant-type hypersensitive response;GO:0051707|response to other organism;GO:0009627|systemic acquired resistance;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K00485

Manes.05G086300.v6.110.360179 3.37E+00 3E-38 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G087000.v6.12.8278738 1.50E+00 5E-28 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.05G087400.v6.11.5238973 0.60777 2E-07 up no pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. K08504

Manes.05G087500.v6.11.5131144 0.59752 6E-07 up no pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0008612|peptidyl-lysine modification to peptidyl-hypusine;GO:0005829|cytosol;GO:0019135|deoxyhypusine monooxygenase activity;GO:0046872|metal ion binding;K06072

Manes.05G087600.v6.1Inf Inf 0.8764 up no pfam07078 FYTT Forty-two-three protein. This family consists of several mammalian proteins of around 320 residues in length called 40-2-3 proteins. The function of this family is unknown.. . . .

Manes.05G087700.v6.10.7052384 -0.50382 0.0018 down no pfam00644 PARP Poly(ADP-ribose) polymerase catalytic domain. Poly(ADP-ribose) polymerase catalyses the covalent attachment of ADP-ribose units from NAD+ to itself and to a limited number of other DNA binding proteins, which decreases their affinity for DNA. Poly(ADP-ribose) polymerase is a regulatory component induced by DNA damage. The carboxyl-terminal region is the most highly conserved region of the protein. Experiments have shown that a carboxyl 40 kDa fragment is still catalytically active.GO:0006281|DNA repair;GO:0006302|double-strand break repair;GO:0006471|protein ADP-ribosylation;GO:0009737|response to abscisic acid;GO:0006979|response to oxidative stress;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0051287|NAD binding;GO:0003950|NAD+ ADP-ribosyltransferase activity;GO:0008270|zinc ion binding;K10798

Manes.05G087900.v6.13.7434008 1.90435 4E-31 up yes pfam00982 Glyco_transf_20Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.05G088000.v6.10.1047727 ####### 2E-86 down yes pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.05G088700.v6.10.2504391 -1.99747 9E-10 down yes pfam13701 DDE_Tnp_1_4Transposase DDE domain group 1. Transposase proteins are necessary for efficient DNA transposition. This domain is a member of the DDE superfamily, which contain three carboxylate residues that are believed to be responsible for coordinating metal ions needed for catalysis.. . . .

Manes.05G090300.v6.13.466499 1.79E+00 4E-39 up yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;.

Manes.05G090400.v6.11.7492173 0.80671 1E-07 up no pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005215|transporter activity;.

Manes.05G090500.v6.10.2964978 ####### 2E-35 down yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.05G090600.v6.10.3198239 -1.64465 3E-25 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18810

Manes.05G090700.v6.10.3863224 -1.37212 3E-29 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . . .

Manes.05G090800.v6.10.2310087 -2.11398 1E-08 down yes pfam09423 PhoD PhoD-like phosphatase.. . . .

Manes.05G090900.v6.10.2623956 -1.93018 2E-27 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0010501|RNA secondary structure unwinding;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;.

Manes.05G091200.v6.10.049408 ####### 4E-38 down yes pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.05G091300.v6.10.6689417 ####### 3E-05 down no pfam13855 LRR_8 Leucine rich repeat.GO:0007249|I-kappaB kinase/NF-kappaB signaling;GO:0043124|negative regulation of I-kappaB kinase/NF-kappaB signaling;GO:0032715|negative regulation of interleukin-6 production;GO:0032088|negative regulation of NF-kappaB transcription factor activity;GO:0032720|negative regulation of tumor necrosis factor production;GO:0031396|regulation of protein ubiquitination;GO:0032496|response to lipopolysaccharide;GO:0042110|T cell activation;GO:0005737|cytoplasm;GO:0005524|ATP binding;.

Manes.05G091400.v6.10.5872335 -0.76799 3E-08 down no pfam13516 LRR_6 Leucine Rich repeat.. . . .

Manes.05G092000.v6.16.5532041 2.71E+00 8E-102 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.05G092500.v6.10.4301435 -1.21711 0.0619 down no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.. . . .

Manes.05G092800.v6.10.4381875 ####### 2E-08 down yes pfam11808 DUF3329 Domain of unknown function (DUF3329). This family of proteins are functionally uncharacterized. This family is only found in bacteria.. . . .

Manes.05G093300.v6.10.1911006 ####### 1E-67 down yes pfam08148 DSHCT DSHCT (NUC185) domain. This C terminal domain is found in DOB1/SK12/helY-like DEAD box helicases.GO:0009793|embryo development ending in seed dormancy;GO:0031047|gene silencing by RNA;GO:0010497|plasmodesmata-mediated intercellular transport;GO:0016441|posttranscriptional gene silencing;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0010494|cytoplasmic stress granule;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;GO:0003724|RNA helicase activity;.

Manes.05G093400.v6.11.5584845 0.64014 4E-08 up no pfam08295 Sin3_corepressSin3 family co-repressor. This domain is found on transcriptional regulators. It forms interactions with histone deacetylases.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K11644

Manes.05G093500.v6.10.4843126 ####### 1E-09 down yes pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.05G094200.v6.10.4722781 ####### 0.0002 down yes pfam00509 HemagglutininHaemagglutinin. Hemagglutinin from influenza virus causes membrane fusion of the viral membrane with the host membrane. Fusion occurs after the host cell internalises the virus by endocytosis. The drop of pH causes release of a hydrophobic fusion peptide and a large conformational change leading to membrane fusion.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;GO:0033612|receptor serine/threonine kinase binding;.

Manes.05G094400.v6.11.6364124 7.11E-01 4E-10 up no pfam13246 Hydrolase_like2Putative hydrolase of sodium-potassium ATPase alpha subunit. This is a putative hydrolase of the sodium-potassium ATPase alpha subunit.GO:0048194|Golgi vesicle budding;GO:0045332|phospholipid translocation;GO:0048364|root development;GO:0048367|shoot system development;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0005548|phospholipid transporter activity;GO:0004012|phospholipid-translocating ATPase activity;K14802

Manes.05G094700.v6.10.4235857 -1.23927 2E-13 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048446|petal morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G095000.v6.10.4588807 -1.12381 1E-06 down yes pfam00337 Gal-bind_lectinGalactoside-binding lectin. This family contains galactoside binding lectins.   The family also includes enzymes such as human eosinophil lysophospholipase (EC:3.1.1.5).GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.05G095100.v6.10.5888816 ####### 0.0002 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.05G095200.v6.15.193603 2.37674 4E-49 up yes pfam04601 DUF569 Protein of unknown function (DUF569). Family of hypothetical proteins. Some family members contain a two copies of the region.. . . .

Manes.05G095300.v6.10.5626498 ####### 4E-06 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0051087|chaperone binding;K09510

Manes.05G095600.v6.11.736405 0.7961 2E-12 up no pfam00962 A_deaminase Adenosine/AMP deaminase.GO:0009793|embryo development ending in seed dormancy;GO:0032264|IMP salvage;GO:0009737|response to abscisic acid;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0031307|integral component of mitochondrial outer membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0003876|AMP deaminase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0043424|protein histidine kinase binding;K01490

Manes.05G095700.v6.16.993241 2.81E+00 4E-65 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0080055|low-affinity nitrate transport;GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0080054|low-affinity nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.05G096100.v6.113.42224 3.74655 4E-168 up yes pfam00046 Homeobox Homeobox domain.GO:0009965|leaf morphogenesis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.05G096200.v6.12.3458302 1.2301 2E-12 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0080168|abscisic acid transport;GO:0042128|nitrate assimilation;GO:0010119|regulation of stomatal movement;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0090440|abscisic acid transporter activity;GO:0015293|symporter activity;.

Manes.05G096300.v6.11.4911375 0.57641 0.2209 up no pfam07250 Glyoxal_oxid_NGlyoxal oxidase N-terminus. This family represents the N-terminus (approximately 300 residues) of a number of plant and fungal glyoxal oxidase enzymes. Glyoxal oxidase catalyses the oxidation of aldehydes to carboxylic acids, coupled with reduction of dioxygen to hydrogen peroxide. It is an essential component of the extracellular lignin degradation pathways of the wood-rot fungus Phanerochaete chrysosporium.. GO:0005576|extracellular region;GO:0045480|galactose oxidase activity;GO:0046872|metal ion binding;.

Manes.05G096500.v6.11.5616395 6.43E-01 1E-08 up no pfam04387 PTPLA Protein tyrosine phosphatase-like protein, PTPLA. This family includes the mammalian protein tyrosine phosphatase-like protein, PTPLA. A significant variation of PTPLA from other protein tyrosine phosphatases is the presence of proline instead of catalytic arginine at the active site. It is thought that PTPLA proteins have a role in the development, differentiation, and maintenance of a number of tissue types.. . . .

Manes.05G096700.v6.11.9333401 9.51E-01 7E-16 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G096800.v6.15.5959208 2.48E+00 3E-81 up yes pfam07063 DUF1338 Domain of unknown function (DUF1338). This domain is found in a variety of bacterial and fungal hypothetical proteins of unknown function. The structure of this domain has been solved by structural genomics. The structure implies a zinc-binding function, so it is a putative metal hydrolase (information derived from TOPSAN for PDB:3iuz).. . . .

Manes.05G097100.v6.11.9769026 0.98324 7E-08 up no pfam00128 Alpha-amylaseAlpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0004556|alpha-amylase activity;GO:0005509|calcium ion binding;.

Manes.05G097400.v6.1Inf Inf 0.8764 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0008610|lipid biosynthetic process;GO:0006629|lipid metabolic process;GO:0007275|multicellular organismal development;GO:1901959|positive regulation of cutin biosynthetic process;GO:0006109|regulation of carbohydrate metabolic process;GO:0006110|regulation of glycolytic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009744|response to sucrose;GO:0006351|transcription, DNA-templated;GO:0019432|triglyceride biosynthetic process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G097600.v6.10.3218842 ####### 4E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.05G097700.v6.10.3796438 -1.39728 0.0016 down yes pfam09095 DUF1926 Domain of unknown function (DUF1926). Members of this family, which are found in a set of prokaryotic transferases, adopt a beta-sandwich fold, in which two layers of anti-parallel beta-sheets are arranged in a nearly parallel fashion. The exact function of this family is, as yet, unknown, however it has been proposed that they may play a role in transglycosylation reactions.. . . .

Manes.05G098000.v6.10.6203307 -0.68889 4E-08 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G098300.v6.11.5629532 0.64427 2E-06 up no pfam12850 Metallophos_2Calcineurin-like phosphoesterase superfamily domain. Members of this family are part of the Calcineurin-like phosphoesterase superfamily.GO:0006623|protein targeting to vacuole;GO:0001881|receptor recycling;GO:0042147|retrograde transport, endosome to Golgi;GO:0007034|vacuolar transport;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0008270|zinc ion binding;K18467

Manes.05G098400.v6.12.5626333 1.36E+00 1E-28 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K04733

Manes.05G098600.v6.10.3548662 -1.49465 0.0346 down no pfam11364 DUF3165 Protein of unknown function (DUF3165). Some members in this family of proteins are annotated as membrane proteins however this cannot be confirmed. Currently there is no known function.. . . .

Manes.05G099000.v6.11.3417407 0.42411 0.0007 up no pfam07690 MFS_1 Major Facilitator Superfamily.GO:0009611|response to wounding;GO:0005985|sucrose metabolic process;GO:0015770|sucrose transport;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0090406|pollen tube;GO:0008515|sucrose transmembrane transporter activity;GO:0015293|symporter activity;K15378

Manes.05G099500.v6.15.6977413 2.51039 2E-64 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.05G099900.v6.10.7443186 ####### 0.0036 down no pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.05G100000.v6.10.2374956 ####### 7E-33 down yes pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;. .

Manes.05G100200.v6.11.7773549 8.30E-01 2E-13 up no pfam00888 Cullin Cullin family. GO:0009911|positive regulation of flower development;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0009639|response to red or far red light;GO:0031463|Cul3-RING ubiquitin ligase complex;GO:0005829|cytosol;. K03869

Manes.05G100300.v6.10.7687799 ####### 0.0134 down no pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.05G100600.v6.12.2989428 1.20097 6E-18 up yes pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.05G101100.v6.10.53335 ####### 3E-09 down no pfam01199 Ribosomal_L34eRibosomal protein L34e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.05G101200.v6.16.4824393 2.69654 1E-24 up yes pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.05G101600.v6.10.3924002 ####### 5E-20 down yes pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.GO:0008643|carbohydrate transport;GO:0009553|embryo sac development;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0009555|pollen development;GO:0015786|UDP-glucose transport;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0030173|integral component of Golgi membrane;GO:0005460|UDP-glucose transmembrane transporter activity;K15275

Manes.05G102300.v6.13.6665191 1.87441 2E-57 up yes pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0010493|Lewis a epitope biosynthetic process;GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0010488|UDP-galactose:N-glycan beta-1,3-galactosyltransferase activity;K14413

Manes.05G102500.v6.114.356518 3.84363 2E-25 up yes pfam00445 Ribonuclease_T2Ribonuclease T2 family.. GO:0005618|cell wall;GO:0005615|extracellular space;GO:0033897|ribonuclease T2 activity;GO:0003723|RNA binding;K01166

Manes.05G102600.v6.10.7405084 -0.43341 0.0054 down no pfam14818 DUF4482 Domain of unknown function (DUF4482). This family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam11365.. . . .

Manes.05G103100.v6.10.038677 -4.69238 7E-159 down yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G103400.v6.10.4526302 ####### 0.0013 down yes . . . . . . .

Manes.05G103600.v6.10.614698 -0.70205 0.0646 down no pfam03408 Foamy_virus_ENVFoamy virus envelope protein. Expression of the envelope (Env) glycoprotein is essential for viral particle egress. This feature is unique to the Spumavirinae, a subclass of the Retroviridae.. . . .

Manes.05G103900.v6.10.1150896 -3.11917 6E-27 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.05G104100.v6.11.164682 2.20E-01 0.1728 up no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0005783|endoplasmic reticulum;GO:0070062|extracellular exosome;GO:0005811|lipid particle;GO:0016020|membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.05G104200.v6.12.1394843 1.09726 7E-14 up yes pfam04667 Endosulfine cAMP-regulated phosphoprotein/endosulfine conserved region. Conserved region found in both cAMP-regulated phosphoprotein 19 (ARPP-19) and Alpha/Beta endosulfine. No function has yet been assigned to ARPP-19. Endosulfine is the endogenous ligand for the ATP-dependent potassium (K ATP) channels which occupy a key position in the control of insulin release from the pancreatic beta cell by coupling cell polarity to metabolizm. In both cases the region occupies the majority of the protein.. . . .

Manes.05G104400.v6.10.5560953 -0.8466 4E-07 down no pfam05757 PsbQ Oxygen evolving enhancer protein 3 (PsbQ). This family consists of the plant specific oxygen evolving enhancer protein 3 (PsbQ). Photosystem II (PSII)1 is a pigment-protein complex, which consists of at least 25 different protein subunits, at present denoted PsbA-Z according to the genes that encode them. PsbQ plays an important role in the lumenal oxygen-evolving activity of PSII from higher plants and green algae.GO:0009767|photosynthetic electron transport chain;GO:0006810|transport;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009344|nitrite reductase complex [NAD(P)H];GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;GO:0045156|electron transporter, transferring electrons within the cyclic electron transport pathway of photosynthesis activity;K08901

Manes.05G104500.v6.11.5453525 0.62794 4E-06 up no pfam06127 DUF962 Protein of unknown function (DUF962). This family consists of several eukaryotic and prokaryotic proteins of unknown function. The yeast protein YGL010W has been found to be non-essential for cell growth.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.05G104700.v6.13.2979428 1.72157 0.537 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010584|pollen exine formation;GO:0080110|sporopollenin biosynthetic process;GO:0016021|integral component of membrane;GO:0018685|alkane 1-monooxygenase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;.

Manes.05G105200.v6.10.5147373 ####### 4E-09 down no pfam04041 DUF377 Domain of unknown function (DUF377). This family contains many hypothetical proteins, some of which are predicted to be glycosyl hydrolases. This family was noted to belong to the Beta fructosidase superfamily in.. . . .

Manes.05G105400.v6.10.6627546 -0.59345 0.001 down no pfam01783 Ribosomal_L32pRibosomal L32p protein family.. . . .

Manes.05G105800.v6.11.4499943 5.36E-01 3E-06 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009653|anatomical structure morphogenesis;GO:0018108|peptidyl-tyrosine phosphorylation;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;. GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.05G105900.v6.111.040256 3.4647 2E-59 up yes pfam11360 DUF3110 Protein of unknown function (DUF3110). This family of proteins has no known function.. . . .

Manes.05G106300.v6.10.8450812 -0.24284 0.0632 down no pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.05G106900.v6.14.7941981 2.26129 3E-80 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G107200.v6.10.1039051 ####### 4E-13 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.



Manes.05G107500.v6.11.5688331 6.50E-01 2E-08 up no pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.05G107900.v6.13.8100319 1.93E+00 0.0626 up no pfam15350 ETAA1 Ewing's tumor-associated antigen 1 homologue. This family of proteins is found in eukaryotes, where members are expressed at high levels in the brain, liver kidney and Ewing tumor cell lines. Proteins in this family are typically between 648 and 898 amino acids in length.. . . .

Manes.05G108000.v6.1Inf Inf 0.0545 up no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.05G108100.v6.10.2641888 -1.92036 0.0046 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.05G108200.v6.10.5904419 ####### 7E-07 down no pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G108500.v6.10.303536 ####### 1E-33 down yes pfam00343 PhosphorylaseCarbohydrate phosphorylase. The members of this family catalyse the formation of glucose 1-phosphate from one of the following polyglucoses; glycogen, starch, glucan or maltodextrin.GO:0005975|carbohydrate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0008184|glycogen phosphorylase activity;GO:0030170|pyridoxal phosphate binding;K00688

Manes.05G108700.v6.11.7846196 8.36E-01 2E-05 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G108800.v6.11.7355084 0.79536 4E-12 up no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.GO:0032259|methylation;GO:0005789|endoplasmic reticulum membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.05G108900.v6.10.5754377 -0.79727 0.0014 down no pfam00244 41701 14-3-3 protein.. . . .

Manes.05G109400.v6.11.1370555 0.1853 1 up no pfam03907 Spo7 Spo7-like protein. S. cerevisiae Spo7 has an unknown function, but has a role in formation of a spherical nucleus and meiotic division.. . . .

Manes.05G109500.v6.10.8160039 -0.29335 0.021 down no pfam09801 SYS1 Integral membrane protein S linking to the trans Golgi network. Members of this family are integral membrane proteins involved in protein trafficking between the late Golgi and endosome. They may also serve as a receptor for ADP-ribosylation factor-related protein 1 (ARFRP1). Sys1p is a small integral membrane protein with four predicted transmembrane domains that localizes to the Trans Golgi network TGN in yeast and human cells.. GO:0005874|microtubule;. K18635

Manes.05G109700.v6.12.0764752 1.05E+00 3E-08 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;.

Manes.05G110000.v6.127.491349 4.78E+00 8E-152 up yes pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005634|nucleus;. .

Manes.05G110500.v6.12.4977873 1.32065 4E-11 up yes pfam14008 Metallophos_CIron/zinc purple acid phosphatase-like protein C. This domain is found at the C-terminus of Purple acid phosphatase proteins.. GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.05G110700.v6.11.3378336 4.20E-01 0.0003 up no pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0001872|(1->3)-beta-D-glucan binding;GO:0030247|polysaccharide binding;.

Manes.05G110800.v6.10.3159278 -1.66233 3E-17 down yes pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0033356|UDP-L-arabinose metabolic process;GO:0005829|cytosol;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;GO:0052691|UDP-arabinopyranose mutase activity;K13379

Manes.05G111200.v6.113.579838 3.76339 0.0063 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G111600.v6.10.2673266 -1.90332 4E-25 down yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G111800.v6.10.2134027 ####### 1E-09 down yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.05G112200.v6.11.7127732 0.77633 3E-07 up no pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0042742|defense response to bacterium;GO:0010468|regulation of gene expression;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G112500.v6.12.7058071 1.43606 4E-31 up yes pfam01182 Glucosamine_isoGlucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005829|cytosol;GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.05G113100.v6.10.1701236 -2.55534 2E-19 down yes pfam00685 Sulfotransfer_1Sulfotransferase domain.GO:0016131|brassinosteroid metabolic process;GO:0006952|defense response;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0005794|Golgi apparatus;GO:0080118|brassinosteroid sulfotransferase activity;GO:1990135|flavonoid sulfotransferase activity;GO:0008146|sulfotransferase activity;.

Manes.05G113200.v6.12.997946 1.58E+00 1E-20 up yes pfam13833 EF-hand_8 EF-hand domain pair.GO:0010193|response to ozone;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005509|calcium ion binding;K13448

Manes.05G114100.v6.12.4028012 1.26E+00 0.0053 up yes pfam03028 Dynein_heavyDynein heavy chain and region D6 of dynein motor. This family represents the C-terminal region of dynein heavy chain. The chain also contains ATPase activity and microtubule binding ability and acts as a motor for the movement of organelles and vesicles along microtubules. Dynein is also involved in cilia and flagella movement. The dynein subunit consists of at least two heavy chains and a number of intermediate and light chains. The 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This C-terminal domain carries the D6 region of the dynein motor where the P-loop has been lost in evolution but the general structure of a potential ATP binding site appears to be retained.. . . .

Manes.05G114200.v6.11.8018128 8.49E-01 2E-13 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. GO:0009507|chloroplast;GO:0016787|hydrolase activity;.

Manes.05G114300.v6.12.1018045 1.07E+00 3E-21 up yes pfam04548 AIG1 AIG1 family. Arabidopsis protein AIG1 appears to be involved in plant resistance to bacteria.GO:0009617|response to bacterium;. GO:0005525|GTP binding;.

Manes.05G114400.v6.18.8830104 3.15105 1E-08 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.05G114500.v6.10.5019716 ####### 0.0047 down no pfam13398 Peptidase_M50BPeptidase M50B-like. This is a family of bacterial and plant peptidases in the same family as MEROPS:M50B.. . . .

Manes.05G114600.v6.11.9862464 0.99004 9E-10 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G114700.v6.11.4828879 0.56841 6E-07 up no pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K11866

Manes.05G114800.v6.10.6966769 ####### 0.0155 down no pfam02029 Caldesmon Caldesmon. . . . .

Manes.05G114900.v6.10.9305878 -0.10379 0.6333 down no pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.05G115800.v6.11.5806898 6.61E-01 2E-06 up no pfam03798 TRAM_LAG1_CLN8TLC domain. GO:0046513|ceramide biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0050291|sphingosine N-acyltransferase activity;.

Manes.05G115900.v6.11.9579855 9.69E-01 5E-17 up no pfam00069 Pkinase Protein kinase domain.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0046777|protein autophosphorylation;GO:0006366|transcription from RNA polymerase II promoter;GO:0005798|Golgi-associated vesicle;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;K08856

Manes.05G116000.v6.12.1122043 1.07875 2E-21 up yes pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;. GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.05G116100.v6.10.440799 -1.18181 2E-11 down yes pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0031118|rRNA pseudouridine synthesis;GO:0005730|nucleolus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0030515|snoRNA binding;K11129

Manes.05G116200.v6.10.4822222 ####### 5E-10 down yes pfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.05G116600.v6.10.8525379 -0.23016 0.0581 down no pfam11833 DUF3353 Protein of unknown function (DUF3353). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 205 to 258 amino acids in length.. . . .

Manes.05G116700.v6.10.4834777 ####### 1E-10 down yes pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.GO:0071277|cellular response to calcium ion;GO:0009704|de-etiolation;GO:0090333|regulation of stomatal closure;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009579|thylakoid;. .

Manes.05G116900.v6.15.5565715 2.47E+00 3E-05 up yes pfam04656 Pox_E6 Pox virus E6 protein. Family of pox virus E6 proteins.. . . .

Manes.05G117400.v6.11.4634472 5.49E-01 7E-06 up no pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G117600.v6.10.3613104 -1.46869 0.0004 down yes pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.05G117700.v6.10.4325075 ####### 5E-12 down yes pfam00225 Kinesin Kinesin motor domain.GO:0060404|axonemal microtubule depolymerization;GO:0007018|microtubule-based movement;GO:0070462|plus-end specific microtubule depolymerization;GO:0005930|axoneme;GO:0005929|cilium;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;K10401

Manes.05G117800.v6.10.373508 ####### 3E-29 down yes pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K03768

Manes.05G117900.v6.10.3736108 -1.42039 9E-07 down yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.05G118300.v6.1Inf Inf 0.1154 up no pfam02718 Herpes_UL31Herpesvirus UL31-like protein. This is a family of Herpesvirus proteins including UL31, UL53, and the product of ORF 69 in some strains. The proteins in this family have no known function.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.05G118400.v6.16.4440398 2.68797 8E-12 up yes pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.05G119300.v6.10.2433119 ####### 3E-07 down yes pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:2000032|regulation of secondary shoot formation;GO:0006355|regulation of transcription, DNA-templated;GO:0010223|secondary shoot formation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G120100.v6.10.7873448 ####### 0.0076 down no pfam00561 Abhydrolase_1alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . . .

Manes.05G120500.v6.1NA NA NA -- no pfam04113 Gpi16 Gpi16 subunit, GPI transamidase component. GPI (glycosyl phosphatidyl inositol) transamidase is a multi-protein complex. Gpi16, Gpi8 and Gaa1 for a sub-complex of the GPI transamidase. GPI transamidase that adds glycosylphosphatidylinositols (GPIs) to newly synthesized proteins. Gpi16 is an essential N-glycosylated transmembrane glycoprotein. Gpi16 is largely found on the lumenal side of the ER. It has a single C-terminal transmembrane domain and a small C-terminal, cytosolic extension with an ER retrieval motif.. . . .

Manes.05G121300.v6.11.9882897 0.99153 3E-13 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.05G121400.v6.1Inf Inf 5E-52 up yes pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.05G121500.v6.13.9496238 1.98E+00 9E-11 up yes pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.05G121600.v6.1Inf Inf 1E-07 up yes pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.05G121700.v6.1Inf Inf 0.2183 up no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.05G121900.v6.168.432468 6.09661 7E-12 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G122200.v6.1Inf Inf 0.2025 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G122300.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G122500.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G122700.v6.1Inf Inf 0.8764 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.05G123100.v6.1Inf Inf 0.2217 up no pfam00974 Rhabdo_glycopRhabdovirus spike glycoprotein. Frequently abbreviated to G protein. The glycoprotein spike is made up of a trimer of G proteins. Channel formed by glycoprotein spike is thought to function in a similar manner to Influenza virus M2 protein channel, thus allowing a signal to pass across the viral membrane to signal for viral uncoating.. . . .

Manes.05G123200.v6.16.577274 2.72E+00 0.0203 up yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.05G123400.v6.10.5933252 -0.7531 6E-10 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0030154|cell differentiation;GO:0043488|regulation of mRNA stability;GO:0010830|regulation of myotube differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003730|mRNA 3'-UTR binding;GO:0000166|nucleotide binding;.

Manes.05G123900.v6.11.3935921 4.79E-01 6E-05 up no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0043966|histone H3 acetylation;GO:0051602|response to electrical stimulus;GO:0035902|response to immobilization stress;GO:0030425|dendrite;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0043204|perikaryon;GO:0042393|histone binding;GO:0008270|zinc ion binding;.

Manes.05G124200.v6.12.1979199 1.14E+00 0.0008 up yes pfam00724 Oxidored_FMNNADH:flavin oxidoreductase / NADH oxidase family.GO:0031408|oxylipin biosynthetic process;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0016629|12-oxophytodienoate reductase activity;GO:0010181|FMN binding;K05894

Manes.05G124400.v6.10.8689858 ####### 0.0984 down no pfam07218 RAP1 Rhoptry-associated protein 1 (RAP-1). This family consists of several rhoptry-associated protein 1 (RAP-1) sequences which appear to be specific to Plasmodium falciparum.GO:0000147|actin cortical patch assembly;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0006898|receptor-mediated endocytosis;GO:0030479|actin cortical patch;GO:0005938|cell cortex;GO:0005509|calcium ion binding;.

Manes.05G125000.v6.10.1401954 ####### 7E-17 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.05G125300.v6.10.7474986 -0.41986 0.0011 down no pfam05508 Ran-binding RanGTP-binding protein. The small Ras-like GTPase Ran plays an essential role in the transport of macromolecules in and out of the nucleus and has been implicated in spindle and nuclear envelope formation during mitosis in higher eukaryotes. The S. cerevisiae ORF YGL164c encoding a novel RanGTP-binding protein, termed Yrb30p was identified. The protein competes with yeast RanBP1 (Yrb1p) for binding to the GTP-bound form of yeast Ran (Gsp1p) and is, like Yrb1p, able to form trimeric complexes with RanGTP and some of the karyopherins.. . . .

Manes.05G125700.v6.10.5529423 -0.8548 7E-09 down no pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0031977|thylakoid lumen;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.05G125900.v6.10.7948695 ####### 0.0532 down no pfam06835 LptC Lipopolysaccharide-assembly, LptC-related. This family consists of several related groups of proteins one of which is the LptC family. LptC is involved in lipopolysaccharide-assembly on the outer membrane of Gram-negative organisms. The lipopolysaccharide component of the outer bacterial membrane is transported form its source of origin to the outer membrane by a set of proteins constituting a transport machinery that is made up of LptA, LptB, LptC, LptD, LptE. LptC is located on the inner membrane side of the intermembrane space.GO:1903959|regulation of anion transmembrane transport;GO:0044070|regulation of anion transport;GO:0055085|transmembrane transport;GO:0034426|etioplast membrane;GO:0031359|integral component of chloroplast outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0008308|voltage-gated anion channel activity;.

Manes.05G126100.v6.10.8858391 ####### 0.2004 down no pfam02547 Queuosine_synthQueuosine biosynthesis protein. Queuosine (Q) biosynthesis protein, or S-adenosylmethionine:tRNA -ribosyltransferase-isomerase, is required for the synthesis of the queuosine precursor (oQ). It catalyses the transfer and isomerization of the ribose moiety from AdoMet to the 7-aminomethyl group of 7-deazaguanine (preQ1-tRNA) to form epoxyqueuosine (oQ-tRNA). Q is a hypermodified nucleoside usually found at the first position of the anticodon of asparagine, aspartate, histidine, and tyrosine tRNAs. In Streptococcus gordonii, QueA has been shown to play a role in the regulation of arginine deiminase genes.. . . .

Manes.05G126300.v6.11.02644 0.03765 0.8575 up no pfam14620 YPEB YpeB sporulation. YPEB is a protein that is necessary for the functioning of SleB during spore-cortex hydrolysis.. . . .

Manes.05G126500.v6.10.8218556 -0.28304 0.0437 down no pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.05G127700.v6.12.2242878 1.15334 0.0032 up yes pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.. . . .

Manes.05G128900.v6.10.1503969 ####### 0.1771 down no pfam08454 RIH_assoc RyR and IP3R Homology associated. This eukaryotic domain is found in ryanodine receptors (RyR) and inositol 1,4,5-trisphosphate receptors (IP3R) which together form a superfamily of homotetrameric ligand-gated intracellular Ca2+ channels. There seems to be no known function for this domain. Also see the IP3-binding domain pfam01365 and pfam02815.. . . .

Manes.05G129400.v6.10.8361357 ####### 0.1044 down no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.05G129600.v6.11.4811246 0.56669 1E-04 up no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006397|mRNA processing;GO:0048573|photoperiodism, flowering;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.05G129900.v6.13.2906738 1.71838 1E-47 up yes pfam13514 AAA_27 AAA domain. This domain is found in a number of double-strand DNA break proteins. This domain contains a P-loop motif.. . . .

Manes.05G130400.v6.13.170765 1.66E+00 1E-10 up yes pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.05G130600.v6.10.4833748 ####### 3E-05 down yes pfam01755 Glyco_transf_25Glycosyltransferase family 25 (LPS biosynthesis protein). Members of this family belong to Glycosyltransferase family 25 This is a family of glycosyltransferases involved in lipopolysaccharide (LPS) biosynthesis. These enzymes catalyse the transfer of various sugars onto the growing LPS chain during its biosynthesis.. . . .

Manes.05G130700.v6.14.279767 2.09753 3E-56 up yes pfam00199 Catalase Catalase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009514|glyoxysome;GO:0004096|catalase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.05G130800.v6.10.5731215 ####### 4E-11 down no pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G131000.v6.17.8576619 2.97E+00 2E-05 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G131200.v6.10.7397997 ####### 0.0013 down no pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.GO:0071277|cellular response to calcium ion;GO:0009704|de-etiolation;GO:0090333|regulation of stomatal closure;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009579|thylakoid;. .

Manes.05G131300.v6.11.6934225 0.75994 0.0003 up no pfam00886 Ribosomal_S16Ribosomal protein S16.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02959

Manes.05G131600.v6.10.7014163 -0.51166 0.0006 down no pfam00861 Ribosomal_L18pRibosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02932

Manes.05G131700.v6.10.6272182 -0.67296 6E-09 down no pfam14204 Ribosomal_L18_cRibosomal L18 C-terminal region. This domain is the C-terminal end of ribosomal L18/L5 proteins.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02932

Manes.05G131900.v6.10.2001015 -2.3212 4E-61 down yes pfam00836 Stathmin Stathmin family. The Stathmin family of proteins play an important role in the regulation of the microtubule cytoskeleton. They regulate microtubule dynamics by promoting depolymerization of microtubules and/or preventing polymerization of tubulin heterodimers.. . . .



Manes.05G132100.v6.10.6771472 ####### 0.0004 down no pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.05G132400.v6.1Inf Inf 0.8798 up no pfam14380 WAK_assoc Wall-associated receptor kinase C-terminal. This WAK_assoc domain is cysteine-rich and lies C-terminal to the binding domain, GUB_WAK_bind, pfam13947.GO:0071215|cellular response to abscisic acid stimulus;GO:0042631|cellular response to water deprivation;GO:0009755|hormone-mediated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G132900.v6.10.3139421 ####### 5E-06 down yes pfam05323 Pox_A21 Poxvirus A21 Protein. This family consists of several poxvirus A21 proteins.. . . .

Manes.05G133000.v6.10.4771307 -1.06754 6E-14 down yes pfam10213 MRP-S28 Mitochondrial ribosomal subunit protein. This is a conserved region of approx. 125 residues of one of the proteins that makes up the small subunit of the mitochondrial ribosome. In Saccharomyces cerevisiae the protein is MRP-S24 whereas in humans it is MRP-S28. The human mitochondrial ribosome has 29 distinct proteins in the small subunit and these have homologues in, for example, Drosophila melanogaster, Caenorhabditis elegans, and in the genomes of several fungi.. . . .

Manes.05G133100.v6.10.7861579 ####### 0.0218 down no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.05G133600.v6.10.4605988 -1.11842 3E-09 down yes pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0000387|spliceosomal snRNP assembly;GO:0005829|cytosol;GO:0034709|methylosome;GO:0034715|pICln-Sm protein complex;GO:0034719|SMN-Sm protein complex;GO:0005685|U1 snRNP;GO:0005687|U4 snRNP;GO:0071208|histone pre-mRNA DCP binding;K11088

Manes.05G133800.v6.11.7492366 8.07E-01 2E-12 up no pfam02922 CBM_48 Carbohydrate-binding module 48 (Isoamylase N-terminal domain). This domain is found in a range of enzymes that act on branched substrates - isoamylase, pullulanase and branching enzyme. This family also contains the beta subunit of 5' AMP activated kinase.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0003844|1,4-alpha-glucan branching enzyme activity;GO:0043169|cation binding;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.05G134200.v6.11.0512041 7.20E-02 0.9185 up no pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0071456|cellular response to hypoxia;GO:0009870|defense response signaling pathway, resistance gene-dependent;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0055114|oxidation-reduction process;GO:0009626|plant-type hypersensitive response;GO:0051707|response to other organism;GO:0009627|systemic acquired resistance;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K00485

Manes.05G134300.v6.1NA NA NA -- no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009820|alkaloid metabolic process;. GO:0050636|vinorine synthase activity;.

Manes.05G134400.v6.10.6321097 ####### 7E-05 down no pfam00246 Peptidase_M14Zinc carboxypeptidase.GO:0006508|proteolysis;GO:0005615|extracellular space;GO:0005578|proteinaceous extracellular matrix;GO:0004181|metallocarboxypeptidase activity;GO:0008270|zinc ion binding;K08782

Manes.05G134900.v6.14.4375938 2.14978 1E-09 up yes pfam14650 FAM75 FAM75 family.. . . .

Manes.05G135100.v6.133.094055 5.0485 7E-30 up yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.05G136200.v6.10.4423505 -1.17674 5E-12 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.05G136300.v6.10.5880388 ####### 2E-10 down no pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.05G136500.v6.14.1983943 2.07E+00 2E-09 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.05G136700.v6.12.3128332 1.21E+00 4E-15 up yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G137600.v6.10.1407858 -2.82843 7E-74 down yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.05G137800.v6.11.4395871 5.26E-01 0.0024 up no pfam12517 DUF3720 Protein of unknown function (DUF3720). This domain family is found in eukaryotes, and is approximately 100 amino acids in length. There are two completely conserved A residues that may be functionally important.. . . .

Manes.05G138200.v6.11.4195672 0.50545 0.0004 up no pfam11744 ALMT Aluminium activated malate transporter.GO:0098656|anion transmembrane transport;GO:0015743|malate transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005253|anion channel activity;.

Manes.05G138400.v6.10.855043 ####### 0.061 down no pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0042325|regulation of phosphorylation;GO:0034047|regulation of protein phosphatase type 2A activity;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0008601|protein phosphatase type 2A regulator activity;.

Manes.05G138500.v6.12.663531 1.41E+00 9E-32 up yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;.

Manes.05G138800.v6.10.6073145 ####### 8E-09 down no pfam08172 CASP_C CASP C terminal. This domain is the C-terminal region of the CASP family of proteins. It is a Golgi membrane protein which is thought to have a role in vesicle transport.GO:0006891|intra-Golgi vesicle-mediated transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. K09313

Manes.05G138900.v6.18.5327932 3.09302 1E-105 up yes pfam04083 Abhydro_lipasePartial alpha/beta-hydrolase lipase region. This family corresponds to a N-terminal part of an alpha/beta hydrolase domain.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K19406

Manes.05G139200.v6.11.0563686 7.91E-02 0.4964 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G139400.v6.1Inf Inf 5E-122 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.05G139500.v6.129.265589 4.87113 8E-06 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.05G139600.v6.1Inf Inf 1E-11 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.05G139800.v6.1Inf Inf 0.01 up yes pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. GO:0005739|mitochondrion;. .

Manes.05G139900.v6.1NA NA NA -- no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.. . . .

Manes.05G140300.v6.11.6912962 7.58E-01 3E-07 up no pfam01638 HxlR HxlR-like helix-turn-helix. HxlR, a member of this family, is a DNA-binding protein that acts as a positive regulator of the formaldehyde-inducible hxlAB operon in Bacillus subtilis.. . . .

Manes.05G140400.v6.18.2648761 3.05E+00 2E-39 up yes pfam00257 Dehydrin Dehydrin. GO:0009631|cold acclimation;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003779|actin binding;.

Manes.05G140600.v6.10.3459748 -1.53126 3E-06 down yes pfam04734 Ceramidase_alkNeutral/alkaline non-lysosomal ceramidase. This family represents a group of neutral/alkaline ceramidases found in both bacteria and eukaryotes.GO:0006665|sphingolipid metabolic process;GO:0005576|extracellular region;GO:0017040|ceramidase activity;K12349

Manes.05G140900.v6.10.1218243 -3.03713 7E-27 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.05G141300.v6.10.4652733 -1.10385 2E-09 down yes pfam04127 DFP DNA / pantothenate metabolizm flavoprotein. The DNA/pantothenate metabolizm flavoprotein (EC:4.1.1.36) affects synthesis of DNA, and pantothenate metabolizm.. . . .

Manes.05G141400.v6.12.1721244 1.12E+00 2E-17 up yes pfam07821 Alpha-amyl_C2Alpha-amylase C-terminal beta-sheet domain. This domain is organized as a five-stranded anti-parallel beta-sheet. It is the probable result of a decay of the common-fold.GO:0005975|carbohydrate metabolic process;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0004556|alpha-amylase activity;GO:0005509|calcium ion binding;K01176

Manes.05G141700.v6.11.8036225 0.8509 6E-05 up no pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.05G142000.v6.10.2489642 -2.00599 3E-32 down yes pfam00127 Copper-bind Copper binding proteins, plastocyanin/azurin family.GO:0055114|oxidation-reduction process;GO:0009535|chloroplast thylakoid membrane;GO:0005507|copper ion binding;GO:0009055|electron carrier activity;K02638

Manes.05G142100.v6.13.390771 1.76161 5E-26 up yes pfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046473|phosphatidic acid metabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0012501|programmed cell death;GO:0090333|regulation of stomatal closure;GO:0009409|response to cold;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.05G142200.v6.12.7894617 1.47999 4E-13 up yes pfam07690 MFS_1 Major Facilitator Superfamily.. . . .

Manes.05G142300.v6.10.5574994 ####### 7E-13 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0009825|multidimensional cell growth;GO:0032876|negative regulation of DNA endoreduplication;GO:0007389|pattern specification process;GO:0016126|sterol biosynthetic process;GO:0010051|xylem and phloem pattern formation;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030797|24-methylenesterol C-methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K08242

Manes.05G142400.v6.10.8749036 -0.1928 0.1606 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0006979|response to oxidative stress;GO:0009414|response to water deprivation;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.05G142700.v6.1NA NA NA -- no pfam12756 zf-C2H2_2 C2H2 type zinc-finger (2 copies). This family contains two copies of a C2H2-like zinc finger domain.. . . .

Manes.05G143100.v6.11.6641208 7.35E-01 6E-07 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005788|endoplasmic reticulum lumen;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;K00472

Manes.05G143200.v6.11.937169 0.95395 4E-17 up no pfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;.

Manes.05G143400.v6.18.2439163 3.04333 1E-88 up yes pfam13905 Thioredoxin_8Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.. . GO:0047134|protein-disulfide reductase activity;K17609

Manes.05G143600.v6.11.3615039 4.45E-01 9E-05 up no pfam13462 Thioredoxin_4Thioredoxin. . . . .

Manes.05G143700.v6.13.1709887 1.66E+00 3E-29 up yes pfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;K14525

Manes.05G144000.v6.118.276017 4.19188 1E-08 up yes pfam05055 DUF677 Protein of unknown function (DUF677). This family consists of AT14A like proteins from Arabidopsis thaliana. At14a has a small domain that has sequence similarities to integrins from fungi, insects and humans. Transcripts of At14a are found in all Arabidopsis tissues and localizes partly to the plasma membrane.. GO:0016021|integral component of membrane;. .

Manes.05G144100.v6.11.6612387 7.32E-01 0.133 up no pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0009737|response to abscisic acid;GO:0006833|water transport;GO:0046658|anchored component of plasma membrane;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09872

Manes.05G144300.v6.10.8213278 -0.28397 0.0528 down no pfam05383 La La domain. This presumed domain is found at the N-terminus of La RNA-binding proteins as well as other proteins. The function of this region is uncertain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005844|polysome;GO:0003723|RNA binding;K18757

Manes.05G144500.v6.12.0238013 1.01707 1E-15 up yes pfam01466 Skp1 Skp1 family, dimerization domain.GO:0009734|auxin-activated signaling pathway;GO:0007059|chromosome segregation;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016032|viral process;GO:0005634|nucleus;. K03094

Manes.05G145000.v6.10.0763527 -3.71118 1E-16 down yes pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.05G145200.v6.10.3930559 -1.34719 3E-08 down yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.05G145400.v6.10.6255817 -0.67673 5E-09 down no pfam00168 C2 C2 domain. GO:0009306|protein secretion;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.05G146300.v6.10.6178681 ####### 2E-05 down no pfam04751 DUF615 Protein of unknown function (DUF615). This family of bacterial proteins has no known function.. . . .

Manes.05G146400.v6.12.6630247 1.41E+00 7E-17 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009536|plastid;. .

Manes.05G146500.v6.11.3698692 4.54E-01 0.0001 up no pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.05G146600.v6.13.1051077 1.63E+00 1E-43 up yes pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.05G147700.v6.1116.87942 6.87E+00 3E-11 up yes pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.05G147800.v6.11.6251184 0.70054 1E-07 up no pfam14939 DCAF15_WD40DDB1-and CUL4-substrate receptor 15, WD repeat. DCAFs, Ddb1- and Cul4-associated factors, are substrate receptors for the Cul4-Ddb1 Ubiquitin Ligase. There are 18 different factors, the majority of which are WD40-repeat-proteins.. . . .

Manes.05G148400.v6.10.4127532 ####### 2E-11 down yes pfam04189 Gcd10p Gcd10p family. eIF-3 is a multi-subunit complex that stimulates translation initiation in vitro at several different steps. This family corresponds to the gamma subunit if eIF3. The Yeast protein Gcd10p has also been shown to be part of a complex with the methyltransferase Gcd14p that is involved in modifying tRNA.GO:0030488|tRNA methylation;GO:0005634|nucleus;GO:0031515|tRNA (m1A) methyltransferase complex;. K03256

Manes.05G148600.v6.10.666337 ####### 3E-05 down no pfam00590 TP_methylaseTetrapyrrole (Corrin/Porphyrin) Methylases. This family uses S-AdoMet in the methylation of diverse substrates. This family includes a related group of bacterial proteins of unknown function. This family includes the methylase Dipthine synthase.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;. GO:0004164|diphthine synthase activity;K00586

Manes.05G148700.v6.1Inf Inf 0.3951 up no pfam12776 Myb_DNA-bind_3Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.05G148900.v6.15.2357634 2.3884 6E-10 up yes pfam03641 Lysine_decarboxPossible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.05G149100.v6.11.6525491 7.25E-01 3E-10 up no pfam03159 XRN_N XRN 5'-3' exonuclease N-terminus. This family aligns residues towards the N-terminus of several proteins with multiple functions. The members of this family all appear to possess 5'-3' exonuclease activity EC:3.1.11.-. Thus, the aligned region may be necessary for 5' to 3' exonuclease function. The family also contains several Xrn1 and Xrn2 proteins. The 5'-3' exoribonucleases Xrn1p and Xrn2p/Rat1p function in the degradation and processing of several classes of RNA in Saccharomyces cerevisiae. Xrn1p is the main enzyme catalyzing cytoplasmic mRNA degradation in multiple decay pathways, whereas Xrn2p/Rat1p functions in the processing of rRNAs and small nucleolar RNAs (snoRNAs) in the nucleus.GO:0010587|miRNA catabolic process;GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0004534|5'-3' exoribonuclease activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K12619

Manes.05G149200.v6.10.3445598 -1.53717 4E-24 down yes pfam01747 ATP-sulfurylaseATP-sulfurylase. This domain is the catalytic domain of ATP-sulfurylase or sulfate adenylyltransferase EC:2.7.7.4 some of which are part of a bifunctional polypeptide chain associated with adenosyl phosphosulphate (APS) kinase pfam01583. Both enzymes are required for PAPS (phosphoadenosine-phosphosulfate) synthesis from inorganic sulphate. ATP sulfurylase catalyses the synthesis of adenosine-phosphosulfate APS from ATP and inorganic sulphate.GO:0009970|cellular response to sulfate starvation;GO:0070814|hydrogen sulfide biosynthetic process;GO:0016310|phosphorylation;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;GO:0004781|sulfate adenylyltransferase (ATP) activity;K13811

Manes.05G149400.v6.10.081275 -3.62105 1E-42 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.05G149600.v6.10.307269 ####### 7E-39 down yes pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.. GO:0005886|plasma membrane;. .

Manes.05G150000.v6.1234.72147 7.87E+00 1E-53 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.05G151200.v6.10.8188818 -0.28827 0.0211 down no pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0090630|activation of GTPase activity;GO:0051301|cell division;GO:0072356|chromosome passenger complex localization to kinetochore;GO:0007032|endosome organization;GO:0045184|establishment of protein localization;GO:0048041|focal adhesion assembly;GO:0007229|integrin-mediated signaling pathway;GO:0000278|mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051895|negative regulation of focal adhesion assembly;GO:0034260|negative regulation of GTPase activity;GO:1900025|negative regulation of substrate adhesion-dependent cell spreading;GO:0051987|positive regulation of attachment of spindle microtubules to kinetochore;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0030334|regulation of cell migration;GO:0010762|regulation of fibroblast migration;GO:1900027|regulation of ruffle assembly;GO:0007264|small GTPase mediated signal transduction;GO:0034506|chromosome, centromeric core domain;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005874|microtubule;GO:0030496|midbody;GO:1990023|mitotic spindle midzone;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0008017|microtubule binding;GO:0044822|poly(A) RNA binding;GO:0019904|protein domain specific binding;GO:0019901|protein kinase binding;GO:0048365|Rac GTPase binding;GO:0031267|small GTPase binding;.

Manes.05G151400.v6.10.3302169 -1.59851 4E-18 down yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009970|cellular response to sulfate starvation;GO:0006952|defense response;GO:0009294|DNA mediated transformation;GO:0045596|negative regulation of cell differentiation;GO:0051170|nuclear import;GO:0007231|osmosensory signaling pathway;GO:0008272|sulfate transport;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051019|mitogen-activated protein kinase binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G151600.v6.10.0277103 ####### 2E-45 down yes pfam07250 Glyoxal_oxid_NGlyoxal oxidase N-terminus. This family represents the N-terminus (approximately 300 residues) of a number of plant and fungal glyoxal oxidase enzymes. Glyoxal oxidase catalyses the oxidation of aldehydes to carboxylic acids, coupled with reduction of dioxygen to hydrogen peroxide. It is an essential component of the extracellular lignin degradation pathways of the wood-rot fungus Phanerochaete chrysosporium.. GO:0005576|extracellular region;GO:0045480|galactose oxidase activity;GO:0046872|metal ion binding;.

Manes.05G151700.v6.11.8079993 0.85439 5E-13 up no pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0016491|oxidoreductase activity;.

Manes.05G152300.v6.10.3377486 -1.56598 1E-32 down yes pfam13414 TPR_11 TPR repeat. . GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0005509|calcium ion binding;GO:0016757|transferase activity, transferring glycosyl groups;GO:0008270|zinc ion binding;.

Manes.05G152600.v6.11.2455282 3.17E-01 0.0562 up no pfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.05G153300.v6.11.606347 0.68378 2E-07 up no pfam02270 TFIIF_beta Transcription initiation factor IIF, beta subunit. Accurate transcription in vivo requires at least six general transcription initiation factors, in addition to RNA polymerase II. Transcription initiation factor IIF (TFIIF) is a tetramer of two beta subunits associate with two alpha subunits which interacts directly with RNA polymerase II. The beta subunit of TFIIF is required for recruitment of RNA polymerase II onto the promoter.GO:0032508|DNA duplex unwinding;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0060261|positive regulation of transcription initiation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0044732|mitotic spindle pole body;GO:0005634|nucleus;GO:0005674|transcription factor TFIIF complex;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0000991|transcription factor activity, core RNA polymerase II binding;GO:0003677|DNA binding;K03139

Manes.05G153700.v6.1163.86356 7.35635 1E-21 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G153800.v6.18.7411149 3.12782 4E-101 up yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.05G153900.v6.18.0649572 3.01E+00 3E-46 up yes pfam04293 SpoVR SpoVR like protein. Bacillus subtilis stage V sporulation protein R is involved in spore cortex formation. Little is known about cortex biosynthesis, except that it depends on several sigma E controlled genes, including spoVR.. . . .

Manes.05G154200.v6.10.1317315 -2.92433 3E-59 down yes pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009823|cytokinin catabolic process;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.05G154400.v6.1NA NA NA -- no pfam01735 PLA2_B Lysophospholipase catalytic domain. This family consists of Lysophospholipase / phospholipase B EC:3.1.1.5 and cytosolic phospholipase A2 EC:3.1.4 which also has a C2 domain pfam00168. Phospholipase B enzymes catalyse the release of fatty acids from lysophsopholipids and are capable in vitro of hydrolysing all phospholipids extractable form yeast cells. Cytosolic phospholipase A2 associates with natural membranes in response to physiological increases in Ca2+ and selectively hydrolyses arachidonyl phospholipids, the aligned region corresponds the the carboxy-terminal Ca2+-independent catalytic domain of the protein as discussed in.. . . .

Manes.05G154500.v6.1Inf Inf 0.0107 up yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.05G154600.v6.13.7334403 1.90051 1E-50 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10688

Manes.05G154800.v6.12.0062423 1.00E+00 0.1009 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.05G154900.v6.10.6653235 ####### 0.0001 down no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009058|biosynthetic process;GO:0006006|glucose metabolic process;. GO:0016757|transferase activity, transferring glycosyl groups;K13057

Manes.05G155400.v6.10.5265503 -0.92536 0.0068 down no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.05G155700.v6.1Inf Inf 0.0186 up yes pfam08490 DUF1744 Domain of unknown function (DUF1744). This domain is found on the epsilon catalytic subunit of DNA polymerase. It is found C terminal to pfam03104 and pfam00136.. . . .

Manes.05G155800.v6.12.8854671 1.5288 6E-22 up yes pfam02577 DNase-RNaseBifunctional nuclease. This family is a bifunctional nuclease, with both DNase and RNase activity. It forms a wedge-shaped dimer, with each monomer being triangular in shape. A large groove at the thick end of the wedge contains a possible active site.. GO:0005634|nucleus;GO:0004518|nuclease activity;.



Manes.05G156200.v6.10.4969511 ####### 8E-07 down yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.05G156300.v6.10.2499875 -2.00007 0.0166 down yes pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0032981|mitochondrial respiratory chain complex I assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0033617|mitochondrial respiratory chain complex IV assembly;GO:0007005|mitochondrion organization;GO:0005750|mitochondrial respiratory chain complex III;GO:0005739|mitochondrion;GO:0005524|ATP binding;K08900

Manes.05G156600.v6.11.0119325 1.71E-02 0.9522 up no pfam11081 DUF2890 Protein of unknown function (DUF2890). This family is conserved in dsDNA adenoviruses of vertebrates. The function is not known.. . . .

Manes.05G156900.v6.112.386464 3.63E+00 7E-19 up yes pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.05G157000.v6.14.4037288 2.13873 2E-33 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0045552|dihydrokaempferol 4-reductase activity;GO:0047890|flavanone 4-reductase activity;K13082

Manes.05G157100.v6.15.2920226 2.40382 4E-67 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009813|flavonoid biosynthetic process;. GO:0050662|coenzyme binding;GO:0045552|dihydrokaempferol 4-reductase activity;GO:0047890|flavanone 4-reductase activity;.

Manes.05G157500.v6.11.6183306 0.69451 3E-07 up no pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.. . GO:0016301|kinase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;.

Manes.05G157700.v6.12.3600592 1.23882 1E-18 up yes pfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.05G157900.v6.10.456809 ####### 3E-17 down yes pfam01167 Tub Tub family. . . . .

Manes.05G158100.v6.10.9841922 ####### 1 down no pfam07733 DNA_pol3_alphaBacterial DNA polymerase III alpha subunit.. . . .

Manes.05G158200.v6.10.7246909 ####### 0.0002 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0000741|karyogamy;GO:0010197|polar nucleus fusion;GO:0005739|mitochondrion;. .

Manes.05G158500.v6.10.3814545 -1.39042 3E-11 down yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0009738|abscisic acid-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G158600.v6.11.6098121 6.87E-01 0.6564 up no pfam00501 AMP-bindingAMP-binding enzyme.GO:0071766|Actinobacterium-type cell wall biogenesis;GO:0006633|fatty acid biosynthetic process;GO:0008610|lipid biosynthetic process;. GO:0016874|ligase activity;K12426

Manes.05G159400.v6.10.704694 -0.50493 1E-05 down no pfam05761 5_nucleotid 5' nucleotidase family. This family of eukaryotic proteins includes 5' nucleotidase enzymes, such as purine 5'-nucleotidase EC:3.1.3.5.GO:0016311|dephosphorylation;GO:0006139|nucleobase-containing compound metabolic process;GO:0009117|nucleotide metabolic process;GO:0045335|phagocytic vesicle;GO:0008253|5'-nucleotidase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K01081

Manes.05G159600.v6.11.5600369 6.42E-01 5E-08 up no pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K16302

Manes.05G159800.v6.11.7847122 8.36E-01 8E-09 up no pfam05867 DUF851 Protein of unknown function (DUF851).. GO:0016021|integral component of membrane;. .

Manes.05G159900.v6.10.8750652 ####### 0.1086 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.. . . .

Manes.05G160100.v6.11.5951645 6.74E-01 0.0043 up no pfam08637 NCA2 ATP synthase regulation protein NCA2. NCA2 has been shown to be required for the regulation of ATP synthase subunits Atp6p and Atp8p in Saccharomyces cerevisiae.. . . .

Manes.05G160200.v6.12.4579684 1.29747 0.0002 up yes pfam01148 CTP_transf_1Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.. . . .

Manes.05G160300.v6.11.8002994 0.84824 4E-06 up no pfam11110 Phage_hub_GP28Baseplate hub distal subunit. These baseplate proteins are also referred to as Gp28. Gp28 is the structural component of the central part of the bacteriophage T4 baseplate, which possesses a hydrophobic region and is membrane bound. Gp28 forms a complex with gp27 which is another structural component of the baseplate.. . . .

Manes.05G160400.v6.11.552146 6.34E-01 5E-06 up no pfam05624 LSR Lipolysis stimulated receptor (LSR). The lipolysis-stimulated receptor (LSR) is a lipoprotein receptor primarily expressed in the liver and activated by free fatty acids. It is thought to be involved in the clearance of triglyceride-rich lipoproteins, and has been shown in mice to be critical for liver and embryonic development.. . . .

Manes.05G160600.v6.13.5480587 1.82703 2E-46 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.05G160800.v6.11.6301699 7.05E-01 4E-09 up no pfam00342 PGI Phosphoglucose isomerase. Phosphoglucose isomerase catalyses the interconversion of glucose-6-phosphate and fructose-6-phosphate.GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004347|glucose-6-phosphate isomerase activity;.

Manes.05G161400.v6.10.1638483 -2.60957 4E-44 down yes pfam05320 Pox_RNA_Pol_19Poxvirus DNA-directed RNA polymerase 19 kDa subunit. This family contains several DNA-directed RNA polymerase 19 kDa polypeptides. The Poxvirus DNA-directed RNA polymerase (EC: 2.7.7.6) catalyses DNA-template-directed extension of the 3'-end of an RNA strand by one nucleotide at a time.. . . .

Manes.05G161500.v6.10.3736333 -1.4203 3E-24 down yes pfam09622 DUF2391 Putative integral membrane protein (DUF2391). This entry is found in Nostoc sp. PCC 7120, Agrobacterium tumefaciens, Rhizobium meliloti, and Gloeobacter violaceus in a conserved two-gene neighbourhood. Proteins containing this entry appear to span the membrane seven times.GO:0034765|regulation of ion transmembrane transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0034426|etioplast membrane;GO:0031359|integral component of chloroplast outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0046930|pore complex;GO:0015288|porin activity;GO:0022843|voltage-gated cation channel activity;.

Manes.05G161600.v6.10.1857443 -2.42861 4E-33 down yes pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.. . . .

Manes.05G162000.v6.12.1069866 1.07518 2E-11 up yes pfam11779 DUF3317 Protein of unknown function (DUF3317). This is a short family of proteins conserved from fungi and plants to human. One each of the human and mouse members is annotated as being androgen down-regulated protein expressed in mouse prostate, with a potential signal transduction function, and all appear to be membrane proteins.. . . .

Manes.05G162100.v6.13.6071563 1.85086 3E-54 up yes pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.05G162200.v6.11.6141548 0.69078 0.0021 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0009741|response to brassinosteroid;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0008395|steroid hydroxylase activity;K15639

Manes.05G162300.v6.14.1567588 2.05546 0.0002 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0009741|response to brassinosteroid;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0008395|steroid hydroxylase activity;K15639

Manes.05G162400.v6.12.0352503 1.02521 2E-16 up yes pfam13672 PP2C_2 Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.05G162500.v6.10.2161087 ####### 2E-37 down yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0007015|actin filament organization;GO:0071483|cellular response to blue light;GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0005737|cytoplasm;. .

Manes.05G162800.v6.12.4041302 1.26552 7E-11 up yes pfam05648 PEX11 Peroxisomal biogenesis factor 11 (PEX11). This family consists of several peroxisomal biogenesis factor 11 (PEX11) proteins from several eukaryotic species. The PEX11 peroxisomal membrane proteins promote peroxisome division in multiple eukaryotes.GO:0016559|peroxisome fission;GO:0007031|peroxisome organization;GO:0044375|regulation of peroxisome size;GO:0005779|integral component of peroxisomal membrane;GO:0005777|peroxisome;GO:0042802|identical protein binding;.

Manes.05G162900.v6.10.8954772 -0.15927 0.2294 down no pfam03352 Adenine_glycoMethyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.05G163000.v6.11.5710754 0.65175 6E-08 up no pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0009742|brassinosteroid mediated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14503

Manes.05G163300.v6.10.6456093 ####### 0.0006 down no pfam13867 SAP30_Sin3_bdgSin3 binding region of histone deacetylase complex subunit SAP30. This C-terminal domain of the SAP30 proteins appears to be the binding region for Sin3.. . . .

Manes.05G163400.v6.12.5591681 1.36E+00 2E-12 up yes pfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.05G163500.v6.10.6466982 ####### 7E-08 down no pfam01457 Peptidase_M8Leishmanolysin.GO:0007420|brain development;GO:0007155|cell adhesion;GO:0051301|cell division;GO:0051298|centrosome duplication;GO:0006338|chromatin remodeling;GO:0008354|germ cell migration;GO:0008406|gonad development;GO:0007444|imaginal disc development;GO:0007100|mitotic centrosome separation;GO:0007076|mitotic chromosome condensation;GO:0007052|mitotic spindle organization;GO:0045842|positive regulation of mitotic metaphase/anaphase transition;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;GO:0008233|peptidase activity;K13539

Manes.05G163600.v6.1Inf Inf 0.8798 up no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.05G163700.v6.11.7532336 8.10E-01 1E-06 up no pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0016021|integral component of membrane;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;K13513

Manes.05G163900.v6.12.4334568 1.28E+00 8E-22 up yes pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.05G164200.v6.12.5014581 1.32277 4E-20 up yes pfam12315 DUF3633 Protein of unknown function (DUF3633). This domain family is found in bacteria and eukaryotes, and is approximately 210 amino acids in length. The family is found in association with pfam00412.GO:0046621|negative regulation of organ growth;GO:0048482|ovule morphogenesis;GO:0048317|seed morphogenesis;. GO:0043130|ubiquitin binding;GO:0008270|zinc ion binding;.

Manes.05G164300.v6.134.351945 5.10232 1E-06 up yes pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0046856|phosphatidylinositol dephosphorylation;GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0005886|plasma membrane;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0043813|phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.05G164400.v6.11.1165846 1.59E-01 0.2111 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.05G164700.v6.11.3727328 0.45705 0.0001 up no pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.05G164800.v6.1Inf Inf 0.8764 up no pfam06541 DUF1113 Protein of unknown function (DUF1113). This family consists of several bacterial proteins of unknown function.. . . .

Manes.05G165300.v6.11.4299533 5.16E-01 0.0085 up no pfam09704 Cas_Cas5d CRISPR-associated protein (Cas_Cas5). CRISPR is a term for Clustered, Regularly Interspaced Short Palindromic Repeats. A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This small Cas family is represented by CT1134 of Chlorobium tepidum.. . . .

Manes.05G165500.v6.11.7864789 0.83712 3E-07 up no pfam00146 NADHdh NADH dehydrogenase.. . . .

Manes.05G165600.v6.11.4414354 0.52751 0.0392 up no pfam13261 DUF4052 Protein of unknown function (DUF4052). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 220 amino acids in length.. . . .

Manes.05G165700.v6.1Inf Inf 0.0338 up no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.05G166000.v6.10.444485 ####### 0.0022 down yes pfam04507 DUF576 Protein of unknown function, DUF576. This family contains several uncharacterized staphylococcal proteins.. . . .

Manes.05G166100.v6.10.3457396 -1.53224 1E-11 down yes pfam03099 BPL_LplA_LipBBiotin/lipoate A/B protein ligase family. This family includes biotin protein ligase, lipoate-protein ligase A and B. Biotin is covalently attached at the active site of certain enzymes that transfer carbon dioxide from bicarbonate to organic acids to form cellular metabolites. Biotin protein ligase (BPL) is the enzyme responsible for attaching biotin to a specific lysine at the active site of biotin enzymes. Each organism probably has only one BPL. Biotin attachment is a two step reaction that results in the formation of an amide linkage between the carboxyl group of biotin and the epsilon-amino group of the modified lysine. Lipoate-protein ligase A (LPLA) catalyses the formation of an amide linkage between lipoic acid and a specific lysine residue in lipoate dependent enzymes. The unusual biosynthesis pathway of lipoic acid is mechanistically intertwined with attachment of the cofactor.GO:0009107|lipoate biosynthetic process;GO:0009249|protein lipoylation;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0033819|lipoyl(octanoyl) transferase activity;GO:0016415|octanoyltransferase activity;K03801

Manes.05G166200.v6.15.0739346 2.3431 2E-75 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0031408|oxylipin biosynthetic process;GO:0009507|chloroplast;GO:0020037|heme binding;GO:0047987|hydroperoxide dehydratase activity;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G166400.v6.137.674157 5.24E+00 3E-60 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G166500.v6.12.9804991 1.57555 0.0001 up yes pfam11294 DUF3095 Protein of unknown function (DUF3095). Some members in this bacterial family of proteins are annotated as adenylyl cyclase however this cannot be confirmed. Currently no function is known.. . . .

Manes.05G166600.v6.116.586803 4.05196 3E-07 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G166800.v6.10.3780722 -1.40327 1E-15 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167000.v6.13.7865465 1.92E+00 5E-21 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167100.v6.10.4584694 -1.1251 6E-21 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.05G167200.v6.10.6374562 -0.6496 0.1098 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.05G167300.v6.10.8234383 ####### 0.5634 down no pfam11214 Med2 Mediator complex subunit 2. This family of mediator complex subunit 2 proteins is conserved in fungi. Cyclin-dependent kinase CDK8 or Srb10 interacts with and phosphorylates Med2. Post-translational modifications of Mediator subunits are important for regulation of gene expression.. . . .

Manes.05G168300.v6.10.2837229 ####### 0.0177 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G168400.v6.10.3840142 -1.38077 0.0006 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G168500.v6.10.9705065 ####### 0.7163 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G168900.v6.10.6175455 -0.69538 1E-08 down no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G169000.v6.10.7836697 -0.35168 0.0249 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010241|ent-kaurene oxidation to kaurenoic acid;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0009707|chloroplast outer membrane;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0052617|ent-kaur-16-en-19-al oxidase activity;GO:0052616|ent-kaur-16-en-19-ol oxidase activity;GO:0052615|ent-kaurene oxidase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K04122

Manes.05G169200.v6.12.5077627 1.33E+00 8E-18 up yes pfam10502 Peptidase_S26Signal peptidase, peptidase S26. This is a family of membrane signal serine endopeptidases which function in the processing of newly-synthesized secreted proteins. Peptidase S26 removes the hydrophobic, N-terminal, signal peptides as proteins are translocated across membranes. The active site residues take the form of a catalytic dyad that is Ser, Lys in subfamily S26A; the Ser is the nucleophile in catalysis, and the Lys is the general base.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008236|serine-type peptidase activity;K03100

Manes.05G169600.v6.14.6647026 2.22179 2E-34 up yes pfam00931 NB-ARC NB-ARC domain.GO:0042742|defense response to bacterium;GO:0048046|apoplast;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.05G170000.v6.10.7645549 -0.38731 0.0132 down no pfam15491 CTC1_2 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. This family largely represents sequences from plants species.GO:0000723|telomere maintenance;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G170100.v6.10.0245603 -5.34753 9E-08 down yes pfam10214 Rrn6 RNA polymerase I-specific transcription-initiation factor. RNA polymerase I-specific transcription-initiation factor Rrn6 and Rrn7 represent components of a multisubunit transcription factor essential for the initiation of rDNA transcription by Pol I. These proteins are found in fungi.. . . .

Manes.05G170300.v6.1NA NA NA -- no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.05G170400.v6.10.2433553 ####### 3E-09 down yes pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.05G170500.v6.10.3982735 ####### 0.213 down no pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.05G170600.v6.11.8117821 0.85741 2E-11 up no pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.05G171000.v6.11.8141438 0.85929 4E-14 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . . .

Manes.05G171400.v6.11.8012312 0.84898 0.2348 up no pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0071456|cellular response to hypoxia;GO:0051607|defense response to virus;GO:0016042|lipid catabolic process;GO:0006629|lipid metabolic process;GO:0031408|oxylipin biosynthetic process;GO:0009626|plant-type hypersensitive response;GO:0046686|response to cadmium ion;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0016298|lipase activity;.

Manes.05G172400.v6.12.5793882 1.37E+00 3E-33 up yes pfam08235 LNS2 LNS2 (Lipin/Ned1/Smp2). This domain is found in Saccharomyces cerevisiae protein SMP2, proteins with an N-terminal lipin domain (Pfam: PF04571) and phosphatidylinositol transfer proteins. SMP2 (also known as PAH1) is involved in plasmid maintenance and respiration, and has been identified as a Mg2+-dependent phosphatidate phosphatase (EC:3.1.3.4) that contains a haloacid dehalogenase (HAD)-like domain. Lipin proteins are involved in adipose tissue development and insulin resistance.GO:0019375|galactolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.05G172500.v6.11.6146142 6.91E-01 3E-08 up no pfam08235 LNS2 LNS2 (Lipin/Ned1/Smp2). This domain is found in Saccharomyces cerevisiae protein SMP2, proteins with an N-terminal lipin domain (Pfam: PF04571) and phosphatidylinositol transfer proteins. SMP2 (also known as PAH1) is involved in plasmid maintenance and respiration, and has been identified as a Mg2+-dependent phosphatidate phosphatase (EC:3.1.3.4) that contains a haloacid dehalogenase (HAD)-like domain. Lipin proteins are involved in adipose tissue development and insulin resistance.GO:0019375|galactolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.05G173700.v6.1Inf Inf 0.8764 up no pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.. . . .

Manes.05G173800.v6.11.7419441 8.01E-01 3E-12 up no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0005829|cytosol;GO:0005886|plasma membrane;. .

Manes.05G174000.v6.11.6925695 7.59E-01 3E-09 up no pfam02036 SCP2 SCP-2 sterol transfer family. This domain is involved in binding sterols. It is found in the SCP2 protein, as well as the C terminus of the enzyme estradiol 17 beta-dehydrogenase EC:1.1.1.62. The UNC-24 protein contains an SPFH domain pfam01145.GO:0008203|cholesterol metabolic process;GO:0006635|fatty acid beta-oxidation;GO:0005777|peroxisome;GO:0033989|3alpha,7alpha,12alpha-trihydroxy-5beta-cholest-24-enoyl-CoA hydratase activity;GO:0016853|isomerase activity;GO:0030283|testosterone dehydrogenase [NAD(P)] activity;K12405

Manes.05G174500.v6.17.9143762 2.98448 2E-41 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G174600.v6.10.2713712 -1.88166 5E-36 down yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;. .

Manes.05G174900.v6.10.3288432 -1.60453 2E-12 down yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0008356|asymmetric cell division;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.05G175100.v6.11.9398908 0.95598 1E-14 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.05G175500.v6.10.4425209 ####### 1E-15 down yes pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G175600.v6.14.20762 2.07E+00 5E-08 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G175700.v6.10.1230461 -3.02273 9E-13 down yes pfam00046 Homeobox Homeobox domain.GO:0051301|cell division;GO:0010067|procambium histogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0007165|signal transduction;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;.



Manes.05G176000.v6.1Inf Inf 0.8764 up no pfam10324 7TM_GPCR_SrwSerpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.05G176200.v6.13.2824406 1.71477 5E-10 up yes pfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.. . . .

Manes.05G176400.v6.10.3609027 ####### 2E-33 down yes pfam00225 Kinesin Kinesin motor domain.GO:0008089|anterograde axon cargo transport;GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0007411|axon guidance;GO:0007596|blood coagulation;GO:0007018|microtubule-based movement;GO:0000281|mitotic cytokinesis;GO:0051256|mitotic spindle midzone assembly;GO:0006996|organelle organization;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0030496|midbody;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005876|spindle microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0003777|microtubule motor activity;K10395

Manes.05G176500.v6.12.1807387 1.12482 3E-06 up yes pfam04348 LppC LppC putative lipoprotein. This family includes several bacterial outer membrane antigens, whose molecular function is unknown.. . . .

Manes.05G176900.v6.12.3571703 1.23706 3E-16 up yes pfam00112 Peptidase_C1Papain family cysteine protease.GO:0050832|defense response to fungus;GO:0006508|proteolysis;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;GO:0008234|cysteine-type peptidase activity;GO:0008233|peptidase activity;.

Manes.05G177000.v6.10.1014304 ####### 2E-113 down yes pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.05G177100.v6.10.6344685 ####### 1E-07 down no pfam04193 PQ-loop PQ loop repeat. Members of this family are all membrane bound proteins possessing a pair of repeats each spanning two transmembrane helices connected by a loop. The PQ motif found on loop 2 is critical for the localisation of cystinosin to lysosomes. However, the PQ motif appears not to be a general lysosome-targeting motif. It is thought likely to possess a more general function. Most probably this involves a glutamine residue.GO:0006810|transport;GO:0016021|integral component of membrane;. K09660

Manes.05G177400.v6.10.2974829 ####### 9E-26 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0000082|G1/S transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051726|regulation of cell cycle;GO:0009735|response to cytokinin;GO:0009744|response to sucrose;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.05G177600.v6.10.3786364 -1.40112 9E-32 down yes pfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0009793|embryo development ending in seed dormancy;GO:0006564|L-serine biosynthetic process;GO:0009561|megagametogenesis;GO:0009555|pollen development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0016597|amino acid binding;GO:0005524|ATP binding;GO:0051287|NAD binding;GO:0004617|phosphoglycerate dehydrogenase activity;K00058

Manes.05G178000.v6.1Inf Inf 6E-07 up yes pfam14949 ARF7EP_C ARF7 effector protein C-terminus. This family represents the C-terminus of the ARF7 effector protein (ARF7EP). ARF7EP interacts with ADP-ribosylation factor-like protein 14 and unconventional myosin-Ie and through this interaction controls movement of MHC-II-containing vesicles along the actin cytoskeleton in dendritic cells. It contains a conserved CXCXXXXCXXCXXXCXXCXXXXCXXXCXC motif in it's C-terminal half.. . . .

Manes.05G178100.v6.13.0421304 1.60508 2E-24 up yes pfam05712 MRG MRG. This family consists of three different eukaryotic proteins (mortality factor 4 (MORF4/MRG15), male-specific lethal 3(MSL-3) and ESA1-associated factor 3(EAF3)). It is thought that the MRG family is involved in transcriptional regulation via histone acetylation. It contains 2 chromo domains and a leucine zipper motif.GO:0008283|cell proliferation;GO:0006338|chromatin remodeling;GO:0006342|chromatin silencing;GO:0000724|double-strand break repair via homologous recombination;GO:0016575|histone deacetylation;GO:0043968|histone H2A acetylation;GO:0043967|histone H4 acetylation;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0035267|NuA4 histone acetyltransferase complex;GO:0016580|Sin3 complex;GO:0003682|chromatin binding;K11339

Manes.05G178200.v6.1Inf Inf 0.8798 up no pfam05614 DUF782 Circovirus protein of unknown function (DUF782). This family consists of porcine and bovine circovirus proteins of unknown function.. . . .

Manes.05G178700.v6.12.1857619 1.12814 1E-07 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0033773|isoflavone 2'-hydroxylase activity;.

Manes.05G179300.v6.10.396816 -1.33346 6E-06 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.05G179400.v6.10.6825106 -0.55108 0.0084 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0033773|isoflavone 2'-hydroxylase activity;.

Manes.05G179600.v6.11.6845983 7.52E-01 4E-11 up no pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.05G179700.v6.12.4384624 1.28597 2E-29 up yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.05G179800.v6.111.291714 3.49719 2E-14 up yes pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.05G179900.v6.16.5914008 2.72059 0.232 up no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.05G180000.v6.11.8361262 0.87667 3E-08 up no pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.05G180200.v6.11.7480816 8.06E-01 4E-08 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.05G180300.v6.12.1288047 1.09E+00 3E-06 up yes pfam12907 zf-met2 Zinc-binding. This is small family of metazoan zinc-binding proteins.. . . .

Manes.05G180400.v6.11.8204094 8.64E-01 9E-10 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K03097

Manes.05G180500.v6.129.951255 4.90E+00 6E-163 up yes pfam15461 BCD Beta-carotene 15,15'-dioxygenase. BCD is a family of bacterial and archaeal proteins is found in bacteria and archaea that catalyse or regulate the conversion of beta-carotene to retinal. Characterisation of BCD proteins shows them to cleave beta-carotene at its central double bond (15,15###) to yield two molecules of all-trans-retinal. However, the oxygen atom of retinal originated not from water but from molecular oxygen, suggesting that the enzyme was a beta-carotene 15,15###-dioxygenase, rather than a mono-oxygenase that catalyzes the same biochemical reaction.. . . .

Manes.05G180900.v6.112.976793 3.70E+00 2E-20 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0035264|multicellular organism growth;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009644|response to high light intensity;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.05G181000.v6.11.6798359 0.74832 5E-10 up no pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0009690|cytokinin metabolic process;GO:0009507|chloroplast;GO:0003999|adenine phosphoribosyltransferase activity;.

Manes.05G181400.v6.11.4765016 0.56218 0.0004 up no pfam05004 IFRD Interferon-related developmental regulator (IFRD). Interferon-related developmental regulator (IFRD1) is the human homologue of the rat early response protein PC4 and its murine homologue TIS7. The exact function of IFRD1 is unknown but it has been shown that PC4 is necessary to muscle differentiation and that it might have a role in signal transduction. This family also contains IFRD2 and its murine equivalent SKMc15 which are highly expressed soon after gastrulation and in the hepatic primordium, suggesting an involvement in early hematopoiesis.. . . .

Manes.05G181600.v6.14.5127964 2.17402 1E-78 up yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.. GO:0009706|chloroplast inner membrane;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005262|calcium channel activity;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;.

Manes.05G181700.v6.12.9612728 1.56622 1E-35 up yes pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.05G182600.v6.12.65094 1.41E+00 5E-33 up yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.05G182700.v6.14.4922683 2.17E+00 8E-49 up yes pfam07600 DUF1564 Protein of unknown function (DUF1564). A family of paralogous proteins in Leptospira interrogans. Several have been annotated as possible CopG-like transcriptional regulators (see pfam01402).. . . .

Manes.05G182800.v6.11.0672997 0.09397 0.5482 up no pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0008374|O-acyltransferase activity;.

Manes.05G183500.v6.1Inf Inf 0.0063 up yes pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.05G184000.v6.10.4467988 -1.1623 5E-08 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009908|flower development;GO:0010492|maintenance of shoot apical meristem identity;GO:0042127|regulation of cell proliferation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.05G184200.v6.12.1686645 1.11681 3E-12 up yes pfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.05G184600.v6.14.1502143 2.05319 8E-22 up yes pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0071669|plant-type cell wall organization or biogenesis;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;K00826

Manes.05G184700.v6.19.7070511 3.27903 6E-74 up yes pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0071669|plant-type cell wall organization or biogenesis;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;K00826

Manes.05G185400.v6.10.4687446 -1.09313 4E-06 down yes pfam00331 Glyco_hydro_10Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0031176|endo-1,4-beta-xylanase activity;K01181

Manes.05G185500.v6.10.486183 ####### 4E-07 down yes pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.. . . .

Manes.05G185600.v6.10.4039965 ####### 3E-05 down yes pfam03694 Erg28 Erg28 like protein. This is a family of integral membrane proteins, which may contain four transmembrane helices. Members of this family are thought to be involved in sterol C-4 demethylation. In S. cerevisiae they may tether Erg26p (sterol dehydrogenase/decarboxylase) and Erg27p (3-ketoreductase) to the endoplasmic reticulum or may facilitate interaction between these proteins. The family contains a conserved arginine and histidine that may be functionally important.GO:0016126|sterol biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.05G186600.v6.11.7357184 0.79553 1E-05 up no pfam07690 MFS_1 Major Facilitator Superfamily.GO:0005985|sucrose metabolic process;GO:0005801|cis-Golgi network;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0008515|sucrose transmembrane transporter activity;GO:0015293|symporter activity;K15378

Manes.05G186700.v6.12.8512046 1.51E+00 6E-07 up yes pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.05G187000.v6.10.3908765 -1.35522 2E-13 down yes pfam05201 GlutR_N Glutamyl-tRNAGlu reductase, N-terminal domain.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0008883|glutamyl-tRNA reductase activity;GO:0050661|NADP binding;K02492

Manes.05G187200.v6.12.7922718 1.48144 7E-09 up yes pfam05351 GMP_PDE_deltaGMP-PDE, delta subunit. GMP-PDE delta subunit was originally identified as a fourth subunit of rod-specific cGMP phosphodiesterase (PDE)(EC:3.1.4.35). The precise function of PDE delta subunit in the rod specific GMP-PDE complex is unclear. In addition, PDE delta subunit is not confined to photoreceptor cells but is widely distributed in different tissues. PDE delta subunit is thought to be a specific soluble transport factor for certain prenylated proteins and Arl2-GTP a regulator of PDE-mediated transport.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G187700.v6.17.5309345 2.91E+00 9E-61 up yes pfam11677 DUF3273 Protein of unknown function (DUF3273). Some members in this family of proteins are annotated as multi-transmembrane proteins however this cannot be confirmed. Currently this family has no known function.. . . .

Manes.05G188100.v6.14.2087062 2.07E+00 0.0007 up yes pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0071249|cellular response to nitrate;GO:0048527|lateral root development;GO:0010167|response to nitrate;GO:0007584|response to nutrient;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;K09264

Manes.05G188700.v6.12.581594 1.36826 8E-09 up yes pfam06045 Rhamnogal_lyaseRhamnogalacturonate lyase family. Rhamnogalacturonate lyase (EC:4.2.2.-) degrades the rhamnogalacturonan I (RG-I) backbone of pectin. This family contains mainly members from plants, but also contains the plant pathogen Erwinia chrysanthemi.GO:0005975|carbohydrate metabolic process;GO:0009405|pathogenesis;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0016829|lyase activity;K18195

Manes.05G189100.v6.11.5709553 6.52E-01 0.0004 up no pfam04020 DUF360 Membrane protein of unknown function. These proteins a predicted transmembrane proteins with probably four transmembrane spans. The function of these bacterial proteins is unknown. The sequences do not appear to contain any conserved polar residues that could form an active site.. . . .

Manes.05G189200.v6.11.6901827 7.57E-01 3E-07 up no pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10592

Manes.05G189400.v6.12.4740983 1.31E+00 0.0002 up yes pfam10351 Apt1 Golgi-body localisation protein domain. This is the C-terminus of a family of proteins conserved from plants to humans. The plant members are localized to the Golgi proteins and appear to regulate membrane trafficking, as they are required for rapid vesicle accumulation at the tip of the pollen tube. The C-terminus probably contains the Golgi localisation signal and it is well-conserved.. GO:0005576|extracellular region;. .

Manes.05G189600.v6.10.8310582 -0.26698 0.0368 down no pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.05G189800.v6.11.3367755 0.41876 0.0089 up no pfam13414 TPR_11 TPR repeat. . . . .

Manes.05G189900.v6.11.359792 0.44339 0.0001 up no pfam01239 PPTA Protein prenyltransferase alpha subunit repeat. Both farnesyltransferase (FT) and geranylgeranyltransferase 1 (GGT1) recognize a CaaX motif on their substrates where 'a' stands for preferably aliphatic residues, whereas GGT2 recognizes a completely different motif. Important substrates for FT include, amongst others, many members of the Ras superfamily. GGT1 substrates include some of the other small GTPases and GGT2 substrates include the Rab family.GO:0018344|protein geranylgeranylation;GO:0005968|Rab-protein geranylgeranyltransferase complex;GO:0004663|Rab geranylgeranyltransferase activity;GO:0017137|Rab GTPase binding;GO:0008270|zinc ion binding;K14050

Manes.05G190400.v6.18.3787045 3.06673 3E-115 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019740|nitrogen utilization;GO:0006212|uracil catabolic process;. GO:0016811|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;K09023

Manes.05G190500.v6.10.7223527 -0.46922 0.0007 down no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. . . .

Manes.05G190600.v6.10.9149296 -0.12827 0.2795 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0007190|activation of adenylate cyclase activity;GO:0032148|activation of protein kinase B activity;GO:0031152|aggregation involved in sorocarp development;GO:0043327|chemotaxis to cAMP;GO:0050765|negative regulation of phagocytosis;GO:0030838|positive regulation of actin filament polymerization;GO:0043520|regulation of myosin II filament assembly;GO:0005737|cytoplasm;GO:0031932|TORC2 complex;. K08266

Manes.05G191100.v6.13.1404429 1.65097 1E-39 up yes pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G191300.v6.10.6000728 -0.73679 1E-07 down no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.. . . .

Manes.05G191900.v6.10.5793449 ####### 3E-06 down no pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.GO:0045842|positive regulation of mitotic metaphase/anaphase transition;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005838|proteasome regulatory particle;. K06694

Manes.05G192200.v6.10.6718954 -0.57369 3E-05 down no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.05G192600.v6.12.8825752 1.52736 0.0051 up yes pfam04639 Baculo_E56 Baculoviral E56 protein, specific to ODV envelope. This family represents the E56 protein, which is localizes to the occlusion derived virus (ODV) envelope, but not to the budded virus (BV) envelope.. . . .

Manes.05G192700.v6.11.6226116 6.98E-01 7E-10 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0030054|cell junction;GO:0005777|peroxisome;GO:0045211|postsynaptic membrane;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;.

Manes.05G192800.v6.10.3026242 -1.7244 1E-09 down yes pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0003006|developmental process involved in reproduction;GO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0009624|response to nematode;GO:0048316|seed development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.05G192900.v6.1NA NA NA -- no pfam02207 zf-UBR Putative zinc finger in N-recognin (UBR box). This region is found in E3 ubiquitin ligases that recognize N-recognins.. . . .

Manes.05G193000.v6.14.5031203 2.17093 1E-67 up yes pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0055114|oxidation-reduction process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.05G193200.v6.10.8558428 -0.22458 0.0744 down no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0005096|GTPase activator activity;.

Manes.05G193500.v6.10.2105413 ####### 0.3806 down no pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.05G194100.v6.11.3254213 0.40645 0.0032 up no pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;. . .

Manes.05G194300.v6.13.4352279 1.78E+00 6E-41 up yes pfam01326 PPDK_N Pyruvate phosphate dikinase, PEP/pyruvate binding domain. This enzyme catalyses the reversible conversion of ATP to AMP, pyrophosphate and phosphoenolpyruvate (PEP).GO:0046835|carbohydrate phosphorylation;GO:0046777|protein autophosphorylation;GO:0005983|starch catabolic process;GO:0005982|starch metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0019200|carbohydrate kinase activity;GO:0046872|metal ion binding;GO:0051752|phosphoglucan, water dikinase activity;GO:2001070|starch binding;.

Manes.05G194500.v6.12.0591891 1.04E+00 4E-16 up yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0016491|oxidoreductase activity;.

Manes.05G194600.v6.11.980251 0.98568 1E-11 up no pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0016491|oxidoreductase activity;.

Manes.05G194900.v6.10.2157949 ####### 8E-67 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.05G195100.v6.10.6832253 -0.54957 2E-05 down no pfam00182 Glyco_hydro_19Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0030244|cellulose biosynthetic process;GO:0006032|chitin catabolic process;GO:0009873|ethylene-activated signaling pathway;GO:0009825|multidimensional cell growth;GO:0010337|regulation of salicylic acid metabolic process;GO:0009735|response to cytokinin;GO:0009408|response to heat;GO:0010167|response to nitrate;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0010053|root epidermal cell differentiation;GO:0048046|apoplast;GO:0005794|Golgi apparatus;GO:0030247|polysaccharide binding;.

Manes.05G195200.v6.12.5137935 1.33E+00 0.0776 up no pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. . . .

Manes.05G195500.v6.11.1836211 2.43E-01 0.0298 up no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.05G196100.v6.10.4635545 -1.10919 9E-16 down yes pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.GO:0007006|mitochondrial membrane organization;GO:0016020|membrane;GO:0005739|mitochondrion;. .

Manes.05G196700.v6.16.7346809 2.75161 0.204 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0009926|auxin polar transport;GO:0060918|auxin transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010160|formation of organ boundary;GO:0048527|lateral root development;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009639|response to red or far red light;GO:0048364|root development;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.05G197400.v6.13.3629884 1.74974 0.1486 up no pfam15290 Syntaphilin Golgi-localized syntaxin-1-binding clamp. Syntaphilin or Syntabulin is a family of eukaryotic proteins. Syntaphilin binds to syntaxin-1 thereby inhibiting SNARE complex formation by absorbing free syntaxin-1. So it is a syntaxin-1 clamp that controls SNARE assembly.. . . .

Manes.05G197700.v6.10.2044786 -2.28998 1E-17 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.05G197800.v6.114.066687 3.81421 7E-50 up yes pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . . .

Manes.05G198300.v6.196.051376 6.59E+00 6E-35 up yes pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.05G198500.v6.1Inf Inf 0.8798 up no pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.. . GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.05G198600.v6.17.0226172 2.81E+00 4E-08 up yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0070370|cellular heat acclimation;GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.05G198700.v6.11.4998328 0.5848 2E-07 up no pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;.

Manes.05G198900.v6.10.7744387 -0.36878 0.0329 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.05G199100.v6.10.6479513 -0.62604 6E-08 down no pfam07263 DMP1 Dentin matrix protein 1 (DMP1). This family consists of several mammalian dentin matrix protein 1 (DMP1) sequences. The dentin matrix acidic phosphoprotein 1 (DMP1) gene has been mapped to human chromosome 4q21. DMP1 is a bone and teeth specific protein initially identified from mineralised dentin. DMP1 is primarily localized in the nuclear compartment of undifferentiated osteoblasts. In the nucleus, DMP1 acts as a transcriptional component for activation of osteoblast-specific genes like osteocalcin. During the early phase of osteoblast maturation, Ca(2+) surges into the nucleus from the cytoplasm, triggering the phosphorylation of DMP1 by a nuclear isoform of casein kinase II. This phosphorylated DMP1 is then exported out into the extracellular matrix, where it regulates nucleation of hydroxyapatite. DMP1 is a unique molecule that initiates osteoblast differentiation by transcription in the nucleus and orchestrates mineralised matrix formation extracellularly, at later stages of osteoblast maturation. The D. . . .

Manes.05G199300.v6.10.4389458 -1.18789 2E-10 down yes pfam04278 Tic22 Tic22-like family. The preprotein translocation at the inner envelope membrane of chloroplasts so far involves five proteins: Tic110, Tic55, Tic40, Tic22 (this family) and Tic20. The molecular function of these proteins has not yet been established.GO:0015031|protein transport;GO:0031972|chloroplast intermembrane space;GO:0016020|membrane;GO:0009536|plastid;. .

Manes.05G200200.v6.10.2732225 -1.87185 2E-44 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07375



Manes.05G200300.v6.10.6681372 ####### 2E-05 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.05G201000.v6.10.5866048 -0.76954 3E-09 down no pfam00849 PseudoU_synth_2RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0001522|pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06178

Manes.05G201200.v6.10.6750983 -0.56683 3E-06 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.05G201600.v6.11.3537026 0.43691 0.5605 up no pfam11262 Tho2 Transcription factor/nuclear export subunit protein 2. THO and TREX form a eukaryotic complex which functions in messenger ribonucleoprotein metabolizm and plays a role in preventing the transcription-associated genetic instability. Tho2, along with four other subunits forms THO. . . .

Manes.05G201700.v6.10.1826846 ####### 3E-48 down yes pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.05G202000.v6.10.6868014 -0.54204 0.0009 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0010256|endomembrane system organization;GO:0042353|fucose biosynthetic process;GO:0006486|protein glycosylation;GO:0009863|salicylic acid mediated signaling pathway;GO:0009826|unidimensional cell growth;GO:0009969|xyloglucan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.05G202500.v6.10.8599185 -0.21773 0.1004 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0042254|ribosome biogenesis;GO:0005730|nucleolus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14838

Manes.05G202700.v6.10.1677716 ####### 1E-35 down yes pfam00274 Glycolytic Fructose-bisphosphate aldolase class-I.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004332|fructose-bisphosphate aldolase activity;.

Manes.05G202900.v6.10.2658127 ####### 6E-25 down yes pfam05777 Acp26Ab Drosophila accessory gland-specific peptide 26Ab (Acp26Ab). This family consists of accessory gland-specific 26Ab peptides or male accessory gland secretory protein 355B from different Drosophila species. Drosophila males, like males of most other insects, transfer a group of specific proteins (Acp26Ab and Acp26Aa in Drosophila) to the females during mating. These proteins are produced primarily in the accessory gland and are likely to influence the female's reproduction.. . . .

Manes.05G203000.v6.10.7613739 -0.39332 0.0053 down no pfam09037 Sulphotransf Stf0 sulphotransferase. Members of this family are essential for the biosynthesis of sulpholipid-1 in prokaryotes. They adopt a structure that belongs to the sulphotransferase superfamily, consisting of a single domain with a core four-stranded parallel beta-sheet flanked by alpha-helices.GO:0009877|nodulation;. GO:0008146|sulfotransferase activity;.

Manes.05G203100.v6.10.1180482 -3.08255 8E-63 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.05G203300.v6.10.7251025 -0.46374 0.0029 down no pfam00183 HSP90 Hsp90 protein.GO:0006457|protein folding;GO:0006950|response to stress;GO:0005737|cytoplasm;GO:0005524|ATP binding;K04079

Manes.05G203800.v6.17.1796517 2.84E+00 2E-42 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0005496|steroid binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.05G203900.v6.12.3795797 1.25E+00 1E-25 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0030010|establishment of cell polarity;GO:0009942|longitudinal axis specification;GO:0009555|pollen development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K18835

Manes.05G204100.v6.10.5729396 ####### 5E-09 down no pfam08079 Ribosomal_L30_NRibosomal L30 N-terminal domain. This presumed domain is found at the N-terminus of Ribosomal L30 proteins and has been termed RL30NT or NUC018.. GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.05G204400.v6.12.661701 1.41235 4E-33 up yes pfam00654 Voltage_CLCVoltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0005247|voltage-gated chloride channel activity;.

Manes.05G204900.v6.11.9383298 9.55E-01 1E-13 up no pfam00022 Actin Actin. GO:0030029|actin filament-based process;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0005200|structural constituent of cytoskeleton;K16616

Manes.05G205000.v6.10.7761885 ####### 0.3409 down no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0009567|double fertilization forming a zygote and endosperm;GO:0010183|pollen tube guidance;GO:0010483|pollen tube reception;GO:0007338|single fertilization;GO:0010198|synergid death;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.05G205100.v6.10.5087623 ####### 2E-06 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;. .

Manes.05G205200.v6.14.8782351 2.29E+00 4E-31 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K06689

Manes.05G205300.v6.13.1303587 1.65E+00 1E-18 up yes pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005737|cytoplasm;GO:0005509|calcium ion binding;K13448

Manes.05G205400.v6.10.7579636 ####### 0.0015 down no pfam13014 KH_3 KH domain. KH motifs bind RNA in vitro. This RNA-binding domain is required for the efficient anchoring of ASH1-mRNA to the distal tip of the daughter cell. ASH1 is a specific repressor of transcription that localizes asymmetrically to the daughter cell nucleus. RNA localisation is a widespread mechanism for achieving localized protein synthesis.. GO:0005634|nucleus;GO:0003723|RNA binding;K14945

Manes.05G205500.v6.10.607065 ####### 0.0134 down no pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.05G205600.v6.1NA NA NA -- no pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.05G205900.v6.10.6701397 -0.57747 4E-05 down no pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.05G206000.v6.10.6394583 ####### 0.0036 down no pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;. GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.05G206500.v6.10.8854402 -0.17553 0.404 down no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.GO:0022008|neurogenesis;GO:0005730|nucleolus;GO:0003723|RNA binding;K11884

Manes.05G206800.v6.10.1666352 ####### 3E-20 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.05G207600.v6.10.2305681 -2.11674 1E-36 down yes pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.05G207900.v6.10.526469 ####### 2E-09 down no pfam01113 DapB_N Dihydrodipicolinate reductase, N-terminus. Dihydrodipicolinate reductase (DapB) reduces the alpha,beta-unsaturated cyclic imine, dihydro-dipicolinate. This reaction is the second committed step in the biosynthesis of L-lysine and its precursor meso-diaminopimelate, which are critical for both protein and cell wall biosynthesis. The N-terminal domain of DapB binds the dinucleotide NADPH.GO:0019877|diaminopimelate biosynthetic process;GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009507|chloroplast;GO:0008839|4-hydroxy-tetrahydrodipicolinate reductase;GO:0070402|NADPH binding;K00215

Manes.05G208300.v6.1Inf Inf 0.1085 up no pfam10598 RRM_4 RNA recognition motif of the spliceosomal PrP8. The large RNA-protein complex of the spliceosome catalyses pre-mRNA splicing. One of the most conserved core proteins is PrP8 which occupies a central position in the catalytic core of the spliceosome, and has been implicated in several crucial molecular rearrangements that occur there, and has recently come under the spotlight for its role in the inherited human disease, Retinitis Pigmentosa. The RNA-recognition motif of PrP8 is highly conserved and provides a possible RNA binding centre for the 5-prime SS, BP, or 3-prime SS of pre-mRNA which are known to contact with Prp8. The most conserved regions of an RRM are defined as the RNP1 and RNP2 sequences. Recognition of RNA targets can also be modulated by a number of other factors, most notably the two loops beta1-alpha1, beta2-beta3 and the amino acid residues C-terminal to the RNP2 domain.. . . .

Manes.05G208400.v6.13.5033005 1.80871 3E-15 up yes pfam10588 NADH-G_4Fe-4S_3NADH-ubiquinone oxidoreductase-G iron-sulfur binding region.. . . .

Manes.06G000700.v6.10.7253898 ####### 0.0004 down no pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0019447|D-cysteine catabolic process;GO:0009693|ethylene biosynthetic process;GO:0006094|gluconeogenesis;GO:0019761|glucosinolate biosynthetic process;GO:0006096|glycolytic process;GO:0042744|hydrogen peroxide catabolic process;GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0032880|regulation of protein localization;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0008660|1-aminocyclopropane-1-carboxylate deaminase activity;GO:0050897|cobalt ion binding;GO:0019148|D-cysteine desulfhydrase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.06G000800.v6.15.7345745 2.52E+00 3E-60 up yes pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0006536|glutamate metabolic process;. GO:0004351|glutamate decarboxylase activity;GO:0030170|pyridoxal phosphate binding;K01580

Manes.06G001100.v6.10.0419033 ####### 0.0002 down yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K16289

Manes.06G001400.v6.11.5292302 6.13E-01 3E-05 up no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.06G001900.v6.11.79744 8.46E-01 2E-12 up no pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009639|response to red or far red light;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;. GO:0051015|actin filament binding;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;GO:0005543|phospholipid binding;.

Manes.06G002000.v6.116.799092 4.07E+00 4E-219 up yes pfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0036155|acylglycerol acyl-chain remodeling;GO:0046464|acylglycerol catabolic process;GO:0019369|arachidonic acid metabolic process;GO:0007596|blood coagulation;GO:0006633|fatty acid biosynthetic process;GO:0046474|glycerophospholipid biosynthetic process;GO:0006954|inflammatory response;GO:0006629|lipid metabolic process;GO:0006644|phospholipid metabolic process;GO:0030168|platelet activation;GO:2000124|regulation of endocannabinoid signaling pathway;GO:0050727|regulation of inflammatory response;GO:0051930|regulation of sensory perception of pain;GO:0009966|regulation of signal transduction;GO:0044281|small molecule metabolic process;GO:0019433|triglyceride catabolic process;GO:0005829|cytosol;GO:0005789|endoplasmic reticulum membrane;GO:0019898|extrinsic component of membrane;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0047372|acylglycerol lipase activity;GO:0004622|lysophospholipase activity;GO:0042803|protein homodimerization activity;K01054

Manes.06G002400.v6.1Inf Inf 0.8798 up no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.06G002500.v6.11.3214007 4.02E-01 0.0005 up no pfam00769 ERM Ezrin/radixin/moesin family. This family of proteins contain a band 4.1 domain (pfam00373), at their amino terminus. This family represents the rest of these proteins.. . . .

Manes.06G002900.v6.11.5276261 6.11E-01 4E-07 up no pfam01180 DHO_dh Dihydroorotate dehydrogenase.GO:0006208|pyrimidine nucleobase catabolic process;GO:0005737|cytoplasm;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0004159|dihydrouracil dehydrogenase (NAD+) activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0003954|NADH dehydrogenase activity;K17723

Manes.06G003500.v6.12.8067111 1.48888 2E-13 up yes pfam14480 DNA_pol3_a_NIDNA polymerase III polC-type N-terminus I. This is the first N-terminal domain, NI domain, of the DNA polymerase III polC subunit A that is found only in Firmicutes. DNA polymerase polC-type III enzyme functions as the 'replicase' in low G + C Gram-positive bacteria. Purine asymmetry is a characteristic of organisms with a heterodimeric DNA polymerase III alpha-subunit constituted by polC which probably plays a direct role in the maintenance of strand-biased gene distribution; since, among prokaryotic genomes, the distribution of genes on the leading and lagging strands of the replication fork is known to be biased. It has been predicted that the N-terminus of polC folds into two globular domains, NI and NII. A predicted patch of elecrostatic potential at the surface of this domain suggests a possible involvement in nucleic acid binding. This domain is associated with DNA_pol3_alpha pfam07733 and DNA_pol3_a_NI pfam11490.. . . .

Manes.06G003700.v6.10.2302892 -2.11848 3E-55 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G003800.v6.11.2812124 0.35751 0.0026 up no pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0005768|endosome;. .

Manes.06G003900.v6.1NA NA NA -- no pfam00069 Pkinase Protein kinase domain.GO:0050832|defense response to fungus;GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G004000.v6.10.2478724 -2.01233 7E-55 down yes pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.06G004800.v6.10.6888084 -0.53783 4E-06 down no pfam11460 DUF3007 Protein of unknown function (DUF3007). This is a family of uncharacterized proteins found in bacteria and eukaryotes.. . . .

Manes.06G004900.v6.10.1140863 -3.1318 0.0001 down yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G005200.v6.13.4654209 1.79303 6E-21 up yes pfam01116 F_bP_aldolaseFructose-bisphosphate aldolase class-II.GO:0030388|fructose 1,6-bisphosphate metabolic process;GO:0006096|glycolytic process;. GO:0004332|fructose-bisphosphate aldolase activity;GO:0008270|zinc ion binding;.

Manes.06G005800.v6.11.7216862 0.78382 2E-11 up no pfam13414 TPR_11 TPR repeat. GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0042538|hyperosmotic salinity response;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;. K14026

Manes.06G006000.v6.10.3789281 ####### 5E-22 down yes pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.GO:1900871|chloroplast mRNA modification;GO:0009658|chloroplast organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008270|zinc ion binding;.

Manes.06G006200.v6.10.0986834 -3.34105 2E-48 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.06G006600.v6.11.0717735 0.1 0.5551 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.06G006800.v6.10.4683806 ####### 5E-12 down yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0048830|adventitious root development;GO:0009734|auxin-activated signaling pathway;GO:0055085|transmembrane transport;GO:0006810|transport;GO:0009921|auxin efflux carrier complex;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005215|transporter activity;K13947

Manes.06G007300.v6.10.5659046 ####### 2E-05 down no pfam00046 Homeobox Homeobox domain.GO:0048513|organ development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G007500.v6.10.4861226 ####### 4E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G007600.v6.13.7931848 1.92341 2E-09 up yes pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;K13448

Manes.06G007700.v6.13.7022634 1.88841 5E-20 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07976

Manes.06G007800.v6.10.7253453 ####### 0.0013 down no pfam06966 DUF1295 Protein of unknown function (DUF1295). This family contains a number of bacterial and eukaryotic proteins of unknown function that are approximately 300 residues long.. . . .

Manes.06G007900.v6.10.3902152 ####### 1E-28 down yes pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.06G008000.v6.10.6964494 -0.52191 0.001 down no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0000165|MAPK cascade;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.06G008600.v6.10.7694129 -0.37817 0.0015 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.06G008700.v6.10.3308617 -1.5957 2E-15 down yes pfam01786 AOX Alternative oxidase. The alternative oxidase is used as a second terminal oxidase in the mitochondria, electrons are transfered directly from reduced ubiquinol to oxygen forming water. This is not coupled to ATP synthesis and is not inhibited by cyanide, this pathway is a single step process. In rice the transcript levels of the alternative oxidase are increased by low temperature.GO:0010230|alternative respiration;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0070469|respiratory chain;GO:0009916|alternative oxidase activity;GO:0046872|metal ion binding;K17893

Manes.06G009500.v6.11.4807548 5.66E-01 8E-05 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.06G009700.v6.10.116888 -3.0968 4E-47 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.06G010500.v6.1Inf Inf 0.8764 up no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.06G010600.v6.12.1290978 1.09024 3E-18 up yes pfam02990 EMP70 Endomembrane protein 70.. . . .

Manes.06G012500.v6.118.628301 4.21942 3E-12 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G012600.v6.10.580348 -0.78501 2E-11 down no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0035434|copper ion transmembrane transport;GO:0009767|photosynthetic electron transport chain;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0009570|chloroplast stroma;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0005524|ATP binding;GO:0019829|cation-transporting ATPase activity;GO:0005375|copper ion transmembrane transporter activity;GO:0046872|metal ion binding;.

Manes.06G012800.v6.11.7726866 8.26E-01 1E-11 up no pfam03859 CG-1 CG-1 domain. CG-1 domains are highly conserved domains of about 130 amino-acid residues containing a predicted bipartite NLS and named after a partial cDNA clone isolated from parsley encoding a sequence-specific DNA-binding protein. CG-1 domains are associated with CAMTA proteins (for CAlModulin -binding Transcription Activator) that are transcription factors containing a calmodulin -binding domain and ankyrins (ANK) motifs.GO:0071275|cellular response to aluminum ion;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G013200.v6.10.1643972 -2.60474 4E-12 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.06G013500.v6.10.1866138 -2.42187 0.0013 down yes pfam09811 Yae1_N Essential protein Yae1, N terminal. Members of this family are found in the N terminal region of the essential protein Yae1. Their exact function has not, as yet, been determined. The family DUF1715, pfam08215 has now been merged into this family.. . . .

Manes.06G013700.v6.11.1107238 0.1515 0.2474 up no pfam08122 NDUF_B12 NADH-ubiquinone oxidoreductase B12 subunit family. This family consists of the NADH-ubiquinone oxidoreductase B12 subunit proteins. NADH is the central source of electrons in the mitochondrial and bacterial respiration. NADH-ubiquinone oxidoreductase is involved in the transfer of electrons from NADH to the electron transport chain. This oxidation of NADH is coupled to proton transfer across the membrane, generating a proton motive force that is utilized for the synthesis of ATP. The function of this subunit is unclear.GO:0022900|electron transport chain;GO:0009853|photorespiration;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0045271|respiratory chain complex I;. .

Manes.06G013900.v6.10.85785 ####### 0.1094 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.06G014100.v6.10.9096021 -0.13669 0.383 down no pfam00849 PseudoU_synth_2RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0001522|pseudouridine synthesis;GO:0009507|chloroplast;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K15452

Manes.06G014400.v6.13.1100918 1.63696 1E-07 up yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.06G015000.v6.10.5753675 -0.79744 3E-07 down no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G015100.v6.10.7872202 -0.34516 0.0124 down no pfam05991 NYN_YacP YacP-like NYN domain. This family consists of bacterial proteins related to YacP. This family is uncharacterized functionally, but it has been suggested that these proteins are nucleases due to them containing a NYN domain. NYN (for N4BP1, YacP-like Nuclease) domains were discovered by Anantharaman and Aravind. Based on gene neighborhoods it was suggested that the bacterial YacP proteins interact with the Ribonuclease III and TrmH methylase in a processome complex that catalyzes the maturation of rRNA and tRNA.. . . K06962

Manes.06G015300.v6.10.4575792 -1.12791 6E-08 down yes pfam01852 START START domain.GO:0032782|bile acid secretion;GO:0035360|positive regulation of peroxisome proliferator activated receptor signaling pathway;GO:0005829|cytosol;GO:0046581|intercellular canaliculus;GO:0016020|membrane;GO:0005902|microvillus;GO:0031514|motile cilium;GO:0008289|lipid binding;.

Manes.06G016200.v6.11.5550363 0.63695 0.0001 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;GO:0005730|nucleolus;. K14004

Manes.06G016300.v6.1Inf Inf 0.8764 up no pfam05577 Peptidase_S28Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.. GO:0005764|lysosome;GO:0004180|carboxypeptidase activity;GO:0008236|serine-type peptidase activity;K01285

Manes.06G016600.v6.11.3703555 0.45455 8E-05 up no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009072|aromatic amino acid family metabolic process;GO:0005737|cytoplasm;GO:0004364|glutathione transferase activity;.

Manes.06G016700.v6.10.323381 -1.62869 1E-20 down yes pfam13232 Complex1_LYR_1Complex1_LYR-like. This is a family of proteins carrying the LYR motif of family Complex1_LYR, pfam05347, likely to be involved in Fe-S cluster biogenesis in mitochondria.. . . .

Manes.06G016800.v6.10.1557099 -2.68307 5E-29 down yes pfam01794 Ferric_reduct Ferric reductase like transmembrane component. This family includes a common region in the transmembrane proteins mammalian cytochrome B-245 heavy chain (gp91-phox), ferric reductase transmembrane component in yeast and respiratory burst oxidase from mouse-ear cress. This may be a family of flavocytochromes capable of moving electrons across the plasma membrane. The Frp1 protein from S. pombe is a ferric reductase component and is required for cell surface ferric reductase activity, mutants in frp1 are deficient in ferric iron uptake. Cytochrome B-245 heavy chain is a FAD-dependent dehydrogenase it is also has electron transferase activity which reduces molecular oxygen to superoxide anion, a precursor in the production of microbicidal oxidants. Mutations in the sequence of cytochrome B-245 heavy chain (gp91-phox) lead to the X-linked chronic granulomatous disease. The bacteriocidal ability of phagocytic cells is reduced and is characterized by the absence of a functional plasma membrane associated NADPH oxidGO:0006811|ion transport;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0000293|ferric-chelate reductase activity;GO:0046872|metal ion binding;.

Manes.06G016900.v6.10.6042526 -0.72678 9E-10 down no pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0030245|cellulose catabolic process;GO:0043622|cortical microtubule organization;GO:0042538|hyperosmotic salinity response;GO:0009735|response to cytokinin;GO:0048367|shoot system development;GO:0009826|unidimensional cell growth;GO:0009504|cell plate;GO:0005769|early endosome;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0008810|cellulase activity;.

Manes.06G017300.v6.10.2876742 ####### 9E-14 down yes pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.06G017600.v6.11.5508884 6.33E-01 4E-05 up no pfam00848 Ring_hydroxyl_ARing hydroxylating alpha subunit (catalytic domain). This family is the catalytic domain of aromatic-ring- hydroxylating dioxygenase systems. The active site contains a non-heme ferrous ion coordinated by three ligands.GO:0019439|aromatic compound catabolic process;GO:0019285|glycine betaine biosynthetic process from choline;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0019133|choline monooxygenase activity;GO:0005506|iron ion binding;GO:0016708|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of two atoms of oxygen into one donor;K00499

Manes.06G017700.v6.13.1716841 1.66525 4E-44 up yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537



Manes.06G018200.v6.11.5859127 0.66531 9E-09 up no pfam09758 FPL Uncharacterized conserved protein. This entry represents an N-terminal region of approximately 150 residues of a family of proteins of unknown function. It contains a highly conserved FPL motif.GO:0006914|autophagy;. . .

Manes.06G018300.v6.10.5415323 -0.88488 7E-10 down no pfam12603 DUF3770 Protein of unknown function (DUF3770). This domain family is found in viruses, and is approximately 250 amino acids in length. The family is found in association with pfam04196.. . . .

Manes.06G018400.v6.11.563663 0.64493 8E-06 up no pfam01532 Glyco_hydro_47Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K01230

Manes.06G018500.v6.11.5225933 6.07E-01 2E-06 up no pfam01532 Glyco_hydro_47Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0006491|N-glycan processing;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0004559|alpha-mannosidase activity;GO:0005509|calcium ion binding;GO:0004571|mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;K01230

Manes.06G018900.v6.10.5044311 -0.98727 6E-09 down no pfam01187 MIF Macrophage migration inhibitory factor (MIF).. GO:0005615|extracellular space;GO:0004167|dopachrome isomerase activity;GO:0050178|phenylpyruvate tautomerase activity;K07253

Manes.06G019000.v6.11.316778 0.39701 0.0016 up no pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0008022|protein C-terminus binding;GO:0003723|RNA binding;K18999

Manes.06G019300.v6.10.4148215 -1.26944 1E-26 down yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0045036|protein targeting to chloroplast;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.06G019400.v6.1Inf Inf 0.8764 up no pfam10473 CENP-F_leu_zipLeucine-rich repeats of kinetochore protein Cenp-F/LEK1. Cenp-F, a centromeric kinetochore, microtubule-binding protein consisting of two 1,600-amino acid-long coils, is essential for the full functioning of the mitotic checkpoint pathway. There are several leucine-rich repeats along the sequence of LEK1 that are considered to be zippers, though they do not appear to be binding DNA directly in this instance.GO:0009901|anther dehiscence;GO:0071333|cellular response to glucose stimulus;GO:0009267|cellular response to starvation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006521|regulation of cellular amino acid metabolic process;GO:0009617|response to bacterium;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G019700.v6.1Inf Inf 0.8764 up no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.06G020000.v6.11.064206 0.08978 0.4257 up no pfam10206 WRW Mitochondrial F1F0-ATP synthase, subunit f. This is a family of small proteins of approximately 110 amino acids, which are highly conserved from nematodes to humans. Some members of the family have been annotated in Swiss-Prot as being the f subunit of mitochondrial F1F0-ATP synthase but this could not be confirmed. The sequence has a well-conserved WRW motif. The exact function of the protein is not known.. . . .

Manes.06G020200.v6.11.931719 0.94989 3E-12 up no pfam02694 UPF0060 Uncharacterized BCR, YnfA/UPF0060 family.. . . .

Manes.06G020300.v6.11.7313699 0.79191 3E-12 up no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. . GO:0005096|GTPase activator activity;.

Manes.06G020700.v6.11.6175142 6.94E-01 2E-08 up no pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.06G021300.v6.10.5949562 -0.74914 7E-06 down no pfam00813 FliP FliP family. GO:0006414|translational elongation;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0005634|nucleus;GO:0003735|structural constituent of ribosome;.

Manes.06G021600.v6.1Inf Inf 0.8764 up no pfam12737 Mating_C C-terminal domain of homeodomain 1. Mating in fungi is controlled by the loci that determine the mating type of an individual, and only individuals with differing mating types can mate. Basidiomycete fungi have evolved a unique mating system, termed tetrapolar or bifactorial incompatibility, in which mating type is determined by two unlinked loci; compatibility at both loci is required for mating to occur. The multi-allelic tetrapolar mating system is considered to be a novel innovation that could have only evolved once, and is thus unique to the mushroom fungi. This domain is C-terminal to the homeodomain transcription factor region.GO:0006865|amino acid transport;GO:0080143|regulation of amino acid export;GO:0016021|integral component of membrane;. .

Manes.06G021800.v6.1NA NA NA -- no pfam00164 Ribosom_S12_S23Ribosomal protein S12/S23. This protein is known as S12 in bacteria and archaea and S23 in eukaryotes.GO:0006412|translation;GO:0009507|chloroplast;GO:0015935|small ribosomal subunit;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.06G021900.v6.1Inf Inf 0.2217 up no pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;.

Manes.06G022000.v6.10.7114151 ####### 0.0496 down no pfam14529 Exo_endo_phos_2Endonuclease-reverse transcriptase. This domain represents the endonuclease region of retrotransposons from a range of bacteria, archaea and eukaryotes.   These are enzymes largely from class EC:2.7.7.49.. . . .

Manes.06G022400.v6.12.6565329 1.40954 6E-35 up yes pfam01040 UbiA UbiA prenyltransferase family.GO:0071555|cell wall organization;GO:0009915|phloem sucrose loading;GO:0031347|regulation of defense response;GO:0009266|response to temperature stimulus;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0010189|vitamin E biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0010176|homogentisate phytyltransferase activity;K09833

Manes.06G022900.v6.119.801026 4.3075 6E-07 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G023100.v6.10.6255143 -0.67689 2E-08 down no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005730|nucleolus;. K14552

Manes.06G023300.v6.10.9675667 -0.04757 0.6933 down no pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0032922|circadian regulation of gene expression;GO:0009908|flower development;GO:1900111|positive regulation of histone H3-K9 dimethylation;GO:0048587|regulation of short-day photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0031519|PcG protein complex;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0046872|metal ion binding;GO:0035064|methylated histone binding;.

Manes.06G023700.v6.11.3524095 4.36E-01 0.0002 up no pfam07887 Calmodulin_bindCalmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.06G023800.v6.10.5104177 -0.97025 1E-15 down no pfam00202 Aminotran_3 Aminotransferase class-III.GO:0009102|biotin biosynthetic process;GO:0005739|mitochondrion;GO:0004015|adenosylmethionine-8-amino-7-oxononanoate transaminase activity;GO:0005524|ATP binding;GO:0004141|dethiobiotin synthase activity;GO:0000287|magnesium ion binding;GO:0030170|pyridoxal phosphate binding;K00833

Manes.06G024200.v6.14.3079067 2.11E+00 2E-53 up yes pfam00335 Tetraspannin Tetraspanin family.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.06G024300.v6.16.0272046 2.59E+00 9E-99 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.06G025700.v6.11.823396 0.86663 4E-14 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.06G026000.v6.10.6304767 ####### 0.0002 down no pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.. . . .

Manes.06G026300.v6.10.2847169 -1.8124 3E-22 down yes pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.. . . .

Manes.06G026400.v6.13.1192025 1.64118 7E-46 up yes pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0019538|protein metabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;K03695

Manes.06G027000.v6.10.2495284 ####### 2E-17 down yes pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in tiGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048765|root hair cell differentiation;GO:0005576|extracellular region;. .

Manes.06G027100.v6.11.7786388 8.31E-01 3E-13 up no pfam04181 RPAP2_Rtr1 Rtr1/RPAP2 family. This family includes the human RPAP2 (RNAP II associated polypeptide) protein and the yeast Rtr1 protein. It has been suggested that this family of proteins are regulators of core RNA polymerase II function.. GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.06G027600.v6.11.8394624 8.79E-01 2E-08 up no pfam01261 AP_endonuc_2Xylose isomerase-like TIM barrel. This TIM alpha/beta barrel structure is found in xylose isomerase and in endonuclease IV (EC:3.1.21.2). This domain is also found in the N termini of bacterial myo-inositol catabolism proteins. These are involved in the myo-inositol catabolism pathway, and is required for growth on myo-inositol in Rhizobium leguminosarum bv. viciae.GO:0042732|D-xylose metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0046872|metal ion binding;GO:0009045|xylose isomerase activity;K01805

Manes.06G027900.v6.11.8849613 9.15E-01 7E-15 up no pfam06472 ABC_membrane_2ABC transporter transmembrane region 2. This domain covers the transmembrane of a small family of ABC transporters and shares sequence similarity with pfam00664. Mutations in this domain in human ABCD3 (PMP70) are believed responsible for Zellweger Syndrome-2; mutations in human ABCD1 (ALD) are responsible for recessive X-linked adrenoleukodystrophy. A Saccharomyces cerevisiae homolog is involved in the import of long-chain fatty acids.GO:0016042|lipid catabolic process;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005325|peroxisomal fatty-acyl-CoA transporter activity;.

Manes.06G028700.v6.10.9545987 ####### 0.5741 down no pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004143|diacylglycerol kinase activity;K00901

Manes.06G028800.v6.10.7409066 -0.43264 0.0073 down no pfam13088 BNR_2 BNR repeat-like domain. This family of proteins contains BNR-like repeats suggesting these proteins may act as sialidases.. . . .

Manes.06G029000.v6.1Inf Inf 0.4252 up no pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G029300.v6.1Inf Inf 0.1921 up no pfam00182 Glyco_hydro_19Chitinase class I.. . . .

Manes.06G029500.v6.11.6742822 7.44E-01 2E-05 up no pfam00027 cNMP_bindingCyclic nucleotide-binding domain.GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.06G029600.v6.11.6357366 0.70994 6E-07 up no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.06G030400.v6.10.7802864 -0.35792 0.0428 down no pfam08615 RNase_H2_suCRibonuclease H2 non-catalytic subunit (Ylr154p-like). This entry represents the non-catalytic subunit of RNase H2, which in S. cerevisiae is Ylr154p/Rnh203p. Whereas bacterial and archaeal RNases H2 are active as single polypeptides, the Saccharomyces cerevisiae homologue, Rnh2Ap, when expressed in Escherichia coli, fails to produce an active RNase H2. For RNase H2 activity three proteins are required [Rnh2Ap (Rnh201p), Ydr279p (Rnh202p) and Ylr154p (Rnh203p)]. Deletion of any one of the proteins or mutations in the catalytic site in Rnh2A leads to loss of RNase H2 activity. RNase H2 ia an endonuclease that specifically degrades the RNA of RNA:DNA hybrids. It participates in DNA replication, possibly by mediating the removal of lagging-strand Okazaki fragment RNA primers during DNA replication.GO:0006401|RNA catabolic process;GO:0005634|nucleus;GO:0032299|ribonuclease H2 complex;. K10745

Manes.06G031200.v6.10.8179828 -0.28986 0.0286 down no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11835

Manes.06G031300.v6.10.2478019 -2.01274 6E-14 down yes pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.06G031700.v6.12.0456093 1.03253 8E-20 up yes pfam10377 ATG11 Autophagy-related protein 11. The function of this family is conflicting. In the fission yeast, Schizosaccharomyces pombe, this protein has been shown to interact with the telomere cap complex. However, in budding yeast, Saccharomyces cerevisiae, this protein is called ATG11 and is shown to be involved in autophagy.. . . .

Manes.06G031800.v6.11.668713 7.39E-01 9E-11 up no pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.06G032200.v6.10.6542551 ####### 0.0003 down no pfam12807 eIF3_p135 Translation initiation factor eIF3 subunit 135. Translation initiation factor eIF3 is a multi-subunit protein complex required for initiation of protein biosynthesis in eukaryotic cells. The complex promotes ribosome dissociation, the binding of the initiator methionyl-tRNA to the 40 S ribosomal subunit, and mRNA recruitment to the ribosome. The protein product from TIF31 genes in yeast is p135 which associates with the eIF3 but does not seem to be necessary for protein translation initiation.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.06G033000.v6.11.1129692 1.54E-01 0.3028 up no pfam05620 DUF788 Protein of unknown function (DUF788). This family consists of several eukaryotic proteins of unknown function.GO:0006624|vacuolar protein processing;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005773|vacuole;. .

Manes.06G034800.v6.10.6725095 -0.57237 3E-06 down no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0047172|shikimate O-hydroxycinnamoyltransferase activity;.

Manes.06G034900.v6.10.2882486 ####### 1E-30 down yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0047172|shikimate O-hydroxycinnamoyltransferase activity;.

Manes.06G035400.v6.10.6127895 -0.70654 6E-05 down no pfam12874 zf-met Zinc-finger of C2H2 type. This is a zinc-finger domain with the CxxCx(12)Hx(6)H motif, found in multiple copies in a wide range of proteins from plants to metazoans. Some member proteins, particularly those from plants, are annotated as being RNA-binding.. . . .

Manes.06G035500.v6.11.5424973 0.62527 4E-08 up no pfam15390 DUF4613 Domain of unknown function (DUF4613). This family of proteins is found in eukaryotes. Proteins in this family are typically between 625 and 725 amino acids in length.. . . .

Manes.06G036300.v6.10.8527873 -0.22974 0.0936 down no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11855

Manes.06G036600.v6.10.4003961 ####### 1E-13 down yes pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.06G036700.v6.11.9302331 9.49E-01 2E-14 up no pfam00069 Pkinase Protein kinase domain.GO:0010540|basipetal auxin transport;GO:0042538|hyperosmotic salinity response;GO:0007275|multicellular organismal development;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0007165|signal transduction;GO:0005783|endoplasmic reticulum;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G037900.v6.11.4328792 0.51892 7E-06 up no pfam05182 Fip1 Fip1 motif. This short motif is about 40 amino acids in length. In the Fip1 protein that is a component of a yeast pre-mRNA polyadenylation factor that directly interacts with poly(A) polymerase. This region of Fip1 is needed for the interaction with the Th1 subunit of the complex and for specific polyadenylation of the cleaved mRNA precursor.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0003723|RNA binding;.

Manes.06G038200.v6.11.9280854 9.47E-01 1E-09 up no pfam06364 DUF1068 Protein of unknown function (DUF1068). This family consists of several hypothetical plant proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.06G039000.v6.1Inf Inf 0.8798 up no pfam00728 Glyco_hydro_20Glycosyl hydrolase family 20, catalytic domain. This domain has a TIM barrel fold.. . . .

Manes.06G039200.v6.10.7013806 -0.51173 0.0006 down no pfam06023 DUF911 Archaeal protein of unknown function (DUF911). This family consists of several archaeal proteins of unknown function.. . . .

Manes.06G039400.v6.12.0960979 1.07E+00 2E-18 up yes pfam00957 SynaptobrevinSynaptobrevin.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.06G039700.v6.10.1166005 ####### 1E-53 down yes pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.06G039800.v6.10.8513627 ####### 0.1948 down no pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.. . . .

Manes.06G040800.v6.127.574042 4.78524 7E-240 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G041000.v6.10.6897767 ####### 5E-06 down no pfam02990 EMP70 Endomembrane protein 70.. GO:0010008|endosome membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.06G041200.v6.12.0927907 1.06543 2E-20 up yes pfam05920 Homeobox_KNHomeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G041300.v6.10.4058874 ####### 4E-26 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:2000051|negative regulation of non-canonical Wnt signaling pathway;GO:0016567|protein ubiquitination;GO:0072089|stem cell proliferation;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0038018|Wnt receptor catabolic process;GO:0016055|Wnt signaling pathway;GO:0005887|integral component of plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16273

Manes.06G041600.v6.1Inf Inf 0.8764 up no . . . . . . .

Manes.06G041800.v6.11.7096152 7.74E-01 4E-08 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14803

Manes.06G042200.v6.11.1415698 1.91E-01 1 up no pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G043000.v6.14.9084837 2.29528 6E-25 up yes pfam00055 Laminin_N Laminin N-terminal (Domain VI).. . . .

Manes.06G043200.v6.10.330813 ####### 0.0024 down yes pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.06G043400.v6.1Inf Inf 0.3951 up no pfam02990 EMP70 Endomembrane protein 70.. . . .

Manes.06G043600.v6.11.7930109 8.42E-01 6E-12 up no pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.06G043900.v6.10.2179444 -2.19797 3E-36 down yes pfam07647 SAM_2 SAM domain (Sterile alpha motif).. . . .

Manes.06G044200.v6.11.2838772 3.61E-01 0.0021 up no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.GO:0009932|cell tip growth;GO:0030659|cytoplasmic vesicle membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0000035|acyl binding;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K18932

Manes.06G044300.v6.1Inf Inf 0.8764 up no pfam05142 DUF702 Domain of unknown function (DUF702). Members of this family are found in various putative zinc finger proteins.. . . .

Manes.06G044400.v6.10.6466466 ####### 5E-05 down no pfam09522 RE_R_Pab1 R.Pab1 restriction endonuclease.. . . .

Manes.06G044600.v6.10.4888739 -1.03247 7E-13 down yes pfam03662 Glyco_hydro_79nGlycosyl hydrolase family 79, N-terminal domain. Family of endo-beta-N-glucuronidase, or heparanase. Heparan sulfate proteoglycans (HSPGs) play a key role in the self- assembly, insolubility and barrier properties of basement membranes and extracellular matrices. Hence, cleavage of heparan sulfate (HS) affects the integrity and functional state of tissues and thereby fundamental normal and pathological phenomena involving cell migration and response to changes in the extracellular micro-environment. Heparanase degrades HS at specific intra-chain sites. The enzyme is synthesized as a latent approximately 65 kDa protein that is processed at the N-terminus into a highly active approximately 50 kDa form. Experimental evidence suggests that heparanase may facilitate both tumor cell invasion and neovascularization, both critical steps in cancer progression. The enzyme is also involved in cell migration associated with inflammation and autoimmunity.. GO:0005576|extracellular region;GO:0005765|lysosomal membrane;GO:0009505|plant-type cell wall;GO:0004566|beta-glucuronidase activity;.

Manes.06G045100.v6.11.8096307 8.56E-01 2E-10 up no pfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;.

Manes.06G045200.v6.11.4754211 5.61E-01 0.0005 up no pfam12678 zf-rbx1 RING-H2 zinc finger. There are 8 cysteine/ histidine residues which are proposed to be the conserved residues involved in zinc binding. The protein, of which this domain is the conserved region, participates in diverse functions relevant to chromosome metabolizm and cell cycle control.. . . .

Manes.06G045500.v6.15.2051528 2.38E+00 2E-19 up yes pfam09989 DUF2229 CoA enzyme activase uncharacterized domain (DUF2229). Members of this family include various bacterial hypothetical proteins, as well as CoA enzyme activases. The exact function of this domain has not, as yet, been defined.. . . .

Manes.06G045900.v6.1Inf Inf 0.0105 up yes pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009725|response to hormone;GO:0009651|response to salt stress;GO:0009744|response to sucrose;GO:0016021|integral component of membrane;GO:0004872|receptor activity;K07297

Manes.06G046400.v6.11.9665652 9.76E-01 1E-16 up no pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.06G046500.v6.11.4908505 5.76E-01 1E-06 up no pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.06G046900.v6.10.4419886 ####### 2E-09 down yes pfam10327 7TM_GPCR_SriSerpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.06G047000.v6.11.2177943 2.84E-01 0.014 up no pfam13424 TPR_12 Tetratricopeptide repeat.GO:0031047|gene silencing by RNA;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005634|nucleus;. K12607

Manes.06G047200.v6.16.7172837 2.74788 3E-41 up yes pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;. GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.06G047300.v6.11.4965482 0.58164 5E-07 up no pfam09808 SNAPc_SNAP43Small nuclear RNA activating complex (SNAPc), subunit SNAP43. Members of this family are part of the SNAPc complex required for the transcription of both RNA polymerase II and III small-nuclear RNA genes. They bind to the proximal sequence element (PSE), a non-TATA-box basal promoter element common to these 2 types of genes. Furthermore, they also recruit TBP and BRF2 to the U6 snRNA TATA box.. . . .

Manes.06G047600.v6.10.0525944 ####### 3E-09 down yes pfam01034 Syndecan Syndecan domain. Syndecans are transmembrane heparin sulfate proteoglycans which are implicated in the binding of extracellular matrix components and growth factors.. . . .



Manes.06G047700.v6.1Inf Inf 0.3951 up no pfam14227 UBN2_2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.06G047900.v6.13.1865612 1.672 3E-37 up yes pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.06G048000.v6.10.5248713 -0.92996 4E-08 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G048700.v6.10.3846009 -1.37857 2E-14 down yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0034605|cellular response to heat;GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.06G048900.v6.10.4107744 -1.28358 6E-18 down yes pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006397|mRNA processing;GO:0042254|ribosome biogenesis;GO:0008380|RNA splicing;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12845

Manes.06G049500.v6.10.8500593 ####### 0.0971 down no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.06G049700.v6.11.1734226 0.23072 0.0695 up no pfam10156 Med17 Subunit 17 of Mediator complex. This Mediator complex subunit was formerly known as Srb4 in yeasts or Trap80 in Drosophila and human. The Med17 subunit is located within the head domain and is essential for cell viability to the extent that a mutant strain of cerevisiae lacking it shows all RNA polymerase II-dependent transcription ceasing at non-permissive temperatures.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K15133

Manes.06G049900.v6.10.7909198 -0.3384 0.0116 down no pfam00175 NAD_binding_1Oxidoreductase NAD-binding domain. Xanthine dehydrogenases, that also bind FAD/NAD, have essentially no similarity.GO:0009651|response to salt stress;GO:0005794|Golgi apparatus;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005507|copper ion binding;GO:0004128|cytochrome-b5 reductase activity, acting on NAD(P)H;K00326

Manes.06G050300.v6.18.6075331 3.1056 2E-56 up yes pfam03798 TRAM_LAG1_CLN8TLC domain. . . . .

Manes.06G050400.v6.11.4083357 0.49399 7E-05 up no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helices. GO:0016021|integral component of membrane;GO:0005249|voltage-gated potassium channel activity;.

Manes.06G051100.v6.11.5313129 6.15E-01 9E-07 up no pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.06G051600.v6.1NA NA NA -- no pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.06G051800.v6.10.3400699 -1.5561 1E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G052500.v6.10.8162515 ####### 0.2147 down no pfam08006 DUF1700 Protein of unknown function (DUF1700). This family contains many hypothetical bacterial proteins and two putative membrane proteins.. . . .

Manes.06G052700.v6.10.1488991 -2.74759 9E-15 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0010268|brassinosteroid homeostasis;GO:0016131|brassinosteroid metabolic process;GO:0040008|regulation of growth;GO:0009741|response to brassinosteroid;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0008395|steroid hydroxylase activity;K15639

Manes.06G053100.v6.10.7498833 ####### 0.0007 down no pfam02230 Abhydrolase_2Phospholipase/Carboxylesterase. This family consists of both phospholipases and carboxylesterases with broad substrate specificity, and is structurally related to alpha/beta hydrolases pfam00561.GO:0006631|fatty acid metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0016787|hydrolase activity;K06130

Manes.06G053300.v6.11.0359995 5.10E-02 0.726 up no pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.06G053400.v6.10.283047 ####### 3E-07 down yes pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.06G053800.v6.10.3127378 ####### 4E-10 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0031425|chloroplast RNA processing;GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.06G053900.v6.11.4674538 5.53E-01 6E-05 up no pfam04733 Coatomer_E Coatomer epsilon subunit. This family represents the epsilon subunit of the coatomer complex, which is involved in the regulation of intracellular protein trafficking between the endoplasmic reticulum and the Golgi complex.GO:0015031|protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0030663|COPI-coated vesicle membrane;GO:0005774|vacuolar membrane;GO:0005198|structural molecule activity;K17268

Manes.06G054100.v6.16.0206911 2.59E+00 4E-93 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0019567|arabinose biosynthetic process;GO:0045227|capsule polysaccharide biosynthetic process;GO:0006012|galactose metabolic process;GO:0009832|plant-type cell wall biogenesis;GO:0033358|UDP-L-arabinose biosynthetic process;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050373|UDP-arabinose 4-epimerase activity;GO:0003978|UDP-glucose 4-epimerase activity;K12448

Manes.06G054300.v6.10.2704644 ####### 2E-11 down yes pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0009299|mRNA transcription;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G054900.v6.11.503922 0.58873 8E-06 up no pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G055000.v6.10.4227103 -1.24226 4E-19 down yes pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0009955|adaxial/abaxial pattern specification;GO:0030154|cell differentiation;GO:0009855|determination of bilateral symmetry;GO:0080060|integument development;GO:0010014|meristem initiation;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0010072|primary shoot apical meristem specification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.06G055300.v6.10.7398418 -0.43471 0.0002 down no pfam03483 B3_4 B3/4 domain. This domain is found in tRNA synthetase beta subunits as well as in some non tRNA synthetase proteins.GO:0006432|phenylalanyl-tRNA aminoacylation;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004826|phenylalanine-tRNA ligase activity;GO:0003723|RNA binding;K01890

Manes.06G055700.v6.10.413807 -1.27297 6E-26 down yes pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0055028|cortical microtubule;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0005819|spindle;. .

Manes.06G055900.v6.11.7667328 0.82108 4E-12 up no pfam04724 Glyco_transf_17Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.06G056300.v6.10.6523498 ####### 4E-05 down no pfam15331 TP53IP5 Cellular tumor antigen p53-inducible 5. TP53IP5 suppresses cell growth, and its intracellular location and expression change in a cell-cycle-dependent manner.. . . .

Manes.06G056400.v6.14.9678355 2.31262 1E-76 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.06G056500.v6.118.727976 4.22712 0.0039 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.06G056900.v6.11.9210997 9.42E-01 7E-13 up no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.06G057000.v6.10.4626298 -1.11207 4E-15 down yes pfam00387 PI-PLC-Y Phosphatidylinositol-specific phospholipase C, Y domain. This associates with pfam00388 to form a single structural unit.GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.06G057200.v6.10.4027208 -1.31215 2E-24 down yes pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0009944|polarity specification of adaxial/abaxial axis;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G057300.v6.10.5393336 ####### 0.0022 down no pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independ. . . .

Manes.06G057600.v6.12.3078657 1.21E+00 3E-26 up yes pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009705|plant-type vacuole membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G057700.v6.11.3418704 0.42425 0.4233 up no pfam13090 PP_kinase_C Polyphosphate kinase C-terminal domain. Polyphosphate kinase (Ppk) catalyses the formation of polyphosphate from ATP, with chain lengths of up to a thousand or more orthophosphate molecules. This C-terminal domain has a structure similar to phospholipase D.. . . .

Manes.06G058000.v6.10.3736116 ####### 3E-05 down yes pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.06G058300.v6.10.9137544 -0.13012 0.2677 down no pfam00815 Histidinol_dh Histidinol dehydrogenase.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0004399|histidinol dehydrogenase activity;GO:0051287|NAD binding;GO:0008270|zinc ion binding;.

Manes.06G058400.v6.1Inf Inf 0.8764 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.06G058800.v6.10.3542323 ####### 8E-21 down yes pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0000038|very long-chain fatty acid metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;.

Manes.06G059400.v6.10.975755 ####### 0.9251 down no pfam01565 FAD_binding_4FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.GO:0006979|response to oxidative stress;GO:0031225|anchored component of membrane;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.06G059900.v6.10.420822 ####### 2E-11 down yes pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.GO:0098656|anion transmembrane transport;GO:0008643|carbohydrate transport;GO:0015780|nucleotide-sugar transport;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.06G060200.v6.10.18275 -2.45206 0.0221 down yes pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0006574|valine catabolic process;GO:0005777|peroxisome;GO:0003860|3-hydroxyisobutyryl-CoA hydrolase activity;K05605

Manes.06G060300.v6.119.022986 4.24967 2E-26 up yes pfam13520 AA_permease_2Amino acid permease.. GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;.

Manes.06G060400.v6.116.731042 4.06E+00 4E-17 up yes pfam13520 AA_permease_2Amino acid permease.. GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;.

Manes.06G060500.v6.11.4531928 0.53923 2E-06 up no pfam00324 AA_permeaseAmino acid permease.GO:1902476|chloride transmembrane transport;GO:0006821|chloride transport;GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0008511|sodium:potassium:chloride symporter activity;.

Manes.06G060600.v6.10.539394 -0.89059 2E-12 down no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.06G060700.v6.10.4916428 -1.02432 9E-16 down yes pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.06G061100.v6.10.5579448 -0.84181 5E-07 down no pfam01241 PSI_PSAK Photosystem I psaG / psaK.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009579|thylakoid;GO:0016168|chlorophyll binding;K02698

Manes.06G061400.v6.10.6308959 ####### 3E-07 down no pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.06G061600.v6.15.5378289 2.46932 1E-36 up yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.. . . .

Manes.06G061700.v6.111.500725 3.52365 8E-159 up yes pfam06026 Rib_5-P_isom_ARibose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0008219|cell death;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.06G062200.v6.10.8674926 -0.20508 0.1208 down no pfam09174 Maf1 Maf1 regulator. Maf1 is a negative regulator of RNA polymerase III. It targets the initiation factor TFIIIB.GO:0016480|negative regulation of transcription from RNA polymerase III promoter;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.06G062400.v6.12.8917647 1.53195 0.001 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G062600.v6.11.6257068 0.70107 1E-09 up no pfam03097 BRO1 BRO1-like domain. This domain is found in a number proteins including Rhophilin and BRO1. It is known to have a role in endosomal targeting. ESCRT-III subunit Snf7 binds to a conserved hydrophobic patch in the BRO1 domain that is required for protein complex formation and for the protein-sorting function of BRO1.GO:0009653|anatomical structure morphogenesis;GO:0007275|multicellular organismal development;GO:0031286|negative regulation of sorocarp stalk cell differentiation;GO:0045881|positive regulation of sporulation resulting in formation of a cellular spore;GO:0005737|cytoplasm;GO:0030659|cytoplasmic vesicle membrane;GO:0005768|endosome;. K12200

Manes.06G062800.v6.14.1824677 2.06435 0.0687 up no pfam09088 MIF4G_like MIF4G like. Members of this family are involved in mediating U snRNA export from the nucleus. They adopt a highly helical structure, wherein the polypeptide chain forms a right-handed solenoid. At the tertiary level, the domain is composed of a superhelical arrangement of successive antiparallel pairs of helices.. . . .

Manes.06G063100.v6.10.5666064 -0.81958 2E-05 down no pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;. .

Manes.06G063400.v6.11.0343336 0.0487 0.6581 up no pfam03034 PSS Phosphatidyl serine synthase. Phosphatidyl serine synthase is also known as serine exchange enzyme. This family represents eukaryotic PSS I and II which are membrane bound proteins which catalyses the replacement of the head group of a phospholipid (phosphotidylcholine or phosphotidylethanolamine) by L-serine.GO:0009556|microsporogenesis;GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0006659|phosphatidylserine biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0003882|CDP-diacylglycerol-serine O-phosphatidyltransferase activity;.

Manes.06G063900.v6.10.5789979 -0.78837 4E-06 down no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.06G064000.v6.13.8904199 1.95993 3E-18 up yes pfam00643 zf-B_box B-box zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.06G064200.v6.1NA NA NA -- no pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0010119|regulation of stomatal movement;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.06G064600.v6.10.4533293 -1.14137 8E-16 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.06G065600.v6.10.7133815 ####### 0.0952 down no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G065700.v6.10.3831216 ####### 7E-19 down yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.06G066000.v6.10.4696669 ####### 0.0434 down no pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G066500.v6.10.5887109 ####### 2E-10 down no pfam00749 tRNA-synt_1ctRNA synthetases class I (E and Q), catalytic domain. Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only glutamyl and glutaminyl tRNA synthetases. In some organisms, a single glutamyl-tRNA synthetase aminoacylates both tRNA(Glu) and tRNA(Gln).GO:0006425|glutaminyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004819|glutamine-tRNA ligase activity;.

Manes.06G066600.v6.13.0953632 1.63011 2E-06 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.06G066900.v6.11.6079152 0.68519 0.008 up no pfam01673 Herpes_env Herpesvirus putative major envelope glycoprotein. This family consists of probable major envelope glycoproteins from members of the herpesviridae including herpes simplex virus, human cytomegalovirus and varicella-zoster virus. Members of the herpesviridae have a dsDNA genome and do not have a RNA stage during there replication.. . . .

Manes.06G067700.v6.10.897784 -0.15556 0.8624 down no pfam00073 Rhv picornavirus capsid protein. CAUTION: This alignment is very weak. It can not be generated by clustalw. If a representative set is used for a seed, many so-called members are not recognized. The family should probably be split up into sub-families. Capsid proteins of picornaviruses. Picornaviruses are non-enveloped plus-strand ssRNA animal viruses with icosahedral capsids. They include rhinovirus (common cold) and poliovirus. Common structure is an 8-stranded beta sandwich. Variations (one or two extra strands) occur.. . . .

Manes.06G067800.v6.10.1141367 -3.13116 0.0062 down yes pfam01363 FYVE FYVE zinc finger. The FYVE zinc finger is named after four proteins that it has been found in: Fab1, YOTB/ZK632.12, Vac1, and EEA1. The FYVE finger has been shown to bind two Zn++ ions. The FYVE finger has eight potential zinc coordinating cysteine positions. Many members of this family also include two histidines in a motif R+HHC+XCG, where + represents a charged residue and X any residue. We have included members which do not conserve these histidine residues but are clearly related.. . . .

Manes.06G068000.v6.10.8945934 ####### 0.182 down no pfam13847 Methyltransf_31Methyltransferase domain. This family appears to be have methyltransferase activity.GO:0010589|leaf proximal/distal pattern formation;GO:0010305|leaf vascular tissue pattern formation;GO:0035279|mRNA cleavage involved in gene silencing by miRNA;GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0030422|production of siRNA involved in RNA interference;GO:0009909|regulation of flower development;GO:0010093|specification of floral organ identity;GO:0009616|virus induced gene silencing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0008171|O-methyltransferase activity;GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;.

Manes.06G068700.v6.10.2389738 -2.06508 4E-19 down yes pfam02574 S-methyl_transHomocysteine S-methyltransferase. This is a family of related homocysteine S-methyltransferases enzymes: 5-methyltetrahydrofolate--homocysteine S-methyltransferases also known EC:2.1.1.13; Betaine--homocysteine S-methyltransferase (vitamin B12 dependent), EC:2.1.1.5,; and Homocysteine S-methyltransferase, EC:2.1.1.10,.GO:0009086|methionine biosynthetic process;GO:0032259|methylation;GO:0005737|cytoplasm;GO:0047150|betaine-homocysteine S-methyltransferase activity;GO:0008898|S-adenosylmethionine-homocysteine S-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.06G068900.v6.10.43526 -1.20005 5E-18 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G069000.v6.10.3475285 -1.5248 3E-11 down yes pfam13261 DUF4052 Protein of unknown function (DUF4052). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 220 amino acids in length.. . . .

Manes.06G069100.v6.11.9139591 0.93656 2E-16 up no pfam01055 Glyco_hydro_31Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.GO:0071555|cell wall organization;GO:0046686|response to cadmium ion;GO:0045493|xylan catabolic process;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0061634|alpha-D-xyloside xylohydrolase;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0030246|carbohydrate binding;GO:0009044|xylan 1,4-beta-xylosidase activity;GO:0080176|xyloglucan 1,6-alpha-xylosidase activity;K15925

Manes.06G069200.v6.12.490485 1.32E+00 3E-22 up yes pfam01055 Glyco_hydro_31Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.GO:0071555|cell wall organization;GO:0046686|response to cadmium ion;GO:0045493|xylan catabolic process;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0061634|alpha-D-xyloside xylohydrolase;GO:0046556|alpha-L-arabinofuranosidase activity;GO:0030246|carbohydrate binding;GO:0009044|xylan 1,4-beta-xylosidase activity;GO:0080176|xyloglucan 1,6-alpha-xylosidase activity;K15925

Manes.06G069300.v6.12.5770433 1.37E+00 2E-27 up yes pfam01265 Cyto_heme_lyaseCytochrome c/c1 heme lyase.. . . .

Manes.06G069400.v6.11.4717444 0.55753 2E-06 up no pfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0009409|response to cold;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043130|ubiquitin binding;.

Manes.06G069500.v6.12.3947423 1.26E+00 0.1446 up no pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.06G069600.v6.15.7982434 2.54E+00 1E-79 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.06G069900.v6.1Inf Inf 0.8764 up no pfam00198 2-oxoacid_dh2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0006086|acetyl-CoA biosynthetic process from pyruvate;GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0004742|dihydrolipoyllysine-residue acetyltransferase activity;K00627

Manes.06G070000.v6.12.900648 1.53638 5E-09 up yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.06G070200.v6.11.7287258 0.78971 2E-07 up no pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0005694|chromosome;GO:0005654|nucleoplasm;GO:0005524|ATP binding;GO:0044822|poly(A) RNA binding;GO:0004674|protein serine/threonine kinase activity;K08827

Manes.06G070300.v6.12.3197169 1.21E+00 1E-08 up yes pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.06G070400.v6.10.2795176 -1.83899 4E-41 down yes pfam04839 PSRP-3_Ycf65Plastid and cyanobacterial ribosomal protein (PSRP-3 / Ycf65). This small acidic protein is found in 30S ribosomal subunit of cyanobacteria and plant plastids.   In plants it has been named plastid-specific ribosomal protein 3 (PSRP-3), and in cyanobacteria it is named Ycf65. Plastid-specific ribosomal proteins may mediate the effects of nuclear factors on plastid translation. The acidic PSRPs are thought to contribute to protein-protein interactions in the 30S subunit, and are not thought to bind RNA.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.06G070500.v6.10.7922373 ####### 0.0136 down no pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0042325|regulation of phosphorylation;GO:0034047|regulation of protein phosphatase type 2A activity;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0008601|protein phosphatase type 2A regulator activity;.

Manes.06G070800.v6.1#NAME? #NAME? 0.0351 down no pfam08801 Nucleoporin_NNup133 N terminal like. Nup133 is a nucleoporin that is crucial for nuclear pore complex (NPC) biogenesis. The N terminal forms a seven-bladed beta propeller structure. This family now contains other sized nucleoporins, including Nup155, Nup8, Nuo132, Nup15 and Nup170.. . . .

Manes.06G071200.v6.10.3774633 -1.40559 3E-09 down yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .



Manes.06G071700.v6.12.2436465 1.17E+00 1E-17 up yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009873|ethylene-activated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09287

Manes.06G071800.v6.10.4846032 -1.04512 7E-06 down yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G071900.v6.10.1517786 -2.71996 1E-42 down yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.06G072000.v6.11.7541405 0.81076 6E-10 up no pfam00069 Pkinase Protein kinase domain.GO:0007623|circadian rhythm;GO:0042548|regulation of photosynthesis, light reaction;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G072300.v6.10.7301012 -0.45383 0.0047 down no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0000077|DNA damage checkpoint;GO:0040020|regulation of meiotic nuclear division;GO:0010332|response to gamma radiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G072700.v6.10.157993 ####### 4E-42 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.06G072800.v6.10.5304643 -0.91467 0.0029 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0007275|multicellular organismal development;GO:2000032|regulation of secondary shoot formation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G073100.v6.10.4847084 ####### 7E-07 down yes pfam02374 ArsA_ATPaseAnion-transporting ATPase. This Pfam family represents a conserved domain, which is sometimes repeated, in an anion-transporting ATPase. The ATPase is involved in the removal of arsenate, antimonite, and arsenate from the cell.. GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.06G073200.v6.10.8299759 -0.26886 0.0806 down no pfam12325 TMF_TATA_bdTATA element modulatory factor 1 TATA binding. This is the C-terminal conserved coiled coil region of a family of TATA element modulatory factor 1 proteins conserved in eukaryotes. The proteins bind to the TATA element of some RNA polymerase II promoters and repress their activity. by competing with the binding of TATA binding protein. TMF1_TATA_bd is the most conserved part of the TMFs. TMFs are evolutionarily conserved golgins that bind Rab6, a ubiquitous ras-like GTP-binding Golgi protein, and contribute to Golgi organisation in animal and plant cells. The Rab6-binding domain appears to be the same region as this C-terminal family.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.06G073300.v6.10.8128019 -0.29902 0.0483 down no pfam15558 DUF4659 Domain of unknown function (DUF4659). This family of proteins is found in eukaryotes. Proteins in this family are typically between 427 and 674 amino acids in length. There are two completely conserved residues (D and I) that may be functionally important.. . . .

Manes.06G075100.v6.1Inf Inf 0.1921 up no pfam00685 Sulfotransfer_1Sulfotransferase domain.. GO:0005737|cytoplasm;GO:0008146|sulfotransferase activity;.

Manes.06G075400.v6.10.3057277 -1.70968 1E-17 down yes pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.06G075700.v6.11.1207908 1.65E-01 0.153 up no pfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0002100|tRNA wobble adenosine to inosine editing;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0008251|tRNA-specific adenosine deaminase activity;GO:0008270|zinc ion binding;K11991

Manes.06G075800.v6.11.6631213 7.34E-01 0.1293 up no pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.06G076600.v6.16.4547827 2.69E+00 7E-38 up yes pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.06G076700.v6.11.462083 0.54803 9E-06 up no pfam01066 CDP-OH_P_transfCDP-alcohol phosphatidyltransferase. All of these members have the ability to catalyse the displacement of CMP from a CDP-alcohol by a second alcohol with formation of a phosphodiester bond and concomitant breaking of a phosphoride anhydride bond.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0004142|diacylglycerol cholinephosphotransferase activity;GO:0004307|ethanolaminephosphotransferase activity;GO:0046872|metal ion binding;K00993

Manes.06G076800.v6.10.4328508 ####### 4E-08 down yes pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009820|alkaloid metabolic process;GO:0009058|biosynthetic process;GO:0005773|vacuole;GO:0016844|strictosidine synthase activity;.

Manes.06G077300.v6.10.2683639 -1.89774 5E-12 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.06G077500.v6.16.4433182 2.6878 5E-45 up yes pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;. GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.06G077600.v6.1Inf Inf 0.2233 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0048511|rhythmic process;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.06G077800.v6.11.3743738 0.45877 0.001 up no pfam03798 TRAM_LAG1_CLN8TLC domain. GO:0006629|lipid metabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.06G078000.v6.10.4735834 ####### 2E-05 down yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G078800.v6.10.387388 ####### 0.0457 down no pfam03352 Adenine_glycoMethyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.06G079000.v6.11.8839045 0.91373 2E-14 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G079100.v6.13.2123357 1.68362 0.5322 up no pfam03856 SUN Beta-glucosidase (SUN family). Members of this family include Nca3, Sun4 and Sim1. This is a family of yeast proteins, involved in a diverse set of functions (DNA replication, aging, mitochondrial biogenesis and cell septation). BGLA from Candida wickerhamii has been characterized as a Beta-glucosidase EC:3.2.1.21.. . . .

Manes.06G079300.v6.10.4779729 -1.065 1E-09 down yes pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.06G079700.v6.16.6217591 2.72721 0.001 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G080000.v6.10.2157914 ####### 9E-22 down yes pfam12341 DUF3639 Protein of unknown function (DUF3639). This domain family is found in eukaryotes, and is approximately 30 amino acids in length. The family is found in association with pfam00400. There are two completely conserved residues (E and R) that may be functionally important.. GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.06G080400.v6.10.875774 -0.19137 0.0964 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.06G080500.v6.10.9716491 -0.04149 0.873 down no pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.06G080600.v6.12.3007622 1.20E+00 8E-24 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G081200.v6.10.3443063 ####### 1E-09 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0032508|DNA duplex unwinding;GO:0000733|DNA strand renaturation;GO:0006289|nucleotide-excision repair;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0043140|ATP-dependent 3'-5' DNA helicase activity;GO:0003676|nucleic acid binding;K06877

Manes.06G081600.v6.10.651679 ####### 2E-06 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0051503|adenine nucleotide transport;GO:0015866|ADP transport;GO:0015867|ATP transport;GO:0048364|root development;GO:0048316|seed development;GO:0048367|shoot system development;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005471|ATP:ADP antiporter activity;K05863

Manes.06G082000.v6.1Inf Inf 0.8764 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.06G082100.v6.11.284356 3.61E-01 0.0142 up no pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0033356|UDP-L-arabinose metabolic process;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;GO:0052691|UDP-arabinopyranose mutase activity;K13379

Manes.06G082500.v6.10.4311565 ####### 7E-25 down yes pfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0010215|cellulose microfibril organization;GO:0009825|multidimensional cell growth;GO:0009651|response to salt stress;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009897|external side of plasma membrane;GO:0016328|lateral plasma membrane;GO:0009930|longitudinal side of cell surface;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;. .

Manes.06G082900.v6.10.618562 ####### 8E-08 down no pfam15394 DUF4616 Domain of unknown function (DUF4616). This protein family is a domain of unknown function found at the C-terminal domain of the proteins. This protein family is found in eukaryotes. Proteins in this family are typically between 166 and 538 amino acids in length.. GO:0005874|microtubule;. K18635

Manes.06G083300.v6.10.4050845 -1.30371 5E-28 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0008017|microtubule binding;.

Manes.06G083700.v6.10.3576528 ####### 2E-34 down yes pfam06549 DUF1118 Protein of unknown function (DUF1118). This family consists of several hypothetical plant proteins of unknown function.. . . .

Manes.06G083900.v6.10.5714828 -0.80722 7E-07 down no pfam13383 Methyltransf_22Methyltransferase domain. This family appears to be a methyltransferase domain.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.06G084100.v6.10.9416354 ####### 0.5844 down no pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0008889|glycerophosphodiester phosphodiesterase activity;K01126

Manes.06G084200.v6.10.047372 -4.39982 3E-32 down yes pfam08646 Rep_fac-A_CReplication factor-A C terminal domain. This domain is found at the C terminal of replication factor A. Replication factor A (RPA) binds single-stranded DNA and is involved in replication, repair, and recombination of DNA.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0010224|response to UV-B;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;K07466

Manes.06G084300.v6.1Inf Inf 0.3951 up no pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.06G084400.v6.11.7345287 0.79454 3E-09 up no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005829|cytosol;GO:0000145|exocyst;GO:0070062|extracellular exosome;GO:0045335|phagocytic vesicle;GO:0005886|plasma membrane;. .

Manes.06G085600.v6.13.466909 1.79365 6E-39 up yes pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0045727|positive regulation of translation;GO:0043335|protein unfolding;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;K03695

Manes.06G085900.v6.11.071061 0.09904 0.3978 up no pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.. . . .

Manes.06G086000.v6.10.6283846 -0.67028 0.0017 down no pfam13042 DUF3902 Protein of unknown function (DUF3902). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 170 amino acids in length. There is a conserved LGI sequence motif.. . . .

Manes.06G086200.v6.16.4054028 2.68E+00 0.1659 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.06G086700.v6.15.5789785 2.48E+00 7E-33 up yes pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0016301|kinase activity;K00901

Manes.06G086900.v6.14.6714451 2.22387 1E-05 up yes pfam03721 UDPG_MGDP_dh_NUDP-glucose/GDP-mannose dehydrogenase family, NAD binding domain. The UDP-glucose/GDP-mannose dehydrogenaseses are a small group of enzymes which possesses the ability to catalyse the NAD-dependent 2-fold oxidation of an alcohol to an acid without the release of an aldehyde intermediate.GO:0006065|UDP-glucuronate biosynthetic process;. GO:0051287|NAD binding;GO:0003979|UDP-glucose 6-dehydrogenase activity;K00012

Manes.06G087000.v6.11.5749144 0.65527 2E-06 up no pfam13855 LRR_8 Leucine rich repeat.. GO:0005886|plasma membrane;. .

Manes.06G087300.v6.13.9491602 1.98155 2E-28 up yes pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0000911|cytokinesis by cell plate formation;GO:0061025|membrane fusion;GO:0015031|protein transport;GO:0009737|response to abscisic acid;GO:0009612|response to mechanical stimulus;GO:0051707|response to other organism;GO:0016192|vesicle-mediated transport;GO:0009504|cell plate;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005484|SNAP receptor activity;.

Manes.06G087500.v6.10.8101531 -0.30373 0.0114 down no pfam03662 Glyco_hydro_79nGlycosyl hydrolase family 79, N-terminal domain. Family of endo-beta-N-glucuronidase, or heparanase. Heparan sulfate proteoglycans (HSPGs) play a key role in the self- assembly, insolubility and barrier properties of basement membranes and extracellular matrices. Hence, cleavage of heparan sulfate (HS) affects the integrity and functional state of tissues and thereby fundamental normal and pathological phenomena involving cell migration and response to changes in the extracellular micro-environment. Heparanase degrades HS at specific intra-chain sites. The enzyme is synthesized as a latent approximately 65 kDa protein that is processed at the N-terminus into a highly active approximately 50 kDa form. Experimental evidence suggests that heparanase may facilitate both tumor cell invasion and neovascularization, both critical steps in cancer progression. The enzyme is also involved in cell migration associated with inflammation and autoimmunity.GO:0009826|unidimensional cell growth;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005765|lysosomal membrane;GO:0009505|plant-type cell wall;GO:0004566|beta-glucuronidase activity;.

Manes.06G087800.v6.10.5356023 -0.90077 3E-12 down no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006974|cellular response to DNA damage stimulus;GO:0000737|DNA catabolic process, endonucleolytic;GO:0006281|DNA repair;GO:0036292|DNA rewinding;GO:0000733|DNA strand renaturation;GO:0045910|negative regulation of DNA recombination;GO:0031297|replication fork processing;GO:0048478|replication fork protection;GO:0009411|response to UV;GO:0043596|nuclear replication fork;GO:0036310|annealing helicase activity;GO:0005524|ATP binding;GO:0004520|endodeoxyribonuclease activity;GO:0004386|helicase activity;GO:0070530|K63-linked polyubiquitin binding;GO:0008270|zinc ion binding;.

Manes.06G088400.v6.10.1459615 -2.77634 1E-23 down yes pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0000166|nucleotide binding;K16904

Manes.06G088700.v6.10.7537578 -0.40783 0.1099 down no pfam01844 HNH HNH endonuclease.. . . .

Manes.06G089400.v6.14.3177169 2.11E+00 1E-27 up yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0097275|cellular ammonia homeostasis;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0051924|regulation of calcium ion transport;GO:0080147|root hair cell development;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G089500.v6.1NA NA NA -- no pfam08001 CMV_US CMV US. This is a family of unique short (US) cytoplasmic glycoproteins which are expressed in cytomegalovirus.. . . .

Manes.06G089600.v6.10.5726824 -0.80419 2E-08 down no pfam05637 Glyco_transf_34galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0010411|xyloglucan metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;K08238

Manes.06G089900.v6.16.4524871 2.69E+00 0.0191 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0009860|pollen tube growth;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.06G090500.v6.141.666245 5.38E+00 4E-51 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G090600.v6.10.2598924 ####### 0.0005 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G090800.v6.1Inf Inf 0.8842 up no pfam11222 DUF3017 Protein of unknown function (DUF3017). This bacterial family of proteins with unknown function appear to be restricted to Actinobacteria.. . . .

Manes.06G091000.v6.10.5335391 -0.90633 7E-12 down no pfam11222 DUF3017 Protein of unknown function (DUF3017). This bacterial family of proteins with unknown function appear to be restricted to Actinobacteria.. . . .

Manes.06G091300.v6.133.432591 5.06318 1E-63 up yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.06G091400.v6.10.2358265 ####### 2E-31 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.06G091600.v6.10.0796567 -3.65006 3E-41 down yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G092200.v6.12.12956 1.09E+00 1E-20 up yes pfam12428 DUF3675 Protein of unknown function (DUF3675). This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam00097. There are two completely conserved residues (R and L) that may be functionally important.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.06G092500.v6.10.3689232 ####### 0.0128 down yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0007275|multicellular organismal development;GO:0043392|negative regulation of DNA binding;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0048509|regulation of meristem development;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.06G092600.v6.110.453547 3.39E+00 6E-63 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.06G093000.v6.10.2043925 -2.29059 1E-07 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.06G093900.v6.10.256744 ####### 4E-36 down yes pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0008283|cell proliferation;GO:0010229|inflorescence development;GO:0031347|regulation of defense response;GO:0010029|regulation of seed germination;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G094000.v6.10.8402916 ####### 0.0669 down no pfam12077 DUF3556 Transmembrane protein of unknown function (DUF3556). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 576 to 592 amino acids in length.. . . .

Manes.06G094400.v6.10.4814769 -1.05446 7E-17 down yes pfam00163 Ribosomal_S4Ribosomal protein S4/S9 N-terminal domain. This family includes small ribosomal subunit S9 from prokaryotes and S16 from metazoans. This domain is predicted to bind to ribosomal RNA. This domain is composed of four helices in the known structure. However the domain is discontinuous in sequence and the alignment for this family contains only the first three helices.GO:0006412|translation;GO:0005829|cytosol;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0015935|small ribosomal subunit;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02997

Manes.06G095000.v6.12.2506433 1.17E+00 1E-05 up yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;GO:0006012|galactose metabolic process;GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0004034|aldose 1-epimerase activity;GO:0030246|carbohydrate binding;K01785

Manes.06G095100.v6.11.9718101 9.80E-01 1E-13 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006869|lipid transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;.

Manes.06G095300.v6.10.9083661 ####### 0.225 down no pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005829|cytosol;GO:0005875|microtubule associated complex;GO:0005886|plasma membrane;. .

Manes.06G095700.v6.10.1609697 ####### 1E-16 down yes pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.06G096200.v6.1Inf Inf 0.8798 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.06G096400.v6.10.3905472 -1.35643 2E-09 down yes pfam06549 DUF1118 Protein of unknown function (DUF1118). This family consists of several hypothetical plant proteins of unknown function.. . . .

Manes.06G096500.v6.10.1120686 ####### 3E-24 down yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0080168|abscisic acid transport;GO:0042128|nitrate assimilation;GO:0010119|regulation of stomatal movement;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0090440|abscisic acid transporter activity;GO:0015293|symporter activity;.

Manes.06G096600.v6.14.6114499 2.21E+00 2E-72 up yes pfam00046 Homeobox Homeobox domain.GO:0009965|leaf morphogenesis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.06G097400.v6.10.6133285 ####### 8E-07 down no pfam14599 zinc_ribbon_6Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0016567|protein ubiquitination;. GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.06G097600.v6.11.7507358 8.08E-01 7E-10 up no pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.06G097800.v6.10.7805589 -0.35742 0.8647 down no pfam07995 GSDH Glucose / Sorbosone dehydrogenase. Members of this family are glucose/sorbosone dehydrogenases that possess a beta-propeller fold.GO:0005975|carbohydrate metabolic process;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0016901|oxidoreductase activity, acting on the CH-OH group of donors, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.06G098000.v6.12.1656683 1.11E+00 3E-11 up yes pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0051131|chaperone-mediated protein complex assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0071806|protein transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008320|protein transmembrane transporter activity;K08900

Manes.06G098500.v6.10.8201108 ####### 0.0452 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G098600.v6.10.62504 ####### 8E-07 down no pfam01812 5-FTHF_cyc-lig5-formyltetrahydrofolate cyclo-ligase family. 5-formyltetrahydrofolate cyclo-ligase or methenyl-THF synthetase EC:6.3.3.2 catalyses the interchange of 5-formyltetrahydrofolate (5-FTHF) to 5-10-methenyltetrahydrofolate, this requires ATP and Mg2+. 5-FTHF is used in chemotherapy where it is clinically known as Leucovorin.GO:0046653|tetrahydrofolate metabolic process;GO:0005739|mitochondrion;GO:0030272|5-formyltetrahydrofolate cyclo-ligase activity;GO:0005524|ATP binding;K01934



Manes.06G098700.v6.12.5438603 1.35E+00 0.0146 up yes pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.06G098800.v6.11.3192871 0.39976 0.0005 up no pfam08389 Xpo1 Exportin 1-like protein. The sequences featured in this family are similar to a region close to the N-terminus of yeast exportin 1 (Xpo1, Crm1). This region is found just C-terminal to an importin-beta N-terminal domain (pfam03810) in many members of this family. Exportin 1 is a nuclear export receptor that interacts with leucine-rich nuclear export signal (NES) sequences, and Ran-GTP, and is involved in translocation of proteins out of the nucleus.GO:0035048|splicing factor protein import into nucleus;GO:0005737|cytoplasm;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0042802|identical protein binding;K15436

Manes.06G099300.v6.11.2277768 0.29605 0.0264 up no pfam12072 DUF3552 Domain of unknown function (DUF3552). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is about 200 amino acids in length. This domain is found associated with pfam00013, pfam01966. This domain has a single completely conserved residue A that may be functionally important.. . . .

Manes.06G099500.v6.11.366608 4.51E-01 7E-05 up no pfam14570 zf-RING_4 RING/Ubox like zinc-binding domain.GO:0006402|mRNA catabolic process;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0030014|CCR4-NOT complex;GO:0030015|CCR4-NOT core complex;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;K10643

Manes.06G099700.v6.10.3098846 ####### 4E-13 down yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.06G099800.v6.11.0592965 0.08311 0.5094 up no pfam12455 Dynactin Dynein associated protein. This domain family is found in eukaryotes, and is approximately 280 amino acids in length. The family is found in association with pfam01302. There is a single completely conserved residue E that may be functionally important. Dynactin has been associated with Dynein, a kinesin protein which is involved in organelle transport, mitotic spindle assembly and chromosome segregation. Dynactin anchors Dynein to specific subcellular structures.. . . .

Manes.06G099900.v6.11.5884392 6.68E-01 2E-06 up no pfam06522 B12D NADH-ubiquinone reductase complex 1 MLRQ subunit. The MLRQ subunit of mitochondrial NADH-ubiquinone reductase complex I is nuclear and is found in plants, insects, fungi and higher metazoans. It appears to act within the membrane and, in mammals, is highly expressed in muscle and neural tissue, indicative of a role in ATP generation.. . . .

Manes.06G100100.v6.10.5932684 -0.75324 8E-08 down no pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0009298|GDP-mannose biosynthetic process;. GO:0004475|mannose-1-phosphate guanylyltransferase activity;K00966

Manes.06G100700.v6.10.3765975 -1.4089 5E-09 down yes pfam02527 GidB rRNA small subunit methyltransferase G. This is a family of bacterial glucose inhibited division proteins these are probably involved in the regulation of cell devision. GidB has been shown to be a methyltransferase G specific to the rRNA small subunit. Previously identified as a glucose-inhibited division protein B that appears to be present and in a single copy in all complete eubacterial genomes so far sequenced. GidB specifically methylates the N7 position of a guanosine in 16S rRNA.. GO:0005737|cytoplasm;GO:0070043|rRNA (guanine-N7-)-methyltransferase activity;K03501

Manes.06G101000.v6.114.772873 3.88488 2E-99 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.06G101200.v6.1Inf Inf 0.3951 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;GO:0009044|xylan 1,4-beta-xylosidase activity;K00430

Manes.06G101400.v6.12.5946105 1.37552 3E-27 up yes pfam07887 Calmodulin_bindCalmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.06G101800.v6.11.4642758 5.50E-01 0.0006 up no pfam08307 Glyco_hydro_98CGlycosyl hydrolase family 98 C-terminal domain. This putative domain is found at the C-terminus of glycosyl hydrolase family 98 proteins. This domain is not expected to form part of the catalytic activity.. . . .

Manes.06G101900.v6.10.5091705 -0.97378 0.0024 down no pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.06G102000.v6.13.2866978 1.72E+00 1E-43 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.06G102300.v6.10.4025352 -1.31281 8E-05 down yes pfam01843 DIL DIL domain. The DIL domain has no known function.. GO:0009507|chloroplast;GO:0005730|nucleolus;GO:0004252|serine-type endopeptidase activity;.

Manes.06G102400.v6.10.3986551 -1.32679 3E-15 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.06G103000.v6.14.5188579 2.17596 3E-39 up yes pfam00982 Glyco_transf_20Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.06G103100.v6.12.276293 1.18669 2E-21 up yes pfam10323 7TM_GPCR_SrvSerpentine type 7TM GPCR chemoreceptor Srv. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srv is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.06G103200.v6.13.0881043 1.62672 2E-24 up yes pfam01564 Spermine_synthSpermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.GO:0008295|spermidine biosynthetic process;. GO:0004766|spermidine synthase activity;.

Manes.06G103300.v6.1125.24267 6.96858 0 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010029|regulation of seed germination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.06G103400.v6.12.2863441 1.19E+00 4E-24 up yes pfam05160 DSS1_SEM1DSS1/SEM1 family. This family contains the breast cancer tumor suppressor BRCA2-interacting protein DSS1 and its homologue SEM1, both of which are short acidic proteins. DSS1 has been shown to be a conserved component of the Rae1 mediated mRNA export pathway in Schizosaccharomyces pombe.. . . .

Manes.06G103500.v6.17.8147324 2.97E+00 0.0017 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;K19038

Manes.06G103600.v6.1NA NA NA -- no pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.06G103800.v6.10.4938059 -1.01798 0.0013 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.. . . .

Manes.06G104000.v6.10.4090522 -1.28964 2E-10 down yes pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.06G104100.v6.12.0663565 1.04709 7E-13 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0010182|sugar mediated signaling pathway;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16284

Manes.06G104300.v6.11.9317612 9.50E-01 5E-09 up no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;GO:0003954|NADH dehydrogenase activity;.

Manes.06G104400.v6.10.339034 -1.5605 2E-05 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G104500.v6.11.7836172 0.83481 1E-13 up no pfam13424 TPR_12 Tetratricopeptide repeat.GO:0003283|atrial septum development;GO:0060271|cilium morphogenesis;GO:0060027|convergent extension involved in gastrulation;GO:0071908|determination of intestine left/right asymmetry;GO:0007368|determination of left/right symmetry;GO:0071910|determination of liver left/right asymmetry;GO:0035469|determination of pancreatic left/right asymmetry;GO:0071909|determination of stomach left/right asymmetry;GO:0060287|epithelial cilium movement involved in determination of left/right asymmetry;GO:0001947|heart looping;GO:0001822|kidney development;GO:0060993|kidney morphogenesis;GO:0030324|lung development;GO:0048496|maintenance of organ identity;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:0006996|organelle organization;GO:0045494|photoreceptor cell maintenance;GO:2000167|regulation of planar cell polarity pathway involved in neural tube closure;GO:2000095|regulation of Wnt signaling pathway, planar cell polarity pathway;GO:0072189|ureter development;GO:0016055|Wnt signaling pathway;GO:0005929|cilium;GO:0005829|cytosol;GO:0072372|primary cilium;. K19360

Manes.06G105000.v6.10.8377211 -0.25546 0.046 down no pfam00454 PI3_PI4_kinasePhosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0006974|cellular response to DNA damage stimulus;GO:0051321|meiotic cell cycle;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004674|protein serine/threonine kinase activity;K04728

Manes.06G105200.v6.10.4371859 -1.19368 1E-13 down yes pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.06G106200.v6.10.3337957 ####### 0.0004 down yes pfam13947 GUB_WAK_bindWall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.06G106300.v6.10.4717008 ####### 1E-15 down yes pfam00591 Glycos_transf_3Glycosyl transferase family, a/b domain. This family includes anthranilate phosphoribosyltransferase (TrpD), thymidine phosphorylase. All these proteins can transfer a phosphorylated ribose substrate.GO:0000162|tryptophan biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004048|anthranilate phosphoribosyltransferase activity;K00766

Manes.06G106500.v6.10.1923087 -2.3785 1E-76 down yes pfam13205 Big_5 Bacterial Ig-like domain.. . . .

Manes.06G106600.v6.10.181889 ####### 1E-09 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;. GO:0061685|diphthine methylesterase activity;K17868

Manes.06G107000.v6.10.6620408 ####### 0.0006 down no pfam03699 UPF0182 Uncharacterized protein family (UPF0182). This family contains uncharacterized integral membrane proteins.. . . .

Manes.06G107100.v6.10.7731864 ####### 0.0015 down no pfam01757 Acyl_transf_3Acyltransferase family. This family includes a range of acyltransferase enzymes. This domain is found in many as yet uncharacterized C. elegans proteins and it is approximately 300 amino acids long.. . . .

Manes.06G107200.v6.12.2091356 1.14E+00 2E-21 up yes pfam07001 BAT2_N BAT2 N-terminus. This family represents the N-terminus (approximately 200 residues) of the proline-rich protein BAT2. BAT2 is similar to other proteins with large proline-rich domains, such as some nuclear proteins, collagens, elastin, and synapsin.GO:0016568|chromatin modification;. . .

Manes.06G107300.v6.11.4831848 5.69E-01 1E-06 up no pfam07001 BAT2_N BAT2 N-terminus. This family represents the N-terminus (approximately 200 residues) of the proline-rich protein BAT2. BAT2 is similar to other proteins with large proline-rich domains, such as some nuclear proteins, collagens, elastin, and synapsin.GO:0016568|chromatin modification;. . .

Manes.06G107600.v6.10.9497697 ####### 0.6843 down no pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. GO:0005783|endoplasmic reticulum;GO:0005811|lipid particle;. K18726

Manes.06G107700.v6.10.3100507 ####### 2E-37 down yes pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.06G107800.v6.110.846049 3.44E+00 6E-89 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.06G107900.v6.10.1441836 ####### 1E-52 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G108200.v6.10.8868009 -0.17332 0.3099 down no pfam15397 DUF4618 Domain of unknown function (DUF4618). This family of proteins is found in eukaryotes. Proteins in this family are typically between 238 and 363 amino acids in length. There are two conserved sequence motifs: EYP and KCTPD.GO:0080009|mRNA methylation;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0009506|plasmodesma;. .

Manes.06G108900.v6.10.4926063 -1.02149 0.0288 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G109000.v6.10.0831571 ####### 1E-06 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.06G109700.v6.15.6077485 2.48742 1E-28 up yes pfam00564 PB1 PB1 domain. . . . .

Manes.06G109800.v6.13.2874907 1.71699 4E-46 up yes pfam00168 C2 C2 domain. . GO:0016021|integral component of membrane;. .

Manes.06G110100.v6.12.4396686 1.29E+00 4E-23 up yes pfam00569 ZZ Zinc finger, ZZ type. Zinc finger present in dystrophin, CBP/p300. ZZ in dystrophin binds calmodulin. Putative zinc finger; binding not yet shown. Four to six cysteine residues in its sequence are responsible for coordinating zinc ions, to reinforce the structure.. . . .

Manes.06G110400.v6.10.2314891 ####### 6E-33 down yes pfam05462 Dicty_CAR Slime mold cyclic AMP receptor. This family consists of cyclic AMP receptor (CAR) proteins from slime molds. CAR proteins are responsible for controlling development in Dictyostelium discoideum.. . . .

Manes.06G111100.v6.11.3591191 4.43E-01 0.0012 up no pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.06G111200.v6.10.2872747 ####### 2E-17 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.06G111300.v6.11.4673068 5.53E-01 0.5448 up no pfam01645 Glu_synthase Conserved region in glutamate synthase. This family represents a region of the glutamate synthase protein. This region is expressed as a separate subunit in the glutamate synthase alpha subunit from archaebacteria, or part of a large multidomain enzyme in other organisms. The aligned region of these proteins contains a putative FMN binding site and Fe-S cluster.. . . .

Manes.06G111500.v6.11.1798036 2.39E-01 0.1426 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0047631|ADP-ribose diphosphatase activity;GO:0047734|CDP-glycerol diphosphatase activity;GO:0046872|metal ion binding;K01517

Manes.06G111700.v6.1Inf Inf 0.1174 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.06G111800.v6.12.4136393 1.27121 2E-27 up yes pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.06G111900.v6.10.5401071 -0.88868 5E-11 down no pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.. GO:0009507|chloroplast;. .

Manes.06G112000.v6.10.4627934 ####### 8E-21 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0016553|base conversion or substitution editing;GO:0009631|cold acclimation;GO:0045087|innate immune response;GO:0006397|mRNA processing;GO:0009451|RNA modification;GO:0006396|RNA processing;GO:0043489|RNA stabilization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0030529|ribonucleoprotein complex;GO:0009579|thylakoid;GO:0000166|nucleotide binding;GO:0008266|poly(U) RNA binding;GO:0003723|RNA binding;.

Manes.06G112300.v6.10.8778632 -0.18793 0.4116 down no pfam09415 CENP-X CENP-S associating Centromere protein X. The centromere, essential for faithful chromosome segregation during mitosis, has a network of constitutive centromere-associated (CCAN) proteins associating with it during mitosis. So far in vertebrates at least 15 centromere proteins have been identified, which are divided into several subclasses based on functional and biochemical analyses. These provide a platform for the formation of a functional kinetochore during mitosis. CENP-S is one that does not associate with the CENP-H-containing complex but rather interacts with CENP-X to form a stable assembly of outer kinetochore proteins that functions downstream of other components of the CCAN. This complex may directly allow efficient and stable formation of the outer kinetochore on the CCAN platform.. . . .

Manes.06G112400.v6.10.7158725 ####### 0.0087 down no pfam14260 zf-C4pol C4-type zinc-finger of DNA polymerase delta. In fission yeast this zinc-finger domain appears is the region of Pol3 that binds directly to the B-subunit, Cdc1. Pol delta is a hetero-tetrameric enzyme comprising four evolutionarily well-conserved proteins: the catalytic subunit Pol3 and three smaller subunits Cdc1, Cdc27 and Cdm1.. . . .

Manes.06G113100.v6.18.4765286 3.08347 9E-45 up yes pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0009553|embryo sac development;GO:0009555|pollen development;GO:0016567|protein ubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0042542|response to hydrogen peroxide;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.

Manes.06G113200.v6.10.2338842 -2.09613 4E-23 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.06G113300.v6.10.2880181 ####### 2E-13 down yes pfam13177 DNA_pol3_delta2DNA polymerase III, delta subunit. DNA polymerase III, delta subunit (EC 2.7.7.7) is required for, along with delta' subunit, the assembly of the processivity factor beta(2) onto primed DNA in the DNA polymerase III holoenzyme-catalysed reaction. The delta subunit is also known as HolA.GO:0006260|DNA replication;GO:0009360|DNA polymerase III complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;.

Manes.06G113500.v6.10.7796764 -0.35905 0.0026 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.06G113600.v6.12.4492786 1.29236 4E-28 up yes pfam02847 MA3 MA3 domain. Domain in DAP-5, eIF4G, MA-3 and other proteins. Highly alpha-helical. May contain repeats and/or regions similar to MIF4G domains.GO:0006915|apoptotic process;GO:0007569|cell aging;GO:0043066|negative regulation of apoptotic process;GO:0043508|negative regulation of JUN kinase activity;GO:0045892|negative regulation of transcription, DNA-templated;GO:0034393|positive regulation of smooth muscle cell apoptotic process;GO:0051246|regulation of protein metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003723|RNA binding;K16865

Manes.06G113800.v6.10.1533784 -2.70483 8E-34 down yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.06G113900.v6.10.7662269 ####### 0.0019 down no pfam00702 Hydrolase haloacid dehalogenase-like hydrolase. This family is structurally different from the alpha/beta hydrolase family (pfam00561). This family includes L-2-haloacid dehalogenase, epoxide hydrolases and phosphatases. The structure of the family consists of two domains. One is an inserted four helix bundle, which is the least well conserved region of the alignment, between residues 16 and 96 of Pseudomonas sp. (S)-2-haloacid dehalogenase 1. The rest of the fold is composed of the core alpha/beta domain. Those members with the characteristic DxD triad at the N-terminus are probably phosphatidylglycerolphosphate (PGP) phosphatases involved in cardiolipin biosynthesis in the mitochondria.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.06G114100.v6.10.6411909 ####### 4E-07 down no pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0033169|histone H3-K9 demethylation;GO:0048366|leaf development;GO:0035067|negative regulation of histone acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0009741|response to brassinosteroid;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;.

Manes.06G114200.v6.11.4266847 0.51267 1E-05 up no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.06G114600.v6.13.0684126 1.61749 3E-27 up yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.06G114700.v6.12.3719782 1.24609 1E-05 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.06G115100.v6.10.5183215 ####### 2E-08 down no pfam04055 Radical_SAMRadical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0005737|cytoplasm;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0004109|coproporphyrinogen oxidase activity;GO:0046872|metal ion binding;K02495

Manes.06G115200.v6.11.7529113 0.80975 4E-11 up no pfam04055 Radical_SAMRadical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0009734|auxin-activated signaling pathway;GO:0008283|cell proliferation;GO:0009294|DNA mediated transformation;GO:0016573|histone acetylation;GO:0035265|organ growth;GO:0010928|regulation of auxin mediated signaling pathway;GO:2000025|regulation of leaf formation;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0010084|specification of organ axis polarity;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0033588|Elongator holoenzyme complex;GO:0000123|histone acetyltransferase complex;GO:0005719|nuclear euchromatin;GO:0005634|nucleus;GO:0008023|transcription elongation factor complex;GO:0004402|histone acetyltransferase activity;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;K07739

Manes.06G115500.v6.10.4274254 ####### 7E-24 down yes pfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004550|nucleoside diphosphate kinase activity;.

Manes.06G116600.v6.13.4208205 1.77434 0.145 up no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G116700.v6.12.6797722 1.42211 1E-35 up yes pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0009738|abscisic acid-activated signaling pathway;GO:0051365|cellular response to potassium ion starvation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.06G116800.v6.12.4788495 1.31E+00 1E-30 up yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K08818

Manes.06G117100.v6.1Inf Inf 0.0061 up yes pfam06783 UPF0239 Uncharacterized protein family (UPF0239).. . . .

Manes.06G117200.v6.1Inf Inf 0.8764 up no pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.06G117400.v6.12.2434383 1.16571 1E-18 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004321|fatty-acyl-CoA synthase activity;GO:0016874|ligase activity;.

Manes.06G117900.v6.10.5755063 ####### 3E-11 down no pfam01798 Nop Putative snoRNA binding domain. This family consists of various Pre RNA processing ribonucleoproteins. The function of the aligned region is unknown however it may be a common RNA or snoRNA or Nop1p binding domain. Nop5p (Nop58p) from yeast is the protein component of a ribonucleoprotein protein required for pre-18s rRNA processing and is suggested to function with Nop1p in a snoRNA complex. Nop56p and Nop5p interact with Nop1p and are required for ribosome biogenesis. Prp31p is required for pre-mRNA splicing in S. cerevisiae.GO:0000154|rRNA modification;GO:0006364|rRNA processing;GO:0031428|box C/D snoRNP complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0032040|small-subunit processome;GO:0030515|snoRNA binding;K14564

Manes.06G118000.v6.10.6083322 -0.71707 1E-09 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.06G118200.v6.12.2588741 1.18E+00 0.8529 up no pfam13833 EF-hand_8 EF-hand domain pair.GO:0010193|response to ozone;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005509|calcium ion binding;K13448

Manes.06G118400.v6.11.4204154 5.06E-01 8E-06 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0007612|learning;GO:0007613|memory;GO:0051967|negative regulation of synaptic transmission, glutamatergic;GO:0002092|positive regulation of receptor internalization;GO:0030054|cell junction;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0045211|postsynaptic membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.06G118900.v6.12.3221393 1.21545 2E-23 up yes pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;GO:0045859|regulation of protein kinase activity;GO:0009505|plant-type cell wall;GO:0005524|ATP binding;GO:0003824|catalytic activity;GO:0019887|protein kinase regulator activity;.

Manes.06G119200.v6.10.8554847 -0.22519 0.092 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0009507|chloroplast;. .

Manes.06G119300.v6.11.0858474 0.11882 0.3514 up no pfam14008 Metallophos_CIron/zinc purple acid phosphatase-like protein C. This domain is found at the C-terminus of Purple acid phosphatase proteins.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.



Manes.06G119400.v6.10.9847062 ####### 0.872 down no pfam01163 RIO1 RIO1 family. This is a family of atypical serine kinases which are found in archaea, bacteria and eukaryotes.   Activity of Rio1 is vital in Saccharomyces cerevisiae for the processing of ribosomal RNA, as well as for proper cell cycle progression and chromosome maintenance. The structure of RIO1 has been determined.GO:0006468|protein phosphorylation;GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K07178

Manes.06G119500.v6.10.1314242 -2.9277 3E-37 down yes pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.06G119700.v6.10.2570963 -1.95962 1E-13 down yes pfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0009165|nucleotide biosynthetic process;GO:0006220|pyrimidine nucleotide metabolic process;GO:0070062|extracellular exosome;GO:0004132|dCMP deaminase activity;GO:0008270|zinc ion binding;.

Manes.06G119800.v6.10.3858786 -1.37378 3E-06 down yes pfam14346 DUF4398 Domain of unknown function (DUF4398). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 127 and 269 amino acids in length.. . . .

Manes.06G120100.v6.10.4016364 ####### 5E-21 down yes pfam02776 TPP_enzyme_NThiamine pyrophosphate enzyme, N-terminal TPP binding domain.GO:0009097|isoleucine biosynthetic process;GO:0009635|response to herbicide;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0003984|acetolactate synthase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0000287|magnesium ion binding;GO:0030976|thiamine pyrophosphate binding;.

Manes.06G120500.v6.10.354276 ####### 1E-16 down yes pfam04185 PhosphoesterasePhosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.. GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;K01114

Manes.06G121200.v6.19.7215003 3.28E+00 1E-52 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0010055|atrichoblast differentiation;GO:0048527|lateral root development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0043620|regulation of DNA-templated transcription in response to stress;GO:0032107|regulation of response to nutrient levels;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G121300.v6.10.6595204 -0.60051 0.0275 down no pfam12463 DUF3689 Protein of unknown function (DUF3689). This family of proteins is found in eukaryotes. Proteins in this family are typically between 399 and 797 amino acids in length.. . . .

Manes.06G121400.v6.12.8329554 1.50E+00 2E-21 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.06G121500.v6.150.496464 5.66E+00 8E-308 up yes pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0016021|integral component of membrane;. K17279

Manes.06G121600.v6.126.736889 4.74076 2E-15 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0070524|11-beta-hydroxysteroid dehydrogenase (NADP+) activity;.

Manes.06G121700.v6.10.4249469 ####### 1E-19 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0070524|11-beta-hydroxysteroid dehydrogenase (NADP+) activity;.

Manes.06G121800.v6.10.2506924 ####### 1E-23 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0016491|oxidoreductase activity;.

Manes.06G122100.v6.14.2106984 2.07406 0.0006 up yes pfam07333 SLR1-BP S locus-related glycoprotein 1 binding pollen coat protein (SLR1-BP). This family consists of a number of cysteine rich SLR1 binding pollen coat like proteins. Adhesion of pollen grains to the stigmatic surface is a critical step during sexual reproduction in plants. In Brassica, S locus-related glycoprotein 1 (SLR1), a stigma-specific protein belonging to the S gene family of proteins, has been shown to be involved in this step. SLR1-BP specifically binds SLR1 with high affinity. The SLR1-BP gene is specifically expressed in pollen at late stages of development and is a member of the class A pollen coat protein (PCP) family, which includes PCP-A1, an SLG (S locus glycoprotein)-binding protein.. . . .

Manes.06G122300.v6.12.132999 1.09288 5E-20 up yes pfam04433 SWIRM SWIRM domain. This SWIRM domain is a small alpha-helical domain of about 85 amino acid residues found in chromosomal proteins. It contains a helix-turn helix motif and binds to DNA.GO:0006338|chromatin remodeling;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016514|SWI/SNF complex;GO:0003677|DNA binding;K11649

Manes.06G122800.v6.10.3639791 ####### 1E-32 down yes pfam00202 Aminotran_3 Aminotransferase class-III.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0042286|glutamate-1-semialdehyde 2,1-aminomutase activity;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K01845

Manes.06G122900.v6.11.7049381 0.76972 6E-07 up no pfam13881 Rad60-SLD_2Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.06G123700.v6.10.8802397 -0.18403 0.1395 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.06G123800.v6.10.6452022 -0.63218 0.0019 down no pfam02953 zf-Tim10_DDPTim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0015031|protein transport;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0046872|metal ion binding;K17780

Manes.06G124000.v6.10.6473167 -0.62746 2E-07 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G124100.v6.10.4263008 -1.23006 2E-15 down yes pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0019773|proteasome core complex, alpha-subunit complex;GO:0004298|threonine-type endopeptidase activity;.

Manes.06G124300.v6.10.7027183 ####### 0.0002 down no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;.

Manes.06G124400.v6.10.5667459 ####### 6E-11 down no pfam13889 Chromosome_segChromosome segregation during meiosis. The proteins come from eukaryotes, plants and animals, and are necessary for chromosome segregation during meiosis.. GO:0005634|nucleus;. .

Manes.06G124800.v6.10.3669787 -1.44623 2E-21 down yes pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.06G125000.v6.10.6110386 ####### 3E-05 down no pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.GO:0007275|multicellular organismal development;GO:0090090|negative regulation of canonical Wnt signaling pathway;GO:0005737|cytoplasm;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K18756

Manes.06G125400.v6.10.3892412 -1.36126 4E-14 down yes pfam00550 PP-binding Phosphopantetheine attachment site. A 4'-phosphopantetheine prosthetic group is attached through a serine. This prosthetic group acts as a a 'swinging arm' for the attachment of activated fatty acid and amino-acid groups. This domain forms a four helix bundle. This family includes members not included in Prosite. The inclusion of these members is supported by sequence analysis and functional evidence. The related domain of Vibrio anguillarum angR has the attachment serine replaced by an alanine.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;. .

Manes.06G125600.v6.10.1537171 ####### 3E-24 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.06G125700.v6.10.6331435 ####### 1E-06 down no pfam09192 Act-Frag_catalyActin-fragmin kinase, catalytic. Members of this family assume a secondary structure consisting of eight beta strands and 11 alpha-helices, organized in two lobes. They are predominantly found in actin-fragmin kinase, where they act as a catalytic domain that mediates the phosphorylation of actin.GO:0009738|abscisic acid-activated signaling pathway;GO:0043622|cortical microtubule organization;GO:0006470|protein dephosphorylation;GO:0010468|regulation of gene expression;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0004721|phosphoprotein phosphatase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.06G126000.v6.13.9517422 1.98E+00 4E-40 up yes pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0010227|floral organ abscission;GO:0010047|fruit dehiscence;GO:0010150|leaf senescence;GO:0008285|negative regulation of cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0009911|positive regulation of flower development;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G126400.v6.10.4142284 ####### 2E-16 down yes pfam07109 Mg-por_mtran_CMagnesium-protoporphyrin IX methyltransferase C-terminus. This family represents the C-terminus (approximately 100 residues) of bacterial and eukaryotic Magnesium-protoporphyrin IX methyltransferase (EC:2.1.1.11). This converts magnesium-protoporphyrin IX to magnesium-protoporphyrin IX methylester using S-adenosyl-L-methionine as a cofactor.GO:0015995|chlorophyll biosynthetic process;GO:0032259|methylation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0046406|magnesium protoporphyrin IX methyltransferase activity;K03428

Manes.06G126700.v6.11.7438813 0.8023 2E-11 up no pfam04059 RRM_2 RNA recognition motif 2.. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.06G126900.v6.11.2532331 0.32565 0.0091 up no pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0006952|defense response;GO:0060548|negative regulation of cell death;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005544|calcium-dependent phospholipid binding;.

Manes.06G127200.v6.10.8500204 -0.23443 0.0903 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047517|1,4-beta-D-xylan synthase activity;GO:0080116|glucuronoxylan glucuronosyltransferase activity;.

Manes.06G127500.v6.10.4906036 ####### 2E-12 down yes pfam06484 Ten_N Teneurin Intracellular Region. This family is found in the intracellular N-terminal region of the Teneurin family of proteins. These proteins are 'pair-rule' genes and are involved in tissue patterning, specifically probably neural patterning. The intracellular domain is cleaved in response to homophilic interaction of the extracellular domain, and translocates to the nucleus. Here it probably carries out to some transcriptional regulatory activity. The length of this region and the conservation suggests that there may be two structural domains here (personal obs:C Yeats).. GO:0005773|vacuole;. .

Manes.06G127700.v6.16.9111539 2.78893 2E-102 up yes pfam07712 SURNod19 Stress up-regulated Nod 19.. . . .

Manes.06G128000.v6.10.234507 ####### 3E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.06G128300.v6.10.918332 ####### 0.2917 down no pfam00567 TUDOR Tudor domain.GO:0001649|osteoblast differentiation;GO:0035194|posttranscriptional gene silencing by RNA;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0097433|dense body;GO:0070062|extracellular exosome;GO:0042470|melanosome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0004518|nuclease activity;GO:0044822|poly(A) RNA binding;GO:0003712|transcription cofactor activity;K15979

Manes.06G129000.v6.1Inf Inf 0.8842 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.06G130400.v6.11.5052595 0.59001 1E-06 up no pfam01625 PMSR Peptide methionine sulfoxide reductase. This enzyme repairs damaged proteins. Methionine sulfoxide in proteins is reduced to methionine.GO:0030091|protein repair;GO:0006979|response to oxidative stress;. GO:0008113|peptide-methionine (S)-S-oxide reductase activity;.

Manes.06G130700.v6.11.3825316 4.67E-01 4E-05 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.06G130800.v6.10.9256221 -0.1115 0.3734 down no pfam09733 VEFS-Box VEFS-Box of polycomb protein. The VEFS-Box (VRN2-EMF2-FIS2-Su(z)12) box is the C-terminal region of these proteins, characterized by an acidic cluster and a tryptophan/methionine-rich sequence, the acidic-W/M domain. Some of these sequences are associated with a zinc-finger domain about 100 residues towards the N-terminus. This protein is one of the polycomb cluster of proteins which control HOX gene transcription as it functions in heterochromatin-mediated repression.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009910|negative regulation of flower development;GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G131000.v6.1Inf Inf 4E-09 up yes pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.06G131400.v6.11.5925843 0.67137 7E-08 up no pfam05057 DUF676 Putative serine esterase (DUF676). This family of proteins are probably serine esterase type enzymes with an alpha/beta hydrolase fold.GO:0044242|cellular lipid catabolic process;GO:0005829|cytosol;GO:0005811|lipid particle;GO:0047372|acylglycerol lipase activity;.

Manes.06G132000.v6.11.4330675 0.51911 6E-05 up no pfam03767 Acid_phosphat_BHAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.. . GO:0003993|acid phosphatase activity;.

Manes.06G132500.v6.12.3395345 1.23E+00 2E-24 up yes pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.06G132600.v6.15.844225 2.54701 1E-07 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G132700.v6.13.5565413 1.83047 1E-06 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.06G132800.v6.11.7139667 7.77E-01 2E-11 up no pfam03986 Autophagy_NAutophagocytosis associated protein (Atg3), N-terminal domain. Autophagocytosis is a starvation-induced process responsible for transport of cytoplasmic proteins to the lysosome/vacuole. Atg3 is a ubiquitin like modifier that is topologically similar to the canonical E2 enzyme. It catalyses the conjugation of Atg8 and phosphatidylethanolamine.GO:0000045|autophagosome assembly;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0000153|cytoplasmic ubiquitin ligase complex;GO:0005829|cytosol;GO:0019776|Atg8 ligase activity;K08343

Manes.06G133000.v6.11.0199245 0.02846 0.7904 up no pfam11188 DUF2975 Protein of unknown function (DUF2975). This family of bacterial proteins have no known function. These proteins are likely to be integral membrane proteins. The proteins contain a highly conserved glutamic acid close to their C-terminus.. . . .

Manes.06G133100.v6.10.6255561 -0.67679 9E-09 down no pfam00827 Ribosomal_L15eRibosomal L15.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.06G133700.v6.10.4913012 ####### 2E-13 down yes pfam07078 FYTT Forty-two-three protein. This family consists of several mammalian proteins of around 320 residues in length called 40-2-3 proteins. The function of this family is unknown.. . . K10268

Manes.06G133800.v6.11.672709 7.42E-01 2E-09 up no pfam13207 AAA_17 AAA domain. . . GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0016774|phosphotransferase activity, carboxyl group as acceptor;K05715

Manes.06G134200.v6.1Inf Inf 0.2217 up no pfam10272 Tmpp129 Putative transmembrane protein precursor. This is a family of proteins conserved from worms to humans. The proteins are purported to be transmembrane protein-precursors but the function is unknown.. . . .

Manes.06G134600.v6.11.3773463 4.62E-01 0.0001 up no pfam10191 COG7 Golgi complex component 7 (COG7). COG7 is a component of the conserved oligomeric Golgi complex which is required for normal Golgi morphology and localisation. Mutation in COG7 causes a congenital disorder of glycosylation.GO:0000916|actomyosin contractile ring contraction;GO:0007030|Golgi organization;GO:0006886|intracellular protein transport;GO:0007112|male meiosis cytokinesis;GO:0036063|acroblast;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0017119|Golgi transport complex;. .

Manes.06G134700.v6.17.1317 2.83E+00 6E-25 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.GO:0046686|response to cadmium ion;GO:0005739|mitochondrion;. K13993

Manes.06G135100.v6.12.980906 1.58E+00 4E-43 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009626|plant-type hypersensitive response;GO:0034052|positive regulation of plant-type hypersensitive response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10636

Manes.06G135200.v6.10.4634839 -1.10941 2E-15 down yes pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.GO:0070417|cellular response to cold;GO:0034605|cellular response to heat;GO:0034620|cellular response to unfolded protein;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.06G135400.v6.13.2876318 1.72E+00 5E-39 up yes pfam02358 Trehalose_PPaseTrehalose-phosphatase. This family consist of trehalose-phosphatases EC:3.1.3.12 these enzyme catalyse the de-phosphorylation of trehalose-6-phosphate to trehalose and orthophosphate. The aligned region is present in trehalose-phosphatases and comprises the entire length of the protein it is also found in the C-terminus of trehalose-6-phosphate synthase EC:2.4.1.15 adjacent to the trehalose-6-phosphate synthase domain - pfam00982. It would appear that the two equivalent genes in the Escherichia coli otsBA operon otsA the trehalose-6-phosphate synthase and otsB trehalose-phosphatase (this family) have undergone gene fusion in most eukaryotes. Trehalose is a common disaccharide of bacteria, fungi and invertebrates that appears to play a major role in desiccation tolerance.GO:0016311|dephosphorylation;GO:0005992|trehalose biosynthetic process;. GO:0004805|trehalose-phosphatase activity;K01087

Manes.06G135500.v6.10.3494288 -1.51693 1E-13 down yes pfam00251 Glyco_hydro_32NGlycosyl hydrolases family 32 N-terminal domain. This domain corresponds to the N-terminal domain of glycosyl hydrolase family 32 which forms a five bladed beta propeller structure.GO:0005975|carbohydrate metabolic process;GO:0005773|vacuole;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.06G135600.v6.10.264277 ####### 5E-27 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.06G135900.v6.114.466687 3.85466 4E-05 up yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.06G136100.v6.10.3066268 ####### 1E-17 down yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.06G136700.v6.10.308978 -1.69442 1E-24 down yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0080167|response to karrikin;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.06G136800.v6.10.3898125 -1.35915 7E-14 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.06G137000.v6.10.6356035 ####### 3E-07 down no pfam03517 Voldacs Regulator of volume decrease after cellular swelling. ICln is a ubiquitously expressed multi-functional protein that plays a critical role in regulating volume decrease in cells after cellular swelling. In plants, ICln induces Cl- currents, thus regulating Cl- homoeostasis in eukaryotes. Structurally, the fold resembles a pleckstrin homology fold, on of whose roles is to recruit and tether their host protein to the cell membrane; and although the surface charges of the ICln fold are not equivalent to those of the PH domain, ICln can be phosphorylated in vitro and the PH-nature of the domain may be the part involving it in the transposition from cytosol to cell membrane during cytotonic swelling.GO:0006884|cell volume homeostasis;GO:0006821|chloride transport;GO:0000387|spliceosomal snRNP assembly;GO:0005829|cytosol;GO:0034709|methylosome;GO:0005634|nucleus;GO:0034715|pICln-Sm protein complex;GO:0005886|plasma membrane;. K05019

Manes.06G137400.v6.11.5473146 0.62977 2E-06 up no pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.. GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.06G137600.v6.10.1772131 -2.49644 4E-09 down yes pfam03362 Herpes_UL47Herpesvirus UL47 protein.. . . .

Manes.06G138200.v6.10.5539051 -0.85229 9E-11 down no pfam02861 Clp_N Clp amino terminal domain. This short domain is found in one or two copies at the amino terminus of ClpA and ClpB proteins from bacteria and eukaryotes. The function of these domains is uncertain but they may form a protein binding site.GO:0019538|protein metabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009532|plastid stroma;GO:0043424|protein histidine kinase binding;.

Manes.06G138800.v6.10.5004034 -0.99884 0.1054 down no pfam12214 TPX2_importinCell cycle regulated microtubule associated protein. This domain is found in eukaryotes. This domain is typically between 127 to 182 amino acids in length. This domain is found associated with pfam06886. This domain is found in the protein TPX2 (a.k.a p100) which is involved in cell cycling. It is only expressed between the start of the S phase and completion of cytokinesis. The microtubule-associated protein TPX2 has been reported to be crucial for mitotic spindle formation. This domain is close to the C terminal of TPX2. The protein importin alpha regulates the activity of TPX2 by binding to the nuclear localisation signal in this domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005874|microtubule;GO:0005654|nucleoplasm;GO:0009524|phragmoplast;GO:0005819|spindle;. K16812

Manes.06G139400.v6.1Inf Inf 0.002 up yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.06G139900.v6.1345.33965 8.43E+00 0 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0009737|response to abscisic acid;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.06G140000.v6.1499.76996 8.97E+00 1E-194 up yes pfam14798 Ca_hom_modCalcium homeostasis modulator. This family of proteins control cytosolic calcium concentration. They are transmembrane proteins which may be pore-forming ion channels.. . . .

Manes.06G140300.v6.12.0076981 1.00554 2E-09 up yes pfam09258 Glyco_transf_64Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0009738|abscisic acid-activated signaling pathway;GO:0006024|glycosaminoglycan biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0007275|multicellular organismal development;GO:0010401|pectic galactan metabolic process;GO:0010087|phloem or xylem histogenesis;GO:0006486|protein glycosylation;GO:0009737|response to abscisic acid;GO:0016337|single organismal cell-cell adhesion;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;GO:0035251|UDP-glucosyltransferase activity;.

Manes.06G141400.v6.10.7297568 ####### 0.0123 down no pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006014|D-ribose metabolic process;GO:0046686|response to cadmium ion;GO:0019252|starch biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004747|ribokinase activity;K00847

Manes.06G141600.v6.10.3943343 ####### 0.0004 down yes pfam01486 K-box K-box region. The K-box region is commonly found associated with SRF-type transcription factors see pfam00319. The K-box is a possible coiled-coil structure. Possible role in multimer formation.GO:0009908|flower development;GO:0010077|maintenance of inflorescence meristem identity;GO:0009911|positive regulation of flower development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0000060|protein import into nucleus, translocation;GO:0009409|response to cold;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;.

Manes.06G141800.v6.11.8088307 0.85506 8E-06 up no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G142100.v6.120.057151 4.33E+00 2E-17 up yes pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.. . . .

Manes.06G142700.v6.10.4431194 ####### 3E-10 down yes pfam04483 DUF565 Protein of unknown function (DUF565). Predicted transmembrane protein found in plants, chloroplasts and cyanobacteria. This family is also known as YCF20.. . . .

Manes.06G142900.v6.12.8423197 1.50707 9E-24 up yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;.

Manes.06G143000.v6.12.1272956 1.08902 9E-22 up yes pfam04080 Per1 Per1-like. PER1 is required for GPI-phospholipase A2 activity and is involved in lipid remodelling of GPI-anchored proteins.GO:0006506|GPI anchor biosynthetic process;GO:0006505|GPI anchor metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.06G143100.v6.1Inf Inf 0.4307 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009631|cold acclimation;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.06G143400.v6.1Inf Inf 0.0064 up yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K14491

Manes.06G143900.v6.10.2214794 ####### 6E-34 down yes pfam01113 DapB_N Dihydrodipicolinate reductase, N-terminus. Dihydrodipicolinate reductase (DapB) reduces the alpha,beta-unsaturated cyclic imine, dihydro-dipicolinate. This reaction is the second committed step in the biosynthesis of L-lysine and its precursor meso-diaminopimelate, which are critical for both protein and cell wall biosynthesis. The N-terminal domain of DapB binds the dinucleotide NADPH.GO:0019877|diaminopimelate biosynthetic process;GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0019684|photosynthesis, light reaction;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008839|4-hydroxy-tetrahydrodipicolinate reductase;K16908

Manes.06G144000.v6.10.993576 ####### 0.9705 down no pfam11152 DUF2930 Protein of unknown function (DUF2930). This family of proteins has no known function.. . . .

Manes.06G144100.v6.12.3027429 1.20335 2E-23 up yes pfam01803 LIM_bind LIM-domain binding protein. The LIM-domain binding protein, binds to the LIM domain pfam00412 of LIM homeodomain proteins which are transcriptional regulators of development. Nuclear LIM interactor (NLI) / LIM domain-binding protein 1 (LDB1) is located in the nuclei of neuronal cells during development, it is co-expressed with Isl1 in early motor neuron differentiation and has a suggested role in the Isl1 dependent development of motor neurons. It is suggested that these proteins act synergistically to enhance transcriptional efficiency by acting as co-factors for LIM homeodomain and Otx class transcription factors both of which have essential roles in development. The Drosophila protein Chip is required for segmentation and activity of a remote wing margin enhancer. Chip is a ubiquitous chromosomal factor required for normal expression of diverse genes at many stages of development. It is suggested that Chip cooperates with different LIM domain proteins and other factors to structurally support remote enhancGO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048467|gynoecium development;GO:1901001|negative regulation of response to salt stress;GO:0048481|ovule development;GO:0047484|regulation of response to osmotic stress;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.06G144400.v6.10.8445049 -0.24382 0.0515 down no pfam01192 RNA_pol_Rpb6RNA polymerase Rpb6. Rpb6 is an essential subunit in the eukaryotic polymerases Pol I, II and III. This family also contains the bacterial equivalent to Rpb6, the omega subunit. Rpb6 and omega are structurally conserved and both function in polymerase assembly.GO:0006360|transcription from RNA polymerase I promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000418|DNA-directed RNA polymerase IV complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03014

Manes.06G144600.v6.11.9197146 0.94089 0.0001 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0050593|N-methylcoclaurine 3'-monooxygenase activity;.

Manes.06G144900.v6.10.6746979 -0.56769 9E-06 down no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.



Manes.06G145000.v6.10.5367091 ####### 1E-11 down no pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.06G145200.v6.11.9842532 9.89E-01 2E-13 up no pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.GO:0016477|cell migration;GO:0008283|cell proliferation;GO:0050709|negative regulation of protein secretion;GO:0015031|protein transport;GO:0006508|proteolysis;GO:0042058|regulation of epidermal growth factor receptor signaling pathway;GO:0061136|regulation of proteasomal protein catabolic process;GO:0050708|regulation of protein secretion;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.06G145400.v6.10.5841503 -0.77559 0.0005 down no pfam01246 Ribosomal_L24eRibosomal protein L24e.. GO:0005840|ribosome;. .

Manes.06G145500.v6.10.7474813 -0.41989 0.0021 down no pfam01852 START START domain.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0042335|cuticle development;GO:0048364|root development;GO:0048765|root hair cell differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G145600.v6.12.1291992 1.09031 7E-19 up yes pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19044

Manes.06G146300.v6.11.7037392 0.7687 2E-11 up no pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0009535|chloroplast thylakoid membrane;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005496|steroid binding;K17278

Manes.06G146500.v6.10.3603413 ####### 3E-27 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0009658|chloroplast organization;GO:0009908|flower development;GO:0043496|regulation of protein homodimerization activity;GO:0010224|response to UV-B;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005829|cytosol;GO:0005634|nucleus;. K10143

Manes.06G146600.v6.1NA NA NA -- no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010018|far-red light signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009585|red, far-red light phototransduction;GO:0009639|response to red or far red light;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.06G146700.v6.12.6786734 1.42E+00 0.0003 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.06G146800.v6.11.9410764 9.57E-01 1E-12 up no pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.06G146900.v6.13.2087647 1.68202 9E-48 up yes pfam03188 Cytochrom_B561Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0046872|metal ion binding;GO:0016491|oxidoreductase activity;K08360

Manes.06G147200.v6.1217.62392 7.77E+00 0 up yes pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;. . .

Manes.06G148000.v6.19.6723787 3.27387 5E-15 up yes pfam06521 PAR1 PAR1 protein. This family consists of several plant specific PAR1 proteins from Nicotiana tabacum and Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.06G148400.v6.10.7499284 -0.41518 0.3456 down no pfam00131 Metallothio Metallothionein.. . . .

Manes.06G148500.v6.10.9777469 ####### 0.7965 down no pfam12580 TPPII Tripeptidyl peptidase II. This domain family is found in bacteria and eukaryotes, and is approximately 190 amino acids in length. The family is found in association with pfam00082. Tripeptidyl peptidase II (TPPII) is a crucial component of the proteolytic cascade acting downstream of the 26S proteasome in the ubiquitin-proteasome pathway. It is an amino peptidase belonging to the subtilase family removing tripeptides from the free N terminus of oligopeptides.GO:0006508|proteolysis;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004177|aminopeptidase activity;GO:0004252|serine-type endopeptidase activity;GO:0008240|tripeptidyl-peptidase activity;K01280

Manes.06G148600.v6.10.9057306 -0.14285 0.2269 down no pfam14403 CP_ATPgrasp_2Circularly permuted ATP-grasp type 2. Circularly permuted ATP-grasp prototyped by Roseiflexus RoseRS_2616 that is associated in gene neighborhoods with a GCS2-like COOH-NH2 ligase, alpha/beta hydrolase fold peptidase, GAT-II -like amidohydrolase, and M20 peptidase. Members of this family are predicted to be involved in the biosynthesis of small peptides.GO:0006508|proteolysis;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004177|aminopeptidase activity;GO:0004252|serine-type endopeptidase activity;GO:0008240|tripeptidyl-peptidase activity;K01280

Manes.06G148700.v6.10.4053546 -1.30274 3E-17 down yes pfam03283 PAE Pectinacetylesterase.. . . .

Manes.06G149200.v6.11.0132071 0.01893 0.8568 up no pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.06G149300.v6.10.5543361 ####### 0.0003 down no pfam01158 Ribosomal_L36eRibosomal protein L36e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02920

Manes.06G149800.v6.11.5003838 0.58533 2E-05 up no pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.. . . .

Manes.06G150100.v6.14.2318105 2.08128 1E-67 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.

Manes.06G150200.v6.10.5117908 ####### 1E-08 down no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.

Manes.06G150600.v6.11.576215 0.65646 2E-08 up no pfam03600 CitMHS Citrate transporter.GO:0098656|anion transmembrane transport;GO:0015700|arsenite transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0005887|integral component of plasma membrane;GO:0015446|arsenite-transmembrane transporting ATPase activity;.

Manes.06G150900.v6.11.4365595 5.23E-01 0.0028 up no pfam02416 MttA_Hcf106mttA/Hcf106 family. Members of this protein family are involved in a sec independent translocation mechanism. This pathway has been called the DeltapH pathway in chloroplasts. Members of this family in E.coli are involved in export of redox proteins with a "twin arginine" leader motif.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009306|protein secretion;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;GO:0009977|proton motive force dependent protein transmembrane transporter activity;.

Manes.06G151000.v6.10.297365 -1.74969 5E-39 down yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0010143|cutin biosynthetic process;GO:0051179|localization;GO:0090626|plant epidermis morphogenesis;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.06G151200.v6.10.5942788 ####### 4E-06 down no pfam01269 Fibrillarin Fibrillarin. GO:0000494|box C/D snoRNA 3'-end processing;GO:1990258|histone glutamine methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0031167|rRNA methylation;GO:0006351|transcription, DNA-templated;GO:0008033|tRNA processing;GO:0031428|box C/D snoRNP complex;GO:0015030|Cajal body;GO:0016592|mediator complex;GO:0005730|nucleolus;GO:0032040|small-subunit processome;GO:1990259|histone-glutamine methyltransferase activity;GO:0003723|RNA binding;GO:0008649|rRNA methyltransferase activity;GO:0030515|snoRNA binding;K14563

Manes.06G152000.v6.11.48234 0.56788 4E-05 up no pfam05903 Peptidase_C97PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.06G152100.v6.12.3802441 1.25111 1E-19 up yes pfam01198 Ribosomal_L31eRibosomal protein L31e.. . . .

Manes.06G152200.v6.124.12923 4.59271 4E-266 up yes pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0016117|carotenoid biosynthetic process;GO:0006633|fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;.

Manes.06G152300.v6.1Inf Inf 0.1085 up no pfam10327 7TM_GPCR_SriSerpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. GO:0005874|microtubule;. K18635

Manes.06G152900.v6.10.8413578 ####### 0.0302 down no pfam03501 S10_plectin Plectin/S10 domain. This presumed domain is found at the N-terminus of some isoforms of the cytoskeletal muscle protein plectin as well as the ribosomal S10 protein. This domain may be involved in RNA binding.. GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;. K02947

Manes.06G153600.v6.11.1967751 2.59E-01 0.7749 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0045892|negative regulation of transcription, DNA-templated;GO:0007263|nitric oxide mediated signal transduction;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.06G153800.v6.10.4242817 ####### 0.0024 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.06G154400.v6.12.3136683 1.21018 2E-17 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0045041|protein import into mitochondrial intermembrane space;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.06G154800.v6.19.9750045 3.32E+00 6E-52 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G155200.v6.10.5897648 -0.76179 6E-09 down no pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006633|fatty acid biosynthetic process;GO:0006096|glycolytic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0048316|seed development;GO:0010431|seed maturation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.06G155600.v6.11.3852245 0.47012 0.3763 up no pfam00704 Glyco_hydro_18Glycosyl hydrolases family 18.GO:0042631|cellular response to water deprivation;GO:0006032|chitin catabolic process;GO:0000272|polysaccharide catabolic process;GO:0009409|response to cold;GO:0009642|response to light intensity;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0008843|endochitinase activity;K01183

Manes.06G155900.v6.10.5521405 -0.85689 1E-07 down no pfam08733 PalH PalH/RIM21. PalH (also known as RIM21) is a transmembrane protein required for proteolytic cleavage of Rim101/PacC transcription factors which are activated by C terminal proteolytic processing. Rim101/PacC family proteins play a key role in pH-dependent responses and PalH has been implicated as a pH sensor.. . . .

Manes.06G156000.v6.12.8273257 1.49944 8E-26 up yes pfam00627 UBA UBA/TS-N domain. This small domain is composed of three alpha helices. This family includes the previously defined UBA and TS-N domains. The UBA-domain (ubiquitin associated domain) is a novel sequence motif found in several proteins having connections to ubiquitin and the ubiquitination pathway. The structure of the UBA domain consists of a compact three helix bundle. This domain is found at the N terminus of EF-TS hence the name TS-N. The structure of EF-TS is known and this domain is implicated in its interaction with EF-TU. The domain has been found in non EF-TS proteins such as alpha-NAC and MJ0280.. . . .

Manes.06G156300.v6.12.0014411 1.00104 1E-18 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K06689

Manes.06G156800.v6.11.5895218 6.69E-01 2E-07 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006828|manganese ion transport;GO:1901562|response to paraquat;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0016530|metallochaperone activity;GO:0005215|transporter activity;K15119

Manes.06G157000.v6.11.005642 0.00812 0.9757 up no pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.06G157100.v6.11.8254792 0.86828 6E-11 up no pfam08245 Mur_ligase_MMur ligase middle domain.GO:0006730|one-carbon metabolic process;. GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K11754

Manes.06G157600.v6.114.849784 3.89237 0.0216 up yes pfam01534 Frizzled Frizzled/Smoothened family membrane region. This family contains the membrane spanning region of frizzled and smoothened receptors. This membrane region is predicted to contain seven transmembrane alpha helices. Proteins related to Drosophila frizzled are receptors for Wnt (mediating the beta-catenin signalling pathway), but also the planar cell polarity (PCP) pathway and the Wnt/calcium pathway. The predominantly alpha-helical Cys-rich ligand-binding region (CRD) of Frizzled is both necessary and sufficient for Wnt binding. The smoothened receptor mediates hedgehog signalling.. . . .

Manes.06G157700.v6.1Inf Inf 0.8764 up no pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.06G158100.v6.12.3122181 1.20928 2E-26 up yes pfam10604 Polyketide_cyc2Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.06G158400.v6.11.8686599 9.02E-01 5E-14 up no pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.06G158700.v6.14.9074228 2.29497 3E-56 up yes pfam01564 Spermine_synthSpermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.GO:0006597|spermine biosynthetic process;. GO:0016768|spermine synthase activity;K00797

Manes.06G158800.v6.1518.27118 9.01756 2E-101 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.06G158900.v6.13.5892582 1.84E+00 2E-17 up yes pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G159100.v6.10.3341754 -1.58132 0.0299 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.06G159400.v6.12.4454174 1.29008 4E-12 up yes pfam01645 Glu_synthase Conserved region in glutamate synthase. This family represents a region of the glutamate synthase protein. This region is expressed as a separate subunit in the glutamate synthase alpha subunit from archaebacteria, or part of a large multidomain enzyme in other organisms. The aligned region of these proteins contains a putative FMN binding site and Fe-S cluster.GO:0006541|glutamine metabolic process;GO:0097054|L-glutamate biosynthetic process;GO:0009501|amyloplast;GO:0051538|3 iron, 4 sulfur cluster binding;GO:0050660|flavin adenine dinucleotide binding;GO:0010181|FMN binding;GO:0016040|glutamate synthase (NADH) activity;GO:0005506|iron ion binding;.

Manes.06G159900.v6.11.8588625 0.89442 2E-05 up no pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.06G161100.v6.11.5488361 6.31E-01 4E-08 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006325|chromatin organization;GO:0006338|chromatin remodeling;GO:0048813|dendrite morphogenesis;GO:0035076|ecdysone receptor-mediated signaling pathway;GO:0030097|hemopoiesis;GO:0046331|lateral inhibition;GO:0007095|mitotic G2 DNA damage checkpoint;GO:0045824|negative regulation of innate immune response;GO:0046426|negative regulation of JAK-STAT cascade;GO:0042766|nucleosome mobilization;GO:0045747|positive regulation of Notch signaling pathway;GO:0035073|pupariation;GO:0010468|regulation of gene expression;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0048515|spermatid differentiation;GO:0006351|transcription, DNA-templated;GO:0016589|NURF complex;GO:0003677|DNA binding;GO:0016922|ligand-dependent nuclear receptor binding;GO:0070577|lysine-acetylated histone binding;GO:0035064|methylated histone binding;GO:0008270|zinc ion binding;K11728

Manes.06G161200.v6.10.8659333 -0.20767 0.1197 down no pfam07200 Mod_r Modifier of rudimentary (Mod(r)) protein. This family represents a conserved region approximately 150 residues long within a number of eukaryotic proteins that show homology with Drosophila melanogaster Modifier of rudimentary (Mod(r)) proteins. The N-terminal half of Mod(r) proteins is acidic, whereas the C-terminal half is basic, and both of these regions are represented in this family. Members of this family include the Vps37 subunit of the endosomal sorting complex ESCRT-I, a complex involved in recruiting transport machinery for protein sorting at the multivesicular body (MVB). The yeast ESCRT-I complex consists of three proteins (Vps23, Vps28 and Vps37). The mammalian homologue of Vps37 interacts with Tsg101 (Pfam: PF05743) through its mod(r) domain and its function is essential for lysosomal sorting of EGF receptors.. . . .

Manes.06G161300.v6.10.5492035 -0.86459 0.001 down no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0031145|anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0008283|cell proliferation;GO:0000209|protein polyubiquitination;GO:0030071|regulation of mitotic metaphase/anaphase transition;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K06688

Manes.06G161600.v6.10.6415656 ####### 0.9228 down no pfam08243 SPT2 SPT2 chromatin protein. This family includes the Saccharomyces cerevisiae protein SPT2 which is a chromatin protein involved in transcriptional regulation.. . . .

Manes.06G161900.v6.10.4146116 ####### 3E-17 down yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.06G162000.v6.10.3645249 ####### 2E-27 down yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.06G162500.v6.11.7798462 0.83175 3E-12 up no pfam01513 NAD_kinase ATP-NAD kinase. Members of this family include ATP-NAD kinases EC:2.7.1.23, which catalyses the phosphorylation of NAD to NADP utilizing ATP and other nucleoside triphosphates as well as inorganic polyphosphate as a source of phosphorus. Also includes NADH kinases EC:2.7.1.86.GO:0019674|NAD metabolic process;GO:0006741|NADP biosynthetic process;. GO:0005524|ATP binding;GO:0003951|NAD+ kinase activity;GO:0042736|NADH kinase activity;.

Manes.06G162600.v6.1Inf Inf 0.4066 up no pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.06G163400.v6.10.6027845 -0.73029 1E-06 down no pfam00333 Ribosomal_S5Ribosomal protein S5, N-terminal domain.GO:0006412|translation;GO:0005618|cell wall;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02981

Manes.06G163500.v6.10.2076401 -2.26784 1E-62 down yes pfam00119 ATP-synt_A ATP synthase A chain.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009523|photosystem II;. .

Manes.06G163600.v6.11.1643572 0.21953 0.4141 up no pfam01077 NIR_SIR Nitrite and sulphite reductase 4Fe-4S domain. Sulphite and nitrite reductases are vital in the biosynthetic assimilation of sulphur and nitrogen, respectfully. They are also both important for the dissimilation of oxidized anions for energy transduction.GO:0006323|DNA packaging;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006275|regulation of DNA replication;GO:0019424|sulfide oxidation, using siroheme sulfite reductase;GO:0042644|chloroplast nucleoid;GO:0009570|chloroplast stroma;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0050311|sulfite reductase (ferredoxin) activity;.

Manes.06G163800.v6.11.2636612 3.38E-01 0.0056 up no pfam03839 Sec62 Translocation protein Sec62.GO:0006620|posttranslational protein targeting to membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0031207|Sec62/Sec63 complex;GO:0008565|protein transporter activity;K12275

Manes.06G163900.v6.12.8825176 1.52733 2E-24 up yes pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.06G164200.v6.18.9010824 3.15E+00 2E-130 up yes pfam02341 RcbX RbcX protein. The RBCX protein has been identified as having a possible chaperone-like function. The rbcX gene is juxtaposed to and cotranscribed with rbcL and rbcS encoding RuBisCO in Anabaena sp. CA. RbcX has been shown to possess a chaperone-like function assisting correct folding of RuBisCO in Escherichia coli expression studies and is needed for RuBisCO to reach its maximal activity.. . . .

Manes.06G164500.v6.12.5425481 1.34628 5E-22 up yes pfam01554 MatE MatE. The MatE domainGO:0006811|ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.06G164600.v6.10.6015203 -0.73331 0.0004 down no pfam00939 Na_sulph_sympSodium:sulfate symporter transmembrane region. There are also some members in this family that do not match the Prosite motif, and belong to the subfamily SODIT1.GO:0015742|alpha-ketoglutarate transport;GO:0019676|ammonia assimilation cycle;GO:0071423|malate transmembrane transport;GO:0015729|oxaloacetate transport;GO:1902356|oxaloacetate(2-) transmembrane transport;GO:0009624|response to nematode;GO:0006814|sodium ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0015139|alpha-ketoglutarate transmembrane transporter activity;GO:0015140|malate transmembrane transporter activity;GO:0015131|oxaloacetate transmembrane transporter activity;.

Manes.06G165000.v6.10.6164154 ####### 2E-06 down no pfam03054 tRNA_Me_transtRNA methyl transferase. This family represents tRNA(5-methylaminomethyl-2-thiouridine)-methyltransferase which is involved in the biosynthesis of the modified nucleoside 5-methylaminomethyl-2-thiouridine present in the wobble position of some tRNAs.GO:0006400|tRNA modification;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016783|sulfurtransferase activity;GO:0000049|tRNA binding;K00566

Manes.06G165200.v6.11.4067884 4.92E-01 0.0001 up no pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.06G165500.v6.11.4191306 5.05E-01 9E-06 up no pfam02738 Ald_Xan_dh_C2Molybdopterin-binding domain of aldehyde dehydrogenase.GO:0006145|purine nucleobase catabolic process;GO:0000302|response to reactive oxygen species;GO:0009414|response to water deprivation;GO:0042554|superoxide anion generation;GO:0009115|xanthine catabolic process;GO:0046110|xanthine metabolic process;GO:0005829|cytosol;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0050660|flavin adenine dinucleotide binding;GO:0005506|iron ion binding;GO:0043546|molybdopterin cofactor binding;GO:0016903|oxidoreductase activity, acting on the aldehyde or oxo group of donors;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;GO:0004854|xanthine dehydrogenase activity;GO:0004855|xanthine oxidase activity;K00106

Manes.06G165800.v6.10.7859793 -0.34744 0.0159 down no pfam13639 zf-RING_2 Ring finger domain.GO:0048437|floral organ development;GO:0046621|negative regulation of organ growth;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0031624|ubiquitin conjugating enzyme binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19045

Manes.06G166000.v6.10.0550403 -4.18337 7E-10 down yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005215|transporter activity;.

Manes.06G166100.v6.1Inf Inf 7E-08 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005215|transporter activity;.

Manes.06G166300.v6.1Inf Inf 0.1921 up no pfam07955 DUF1687 Protein of unknown function (DUF1687). This is a putative redox protein which is predicted to have a thioredoxin fold containing a single active cysteine.. . . .

Manes.06G166700.v6.10.5412776 -0.88556 0.0002 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G166800.v6.11.4576257 0.54362 2E-06 up no pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.06G167100.v6.10.4329127 -1.20785 1E-08 down yes pfam00069 Pkinase Protein kinase domain.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.06G167200.v6.10.690523 ####### 7E-06 down no pfam07944 DUF1680 Putative glycosyl hydrolase of unknown function (DUF1680). The members of this family are sequences derived from hypothetical bacterial and eukaryotic proteins of unknown function. One members of this family is annotated as a possible arabinosidase, but no references were found to back this. These proteins are related to a large family of glycosyl hydrolases.. . . .

Manes.06G167300.v6.10.2989935 -1.74181 4E-12 down yes pfam07944 DUF1680 Putative glycosyl hydrolase of unknown function (DUF1680). The members of this family are sequences derived from hypothetical bacterial and eukaryotic proteins of unknown function. One members of this family is annotated as a possible arabinosidase, but no references were found to back this. These proteins are related to a large family of glycosyl hydrolases.. . . .

Manes.06G167700.v6.11.9011718 9.27E-01 1E-13 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0010119|regulation of stomatal movement;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G168100.v6.10.2452494 ####### 1E-10 down yes pfam08626 TRAPPC9-Trs120Transport protein Trs120 or TRAPPC9, TRAPP II complex subunit. This region is found at the N terminal of Saccharomyces cerevisiae Trs120 protein. Trs120 is a subunit of the multiprotein complex TRAPP (transport particle protein) which functions in ER to Golgi traffic. Trs120 is specific to the larger TRAPP complex, TRAPP II, along with Trs65p and Trs130p(TRAPPC10). It is suggested that Trs120p is required for the stability of the Trs130p subunit, suggesting that these two proteins might interact in some way. It is likely that there is a complex function for TRAPP II in multiple pathways.. . . .

Manes.06G168300.v6.10.3037168 ####### 2E-29 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.06G168900.v6.10.6332382 -0.65918 2E-05 down no pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0006897|endocytosis;GO:0006869|lipid transport;GO:0005783|endoplasmic reticulum;GO:0031234|extrinsic component of cytoplasmic side of plasma membrane;GO:0005887|integral component of plasma membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0044232|organelle membrane contact site;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;GO:0042802|identical protein binding;GO:0031210|phosphatidylcholine binding;GO:0008429|phosphatidylethanolamine binding;GO:0035091|phosphatidylinositol binding;GO:0005543|phospholipid binding;.

Manes.06G169000.v6.11.2698102 3.45E-01 0.5569 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.06G169600.v6.10.5866973 -0.76931 0.0112 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . . .

Manes.06G169700.v6.12.1325836 1.0926 2E-08 up yes pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.. . . .



Manes.06G169900.v6.12.0011758 1.00E+00 0.0058 up yes pfam14712 Snapin_PallidinSnapin/Pallidin. This family of proteins includes Snapin, this protein is associated with the SNARE complex, which mediates synaptic vesicle docking and fusion. It also includes the yeast snapin-like protein SNN1, which is a part of a complex involved in endosomal cargo sorting. The family also includes pallidin, a component of a complex involved in biogenesis of lysosome-related organelles.. . . .

Manes.06G170500.v6.1426.14405 8.7352 4E-183 up yes pfam05221 AdoHcyase S-adenosyl-L-homocysteine hydrolase.. . . .

Manes.06G170900.v6.1Inf Inf 3E-15 up yes pfam09595 Metaviral_G Metaviral_G glycoprotein. This is a viral attachment glycoprotein from region G of metaviruses. It is high in serine and threonine suggesting it is highly glycosylated.. . . .

Manes.06G171300.v6.11.3222688 4.03E-01 0.0004 up no pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.GO:0033962|cytoplasmic mRNA processing body assembly;GO:0000290|deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0030014|CCR4-NOT complex;GO:0000932|cytoplasmic mRNA processing body;GO:0016607|nuclear speck;GO:0016605|PML body;GO:0044822|poly(A) RNA binding;GO:0034046|poly(G) binding;GO:0008266|poly(U) RNA binding;GO:0003723|RNA binding;K12617

Manes.06G171800.v6.10.9670612 -0.04832 0.6861 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14325

Manes.06G172100.v6.10.7013762 ####### 0.0005 down no pfam01777 Ribosomal_L27eRibosomal L27e protein family. The N-terminal region of the eukaryotic ribosomal L27 has the KOW motif. C-terminal region is represented by this family.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.06G172400.v6.11.8557807 8.92E-01 2E-06 up no pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0010224|response to UV-B;GO:0005634|nucleus;. K13728

Manes.06G172500.v6.10.6579758 -0.60389 5E-06 down no pfam02739 5_3_exonuc_N5'-3' exonuclease, N-terminal resolvase-like domain.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0003723|RNA binding;K06961

Manes.06G172900.v6.120.760747 4.38E+00 3E-14 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0010120|camalexin biosynthetic process;GO:0042538|hyperosmotic salinity response;GO:0010150|leaf senescence;GO:1900056|negative regulation of leaf senescence;GO:0006561|proline biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0005992|trehalose biosynthetic process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G173300.v6.15.0797404 2.34475 0.0721 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.06G174000.v6.11.0034479 4.97E-03 0.9709 up no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K15188

Manes.06G174100.v6.12.3596335 1.24E+00 1E-07 up yes pfam15095 IL33 Interleukin 33.. . . .

Manes.06G174200.v6.12.6656256 1.41447 4E-20 up yes pfam13414 TPR_11 TPR repeat. GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0007517|muscle organ development;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;. .

Manes.06G174800.v6.13.6964244 1.88613 1E-07 up yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.06G175400.v6.1Inf Inf 0.8798 up no pfam13009 Phage_Integr_2Putative phage integrase. This family is found in association with IS elements.. . . .

Manes.06G176100.v6.13.5025411 1.8084 6E-47 up yes pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G176200.v6.13.6238763 1.86E+00 5E-09 up yes pfam02322 Cyto_ox_2 Cytochrome oxidase subunit II. This Family consists of cytochrome bd type terminal oxidases that catalyses Quinol dependent, Na+ independent oxygen uptake. Members of this family are integral membrane proteins andi contain a protohaem IX centre B558. One member of the family is implicated in having an important role in micro-aerobic nitrogen fixation in the enteric bacterium Klebsiella pneumoniae.. . . .

Manes.06G176300.v6.10.4476353 -1.1596 1E-22 down yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K03798

Manes.06G176700.v6.12.7242546 1.45E+00 2E-34 up yes pfam02800 Gp_dh_C Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. C-terminal domain is a mixed alpha/antiparallel beta fold.GO:0080144|amino acid homeostasis;GO:0005975|carbohydrate metabolic process;GO:0006006|glucose metabolic process;GO:0006096|glycolytic process;GO:0080022|primary root development;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004365|glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;K00134

Manes.06G176800.v6.10.5628218 -0.82925 1E-10 down no pfam02652 Lactate_permL-lactate permease. L-lactate permease is an integral membrane protein probably involved in L-lactate transport.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.06G176900.v6.10.557415 -0.84318 2E-09 down no pfam13863 DUF4200 Domain of unknown function (DUF4200). This family is found in eukaryotes. It is a coiled-coil domain of unknwon function.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.06G177400.v6.1Inf Inf 0.2025 up no pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.GO:0006915|apoptotic process;GO:0007049|cell cycle;GO:0005634|nucleus;. K13120

Manes.06G177500.v6.11.6081021 0.68536 2E-09 up no pfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.06G177600.v6.10.378655 -1.40104 2E-10 down yes pfam12843 DUF3820 Protein of unknown function (DUF3820). This a bacterial family that is functionally uncharacterized.. . . .

Manes.06G177800.v6.10.5651259 ####### 8E-08 down no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.06G178000.v6.12.297152 1.19985 2E-24 up yes pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.06G178100.v6.13.4417776 1.78E+00 3E-54 up yes pfam13249 Prenyltrans_2Prenyltransferase-like.GO:0016104|triterpenoid biosynthetic process;. GO:0042300|beta-amyrin synthase activity;.

Manes.06G178400.v6.13.5217477 1.82E+00 5E-08 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:2001143|N-methylnicotinate transport;GO:2001142|nicotinate transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0090417|N-methylnicotinate transporter activity;GO:0090416|nicotinate transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.06G178800.v6.1131.67956 7.04E+00 9E-235 up yes pfam15489 CTC1 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. Mutations in human CTC1 have been recognized as contributing to cerebroretinal microangiopathy.. . . .

Manes.07G000300.v6.10.2815485 ####### 0.0003 down yes pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0048498|establishment of petal orientation;GO:0046621|negative regulation of organ growth;GO:0090428|perianth development;GO:0048441|petal development;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0048442|sepal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G000500.v6.11.8821751 0.9124 1E-09 up no pfam00285 Citrate_synt Citrate synthase.GO:0044262|cellular carbohydrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005759|mitochondrial matrix;GO:0004108|citrate (Si)-synthase activity;.

Manes.07G002400.v6.17.2036744 2.84873 0.0257 up yes pfam00305 LipoxygenaseLipoxygenase. GO:0031408|oxylipin biosynthetic process;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0016165|linoleate 13S-lipoxygenase activity;GO:0046872|metal ion binding;K00454

Manes.07G003200.v6.10.9206859 ####### 0.3267 down no pfam13236 CLU Clustered mitochondria. The CLU domain (CLUstered mitochondria) is a eukaryotic domain found in proteins from fungi, protozoa, plants to humans. It is required for correct functioning of the mitochondria and mitochondrial transport although the exact function of the domain is unknown. In Dictyostelium the full-length protein is required for a very late step in fission of the outer mitochondrial membrane suggesting that mitochondria are transported along microtubules, as in mammalian cells, rather than along actin filaments, as in budding yeast. Disruption of the protein-impaired cytokinesis and caused mitochondria to cluster at the cell centre. It is likely that CLU functions in a novel pathway that positions mitochondria within the cell based on their physiological state. Disruption of the CLU pathway may enhance oxidative damage, alter gene expression, cause mitochondria to cluster at microtubule plus ends, and lead eventually to mitochondrial failure.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.07G003500.v6.1NA NA NA -- no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.07G003700.v6.11.8342341 0.87518 4E-08 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.07G003800.v6.10.4138812 -1.27271 5E-19 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G003900.v6.11.6117528 6.89E-01 1E-09 up no pfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0003723|RNA binding;.

Manes.07G004100.v6.10.5267008 ####### 1E-07 down no pfam00588 SpoU_methylaseSpoU rRNA Methylase family. This family of proteins probably use S-AdoMet.. GO:0005737|cytoplasm;GO:0003723|RNA binding;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;GO:0008175|tRNA methyltransferase activity;K03216

Manes.07G004500.v6.14.0157035 2.00565 3E-62 up yes pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.07G004700.v6.12.9636249 1.56736 3E-05 up yes pfam03798 TRAM_LAG1_CLN8TLC domain. . . . .

Manes.07G005000.v6.11.3900732 0.47516 3E-05 up no pfam13639 zf-RING_2 Ring finger domain.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.07G005200.v6.12.1599889 1.11E+00 0.0002 up yes pfam10320 7TM_GPCR_SrsxSerpentine type 7TM GPCR chemoreceptor Srsx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srsx is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.07G005900.v6.10.2662945 -1.90891 3E-11 down yes pfam04950 DUF663 Protein of unknown function (DUF663). This family contains several uncharacterized eukaryotic proteins.. . . .

Manes.07G006300.v6.190.218294 6.50E+00 4E-44 up yes pfam06177 QueT QueT transporter. This family includes the queT gene encoding a hypothetical integral membrane protein with 5 predicted transmembrane regions. The queT genes in Firmicutes are often preceded by the PreQ1 (7-aminomethyl-7-deazaguanine) riboswitches of two distinct classes, suggesting involvement of the QueT transporters in uptake of a queuosine biosynthetic intermediate.. . . .

Manes.07G006600.v6.13.7678016 1.91372 1E-16 up yes pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.07G007600.v6.10.1821194 -2.45704 6E-35 down yes pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.07G007700.v6.12.2109883 1.14E+00 3E-20 up yes pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.GO:0010311|lateral root formation;GO:0040008|regulation of growth;GO:0005829|cytosol;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.07G007800.v6.10.4724643 ####### 2E-11 down yes pfam08498 Sterol_MT_CSterol methyltransferase C-terminal. This domain is found to the C-terminus of a methyltransferase domain (pfam08241) in fungal and plant sterol methyltransferases.GO:0009793|embryo development ending in seed dormancy;GO:0006696|ergosterol biosynthetic process;GO:0032259|methylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0003838|sterol 24-C-methyltransferase activity;K00559

Manes.07G008300.v6.12.6537776 1.41E+00 6E-14 up yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0006598|polyamine catabolic process;GO:0046208|spermine catabolic process;. GO:0050660|flavin adenine dinucleotide binding;GO:0052895|N1-acetylspermine:oxygen oxidoreductase (N1-acetylspermidine-forming) activity;GO:0052894|norspermine:oxygen oxidoreductase activity;GO:0046592|polyamine oxidase activity;GO:0052901|spermine:oxygen oxidoreductase (spermidine-forming) activity;K13366

Manes.07G008500.v6.10.6587352 ####### 0.0066 down no pfam08154 NLE NLE (NUC135) domain. This domain is located N terminal to WD40 repeats. It is found in the microtubule-associated yeast protein YTM1.GO:0009553|embryo sac development;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005730|nucleolus;. K14855

Manes.07G008600.v6.10.5560831 -0.84663 2E-05 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.07G009000.v6.10.7603207 -0.39532 0.3183 down no pfam07976 Phe_hydrox_dimPhenol hydroxylase, C-terminal dimerization domain. Phenol hydroxylase acts a homodimer, to hydroxylates phenol to catechol or similar product. The enzyme is comprised of three domains. The first two domains from the active site. The third domain, this domain, is involved in forming the dimerization interface. The domain adopts a thioredoxin-like fold.. . . .

Manes.07G009100.v6.10.5195675 -0.94462 0.0002 down no pfam04878 Baculo_p48 Baculovirus P48 protein.. . . .

Manes.07G009500.v6.10.3255925 -1.61886 1E-28 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G010400.v6.10.5232353 -0.93447 2E-13 down no pfam11891 DUF3411 Domain of unknown function (DUF3411). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 168 to 186 amino acids in length. This domain has a conserved RYQ sequence motif.. . . .

Manes.07G011200.v6.1#NAME? #NAME? 1 down no pfam02010 REJ REJ domain. The REJ (Receptor for Egg Jelly) domain is found in PKD1, and the sperm receptor for egg jelly. The function of this domain is unknown. The domain is 600 amino acids long so is probably composed of multiple structural domains. There are six completely conserved cysteine residues that may form disulphide bridges. This region contains tandem PKD-like domains.. . . .

Manes.07G011500.v6.111.840965 3.57E+00 2E-78 up yes pfam05633 DUF793 Protein of unknown function (DUF793). This family consists of several plant proteins of unknown function.. . . .

Manes.07G012000.v6.10.2665709 -1.90741 4E-30 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005576|extracellular region;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G012700.v6.1Inf Inf 0.8798 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.07G012800.v6.10.6133141 -0.7053 4E-05 down no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.07G012900.v6.10.3878368 -1.36648 3E-10 down yes pfam03801 Ndc80_HEC HEC/Ndc80p family. Members of this family are components of the mitotic spindle. It has been shown that Ndc80/HEC from yeast is part of a complex called the Ndc80p complex. This complex is thought to bind to the microtubules of the spindle.GO:0051315|attachment of mitotic spindle microtubules to kinetochore;GO:0008608|attachment of spindle microtubules to kinetochore;GO:0051301|cell division;GO:0007059|chromosome segregation;GO:0000132|establishment of mitotic spindle orientation;GO:0000278|mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0000070|mitotic sister chromatid segregation;GO:0007052|mitotic spindle organization;GO:0007264|small GTPase mediated signal transduction;GO:0000775|chromosome, centromeric region;GO:0000777|condensed chromosome kinetochore;GO:0000778|condensed nuclear chromosome kinetochore;GO:0000942|condensed nuclear chromosome outer kinetochore;GO:0005829|cytosol;GO:0000776|kinetochore;GO:0016020|membrane;GO:0031262|Ndc80 complex;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0005200|structural constituent of cytoskeleton;K11547

Manes.07G013100.v6.11.2887015 0.36592 0.0044 up no pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.07G013200.v6.10.349268 -1.51759 2E-14 down yes pfam03568 Peptidase_C50Peptidase family C50.GO:0051304|chromosome separation;GO:0000911|cytokinesis by cell plate formation;GO:0009793|embryo development ending in seed dormancy;GO:0009960|endosperm development;GO:0006887|exocytosis;GO:0051307|meiotic chromosome separation;GO:0007067|mitotic nuclear division;GO:1901970|positive regulation of mitotic sister chromatid separation;GO:0045876|positive regulation of sister chromatid cohesion;GO:2000114|regulation of establishment of cell polarity;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0072686|mitotic spindle;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0008233|peptidase activity;K02365

Manes.07G013300.v6.10.6061348 -0.72229 2E-06 down no pfam00466 Ribosomal_L10Ribosomal protein L10.GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0031965|nuclear membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0044822|poly(A) RNA binding;K14815

Manes.07G013700.v6.1Inf Inf 0.1921 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.07G014200.v6.10.9063548 ####### 0.6819 down no pfam02322 Cyto_ox_2 Cytochrome oxidase subunit II. This Family consists of cytochrome bd type terminal oxidases that catalyses Quinol dependent, Na+ independent oxygen uptake. Members of this family are integral membrane proteins andi contain a protohaem IX centre B558. One member of the family is implicated in having an important role in micro-aerobic nitrogen fixation in the enteric bacterium Klebsiella pneumoniae.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;.

Manes.07G014400.v6.11.8052196 0.85217 2E-12 up no pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0016042|lipid catabolic process;. GO:0004806|triglyceride lipase activity;K11157

Manes.07G014600.v6.10.6788654 -0.5588 0.0005 down no pfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0010287|plastoglobule;. .

Manes.07G014700.v6.11.374318 4.59E-01 9E-05 up no pfam04842 DUF639 Plant protein of unknown function (DUF639). Plant protein of unknown function.. . . .

Manes.07G014800.v6.10.6327449 -0.6603 0.0188 down no pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.07G014900.v6.10.2725697 ####### 0.0004 down yes pfam14840 DNA_pol3_delt_CProcessivity clamp loader gamma complex DNA pol III C-term. This domain lies at the C-terminus of the delta subunit of the DNA polymerase III clamp loader gamma complex. Within the complex the several C-terminal domains, of gamma, delta and delta' form a helical scaffold, on which the rest of he subunits are hung. The gamma complex, an AAA+ ATPase, is the bacterial homologue of the eukaryotic replication factor C that loads the sliding clamp (beta, homologous to PCNA) onto DNA.GO:0010020|chloroplast fission;GO:0007623|circadian rhythm;GO:0016559|peroxisome fission;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;GO:0005777|peroxisome;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0042802|identical protein binding;.

Manes.07G015300.v6.10.1612221 ####### 0.0114 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G015400.v6.10.4627867 -1.11158 1E-06 down yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. GO:0009506|plasmodesma;. .

Manes.07G015500.v6.10.482278 -1.05206 0.0002 down yes pfam01105 EMP24_GP25Lemp24/gp25L/p24 family/GOLD. Members of this family are implicated in bringing cargo forward from the ER and binding to coat proteins by their cytoplasmic domains. This domain corresponds closely to the beta-strand rich GOLD domain described in. The GOLD domain is always found combined with lipid- or membrane-association domains.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.07G015600.v6.10.8784866 ####### 0.2557 down no pfam01793 Glyco_transf_15Glycolipid 2-alpha-mannosyltransferase. This is a family of alpha-1,2 mannosyl-transferases involved in N-linked and O-linked glycosylation of proteins. Some of the enzymes in this family have been shown to be involved in O- and N-linked glycan modifications in the Golgi.. . . .

Manes.07G016200.v6.10.3616561 ####### 2E-13 down yes pfam05084 GRA6 Granule antigen protein (GRA6). This family contains the granule antigen protein GRA6 which is found in the parasitic protozoa Toxoplasma gondii and Neospora caninum. GRA6 protein plays an important role in the antigenicity and pathogenicity in these organisms.. . . .

Manes.07G016300.v6.10.3161106 -1.6615 4E-33 down yes pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;K02717

Manes.07G016500.v6.10.6055971 ####### 1E-07 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.07G017000.v6.11.569596 6.50E-01 4E-05 up no pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.07G018100.v6.164.604338 6.01E+00 1E-176 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.07G018200.v6.143.079792 5.42894 9E-20 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018400.v6.12.6791771 1.42E+00 5E-19 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018600.v6.11.4868991 0.57231 1E-04 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.07G018900.v6.10.6967748 -0.52124 0.0006 down no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0009737|response to abscisic acid;GO:0005789|endoplasmic reticulum membrane;GO:0005887|integral component of plasma membrane;GO:0009506|plasmodesma;GO:0042802|identical protein binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.07G019200.v6.14.1285616 2.04564 2E-62 up yes pfam05794 Tcp11 T-complex protein 11. This family consists of several eukaryotic T-complex protein 11 (Tcp11) related sequences. Tcp11 is only expressed in fertile adult mammalian testes and is thought to be important in sperm function and fertility. The family also contains the yeast Sok1 protein which is known to suppress cyclic AMP-dependent protein kinase mutants.. GO:0005874|microtubule;. .

Manes.07G019300.v6.10.743816 ####### 0.0246 down no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;. K08770

Manes.07G019800.v6.1Inf Inf 0.8764 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.07G020100.v6.10.3594371 -1.47619 2E-15 down yes pfam00111 Fer2 2Fe-2S iron-sulfur cluster binding domain.GO:0022900|electron transport chain;GO:0009507|chloroplast;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.



Manes.07G020300.v6.11.3329292 0.4146 0.0004 up no pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.07G021100.v6.1Inf Inf 0.0351 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.07G022500.v6.12.1526967 1.11E+00 6E-21 up yes pfam07264 EI24 Etoposide-induced protein 2.4 (EI24). This family contains a number of eukaryotic etoposide-induced 2.4 (EI24) proteins approximately 350 residues long as well as bacterial CysZ proteins (formerly known as DUF540). In cells treated with the cytotoxic drug etoposide, EI24 is induced by p53. It has been suggested to play an important role in negative cell growth control.. GO:0016021|integral component of membrane;. .

Manes.07G022600.v6.13.7626445 1.91175 7E-14 up yes pfam07429 Glyco_transf_564-alpha-L-fucosyltransferase glycosyl transferase group 56. This family contains the bacterial enzyme 4-alpha-L-fucosyltransferase (Fuc4NAc transferase) (EC 2.4.1.-) (approximately 360 residues long). This catalyses the synthesis of Fuc4NAc-ManNAcA-GlcNAc-PP-Und (lipid III) as part of the biosynthetic pathway of enterobacterial common antigen (ECA), a polysaccharide comprised of the trisaccharide repeat unit Fuc4NAc-ManNAcA-GlcNAc.. . . .

Manes.07G022700.v6.10.6403869 ####### 4E-06 down no pfam05653 Mg_trans_NIPAMagnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.07G022900.v6.10.5336536 ####### 8E-14 down no pfam01634 HisG ATP phosphoribosyltransferase.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003879|ATP phosphoribosyltransferase activity;GO:0000287|magnesium ion binding;K00765

Manes.07G023800.v6.10.8118715 ####### 0.0102 down no pfam03004 Transposase_24Plant transposase (Ptta/En/Spm family). Transposase proteins are necessary for efficient DNA transposition. This family includes various plant transposases from the Ptta and En/Spm families.GO:0006974|cellular response to DNA damage stimulus;GO:0006338|chromatin remodeling;GO:0007059|chromosome segregation;GO:0044154|histone H3-K14 acetylation;GO:0043983|histone H4-K12 acetylation;GO:0001833|inner cell mass cell proliferation;GO:2000002|negative regulation of DNA damage checkpoint;GO:0043388|positive regulation of DNA binding;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006468|protein phosphorylation;GO:0050727|regulation of inflammatory response;GO:1901407|regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0000083|regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0006351|transcription, DNA-templated;GO:0016032|viral process;GO:0005694|chromosome;GO:0000794|condensed nuclear chromosome;GO:0005737|cytoplasm;GO:0000790|nuclear chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0008024|positive transcription elongation factor complex b;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0070577|lysine-acetylated histone binding;GO:0002039|p53 binding;K11722

Manes.07G024000.v6.10.3488386 ####### 7E-11 down yes pfam01416 PseudoU_synth_1tRNA pseudouridine synthase. Involved in the formation of pseudouridine at the anticodon stem and loop of transfer-RNAs Pseudouridine is an isomer of uridine (5-(beta-D-ribofuranosyl) uracil, and id the most abundant modified nucleoside found in all cellular RNAs. The TruA-like proteins also exhibit a conserved sequence with a strictly conserved aspartic acid, likely involved in catalysis.GO:0031119|tRNA pseudouridine synthesis;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06173

Manes.07G024100.v6.11.5540824 0.63606 4E-07 up no pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.07G024300.v6.10.6627038 -0.59356 0.015 down no pfam00297 Ribosomal_L3Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.07G024500.v6.10.7604113 -0.39515 0.0765 down no pfam03619 Solute_trans_aOrganic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. . . .

Manes.07G024600.v6.10.7221773 ####### 0.0003 down no pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;GO:0005886|plasma membrane;. .

Manes.07G025000.v6.10.4848995 -1.04424 1E-09 down yes pfam07543 PGA2 Protein trafficking PGA2. A Saccharomyces cerevisiae member of this family (PGA2) is an ER protein which has been implicated in protein trafficking.. . . .

Manes.07G025400.v6.1Inf Inf 1E-11 up yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.07G025700.v6.11.4376732 0.52374 6E-06 up no pfam03467 Smg4_UPF3 Smg-4/UPF3 family. This family contains proteins that are involved in nonsense mediated mRNA decay. A process that is triggered by premature stop codons in mRNA. The family includes Smg-4 and UPF3.GO:0042742|defense response to bacterium;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048571|long-day photoperiodism;GO:0051028|mRNA transport;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0009611|response to wounding;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14328

Manes.07G026000.v6.10.5962005 -0.74613 2E-07 down no pfam00647 EF1G Elongation factor 1 gamma, conserved domain.. . GO:0003746|translation elongation factor activity;.

Manes.07G026100.v6.10.8453366 ####### 0.0981 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0000911|cytokinesis by cell plate formation;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009504|cell plate;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.07G026600.v6.10.4092612 ####### 7E-24 down yes pfam03606 DcuC C4-dicarboxylate anaerobic carrier.. . . .

Manes.07G026800.v6.11.4816038 0.56716 1 up no pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.07G026900.v6.1#NAME? #NAME? 0.3901 down no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.07G027200.v6.1Inf Inf 0.0331 up yes pfam07014 Hs1pro-1_C Hs1pro-1 protein C-terminus. This family represents the C-terminus (approximately 270 residues) of a number of plant Hs1pro-1 proteins, which are believed to confer nematode resistance.. . . .

Manes.07G028200.v6.10.4848138 -1.0445 9E-12 down yes pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0005634|nucleus;. .

Manes.07G029200.v6.118.695872 4.22E+00 3E-17 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.. . GO:0004364|glutathione transferase activity;K00799

Manes.07G029300.v6.10.2921603 -1.77517 2E-08 down yes pfam06298 PsbY Photosystem II protein Y (PsbY). This family consists of several bacterial and plant photosystem II protein Y (PsbY) sequences. PsbY is a manganese-binding protein that has an L-arginine metabolizing enzyme activity.. . . .

Manes.07G029500.v6.1NA NA NA -- no pfam00825 Ribonuclease_PRibonuclease P.GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.07G029700.v6.1Inf Inf 0.2166 up no pfam11454 DUF3016 Protein of unknown function (DUF3016). This is a bacterial family of uncharacterized proteins.. . . .

Manes.07G029900.v6.1Inf Inf 0.8764 up no pfam12376 DUF3654 Protein of unknown function (DUF3654). This family of proteins is found in eukaryotes. Proteins in this family are typically between 193 and 612 amino acids in length.. . . .

Manes.07G030800.v6.10.8373272 -0.25614 0.0299 down no pfam08623 TIP120 TATA-binding protein interacting (TIP20). TIP120 (also known as cullin-associated and neddylation-dissociated protein 1) is a TATA binding protein interacting protein that enhances transcription.GO:0016567|protein ubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0010265|SCF complex assembly;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0010051|xylem and phloem pattern formation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;. K17263

Manes.07G030900.v6.11.0845839 0.11714 0.4298 up no pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. . . .

Manes.07G031000.v6.10.4546354 ####### 2E-13 down yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0048574|long-day photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.07G031600.v6.11.0283388 4.03E-02 0.813 up no pfam06454 DUF1084 Protein of unknown function (DUF1084). This family consists of several hypothetical plant specific proteins of unknown function.GO:0046786|viral replication complex formation and maintenance;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;. .

Manes.07G031800.v6.12.3881135 1.26E+00 0.0008 up yes pfam00656 Peptidase_C14Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.07G032200.v6.10.8555853 -0.22502 0.2488 down no pfam00656 Peptidase_C14Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.07G032400.v6.120.731385 4.37E+00 7E-10 up yes pfam00656 Peptidase_C14Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.07G033700.v6.10.1407236 ####### 4E-26 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.07G033800.v6.17.3405697 2.87589 3E-89 up yes pfam03060 NMO Nitronate monooxygenase. Nitronate monooxygenase (NMO), formerly referred to as 2-nitropropane dioxygenase (NPD) (EC:1.13.11.32), is an FMN-dependent enzyme that uses molecular oxygen to oxidize (anionic) alkyl nitronates and, in the case of the enzyme from Neurospora crassa, (neutral) nitroalkanes to the corresponding carbonyl compounds and nitrite. Previously classified as 2-nitropropane dioxygenase, but it is now recognized that this was the result of the slow ionization of nitroalkanes to their nitronate (anionic) forms. The enzymes from the fungus Neurospora crassa and the yeast Williopsis saturnus var. mrakii (formerly classified as Hansenula mrakii) contain non-covalently bound FMN as the cofactor. Active towards linear alkyl nitronates of lengths between 2 and 6 carbon atoms and, with lower activity, towards propyl-2-nitronate. The enzyme from N. crassa can also utilize neutral nitroalkanes, but with lower activity. One atom of oxygen is incorporated into the carbonyl group of the aldehyde product. Th. . GO:0018580|nitronate monooxygenase activity;K00459

Manes.07G033900.v6.14.153734 2.05E+00 2E-11 up yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.. GO:0048046|apoplast;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.07G034500.v6.11.9351674 0.95246 7E-05 up no pfam01061 ABC2_membraneABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.07G034600.v6.10.5426792 -0.88183 7E-10 down no pfam01061 ABC2_membraneABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.07G034700.v6.10.6765564 ####### 2E-06 down no pfam01040 UbiA UbiA prenyltransferase family.GO:0009772|photosynthetic electron transport in photosystem II;GO:0042372|phylloquinone biosynthetic process;GO:0010236|plastoquinone biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0046428|1,4-dihydroxy-2-naphthoate octaprenyltransferase activity;K02548

Manes.07G035300.v6.10.4937452 ####### 2E-11 down yes pfam00939 Na_sulph_sympSodium:sulfate symporter transmembrane region. There are also some members in this family that do not match the Prosite motif, and belong to the subfamily SODIT1.GO:0019676|ammonia assimilation cycle;GO:0089711|L-glutamate transmembrane transport;GO:0015813|L-glutamate transport;GO:0071423|malate transmembrane transport;GO:0015729|oxaloacetate transport;GO:1902356|oxaloacetate(2-) transmembrane transport;GO:0009624|response to nematode;GO:0006814|sodium ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0005313|L-glutamate transmembrane transporter activity;GO:0015140|malate transmembrane transporter activity;GO:0015131|oxaloacetate transmembrane transporter activity;.

Manes.07G035500.v6.13.3109725 1.73E+00 1E-26 up yes pfam14264 Glucos_trans_IIGlucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.07G035600.v6.114.541702 3.86212 6E-14 up yes pfam15598 Imm37 Immunity protein 37. A predicted immunity protein with an alpha+beta fold and a conserved arginine. Proteins containing this domain are present in bacterial polymorphic toxin systems as an immediate gene neighbor of the toxin gene, which usually contains toxin domains of the Ntox40 family.. . . .

Manes.07G036500.v6.1Inf Inf 0.8764 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009960|endosperm development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G036600.v6.11.4539314 5.40E-01 4E-06 up no pfam12157 DUF3591 Protein of unknown function (DUF3591). This domain is found in eukaryotes and is typically between 445 to 462 amino acids in length. Most members are annotated as being transcription initiation factor TFIID subunit 1, and this region is the conserved central portion of these proteins.GO:0016568|chromatin modification;GO:0009294|DNA mediated transformation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K03125

Manes.07G036700.v6.10.5647498 ####### 9E-08 down no pfam06020 Roughex Drosophila roughex protein. This family consists of several roughex (RUX) proteins specific to Drosophila species. Roughex can influence the intracellular distribution of cyclin A and is therefore defined as a distinct and specialized cell cycle inhibitor for cyclin A-dependent kinase activity. Rux is though to regulate the metaphase to anaphase transition during development.. . . .

Manes.07G037300.v6.1Inf Inf 0.2025 up no pfam07065 D123 D123. This family contains a number of eukaryotic D123 proteins approximately 330 residues long. It has been shown that mutated variants of D123 exhibit temperature-dependent differences in their degradation rate. D123 proteins are regulators of eIF2, the central regulator of translational initiation.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005737|cytoplasm;. .

Manes.07G037600.v6.11.6061351 0.68359 2E-07 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0016740|transferase activity;.

Manes.07G038300.v6.10.9038844 -0.14579 0.4661 down no pfam02902 Peptidase_C48Ulp1 protease family, C-terminal catalytic domain. This domain contains the catalytic triad Cys-His-Asn.GO:0016926|protein desumoylation;. GO:0016929|SUMO-specific protease activity;K08596

Manes.07G039600.v6.1Inf Inf 0.8764 up no pfam13975 gag-asp_proteasgag-polyprotein putative aspartyl protease. This family of putative aspartyl proteases is found pre-dominantly in retroviral proteins.. . . .

Manes.07G039700.v6.1NA NA NA -- no pfam14895 PPPI_inhib Protein phosphatase 1 inhibitor. This family of proteins interacts with and inhibits the phosphatase activity of protein phosphatase 1 (PP1) complexes.. . . .

Manes.07G040300.v6.1Inf Inf 0.3951 up no pfam05287 PMG PMG protein. This family consists of several mouse anagen-specific protein mKAP13 (PMG1 and PMG2). PMG1 and 2 contain characteristic repeats reminiscent of the keratin-associated proteins (KAPs). Both genes are expressed in growing hair follicles in skin as well as in sebaceous and eccrine sweat glands. Interestingly, expression is also detected in the mammary epithelium where it is limited to the onset of the pubertal growth phase and is independent of ovarian hormones. Their broad, developmentally controlled expression pattern, together with their unique amino acid composition, demonstrate that pmg-1 and pmg-2 constitute a novel KAP gene family participating in the differentiation of all epithelial cells forming the epidermal appendages.. . . .

Manes.07G040400.v6.1NA NA NA -- no pfam02956 TT_ORF1 TT viral orf 1. TT virus (TTV), isolated initially from a Japanese patient with hepatitis of unknown aetiology, has since been found to infect both healthy and diseased individuals and numerous prevalence studies have raised questions about its role in unexplained hepatitis. ORF1 is a large 750 residue protein. The N-terminal half of this protein corresponds to the capsid protein.. . . .

Manes.07G040700.v6.1Inf Inf 0.8798 up no pfam05695 DUF825 Plant protein of unknown function (DUF825). This family consists of several plant proteins greater than 1000 residues in length. The function of this family is unknown.. . . .

Manes.07G040900.v6.13.9448091 1.97996 7E-19 up yes pfam00117 GATase Glutamine amidotransferase class-I.GO:0006878|cellular copper ion homeostasis;GO:0006879|cellular iron ion homeostasis;GO:0006541|glutamine metabolic process;GO:0005737|cytoplasm;GO:0034399|nuclear periphery;GO:0016740|transferase activity;.

Manes.07G041000.v6.11.3916217 0.47677 0.0001 up no pfam06747 CHCH CHCH domain. we have identified a conserved motif in the LOC118487 protein that we have called the CHCH motif. Alignment of this protein with related members showed the presence of three subgroups of proteins, which are called the S (Small), N (N-terminal extended) and C (C-terminal extended) subgroups. All three sub-groups of proteins have in common that they contain a predicted conserved [coiled coil 1]-[helix 1]-[coiled coil 2]-[helix 2] domain (CHCH domain). Within each helix of the CHCH domain, there are two cysteines present in a C-X9-C motif. The N-group contains an additional double helix domain, and each helix contains the C-X9-C motif. This family contains a number of characterized proteins: Cox19 protein - a nuclear gene of Saccharomyces cerevisiae, codes for an 11-kDa protein (Cox19p) required for expression of cytochrome oxidase. Because cox19 mutants are able to synthesize the mitochondrial and nuclear gene products of cytochrome oxidase, Cox19p probably functions post-translationally during ass. . . .

Manes.07G041200.v6.11.432552 0.51859 7E-05 up no pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.07G041500.v6.10.5012068 ####### 7E-09 down no pfam14705 Costars Costars. This domain is found both alone and at the C-terminus of actin-binding Rho-activating protein (ABRA). It binds to actin, and in muscle regulates the actin cytoskeleton and cell motility. It has a winged helix-like fold consisting of three alpha-helices and four antiparallel beta strands. Unlike typical winged helix proteins it does not bind to DNA, but contains a hydrophobic groove which may be responsible for interaction with other proteins.GO:0007030|Golgi organization;GO:0007033|vacuole organization;. . .

Manes.07G041800.v6.11.6458047 7.19E-01 7E-10 up no pfam00795 CN_hydrolaseCarbon-nitrogen hydrolase. This family contains hydrolases that break carbon-nitrogen bonds. The family includes: Nitrilase EC:3.5.5.1, Aliphatic amidase EC:3.5.1.4, Biotidinase EC:3.5.1.12, Beta-ureidopropionase EC:3.5.1.6. Nitrilase-related proteins generally have a conserved E-K-C catalytic triad, and are multimeric alpha-beta-beta-alpha sandwich proteins.GO:0019483|beta-alanine biosynthetic process;GO:0045335|phagocytic vesicle;GO:0003837|beta-ureidopropionase activity;K01431

Manes.07G041900.v6.15.8290294 2.54326 2E-20 up yes pfam08507 COPI_assoc COPI associated protein. Proteins in this family colocalize with COPI vesicle coat proteins.. . . .

Manes.07G042600.v6.15.9120095 2.56365 2E-12 up yes pfam13413 HTH_25 Helix-turn-helix domain. This domain is a helix-turn-helix domain that probably binds to DNA.. . . .

Manes.07G043200.v6.11.8383553 8.78E-01 7E-10 up no pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006979|response to oxidative stress;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005507|copper ion binding;GO:0018478|malonate-semialdehyde dehydrogenase (acetylating) activity;GO:0004491|methylmalonate-semialdehyde dehydrogenase (acylating) activity;.

Manes.07G043400.v6.10.5965273 ####### 0.0055 down no pfam15390 DUF4613 Domain of unknown function (DUF4613). This family of proteins is found in eukaryotes. Proteins in this family are typically between 625 and 725 amino acids in length.. . . .

Manes.07G043500.v6.11.714895 7.78E-01 2E-09 up no pfam07264 EI24 Etoposide-induced protein 2.4 (EI24). This family contains a number of eukaryotic etoposide-induced 2.4 (EI24) proteins approximately 350 residues long as well as bacterial CysZ proteins (formerly known as DUF540). In cells treated with the cytotoxic drug etoposide, EI24 is induced by p53. It has been suggested to play an important role in negative cell growth control.. . . .

Manes.07G044200.v6.11.3646862 4.49E-01 0.0972 up no pfam10317 7TM_GPCR_SrdSerpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.07G044300.v6.11.3086833 3.88E-01 0.0656 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G044400.v6.1NA NA NA -- no pfam04276 DUF443 Protein of unknown function (DUF443). Family of uncharacterized proteins.. . . .

Manes.07G044500.v6.10.6393063 -0.64542 0.1699 down no pfam07226 DUF1422 Protein of unknown function (DUF1422). This family consists of several hypothetical bacterial proteins of around 120 residues in length. The function of this family is unknown.. . . .

Manes.07G044900.v6.11.4044133 4.90E-01 0.0006 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.07G045100.v6.10.6562539 -0.60767 0.0757 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.07G045300.v6.11.3610932 4.45E-01 0.2032 up no pfam05927 Penaeidin Penaeidin. This family consists of several isoforms of the penaeidin protein which is specific to shrimps. Penaeidins, a unique family of antimicrobial peptides (AMPs) with both proline and cysteine-rich domains, were initially identified in the hemolymph of the Pacific white shrimp, Litopenaeus vannamei.. . . .

Manes.07G045400.v6.11.2957204 0.37375 0.0521 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G046000.v6.1Inf Inf 0.8764 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0071249|cellular response to nitrate;GO:0048527|lateral root development;GO:0010167|response to nitrate;GO:0007584|response to nutrient;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;K09264

Manes.07G047900.v6.1Inf Inf 0.034 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G048100.v6.10.4431937 ####### 0.0011 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G048300.v6.10.462008 ####### 5E-17 down yes pfam00719 PyrophosphataseInorganic pyrophosphatase.GO:0042742|defense response to bacterium;GO:0006796|phosphate-containing compound metabolic process;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0009579|thylakoid;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;K01507

Manes.07G048600.v6.10.6752529 -0.5665 0.0294 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G049000.v6.10.6642464 -0.59021 0.0002 down no pfam06552 TOM20_plantPlant specific mitochondrial import receptor subunit TOM20. This family consists of several plant specific mitochondrial import receptor subunit TOM20 (translocase of outer membrane 20 kDa subunit) proteins. Most mitochondrial proteins are encoded by the nuclear genome, and are synthesized in the cytosol. TOM20 is a general import receptor that binds to mitochondrial pre-sequences in the early step of protein import into the mitochondria.. . . .

Manes.07G049100.v6.10.8343774 -0.26123 0.0544 down no pfam02866 Ldh_1_C lactate/malate dehydrogenase, alpha/beta C-terminal domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes.GO:0006097|glyoxylate cycle;GO:0006108|malate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0030060|L-malate dehydrogenase activity;.

Manes.07G049200.v6.120.191527 4.34E+00 3E-82 up yes pfam00069 Pkinase Protein kinase domain.GO:0009960|endosperm development;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G049300.v6.11.3867209 4.72E-01 0.0002 up no pfam00561 Abhydrolase_1alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. GO:0009507|chloroplast;GO:0005829|cytosol;GO:0004177|aminopeptidase activity;K01259

Manes.07G049400.v6.12.0964588 1.07E+00 2E-13 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;.

Manes.07G049600.v6.11.7405528 0.79955 0.0049 up no pfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.07G049800.v6.10.746863 ####### 0.0016 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009735|response to cytokinin;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005507|copper ion binding;GO:0010285|L,L-diaminopimelate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K10206

Manes.07G049900.v6.11.4633414 5.49E-01 2E-05 up no pfam08622 Svf1 Svf1-like. Family of proteins that are involved in survival during oxidative stress.. . . .

Manes.07G050000.v6.11.0939911 0.1296 0.2434 up no pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;. K16302

Manes.07G051200.v6.10.4892624 ####### 0.0003 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.07G051300.v6.10.3374677 ####### 3E-08 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.



Manes.07G051500.v6.10.5254234 ####### 5E-08 down no pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.07G051700.v6.1Inf Inf 0.2198 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009960|endosperm development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G051800.v6.10.4455709 ####### 1E-06 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.07G052000.v6.18.1550846 3.03E+00 0.0632 up no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.07G052100.v6.10.3562869 -1.48889 4E-16 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.07G052300.v6.10.5237547 -0.93304 5E-11 down no pfam00152 tRNA-synt_2 tRNA synthetases class II (D, K and N).GO:0006418|tRNA aminoacylation for protein translation;GO:0005737|cytoplasm;GO:0050560|aspartate-tRNA(Asn) ligase activity;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;K01876

Manes.07G053400.v6.10.1667666 ####### 6E-36 down yes pfam00685 Sulfotransfer_1Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0032260|response to jasmonic acid stimulus involved in jasmonic acid and ethylene-dependent systemic resistance;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;K11821

Manes.07G053500.v6.10.1969244 -2.34429 9E-07 down yes pfam00685 Sulfotransfer_1Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.07G056000.v6.11.6415781 0.71508 3E-07 up no pfam05770 Ins134_P3_kinInositol 1, 3, 4-trisphosphate 5/6-kinase. This family consists of several inositol 1, 3, 4-trisphosphate 5/6-kinase proteins. Inositol 1,3,4-trisphosphate is at a branch point in inositol phosphate metabolizm. It is dephosphorylated by specific phosphatases to either inositol 3,4-bisphosphate or inositol 1,3-bisphosphate. Alternatively, it is phosphorylated to inositol 1,3,4,6-tetrakisphosphate or inositol 1,3,4,5-tetrakisphosphate by inositol trisphosphate 5/6-kinase.GO:0032957|inositol trisphosphate metabolic process;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0047325|inositol tetrakisphosphate 1-kinase activity;GO:0052726|inositol-1,3,4-trisphosphate 5-kinase activity;GO:0052725|inositol-1,3,4-trisphosphate 6-kinase activity;GO:0000287|magnesium ion binding;.

Manes.07G056400.v6.11.7300043 7.91E-01 4E-10 up no pfam09852 DUF2079 Predicted membrane protein (DUF2079). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.07G056700.v6.11.4420316 5.28E-01 5E-05 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K10293

Manes.07G056800.v6.10.2016064 -2.31039 0.0001 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.07G057100.v6.10.991946 ####### 0.9473 down no pfam00995 Sec1 Sec1 family. GO:0051604|protein maturation;GO:0015031|protein transport;GO:0006624|vacuolar protein processing;GO:0006904|vesicle docking involved in exocytosis;GO:0005789|endoplasmic reticulum membrane;GO:0005773|vacuole;. .

Manes.07G057400.v6.10.3609194 -1.47025 6E-08 down yes pfam04452 Methyltrans_RNARNA methyltransferase. RNA methyltransferases modify nucleotides during ribosomal RNA maturation in a site-specific manner. The Escherichia coli member is specific for U1498 methylation.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0008168|methyltransferase activity;K09761

Manes.07G058100.v6.11.2487587 0.32049 0.0053 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.07G059200.v6.1Inf Inf 0.1921 up no pfam00331 Glyco_hydro_10Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0031176|endo-1,4-beta-xylanase activity;K01181

Manes.07G059300.v6.10.5802735 ####### 3E-05 down no pfam00331 Glyco_hydro_10Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0031176|endo-1,4-beta-xylanase activity;K01181

Manes.07G059700.v6.12.6985894 1.43221 4E-28 up yes pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0051301|cell division;GO:0007059|chromosome segregation;GO:0007067|mitotic nuclear division;GO:0007264|small GTPase mediated signal transduction;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0005525|GTP binding;K07955

Manes.07G059900.v6.12.9304482 1.55E+00 1E-14 up yes pfam02042 RWP-RK RWP-RK domain. This domain is named RWP-RK after a conserved motif at the C terminus of the presumed domain. The domain is found in algal minus dominance proteins as well as plant proteins involved in nitrogen-controlled development.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.07G060600.v6.10.7652824 ####### 0.0024 down no pfam03798 TRAM_LAG1_CLN8TLC domain. . . . .

Manes.07G060700.v6.10.4659947 -1.10161 2E-20 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.07G061100.v6.10.7061823 ####### 0.0384 down no pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.GO:0009658|chloroplast organization;GO:0005777|peroxisome;. .

Manes.07G061400.v6.10.5473169 ####### 5E-05 down no pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.07G061600.v6.10.2344556 -2.09261 3E-26 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009958|positive gravitropism;GO:0016567|protein ubiquitination;GO:0071944|cell periphery;. .

Manes.07G061700.v6.146.944332 5.55E+00 2E-300 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009738|abscisic acid-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0042538|hyperosmotic salinity response;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.07G061800.v6.11.9636314 9.74E-01 2E-14 up no pfam00574 CLP_proteaseClp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009840|chloroplastic endopeptidase Clp complex;GO:0009532|plastid stroma;GO:0004252|serine-type endopeptidase activity;K01358

Manes.07G061900.v6.10.6822098 ####### 0.0215 down no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.07G062000.v6.1Inf Inf 0.1921 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0016049|cell growth;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0048766|root hair initiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G062100.v6.12.1764507 1.12E+00 2E-15 up yes pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006623|protein targeting to vacuole;GO:0030665|clathrin-coated vesicle membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005509|calcium ion binding;.

Manes.07G062300.v6.10.5153346 ####### 2E-10 down no pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.07G063200.v6.12.1135415 1.08E+00 7E-14 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0043433|negative regulation of sequence-specific DNA binding transcription factor activity;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045892|negative regulation of transcription, DNA-templated;GO:0016567|protein ubiquitination;GO:0060816|random inactivation of X chromosome;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0017053|transcriptional repressor complex;GO:0016874|ligase activity;GO:0003714|transcription corepressor activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16271

Manes.07G063300.v6.12.5516237 1.35E+00 2E-22 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.07G063900.v6.11.4327348 0.51877 0.0002 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008289|lipid binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.07G064000.v6.11.3711381 0.45537 0.0002 up no pfam12907 zf-met2 Zinc-binding. This is small family of metazoan zinc-binding proteins.. . . .

Manes.07G064500.v6.1NA NA NA -- no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G065400.v6.10.057656 -4.11639 2E-44 down yes pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.07G065700.v6.12.25672 1.17423 7E-05 up yes pfam08334 T2SG Type II secretion system (T2SS), protein G. The Type II secretion system, also called Secretion-dependent pathway (SDP), is responsible for the transport of proteins across the outer membrane first exported to the periplasm by the Sec or Tat translocon in Gram-negative (diderm) bacteria. The T2SG family includes proteins such as EpsG (P45773) in Vibrio cholera, XcpT also called PddA (Q00514) in Pseudomonas aeruginosa or PulG (P15746)in Klebsiella pneumoniae. The PulG is thought to be anchored in the inner membrane with its C-terminus directed towards the periplasme. Together with other members of the Type II secretion machinery, it is thought to assemble into a pilus-like structure that may function as a dynamic mechanism to push secreted proteins out of the cell. The polypeptide is organized into a long N-terminal alpha-helix followed by a loop region that separates it from a C-terminal anti-parallel beta-sheet.. . . .

Manes.07G066600.v6.12.0833127 1.06E+00 2E-17 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0046982|protein heterodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.07G066700.v6.10.4308135 ####### 7E-07 down yes pfam08696 Dna2 DNA replication factor Dna2. Dna2 is a DNA replication factor with single-stranded DNA-dependent ATPase, ATP-dependent nuclease, ( 5'-flap endonuclease) and helicase activities. It is required for Okazaki fragment processing and is involved in DNA repair pathways.. . . .

Manes.07G067000.v6.10.2971557 -1.75071 0.0007 down yes pfam13855 LRR_8 Leucine rich repeat.. GO:0005576|extracellular region;. .

Manes.07G067100.v6.10.920665 -0.11925 0.7092 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.07G067200.v6.11.0285537 4.06E-02 0.8458 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.07G068500.v6.11.5768211 0.65702 0.001 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.07G068600.v6.11.5340755 6.17E-01 9E-08 up no pfam04801 Sin_N Sin-like protein conserved region. Family of higher eukaryotic proteins. SIN was identified as a protein that interacts specifically with SXL (sex lethal) in a yeast two-hybrid assay. The interaction is mediated by one of the SXL RNA binding domains.GO:0006383|transcription from RNA polymerase III promoter;GO:0005829|cytosol;GO:0005666|DNA-directed RNA polymerase III complex;GO:0005634|nucleus;GO:0003899|DNA-directed RNA polymerase activity;K14721

Manes.07G069100.v6.10.7457635 -0.42321 0.002 down no pfam12263 DUF3611 Protein of unknown function (DUF3611). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 180 and 205 amino acids in length. There are two completely conserved residues (W and G) that may be functionally important.GO:0006875|cellular metal ion homeostasis;GO:0035434|copper ion transmembrane transport;GO:0045037|protein import into chloroplast stroma;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0015088|copper uptake transmembrane transporter activity;GO:0042803|protein homodimerization activity;.

Manes.07G069600.v6.121.019507 4.39366 4E-116 up yes pfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0009793|embryo development ending in seed dormancy;GO:0006564|L-serine biosynthetic process;GO:0009561|megagametogenesis;GO:0009555|pollen development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0016597|amino acid binding;GO:0005524|ATP binding;GO:0051287|NAD binding;GO:0004617|phosphoglycerate dehydrogenase activity;K00058

Manes.07G069700.v6.10.9632016 -0.05409 0.6275 down no pfam03600 CitMHS Citrate transporter.GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;.

Manes.07G070200.v6.10.6378 ####### 2E-05 down no pfam04199 Cyclase Putative cyclase. Proteins in this family are thought to be cyclase enzymes. They are found in proteins involved in antibiotic synthesis. However they are also found in organisms that do not make antibiotics pointing to a wider role for these proteins. The proteins contain a conserved motif HXGTHXDXPXH that is likely to form part of the active site.GO:0043420|anthranilate metabolic process;GO:0019441|tryptophan catabolic process to kynurenine;. GO:0004061|arylformamidase activity;GO:0004328|formamidase activity;K07130

Manes.07G071900.v6.10.1227313 -3.02642 1E-21 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G072000.v6.10.2037788 ####### 1E-05 down yes pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.07G072100.v6.10.1787172 -2.48425 4E-57 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G072300.v6.11.5552761 0.63717 1E-06 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0010497|plasmodesmata-mediated intercellular transport;GO:0010647|positive regulation of cell communication;GO:0048509|regulation of meristem development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G072800.v6.11.7074879 7.72E-01 1E-11 up no pfam12906 RINGv RING-variant domain.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.07G073600.v6.10.5415848 -0.88474 1E-06 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.07G074000.v6.1Inf Inf 0.1921 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G075000.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0009835|fruit ripening;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G075100.v6.14.1150416 2.04E+00 4E-29 up yes pfam06974 DUF1298 Protein of unknown function (DUF1298). This family represents the C-terminus (approximately 170 residues) of a number of hypothetical plant proteins of unknown function.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.07G075700.v6.13.11909 1.64E+00 2E-42 up yes pfam01596 Methyltransf_3O-methyltransferase. Members of this family are O-methyltransferases. The family includes catechol o-methyltransferase, caffeoyl-CoA O-methyltransferase, and a family of bacterial O-methyltransferases that may be involved in antibiotic production.GO:0009809|lignin biosynthetic process;. GO:0042409|caffeoyl-CoA O-methyltransferase activity;GO:0046872|metal ion binding;.

Manes.07G076100.v6.10.9025985 ####### 0.2941 down no pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.07G076200.v6.10.179759 ####### 3E-06 down yes pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. GO:0005576|extracellular region;. .

Manes.07G076300.v6.11.3120782 3.92E-01 0.2484 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.07G076800.v6.10.4123763 ####### 4E-06 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0000082|G1/S transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051726|regulation of cell cycle;GO:0009735|response to cytokinin;GO:0009744|response to sucrose;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.07G077200.v6.10.4897849 -1.02978 0.0319 down yes pfam03007 WES_acyltransfWax ester synthase-like Acyl-CoA acyltransferase domain. This domain is found in wax ester synthase genes. In these proteins this domain catalyses the CoA dependent acyltransferase reaction with fatty alcohols to form wax esters.GO:0019432|triglyceride biosynthetic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004144|diacylglycerol O-acyltransferase activity;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;K15406

Manes.07G077900.v6.18.7824768 3.13E+00 5E-114 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.07G078000.v6.10.9529831 -0.06948 0.6702 down no pfam00852 Glyco_transf_10Glycosyltransferase family 10 (fucosyltransferase). This family of Fucosyltransferases are the enzymes transferring fucose from GDP-Fucose to GlcNAc in an alpha1,3 linkage. This family is know as glycosyltransferase family 10.GO:0071555|cell wall organization;GO:0036065|fucosylation;GO:0042355|L-fucose catabolic process;GO:0006486|protein glycosylation;GO:0006487|protein N-linked glycosylation;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0046920|alpha-(1->3)-fucosyltransferase activity;GO:0008417|fucosyltransferase activity;GO:0018392|glycoprotein 3-alpha-L-fucosyltransferase activity;K00753

Manes.07G078100.v6.11.4609469 0.5469 2E-06 up no pfam01039 Carboxyl_transCarboxyl transferase domain. All of the members in this family are biotin dependent carboxylases. The carboxyl transferase domain carries out the following reaction; transcarboxylation from biotin to an acceptor molecule. There are two recognized types of carboxyl transferase. One of them uses acyl-CoA and the other uses 2-oxoacid as the acceptor molecule of carbon dioxide. All of the members in this family utilize acyl-CoA as the acceptor molecule.GO:0006552|leucine catabolic process;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0004485|methylcrotonoyl-CoA carboxylase activity;GO:0008270|zinc ion binding;K01969

Manes.07G078300.v6.10.2803898 -1.83449 9E-14 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G078400.v6.10.210661 ####### 2E-09 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G078900.v6.1Inf Inf 0.2025 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G079200.v6.17.1656751 2.8411 0.1138 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G079900.v6.110.43167 3.38E+00 0.0275 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.07G081200.v6.11.4704036 5.56E-01 6E-06 up no pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;.

Manes.07G081600.v6.13.6490866 1.87E+00 3E-11 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0052689|carboxylic ester hydrolase activity;.

Manes.07G082700.v6.10.4663833 -1.10041 2E-07 down yes pfam06074 DUF935 Protein of unknown function (DUF935). This family consists of several bacterial proteins of unknown function as well as the Bacteriophage Mu gp29 protein.GO:0009658|chloroplast organization;GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0046872|metal ion binding;GO:0003756|protein disulfide isomerase activity;GO:0043621|protein self-association;.

Manes.07G084100.v6.11.2919114 3.70E-01 0.005 up no pfam04157 EAP30 EAP30/Vps36 family. This family includes EAP30 as well as the Vps36 protein. Vps36 is involved in Golgi to endosome trafficking. EAP30 is a subunit of the ELL complex. The ELL is an 80-kDa RNA polymerase II transcription factor. ELL interacts with three other proteins to form the complex known as ELL complex. The ELL complex is capable of increasing that catalytic rate of transcription elongation, but is unable to repress initiation of transcription by RNA polymerase II as is the case of ELL. EAP30 is thought to lead to the derepression of ELL's transcriptional inhibitory activity.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000814|ESCRT II complex;GO:0031902|late endosome membrane;GO:0032266|phosphatidylinositol-3-phosphate binding;GO:0043130|ubiquitin binding;K12190

Manes.07G084300.v6.1NA NA NA -- no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.07G084600.v6.10.9498967 -0.07416 0.5512 down no pfam10551 MULE MULE transposase domain. This domain was identified by Babu and colleagues.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0008270|zinc ion binding;.

Manes.07G084800.v6.11.7491598 8.07E-01 2E-08 up no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G084900.v6.10.5779191 -0.79106 0.0397 down no pfam02995 DUF229 Protein of unknown function (DUF229). Members of this family are uncharacterized. They are 500-1200 amino acids in length and share a long region conservation that probably corresponds to several domains. The Go annotation for the protein indicates that it is involved in nematode larval development and has a positive regulation on growth rate.. . . .

Manes.07G085900.v6.10.4381751 ####### 5E-10 down yes pfam02861 Clp_N Clp amino terminal domain. This short domain is found in one or two copies at the amino terminus of ClpA and ClpB proteins from bacteria and eukaryotes. The function of these domains is uncertain but they may form a protein binding site.GO:0045727|positive regulation of translation;GO:0043335|protein unfolding;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;K03695

Manes.07G086200.v6.11.4425104 0.52858 8E-06 up no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.07G086300.v6.10.2812455 ####### 7E-32 down yes pfam13520 AA_permease_2Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0031969|chloroplast membrane;GO:0005887|integral component of plasma membrane;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.07G086400.v6.10.271258 -1.88226 7E-18 down yes pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.07G086600.v6.10.1205703 ####### 7E-06 down yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.07G086800.v6.11.71628 0.77928 7E-08 up no pfam14536 DUF4441 Domain of unknown function (DUF4441). This family is largely made up of uncharacterized proteins from the Ciliophora. The function is not known.. . . .

Manes.07G086900.v6.12.2567433 1.17E+00 5E-23 up yes pfam01814 Hemerythrin Hemerythrin HHE cation binding domain. Iteration of the HHE family found it to be related to Hemerythrin. It also demonstrated that what has been described as a single domain in fact consists of two cation binding domains. Members of this family occur all across nature and are involved in a variety of processes. For instance, in Nereis diversicolor MP II binds Cadmium so as to protect the organism from toxicity. However Hemerythrin is classically described as Oxygen-binding through two attached Fe2+ ions. And the bacterial norA is a regulator of response to NO, which suggests yet another set-up for its metal ligands. In Staphylococcus aureus P72360 has been noted to be important when the organism switches to living in environments with low oxygen concentrations; perhaps this protein acts as an oxygen store or scavenger.. . . .

Manes.07G087000.v6.13.1097267 1.64E+00 8E-06 up yes pfam05669 Med31 SOH1. The family consists of Saccharomyces cerevisiae SOH1 homologues. SOH1 is responsible for the repression of temperature sensitive growth of the HPR1 mutant and has been found to be a component of the RNA polymerase II transcription complex. SOH1 not only interacts with factors involved in DNA repair, but transcription as well. Thus, the SOH1 protein may serve to couple these two processes.. . . .

Manes.07G087200.v6.11.795091 0.84406 0.0001 up no pfam08696 Dna2 DNA replication factor Dna2. Dna2 is a DNA replication factor with single-stranded DNA-dependent ATPase, ATP-dependent nuclease, ( 5'-flap endonuclease) and helicase activities. It is required for Okazaki fragment processing and is involved in DNA repair pathways.. . GO:0003677|DNA binding;.



Manes.07G087900.v6.10.4856899 ####### 1E-05 down yes pfam01597 GCV_H Glycine cleavage H-protein. This is a family of glycine cleavage H-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. A lipoyl group is attached to a completely conserved lysine residue. The H protein shuttles the methylamine group of glycine from the P protein to the T protein.GO:0019464|glycine decarboxylation via glycine cleavage system;GO:0005960|glycine cleavage complex;GO:0005739|mitochondrion;GO:0005524|ATP binding;K02437

Manes.07G088100.v6.10.7178788 ####### 0.0005 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.07G088900.v6.11.2386805 0.3088 0.0071 up no pfam05793 TFIIF_alpha Transcription initiation factor IIF, alpha subunit (TFIIF-alpha). Transcription initiation factor IIF, alpha subunit (TFIIF-alpha) or RNA polymerase II-associating protein 74 (RAP74) is the large subunit of transcription factor IIF (TFIIF), which is essential for accurate initiation and stimulates elongation by RNA polymerase II.GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0005634|nucleus;GO:0003824|catalytic activity;GO:0003677|DNA binding;GO:0008022|protein C-terminus binding;K03138

Manes.07G089400.v6.11.576438 6.57E-01 1E-05 up no pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.GO:0042593|glucose homeostasis;GO:0006886|intracellular protein transport;GO:0061024|membrane organization;GO:0046324|regulation of glucose import;GO:0009898|cytoplasmic side of plasma membrane;GO:0005829|cytosol;GO:0012505|endomembrane system;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0019898|extrinsic component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0012506|vesicle membrane;. K15627

Manes.07G090000.v6.1207.61458 7.69776 6E-25 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.07G090100.v6.12.9507487 1.56E+00 7E-42 up yes pfam00261 Tropomyosin Tropomyosin. . . . .

Manes.07G092300.v6.10.4060511 -1.30027 7E-09 down yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.07G093000.v6.11.6176273 6.94E-01 4E-07 up no pfam00069 Pkinase Protein kinase domain.. GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;K06276

Manes.07G093100.v6.10.4510289 -1.14871 2E-12 down yes pfam01148 CTP_transf_1Cytidylyltransferase family. The members of this family are integral membrane protein cytidylyltransferases. The family includes phosphatidate cytidylyltransferase EC:2.7.7.41 as well as Sec59 from yeast. Sec59 is a dolichol kinase EC:2.7.1.108.GO:0010189|vitamin E biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0016301|kinase activity;K18678

Manes.07G093200.v6.10.8622187 -0.21387 0.0897 down no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.. . . .

Manes.07G093500.v6.16.7961843 2.76472 7E-97 up yes pfam15504 DUF4647 Domain of unknown function (DUF4647). This family of proteins is found in eukaryotes. Proteins in this family are typically between 282 and 480 amino acids in length.. . . .

Manes.07G093800.v6.11.5615472 0.64298 2E-08 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0007498|mesoderm development;GO:0007399|nervous system development;GO:0007422|peripheral nervous system development;GO:0016567|protein ubiquitination;GO:0007423|sensory organ development;GO:0016360|sensory organ precursor cell fate determination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.07G093900.v6.10.8954729 ####### 0.2496 down no pfam04427 Brix Brix domain. GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0003723|RNA binding;GO:0019843|rRNA binding;K14846

Manes.07G094300.v6.111.169529 3.4815 4E-79 up yes pfam03266 NTPase_1 NTPase. This domain is found across all species from bacteria to human, and the function was determined first in a hyperthermophilic bacterium to be an NTPase. The structure of one member-sequence represents a variation of the RecA fold, and implies that the function might be that of a DNA/RNA modifying enzyme. The sequence carries both a Walker A and Walker B motif which together are characteristic of ATPases or GTPases. The protein exhibits an increased expression profile in human liver cholangiocarcinoma when compared to normal tissue.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;.

Manes.07G094400.v6.1Inf Inf 0.0011 up yes pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.07G094700.v6.10.2744415 -1.86543 3E-30 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0042547|cell wall modification involved in multidimensional cell growth;GO:0009814|defense response, incompatible interaction;GO:0045490|pectin catabolic process;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.07G095000.v6.11.4117166 0.49745 1E-05 up no pfam04177 TAP42 TAP42-like family. The TOR signalling pathway activates a cell-growth program in response to nutrients. TIP41 (pfam04176) interacts with TAP42 and negatively regulates the TOR signaling pathway.GO:0035303|regulation of dephosphorylation;GO:0034047|regulation of protein phosphatase type 2A activity;GO:0009966|regulation of signal transduction;GO:0009409|response to cold;GO:0005829|cytosol;GO:0051721|protein phosphatase 2A binding;GO:0008601|protein phosphatase type 2A regulator activity;.

Manes.07G095100.v6.119.609389 4.29E+00 7E-59 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G095300.v6.110.475834 3.38899 2E-58 up yes pfam15353 HECA Headcase protein family homologue. HECA was characterized first in Drosophila where it regulates the proliferation and differentiation of cells during adult morphogenesis. In humans, HECA affects cell cycle progression and proliferation in head and neck cancer cells. It by slows down cell division of oral squamous cell carcinoma cells and may thereby act as a tumor-suppressor in head and neck cancers.. . . .

Manes.07G095600.v6.10.6410641 ####### 0.0018 down no pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.07G095900.v6.10.7191572 ####### 0.0126 down no pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.07G096300.v6.17.2115277 2.85E+00 0.2038 up no pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.07G097100.v6.1Inf Inf 0.8798 up no pfam07415 Herpes_LMP2Gammaherpesvirus latent membrane protein (LMP2) protein. This family consists of several Gammaherpesvirus latent membrane protein (LMP2) proteins. Epstein-Barr virus is a human Gammaherpesvirus that infects and establishes latency in B lymphocytes in vivo. The latent membrane protein 2 (LMP2) gene is expressed in latently infected B cells and encodes two protein isoforms, LMP2A and LMP2B, that are identical except for an additional N-terminal 119 aa cytoplasmic domain which is present in the LMP2A isoform. LMP2A is thought to play a key role in either the establishment or the maintenance of latency and/or the reactivation of productive infection from the latent state. The significance of LMP2B and its role in pathogenesis remain unclear.. . . .

Manes.07G097200.v6.12.447827 1.2915 1E-09 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.07G097700.v6.10.4726823 ####### 0.007 down yes pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.07G097800.v6.10.771309 -0.37462 0.0311 down no pfam11221 Med21 Subunit 21 of Mediator complex. Med21 has been known as Srb7 in yeasts, hSrb7 in humans and Trap 19 in Drosophila. The heterodimer of the two subunits Med7 and Med21 appears to act as a hinge between the middle and the tail regions of Mediator.. . . .

Manes.07G098400.v6.10.2482457 ####### 3E-10 down yes pfam03399 SAC3_GANPSAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25). . . .

Manes.07G098800.v6.13.4872342 1.80E+00 9E-50 up yes pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.07G098900.v6.10.4381359 ####### 4E-21 down yes pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.07G099200.v6.10.9974666 ####### 0.9383 down no pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.

Manes.07G099600.v6.10.6117847 -0.7089 3E-08 down no pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009845|seed germination;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.07G099700.v6.10.6083845 -0.71694 1E-09 down no pfam10255 Paf67 RNA polymerase I-associated factor PAF67. RNA polymerase I is a multisubunit enzyme and its transcription competence is dependent on the presence of PAF67. This family of proteins is conserved from worms to humans.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0003743|translation initiation factor activity;K15029

Manes.07G100100.v6.112.997571 3.70017 1E-69 up yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.07G100300.v6.11.7751295 8.28E-01 2E-12 up no pfam05026 DCP2 Dcp2, box A domain. This domain is always found to the amino terminal side of pfam00293. This domain is specific to mRNA decapping protein 2 and this region has been termed Box A. Removal of the cap structure is catalysed by the Dcp1-Dcp2 complex.GO:0006397|mRNA processing;GO:0009791|post-embryonic development;GO:0010072|primary shoot apical meristem specification;GO:0000932|cytoplasmic mRNA processing body;GO:0005524|ATP binding;GO:0016787|hydrolase activity;GO:0000287|magnesium ion binding;GO:0030145|manganese ion binding;GO:0003723|RNA binding;K12613

Manes.07G100900.v6.15.4089347 2.43534 1E-05 up yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;K09580

Manes.07G101000.v6.1NA NA NA -- no pfam02665 Nitrate_red_gamNitrate reductase gamma subunit. This family is the gamma subunit of the nitrate reductase enzyme, the gamma subunit is a b-type cytochrome that receives electrons from the quinone pool.  It then transfers these via the iron-sulfur clusters of the beta subunit to the molybdenum cofactor found in the alpha subunit. The nitrate reductase enzyme, EC:1.7.99.4 catalyses the conversion of nitrite to nitrate via the reduction of an acceptor. The nitrate reductase enzyme is composed of three subunits. Nitrate is the most widely used alternative electron acceptor after oxygen.. . . .

Manes.07G101300.v6.10.464671 -1.10572 1E-15 down yes pfam00425 Chorismate_bindchorismate binding enzyme. This family includes the catalytic regions of the chorismate binding enzymes anthranilate synthase, isochorismate synthase, aminodeoxychorismate synthase and para-aminobenzoate synthase.GO:0046656|folic acid biosynthetic process;GO:0006541|glutamine metabolic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0046820|4-amino-4-deoxychorismate synthase activity;GO:0016833|oxo-acid-lyase activity;K13950

Manes.07G101600.v6.11.3879662 0.47297 3E-05 up no pfam02854 MIF4G MIF4G domain. MIF4G is named after Middle domain of eukaryotic initiation factor 4G (eIF4G). Also occurs in NMD2p and CBP80. The domain is rich in alpha-helices and may contain multiple alpha-helical repeats. In eIF4G, this domain binds eIF4A, eIF3, RNA and DNA.GO:0042742|defense response to bacterium;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048571|long-day photoperiodism;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0009611|response to wounding;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0048471|perinuclear region of cytoplasm;GO:0003723|RNA binding;K14327

Manes.07G101700.v6.10.2038669 ####### 1E-73 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0010073|meristem maintenance;GO:0048481|ovule development;GO:0048316|seed development;GO:0010093|specification of floral organ identity;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09284

Manes.07G101800.v6.10.625239 ####### 2E-08 down no pfam00164 Ribosom_S12_S23Ribosomal protein S12/S23. This protein is known as S12 in bacteria and archaea and S23 in eukaryotes.GO:0006412|translation;GO:0015935|small ribosomal subunit;GO:0003735|structural constituent of ribosome;.

Manes.07G102000.v6.113.374459 3.74141 1E-05 up yes pfam01679 Pmp3 Proteolipid membrane potential modulator. Pmp3 is an evolutionarily conserved proteolipid in the plasma membrane which, in S. pombe, is transcriptionally regulated by the Spc1 stress MAPK (mitogen-activated protein kinases) pathway. It functions to modulate the membrane potential, particularly to resist high cellular cation concentration. In eukaryotic organisms, stress-activated mitogen-activated protein kinases play crucial roles in transmitting environmental signals that will regulate gene expression for allowing the cell to adapt to cellular stress. Pmp3-like proteins are highly conserved in bacteria, yeast, nematode and plants.. GO:0016021|integral component of membrane;. .

Manes.07G102500.v6.10.5822171 -0.78037 1E-06 down no pfam05873 Mt_ATP-synt_DATP synthase D chain, mitochondrial (ATP5H). This family consists of several ATP synthase D chain, mitochondrial (ATP5H) proteins. Subunit d has no extensive hydrophobic sequences, and is not apparently related to any subunit described in the simpler ATP synthases in bacteria and chloroplasts.GO:0015986|ATP synthesis coupled proton transport;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0022626|cytosolic ribosome;GO:0005753|mitochondrial proton-transporting ATP synthase complex;GO:0000276|mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0009579|thylakoid;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0015078|hydrogen ion transmembrane transporter activity;GO:0016787|hydrolase activity;GO:0008270|zinc ion binding;.

Manes.07G102600.v6.13.9202765 1.97096 0.0434 up no pfam05424 Duffy_bindingDuffy binding domain. This domain is found in Plasmodium Duffy binding proteins. Plasmodium vivax and Plasmodium knowlesi merozoites invade human erythrocytes that express Duffy blood group surface determinants. The Duffy receptor family is localized in micronemes, an organelle found in all organisms of the phylum Apicomplexa. This family is closely associated on PfEMP1 proteins with PFEMP, pfam03011.. . . .

Manes.07G103300.v6.1Inf Inf 0.8842 up no pfam14666 RICTOR_M Rapamycin-insensitive companion of mTOR, middle domain. Rictor appears to serve as a scaffolding protein that is important for maintaining mTORC2 integrity. The mammalian target of rapamycin (mTOR) is a conserved Ser/Thr kinase that forms two functionally distinct complexes, mTROC1 and mTORC2, important for nutrient and growth-factor signalling. This region is the more conserved central section that may include several individual domains. Rictor can be inhibited in the short-term by rapamycin.. . . .

Manes.07G104200.v6.12.7680108 1.47E+00 3E-20 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0031145|anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0008283|cell proliferation;GO:0000209|protein polyubiquitination;GO:0030071|regulation of mitotic metaphase/anaphase transition;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K06688

Manes.07G104600.v6.10.4029331 -1.31139 2E-12 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08907

Manes.07G104800.v6.11.4865781 5.72E-01 4E-05 up no pfam00406 ADK Adenylate kinase.GO:0008652|cellular amino acid biosynthetic process;GO:0046939|nucleotide phosphorylation;GO:0048364|root development;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;K00939

Manes.07G105200.v6.10.6745017 -0.56811 0.0006 down no pfam09807 DUF2348 Uncharacterized conserved protein (DUF2348). Members of this family of putative uncharacterized proteins have no known function.GO:0031538|negative regulation of anthocyanin metabolic process;GO:0008284|positive regulation of cell proliferation;GO:2000024|regulation of leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006979|response to oxidative stress;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0033588|Elongator holoenzyme complex;GO:0005634|nucleus;GO:0016746|transferase activity, transferring acyl groups;.

Manes.07G105700.v6.10.6389204 ####### 9E-06 down no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.. . . K00799

Manes.07G106200.v6.11.3819975 0.46676 0.0004 up no pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.GO:0007049|cell cycle;GO:0051301|cell division;GO:0043249|erythrocyte maturation;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0016363|nuclear matrix;GO:0005886|plasma membrane;. K18624

Manes.07G106700.v6.121.696749 4.43941 1E-09 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0010208|pollen wall assembly;GO:0009624|response to nematode;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.07G106900.v6.10.5148992 ####### 3E-07 down no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0008270|zinc ion binding;.

Manes.07G107200.v6.10.6255187 ####### 3E-07 down no pfam02431 Chalcone Chalcone-flavanone isomerase. Chalcone-flavanone isomerase is a plant enzyme responsible for the isomerization of chalcone to naringenin, a key step in the biosynthesis of flavonoids.GO:0009813|flavonoid biosynthetic process;. GO:0045430|chalcone isomerase activity;.

Manes.07G107400.v6.10.3277679 -1.60925 0.0017 down yes pfam09468 RNase_H2-Ydr279Ydr279p protein family (RNase H2 complex component). RNases H are enzymes that specifically hydrolyse RNA when annealed to a complementary DNA and are present in all living organisms. In yeast RNase H2 is composed of a complex of three proteins (Rnh2Ap, Ydr279p and Ylr154p), this family represents the homologues of Ydr279p. It is not known whether non yeast proteins in this family fulfil the same function.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.07G108400.v6.19.1452193 3.19302 0.045 up no pfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G108500.v6.11.7192536 7.82E-01 5E-06 up no pfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.07G108600.v6.13.2123357 1.68362 0.5322 up no pfam03408 Foamy_virus_ENVFoamy virus envelope protein. Expression of the envelope (Env) glycoprotein is essential for viral particle egress. This feature is unique to the Spumavirinae, a subclass of the Retroviridae.. . . .

Manes.07G109000.v6.1Inf Inf 0.0545 up no pfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.07G109100.v6.10.6438097 ####### 8E-08 down no pfam03178 CPSF_A CPSF A subunit region. This family includes a region that lies towards the C-terminus of the cleavage and polyadenylation specificity factor (CPSF) A (160 kDa) subunit. CPSF is involved in mRNA polyadenylation and binds the AAUAAA conserved sequence in pre-mRNA. CPSF has also been found to be necessary for splicing of single-intron pre-mRNAs. The function of the aligned region is unknown but may be involved in RNA/DNA binding.GO:0000398|mRNA splicing, via spliceosome;GO:0042177|negative regulation of protein catabolic process;GO:0071013|catalytic step 2 spliceosome;GO:0005689|U12-type spliceosomal complex;GO:0003723|RNA binding;K12830

Manes.07G110100.v6.128.64364 4.84014 5E-28 up yes pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.07G110200.v6.11.6303922 7.05E-01 6E-10 up no pfam00916 Sulfate_transpSulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K18059

Manes.07G110500.v6.10.5813951 -0.78241 0.0008 down no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.07G110700.v6.10.5086809 -0.97517 0.5617 down no pfam05056 DUF674 Protein of unknown function (DUF674). This family is found in Arabidopsis thaliana and contains several uncharacterized proteins.. . . .

Manes.07G111000.v6.10.5687567 -0.81412 2E-10 down no pfam03939 Ribosomal_L23eNRibosomal protein L23, N-terminal domain. The N-terminal domain appears to be specific to the eukaryotic ribosomal proteins L25, L23, and L23a.GO:0006412|translation;GO:0005840|ribosome;GO:0000166|nucleotide binding;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.07G111100.v6.10.5471012 -0.87012 5E-12 down no pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;K02717

Manes.07G111200.v6.11.5726861 6.53E-01 1E-07 up no pfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0005975|carbohydrate metabolic process;GO:0019647|formaldehyde assimilation via ribulose monophosphate cycle;GO:0009636|response to toxic substance;. GO:0030246|carbohydrate binding;GO:0016853|isomerase activity;K08094

Manes.07G111600.v6.10.2564119 -1.96347 3E-05 down yes pfam02325 YGGT YGGT family. This family consists of a repeat found in conserved hypothetical integral membrane proteins. The function of this region and the proteins which possess it is unknown.. . . .

Manes.07G111900.v6.13.2230573 1.68843 0.0049 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0071289|cellular response to nickel ion;GO:2000280|regulation of root development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G112500.v6.12.2769148 1.18708 1E-14 up yes pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.07G113400.v6.10.4597467 ####### 0.0212 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0051028|mRNA transport;GO:0005654|nucleoplasm;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12881

Manes.07G113500.v6.10.5512793 ####### 0.0078 down no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.07G114100.v6.12.0897806 1.06E+00 1E-12 up yes pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.07G114200.v6.15.5874431 2.48219 5E-23 up yes pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.07G114300.v6.11.2653485 3.40E-01 0.0031 up no pfam13019 Telomere_Sde2Telomere stability and silencing. Sde2 has been identified in fission yeast as an important factor in telomere formation and maintenance. This is a more N-terminal domain on these nuclear proteins, and is essential for telomeric silencing and genomic stability.. . . .

Manes.07G115500.v6.116.648986 4.05736 5E-08 up yes pfam07649 C1_3 C1-like domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130.. . . .

Manes.07G115600.v6.11.8640196 0.89842 0.3961 up no pfam07649 C1_3 C1-like domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130.. . . .

Manes.07G115800.v6.11.2961 3.74E-01 0.0029 up no pfam02544 Steroid_dh 3-oxo-5-alpha-steroid 4-dehydrogenase. This family consists of 3-oxo-5-alpha-steroid 4-dehydrogenases, EC:1.3.99.5 Also known as Steroid 5-alpha-reductase, the reaction catalysed by this enzyme is: 3-oxo-5-alpha-steroid + acceptor <=> 3-oxo-delta(4)-steroid + reduced acceptor. The Steroid 5-alpha-reductase enzyme is responsible for the formation of dihydrotestosterone, this hormone promotes the differentiation of male external genitalia and the prostate during fetal development. In humans mutations in this enzyme can cause a form of male pseudohermaphorditism in which the external genitalia and prostate fail to develop normally. A related enzyme is also found in plants is DET2, a steroid reductase from Arabidopsis. Mutations in this enzyme cause defects in light-regulated development.GO:0006633|fatty acid biosynthetic process;GO:0006665|sphingolipid metabolic process;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0009923|fatty acid elongase complex;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009922|fatty acid elongase activity;GO:0016627|oxidoreductase activity, acting on the CH-CH group of donors;K10258

Manes.07G116100.v6.11.3741781 0.45857 0.0002 up no pfam00535 Glycos_transf_2Glycosyl transferase family 2. Diverse family, transferring sugar from UDP-glucose, UDP-N-acetyl- galactosamine, GDP-mannose or CDP-abequose, to a range of substrates including cellulose, dolichol phosphate and teichoic acids.GO:0044267|cellular protein metabolic process;GO:0007368|determination of left/right symmetry;GO:0006488|dolichol-linked oligosaccharide biosynthetic process;GO:0043687|post-translational protein modification;GO:0006486|protein glycosylation;GO:0018279|protein N-linked glycosylation via asparagine;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0004581|dolichyl-phosphate beta-glucosyltransferase activity;GO:0004576|oligosaccharyl transferase activity;K00729

Manes.07G116500.v6.177.288298 6.27218 1E-19 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.07G116600.v6.10.4150354 ####### 3E-12 down yes pfam05916 Sld5 GINS complex protein. The eukaryotic GINS complex is essential for the initiation and elongation phases of DNA replication. It consists of four paralogous protein subunits (Sld5, Psf1, Psf2 and Psf3), all of which are included in this family. The GINS complex is conserved from yeast to humans, and has been shown in human to bind directly to DNA primase.GO:0032508|DNA duplex unwinding;GO:0000727|double-strand break repair via break-induced replication;GO:1902975|mitotic DNA replication initiation;GO:0000811|GINS complex;GO:0031298|replication fork protection complex;. K10733

Manes.07G116700.v6.10.4724284 -1.08183 1E-16 down yes pfam00121 TIM Triosephosphate isomerase.GO:0006094|gluconeogenesis;GO:0006096|glycolytic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0004807|triose-phosphate isomerase activity;.

Manes.07G116900.v6.12.5029465 1.32363 0.0039 up yes pfam00168 C2 C2 domain. . GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005544|calcium-dependent phospholipid binding;.

Manes.07G117100.v6.10.4108277 -1.28339 3E-24 down yes pfam03469 XH XH domain. The XH (rice gene X Homology) domain is found in a family of plant proteins including gene X. The molecular function of these proteins is unknown. However these proteins usually contain an XS domain that is also found in the PTGS protein SGS3. This domain contains a conserved glutamate residue that may be functionally important.GO:0006342|chromatin silencing;GO:0006306|DNA methylation;GO:0031047|gene silencing by RNA;GO:0046686|response to cadmium ion;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005655|nucleolar ribonuclease P complex;GO:0004526|ribonuclease P activity;GO:0003723|RNA binding;.

Manes.07G117200.v6.10.3414894 -1.55009 3E-07 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.07G117300.v6.12.3278524 1.219 3E-24 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0008301|DNA binding, bending;GO:0003691|double-stranded telomeric DNA binding;GO:0042162|telomeric DNA binding;.

Manes.07G117400.v6.10.8370368 ####### 0.0359 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G117500.v6.10.6107361 ####### 1E-05 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;. . K03364

Manes.07G117700.v6.123.210913 4.54E+00 4E-08 up yes pfam05290 Baculo_IE-1 Baculovirus immediate-early protein (IE-0). The Autographa californica multinucleocapsid nuclear polyhedrosis virus (AcMNPV) ie-1 gene product (IE-1) is thought to play a central role in stimulating early viral transcription. IE-1 has been demonstrated to activate several early viral gene promoters and to negatively regulate the promoters of two other AcMNPV regulatory genes, ie-0 and ie-2. It is thought that that IE-1 negatively regulates the expression of certain genes by binding directly, or as part of a complex, to promoter regions containing a specific IE-1-binding motif (5'-ACBYGTAA-3') near their mRNA start sites.. . . .



Manes.07G118000.v6.11.4887023 0.57406 3E-06 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16283

Manes.07G118300.v6.19.6908244 3.27662 2E-29 up yes pfam06547 DUF1117 Protein of unknown function (DUF1117). This family represents the C-terminus of a number of hypothetical plant proteins.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.07G118500.v6.10.2016793 ####### 2E-08 down yes pfam00314 Thaumatin Thaumatin family.. . . .

Manes.07G118700.v6.13.7143294 1.89E+00 0.0025 up yes pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.GO:0006325|chromatin organization;GO:0009908|flower development;GO:0045087|innate immune response;GO:0010150|leaf senescence;GO:0045824|negative regulation of innate immune response;GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0003680|AT DNA binding;GO:0003690|double-stranded DNA binding;GO:0042393|histone binding;GO:0043621|protein self-association;.

Manes.07G118800.v6.10.4189232 -1.25524 9E-19 down yes pfam00805 Pentapeptide Pentapeptide repeats (8 copies). These repeats are found in many cyanobacterial proteins. The repeats were first identified in hglK. The function of these repeats is unknown. The structure of this repeat has been predicted to be a beta-helix. The repeat can be approximately described as A(D/N)LXX, where X can be any amino acid.. GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.07G119100.v6.10.2578992 ####### 5E-14 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.07G119200.v6.12.1027778 1.07E+00 8E-21 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.07G119300.v6.1159.75077 7.31968 2E-19 up yes pfam10265 DUF2217 Uncharacterized conserved protein (DUF2217). This is a family of conserved proteins of from 500 - 600 residues found from worms to humans. Its function is not known.. . . .

Manes.07G119400.v6.195.517779 6.5777 0 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:1902039|negative regulation of seed dormancy process;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0010030|positive regulation of seed germination;GO:0006470|protein dephosphorylation;GO:0048838|release of seed from dormancy;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0005267|potassium channel activity;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.07G119500.v6.10.6052028 ####### 4E-08 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.07G119800.v6.12.19055 1.13E+00 2E-07 up yes pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.07G120300.v6.10.5366115 -0.89805 2E-11 down no pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0030244|cellulose biosynthetic process;GO:0042742|defense response to bacterium;GO:0009298|GDP-mannose biosynthetic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0060359|response to ammonium ion;GO:0009408|response to heat;GO:0009753|response to jasmonic acid;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0004475|mannose-1-phosphate guanylyltransferase activity;K00966

Manes.07G120400.v6.10.8710766 ####### 0.3486 down no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.07G120500.v6.10.3545221 ####### 0.0002 down yes pfam12099 DUF3575 Protein of unknown function (DUF3575). This family of proteins are functionally uncharacterized. This family is only found in bacteria. Proteins in this family are typically between 187 to 236 amino acids in length.. . . .

Manes.07G120600.v6.10.5206076 ####### 4E-10 down no pfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.07G120700.v6.11.9186308 0.94008 5E-11 up no pfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0055129|L-proline biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004349|glutamate 5-kinase activity;GO:0004350|glutamate-5-semialdehyde dehydrogenase activity;.

Manes.07G120800.v6.10.3767628 ####### 0.0002 down yes pfam02140 Gal_Lectin Galactose binding lectin domain.. . . .

Manes.07G121000.v6.11.9347002 9.52E-01 5E-14 up no pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;. .

Manes.07G121600.v6.1Inf Inf 0.0545 up no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.07G121800.v6.10.6478192 -0.62634 0.0337 down no pfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;. .

Manes.07G122000.v6.12.3474735 1.23111 1E-17 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005509|calcium ion binding;K14684

Manes.07G122100.v6.10.0792602 -3.65726 3E-08 down yes pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0048457|floral whorl morphogenesis;GO:0010154|fruit development;GO:0080006|internode patterning;GO:0010076|maintenance of floral meristem identity;GO:0010077|maintenance of inflorescence meristem identity;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048645|organ formation;GO:0007389|pattern specification process;GO:0010223|secondary shoot formation;GO:0048367|shoot system development;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0010051|xylem and phloem pattern formation;GO:0010089|xylem development;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G122400.v6.1NA NA NA -- no pfam09984 DUF2222 Uncharacterized signal transduction histidine kinase domain (DUF2222). Members of this family of domains are found in various BarA-like signal transduction histidine kinases, which are involved in the regulation of carbon metabolizm via the csrA/csrB regulatory system. The role of this domain has not, as yet, been established.. . . .

Manes.07G122800.v6.10.39801 -1.32912 1E-08 down yes pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0043547|positive regulation of GTPase activity;. GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.07G122900.v6.11.771321 0.82483 4E-08 up no pfam09778 Guanylate_cyc_2Guanylylate cyclase. Members of this family of proteins catalyse the conversion of guanosine triphosphate (GTP) to 3',5'-cyclic guanosine monophosphate (cGMP) and pyrophosphate.. . . .

Manes.07G123200.v6.115.742994 3.98E+00 2E-113 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.07G123600.v6.10.3923062 ####### 1E-18 down yes pfam12906 RINGv RING-variant domain.. . . .

Manes.07G123700.v6.10.1976283 -2.33914 5E-09 down yes pfam02271 UCR_14kD Ubiquinol-cytochrome C reductase complex 14kD subunit. The ubiquinol-cytochrome C reductase complex (cytochrome bc1 complex) is a respiratory multienzyme complex. This Pfam family represents the 14kD (or VI) subunit of the complex which is not directly involved in electron transfer, but has a role in assembly of the complex.. . . .

Manes.07G124200.v6.10.6482553 -0.62537 1E-07 down no pfam01247 Ribosomal_L35AeRibosomal protein L35Ae.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02917

Manes.07G124300.v6.10.7659133 ####### 0.0378 down no pfam08571 Yos1 Yos1-like. In yeast, Yos1 is a subunit of the Yip1p-Yif1p complex and is required for transport between the endoplasmic reticulum and the Golgi complex. Yos1 appears to be conserved in eukaryotes.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.07G125100.v6.10.1848137 -2.43586 2E-12 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.07G125700.v6.11.5937272 6.72E-01 5E-07 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0044375|regulation of peroxisome size;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0015297|antiporter activity;K13354

Manes.07G125900.v6.12.0641883 1.05E+00 3E-06 up yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. . . .

Manes.07G126600.v6.113.466425 3.7513 3E-180 up yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.07G126900.v6.15.8602471 2.55096 8E-52 up yes pfam07014 Hs1pro-1_C Hs1pro-1 protein C-terminus. This family represents the C-terminus (approximately 270 residues) of a number of plant Hs1pro-1 proteins, which are believed to confer nematode resistance.GO:0009816|defense response to bacterium, incompatible interaction;GO:0006979|response to oxidative stress;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;. .

Manes.07G127800.v6.10.566975 ####### 1E-09 down no pfam02163 Peptidase_M50Peptidase family M50.GO:0009793|embryo development ending in seed dormancy;GO:0016226|iron-sulfur cluster assembly;GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0048481|ovule development;GO:0006655|phosphatidylglycerol biosynthetic process;GO:0010103|stomatal complex morphogenesis;GO:0010027|thylakoid membrane organization;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0031969|chloroplast membrane;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0004222|metalloendopeptidase activity;.

Manes.07G128300.v6.10.9042384 -0.14522 0.2551 down no pfam05109 Herpes_BLLF1Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.07G128400.v6.12.2225526 1.15222 5E-13 up yes pfam03226 Yippee-Mis18Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.07G128900.v6.11.8298661 0.87174 3E-10 up no pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.GO:0006810|transport;. GO:0005215|transporter activity;K08869

Manes.07G129000.v6.10.5486123 ####### 2E-05 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.07G129400.v6.10.226277 ####### 0.0542 down no pfam08393 DHC_N2 Dynein heavy chain, N-terminal region 2. Dyneins are described as motor proteins of eukaryotic cells, as they can convert energy derived from the hydrolysis of ATP to force and movement along cytoskeletal polymers, such as microtubules. This region is found C-terminal to the dynein heavy chain N-terminal region 1 (pfam08385) in many members of this family. No functions seem to have been attributed specifically to this region.. . . .

Manes.07G129700.v6.1Inf Inf 0.4307 up no pfam09364 XFP_N XFP N-terminal domain. Bacterial enzyme splits fructose-6-P and/or xylulose-5-P with the aid of inorganic phosphate into either acetyl-P and erythrose-4-P and/or acetyl-P and glyeraldehyde-3-P EC:4.1.2.9, EC:4.1.2.22. This family is distantly related to transketolases e.g. pfam02779.. . . .

Manes.07G129900.v6.10.5134884 -0.9616 2E-10 down no pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0007006|mitochondrial membrane organization;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:0006470|protein dephosphorylation;GO:0015031|protein transport;GO:0001836|release of cytochrome c from mitochondria;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005134|interleukin-2 receptor binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004722|protein serine/threonine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0043021|ribonucleoprotein complex binding;K17496

Manes.07G130100.v6.10.4649751 -1.10477 2E-18 down yes pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0016485|protein processing;GO:0006355|regulation of transcription, DNA-templated;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;K03695

Manes.07G130200.v6.10.9927206 -0.01054 0.9525 down no pfam12165 DUF3594 Domain of unknown function (DUF3594). This presumed domain is functionally uncharacterized.This domain family is found in eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam00628.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0035064|methylated histone binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.07G130300.v6.11.9689871 0.97745 0.0064 up no pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0031418|L-ascorbic acid binding;GO:0050589|leucocyanidin oxygenase activity;GO:0046872|metal ion binding;.

Manes.07G130500.v6.10.3945907 -1.34157 3E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.07G130700.v6.10.0741106 ####### 9E-54 down yes pfam11960 DUF3474 Domain of unknown function (DUF3474). This presumed domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This domain is typically between 126 to 140 amino acids in length. This domain is found associated with pfam00487.GO:0006636|unsaturated fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016717|oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water;K10257

Manes.07G130800.v6.10.7229399 -0.46805 0.0196 down no pfam01564 Spermine_synthSpermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.. . GO:0008168|methyltransferase activity;.

Manes.07G131500.v6.11.4103398 0.49604 0.0003 up no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0097502|mannosylation;GO:0006490|oligosaccharide-lipid intermediate biosynthetic process;GO:0009832|plant-type cell wall biogenesis;GO:0006487|protein N-linked glycosylation;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004377|GDP-Man:Man3GlcNAc2-PP-Dol alpha-1,2-mannosyltransferase activity;K03844

Manes.07G131600.v6.10.6584379 -0.60288 2E-07 down no pfam13197 DUF4013 Protein of unknown function (DUF4013). This is a family of uncharacterized proteins that is found in archaea and bacteria.. . . .

Manes.07G132200.v6.10.2976344 ####### 2E-19 down yes pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.07G132400.v6.1Inf Inf 0.3951 up no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.07G132500.v6.10.2476477 ####### 2E-09 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G132800.v6.10.596107 -0.74636 2E-10 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.07G133000.v6.1Inf Inf 0.8798 up no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G133200.v6.10.1039991 -3.26536 0.0561 down no pfam09742 Dymeclin Dyggve-Melchior-Clausen syndrome protein. Dymeclin (Dyggve-Melchior-Clausen syndrome protein) contains a large number of leucine and isoleucine residues and a total of 17 repeated dileucine motifs. It is characteristically about 700 residues long and present in plants and animals. Mutations in the gene coding for this protein in humans give rise to the disorder Dyggve-Melchior-Clausen syndrome (DMC, MIM 223800) which is an autosomal-recessive disorder characterized by the association of a spondylo-epi-metaphyseal dysplasia and mental retardation. DYM transcripts are widely expressed throughout human development and Dymeclin is not an integral membrane protein of the ER, but rather a peripheral membrane protein dynamically associated with the Golgi apparatus.. . . .

Manes.07G133700.v6.1Inf Inf 0.8798 up no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.07G134100.v6.10.3520525 -1.50614 2E-21 down yes pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0035556|intracellular signal transduction;GO:0016567|protein ubiquitination;GO:0005622|intracellular;. K10325

Manes.07G134200.v6.10.7401731 -0.43407 0.2967 down no pfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.. . GO:0000224|peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase activity;.

Manes.07G134500.v6.11.7657717 0.8203 3E-10 up no pfam00328 His_Phos_2 Histidine phosphatase superfamily (branch 2). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches.The smaller branch 2 contains predominantly eukaryotic proteins. The catalytic functions in members include phytase, glucose-1-phosphatase and multiple inositol polyphosphate phosphatase. The in vivo roles of the mammalian acid phosphatases in branch 2 are not fully understood, although activity against lysophosphatidic acid and tyGO:0016311|dephosphorylation;GO:0006007|glucose catabolic process;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0003993|acid phosphatase activity;GO:0034417|bisphosphoglycerate 3-phosphatase activity;GO:0034416|bisphosphoglycerate phosphatase activity;GO:0052826|inositol hexakisphosphate 2-phosphatase activity;K03103

Manes.07G135300.v6.112.522917 3.6465 3E-31 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009738|abscisic acid-activated signaling pathway;GO:0010286|heat acclimation;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G135400.v6.112.910211 3.69044 9E-09 up yes pfam07732 Cu-oxidase_3Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.GO:0046274|lignin catabolic process;GO:0046688|response to copper ion;GO:0048046|apoplast;GO:0005507|copper ion binding;GO:0052716|hydroquinone:oxygen oxidoreductase activity;K05909

Manes.07G136400.v6.11.8849154 9.14E-01 6E-09 up no pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.07G136500.v6.11.3549611 4.38E-01 1E-04 up no pfam00565 SNase Staphylococcal nuclease homologue. Present in all three domains of cellular life. Four copies in the transcriptional coactivator p100: these, however, appear to lack the active site residues of Staphylococcal nuclease. Positions 14 (Asp-21), 34 (Arg-35), 39 (Asp-40), 42 (Glu-43) and 110 (Arg-87) [SNase numbering in parentheses] are thought to be involved in substrate-binding and catalysis.GO:0006308|DNA catabolic process;GO:0006401|RNA catabolic process;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005886|plasma membrane;GO:0004520|endodeoxyribonuclease activity;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;.

Manes.07G136600.v6.10.7691721 -0.37862 0.3361 down no pfam06681 DUF1182 Protein of unknown function (DUF1182). This family consists of several hypothetical proteins of around 360 residues in length and seems to be specific to Caenorhabditis elegans. The function of this family is unknown.. . . .

Manes.07G136800.v6.1NA NA NA -- no pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.07G136900.v6.12.4907702 1.32E+00 2E-22 up yes pfam07107 WI12 Wound-induced protein WI12. This family consists of several plant wound-induced protein sequences related to WI12 from Mesembryanthemum crystallinum. Wounding, methyl jasmonate, and pathogen infection is known to induce local WI12 expression. WI12 expression is also thought to be developmentally controlled in the placenta and developing seeds. WI12 preferentially accumulates in the cell wall and it has been suggested that it plays a role in the reinforcement of cell wall composition after wounding and during plant development. This family seems partly related to the NTF2-like superfamily.. . . .

Manes.07G137000.v6.10.2680479 -1.89944 6E-05 down yes pfam11204 DUF2985 Protein of unknown function (DUF2985). This eukaryotic family of proteins has no known function.. . . .

Manes.07G137100.v6.11.5277519 0.61141 1E-06 up no pfam14938 SNAP Soluble NSF attachment protein, SNAP. The soluble NSF attachment protein (SNAP) proteins are involved in vesicular transport between the endoplasmic reticulum and Golgi apparatus. They act as adaptors between SNARE (integral membrane SNAP receptor) proteins and NSF (N-ethylmaleimide-sensitive factor). They are structurally similar to TPR repeats.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0035494|SNARE complex disassembly;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005483|soluble NSF attachment protein activity;GO:0019905|syntaxin binding;.

Manes.07G137600.v6.10.1170793 -3.09444 3E-56 down yes pfam09739 MCM_bind Mini-chromosome maintenance replisome factor. This entry is of proteins of approximately 600 residues in length containing alternating regions of conservation and low complexity. The Arabidopsis protein is a replisome factor found to bind with the mini-chromosome maintenance, MCM-binding, complex and is crucial for efficient DNA replication.GO:0051301|cell division;GO:0006260|DNA replication;GO:0007067|mitotic nuclear division;GO:0006301|postreplication repair;GO:0007062|sister chromatid cohesion;GO:0009941|chloroplast envelope;GO:0042555|MCM complex;GO:0005634|nucleus;. .

Manes.07G137800.v6.10.4336183 -1.2055 9E-23 down yes pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.07G137900.v6.10.4790615 -1.06172 1E-06 down yes pfam03113 RSV_NS2 Respiratory synctial virus non-structural protein NS2. The molecular structure and function of the NS2 protein is not known. However, mutants lacking the NS2 grow at slower rates when compared to the wild-type. Nevertheless, NS2 is not essential for viral replication.. . . .

Manes.07G138000.v6.10.3206554 ####### 2E-05 down yes pfam01208 URO-D Uroporphyrinogen decarboxylase (URO-D).GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0004853|uroporphyrinogen decarboxylase activity;.

Manes.07G138200.v6.10.1277205 ####### 3E-05 down yes pfam00505 HMG_box HMG (high mobility group) box.GO:0006338|chromatin remodeling;GO:0000741|karyogamy;GO:0010197|polar nucleus fusion;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G138600.v6.119.225404 4.26494 1E-12 up yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.07G138800.v6.10.3594836 ####### 1E-19 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.07G139200.v6.13.4340482 1.77991 6E-30 up yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.07G139500.v6.10.1023115 -3.28896 9E-60 down yes pfam05349 GATA-N GATA-type transcription activator, N-terminal. GATA transcription factors mediate cell differentiation in a diverse range of tissues. Mutation are often associated with certain congenital human disorders. The six classical vertebrate GATA proteins, GATA-1 to GATA-6, are highly homologous and have two tandem zinc fingers. The classical GATA transcription factors function transcription activators. In lower metazoans GATA proteins carry a single canonical zinc finger. This family represents the N-terminal domain of the family of GATA transcription activators.. . . .

Manes.07G139600.v6.10.1517325 ####### 4E-93 down yes pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.07G139700.v6.10.4688859 -1.09269 3E-05 down yes pfam14204 Ribosomal_L18_cRibosomal L18 C-terminal region. This domain is the C-terminal end of ribosomal L18/L5 proteins.. . . .

Manes.07G139900.v6.10.4713688 -1.08507 4E-09 down yes pfam04479 RTA1 RTA1 like protein. This family is comprised of fungal proteins with multiple transmembrane regions. RTA1 is involved in resistance to 7-aminocholesterol, while RTM1 confers resistance to an an unknown toxic chemical in molasses. These proteins may bind to the toxic substance, and thus prevent toxicity. They are not thought to be involved in the efflux of xenobiotics.. . . .

Manes.07G140100.v6.14.0279462 2.01E+00 1E-37 up yes pfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0005975|carbohydrate metabolic process;. GO:0052692|raffinose alpha-galactosidase activity;.

Manes.07G140300.v6.10.1831675 -2.44876 3E-16 down yes pfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . GO:0004809|tRNA (guanine-N2-)-methyltransferase activity;GO:0000049|tRNA binding;K00555

Manes.07G140400.v6.10.6647439 ####### 7E-05 down no pfam01283 Ribosomal_S26eRibosomal protein S26e.GO:0006412|translation;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02976

Manes.07G140600.v6.10.6363252 ####### 2E-05 down no pfam01661 Macro Macro domain. This domain is an ADP-ribose binding module. It is found in a number of otherwise unrelated proteins. It is found at the C-terminus of the macro-H2A histone protein. This domain is found in the non-structural proteins of several types of ssRNA viruses such as NSP3 from alphaviruses. This domain is also found on its own in a family of proteins from bacteria, archaebacteria, and eukaryotes.. . . .

Manes.07G140700.v6.10.1583711 -2.65862 3E-20 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.07G140800.v6.10.4607357 -1.11799 7E-19 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.



Manes.07G141600.v6.11.4746421 5.60E-01 5E-06 up no pfam00753 Lactamase_B Metallo-beta-lactamase superfamily.GO:0006750|glutathione biosynthetic process;GO:0005829|cytosol;GO:0004416|hydroxyacylglutathione hydrolase activity;GO:0008270|zinc ion binding;K01069

Manes.07G142000.v6.14.5760941 2.19E+00 2E-40 up yes pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.07G142100.v6.11.690428 0.75739 1E-09 up no pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0005524|ATP binding;GO:0016301|kinase activity;K08869

Manes.07G142300.v6.10.4450596 -1.16793 4E-13 down yes pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.. . . .

Manes.07G142400.v6.11.8215252 0.86515 0.0007 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0045892|negative regulation of transcription, DNA-templated;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.07G142800.v6.12.4310999 1.28E+00 8E-06 up yes pfam05263 DUF722 Protein of unknown function (DUF722). This family contains several bacteriophage proteins of unknown function.. . . .

Manes.08G000300.v6.10.3953531 ####### 2E-11 down yes pfam03692 CxxCxxCC Putative zinc- or iron-chelating domain. This family of proteins contains 8 conserved cysteines. It has in the past been annotated as being one of the complex of proteins of the flagellar Fli complex. However this was due to a mis-annotation of the original Salmonella LT2 Genbank entry of 'fliB'. With all its conserved cysteines it is possibly a domain that chelates iron or zinc ions.. . . .

Manes.08G000500.v6.12.9476433 1.55956 6E-16 up yes pfam13467 RHH_4 Ribbon-helix-helix domain. This short bacterial protein contains a ribbon-helix-helix domain that is likely to be DNA-binding.. . . .

Manes.08G000900.v6.111.199877 3.48541 6E-15 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.08G001200.v6.10.4734605 -1.07868 0.506 down no pfam13150 DUF3989 Protein of unknown function (DUF3989). A family of uncharacterized proteins found by clustering human gut metagenomic sequences.. . . .

Manes.08G001400.v6.15.8324274 2.5441 2E-15 up yes pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.. GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0005096|GTPase activator activity;.

Manes.08G001600.v6.11.5458235 0.62838 1E-07 up no pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0045892|negative regulation of transcription, DNA-templated;GO:0000160|phosphorelay signal transduction system;GO:0010017|red or far-red light signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0003677|DNA binding;K12129

Manes.08G001700.v6.11.986129 9.90E-01 2E-12 up no pfam13911 AhpC-TSA_2AhpC/TSA antioxidant enzyme. This family contains proteins related to alkyl hydro-peroxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0009507|chloroplast;. .

Manes.08G001800.v6.10.3652952 -1.45287 1E-19 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.08G001900.v6.11.6137142 0.69039 8E-08 up no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.08G002100.v6.10.3828569 -1.38512 2E-16 down yes pfam14239 RRXRR RRXRR protein. This domain is found in bacteria, eukaryotes and viruses, and is approximately 180 amino acids in length. It contains a conserved RRXRR motif. It is often found in association with pfam01844.. . . .

Manes.08G002600.v6.10.5508625 ####### 4E-12 down no pfam00573 Ribosomal_L4Ribosomal protein L4/L1 family. This family includes Ribosomal L4/L1 from eukaryotes and archaebacteria and L4 from eubacteria. L4 from yeast has been shown to bind rRNA.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G003000.v6.12.3929303 1.26E+00 1E-27 up yes pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10590

Manes.08G003100.v6.10.3999919 ####### 1E-23 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;.

Manes.08G003800.v6.10.4934207 ####### 3E-12 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005634|nucleus;. .

Manes.08G004000.v6.10.8078186 ####### 0.038 down no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.GO:0000278|mitotic cell cycle;GO:0048522|positive regulation of cellular process;GO:0006606|protein import into nucleus;GO:0009410|response to xenobiotic stimulus;GO:0006396|RNA processing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0008565|protein transporter activity;.

Manes.08G004200.v6.10.9151702 -0.12789 0.4906 down no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.08G004300.v6.10.3446644 ####### 3E-15 down yes pfam12072 DUF3552 Domain of unknown function (DUF3552). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is about 200 amino acids in length. This domain is found associated with pfam00013, pfam01966. This domain has a single completely conserved residue A that may be functionally important.. . . .

Manes.08G004800.v6.10.3433726 ####### 2E-23 down yes pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G005200.v6.12.8405632 1.50618 2E-39 up yes pfam12692 Methyltransf_17S-adenosyl-L-methionine methyltransferase. This domain is found in bacterial proteins. The structure of the proteins in this family suggest that they function as a methyltransferase.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.08G005300.v6.13.0256156 1.60E+00 3E-29 up yes pfam00843 Arena_nucleocapArenavirus nucleocapsid protein.. . . .

Manes.08G006100.v6.10.5129397 ####### 1E-15 down no pfam12906 RINGv RING-variant domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10665

Manes.08G006200.v6.10.2167123 ####### 3E-36 down yes pfam05140 ResB ResB-like family. This family includes both ResB and cytochrome c biogenesis proteins. Mutations in ResB indicate that they are essential for growth. ResB is predicted to be a transmembrane protein.. . . .

Manes.08G006500.v6.10.7086177 -0.49692 0.0444 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G006600.v6.12.980567 1.57559 2E-10 up yes pfam12726 SEN1_N SEN1 N terminal. This domain is found at the N terminal of the helicase SEN1. SEN1 is a Pol II termination factor for noncoding RNA genes. The N terminal of SEN1, unlike the C terminal, is not required for growth.. . . .

Manes.08G006700.v6.10.3496177 ####### 5E-11 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G006800.v6.16.7500764 2.7549 9E-105 up yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;K09872

Manes.08G007400.v6.11.3857758 4.71E-01 0.0045 up no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G007700.v6.10.2390137 -2.06483 0.0013 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.08G007800.v6.10.450164 ####### 3E-11 down yes pfam03641 Lysine_decarboxPossible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.08G007900.v6.1Inf Inf 0.0611 up no pfam00027 cNMP_bindingCyclic nucleotide-binding domain.GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.08G008000.v6.10.2369958 -2.07707 2E-34 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0045087|innate immune response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0030529|ribonucleoprotein complex;GO:0010319|stromule;GO:0009579|thylakoid;GO:0000166|nucleotide binding;GO:0008266|poly(U) RNA binding;K11294

Manes.08G008100.v6.143.933938 5.45726 1E-36 up yes pfam00168 C2 C2 domain. . GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.08G008800.v6.14.5183129 2.17578 0.1118 up no pfam14745 WASH-7_N WASH complex subunit 7, N-terminal. This family is the conserved N-terminal region of proteins that form subunit 7 of the WASH complex. In species such as Drosophila this protein is the only component of the 'complex'. This complex is a nucleation promoting factor necessary for the activation of Arp2/3 that nucleates and organizes actin filaments by associating with a pre-existing filament to induce the assembly of a branching filament. WASH thus effectively nucleates actin on endosomes.. . . .

Manes.08G008900.v6.10.8275831 -0.27302 0.0227 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0003691|double-stranded telomeric DNA binding;.

Manes.08G009000.v6.1Inf Inf 0.8764 up no pfam05028 PARG_cat Poly (ADP-ribose) glycohydrolase (PARG). Poly(ADP-ribose) glycohydrolase (PARG), is a ubiquitously expressed exo- and endoglycohydrolase which mediates oxidative and excitotoxic neuronal death.. . . .

Manes.08G009100.v6.11.6975166 7.63E-01 9E-07 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.08G009300.v6.1Inf Inf 0.8764 up no pfam07690 MFS_1 Major Facilitator Superfamily.GO:0071249|cellular response to nitrate;GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;K02575

Manes.08G009400.v6.10.0670813 -3.89795 3E-05 down yes pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.08G009500.v6.11.5670509 0.64805 3E-07 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.08G010100.v6.10.1828623 -2.45117 9E-14 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.08G010600.v6.13.6110224 1.85241 4E-26 up yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.08G010700.v6.10.7045975 -0.50513 9E-05 down no pfam13393 tRNA-synt_HisHistidyl-tRNA synthetase. This is a family of class II aminoacyl-tRNA synthetase-like and ATP phosphoribosyltransferase regulatory subunits.GO:0006427|histidyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004821|histidine-tRNA ligase activity;K01892

Manes.08G011100.v6.10.3858993 ####### 9E-27 down yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0060919|auxin influx;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0009624|response to nematode;GO:0009639|response to red or far red light;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;GO:0010328|auxin influx transmembrane transporter activity;K05658

Manes.08G011400.v6.10.4899537 -1.02928 5E-18 down yes pfam15175 SPATA24 Spermatogenesis-associated protein 24. This family of proteins bind to DNA and to TBP (TATA box binding protein), TATA-binding protein (TBP)-related protein 2 (TRF2) and several polycomb factors. It is likely to function as a transcription regulator.. . . .

Manes.08G011500.v6.10.7658425 ####### 0.0048 down no pfam02772 S-AdoMet_synt_MS-adenosylmethionine synthetase, central domain. The three domains of S-adenosylmethionine synthetase have the same alpha+beta fold.GO:0006730|one-carbon metabolic process;GO:0006556|S-adenosylmethionine biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004478|methionine adenosyltransferase activity;.

Manes.08G011600.v6.10.7529167 -0.40944 0.0163 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.08G011800.v6.10.9731052 -0.03933 0.7346 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G011900.v6.10.179796 ####### 2E-35 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0016998|cell wall macromolecule catabolic process;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.08G012300.v6.10.6343837 -0.65657 1E-06 down no pfam03805 CLAG Cytoadherence-linked asexual protein. Clag (cytoadherence linked asexual gene) is a malaria surface protein which has been shown to be involved in the binding of Plasmodium falciparum infected erythrocytes to host endothelial cells, a process termed cytoadherence. The cytoadherence phenomenon is associated with the sequestration of infected erythrocytes in the blood vessels of the brain, cerebral malaria. Clag is a multi-gene family in Plasmodium falciparum with at least 9 members identified to date. Orthologous proteins in the rodent malaria species Plasmodium chabaudi (Lawson D Unpubl. obs.) suggest that the gene family is found in other malaria species and may play a more generic role in cytoadherence.. . . .

Manes.08G012500.v6.16.6457583 2.73E+00 1E-04 up yes pfam01139 RtcB tRNA-splicing ligase RtcB. This family of RNA ligases (EC:6.5.1.3) join 2',3'-cyclic phosphate and 5'-OH ends. They catalyse the splicing of tRNA and may also participate in tRNA repair and recovery from stress-induced RNA damage.. . . .

Manes.08G012900.v6.10.2298594 ####### 0.0035 down yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G013400.v6.10.8139958 -0.29691 0.0124 down no pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0005975|carbohydrate metabolic process;GO:0006520|cellular amino acid metabolic process;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0005524|ATP binding;K00889

Manes.08G013600.v6.11.687865 7.55E-01 5E-07 up no pfam00120 Gln-synt_C Glutamine synthetase, catalytic domain.GO:0001896|autolysis;GO:0048315|conidium formation;GO:0006807|nitrogen compound metabolic process;GO:0075307|positive regulation of conidium formation;GO:0010914|positive regulation of sterigmatocystin biosynthetic process;GO:1900376|regulation of secondary metabolite biosynthetic process;GO:0010913|regulation of sterigmatocystin biosynthetic process;GO:0000905|sporocarp development involved in asexual reproduction;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0045461|sterigmatocystin biosynthetic process;GO:0005737|cytoplasm;GO:0003824|catalytic activity;.

Manes.08G014200.v6.117.044772 4.09E+00 2E-49 up yes pfam03606 DcuC C4-dicarboxylate anaerobic carrier.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0009636|response to toxic substance;GO:0010224|response to UV-B;GO:0043231|intracellular membrane-bounded organelle;GO:0050502|cis-zeatin O-beta-D-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0050403|trans-zeatin O-beta-D-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;K13496

Manes.08G014800.v6.10.6557151 ####### 2E-07 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . . .

Manes.08G015100.v6.10.3347365 -1.5789 4E-26 down yes pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.08G015200.v6.10.4836366 ####### 2E-12 down yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.08G015300.v6.10.5317201 -0.91126 7E-15 down no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.08G015700.v6.11.4017789 0.48726 2E-05 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0016973|poly(A)+ mRNA export from nucleus;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0010501|RNA secondary structure unwinding;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;GO:0003724|RNA helicase activity;GO:0008186|RNA-dependent ATPase activity;K18655

Manes.08G015800.v6.11.9198324 0.94098 1E-12 up no pfam09350 DUF1992 Domain of unknown function (DUF1992). This family of proteins are functionally uncharacterized.. . . .

Manes.08G015900.v6.12.3240608 1.22E+00 6E-16 up yes pfam07200 Mod_r Modifier of rudimentary (Mod(r)) protein. This family represents a conserved region approximately 150 residues long within a number of eukaryotic proteins that show homology with Drosophila melanogaster Modifier of rudimentary (Mod(r)) proteins. The N-terminal half of Mod(r) proteins is acidic, whereas the C-terminal half is basic, and both of these regions are represented in this family. Members of this family include the Vps37 subunit of the endosomal sorting complex ESCRT-I, a complex involved in recruiting transport machinery for protein sorting at the multivesicular body (MVB). The yeast ESCRT-I complex consists of three proteins (Vps23, Vps28 and Vps37). The mammalian homologue of Vps37 interacts with Tsg101 (Pfam: PF05743) through its mod(r) domain and its function is essential for lysosomal sorting of EGF receptors.GO:0015031|protein transport;GO:0000813|ESCRT I complex;. K12185

Manes.08G016100.v6.110.205494 3.35127 4E-09 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.08G016200.v6.1Inf Inf 0.8798 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0016740|transferase activity;.

Manes.08G016300.v6.10.4059143 -1.30075 3E-23 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016117|carotenoid biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0009974|zeinoxanthin epsilon hydroxylase activity;K09837

Manes.08G016600.v6.10.9565497 ####### 0.5909 down no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.08G016700.v6.1Inf Inf 0.3951 up no pfam08828 DSX_dimer Doublesex dimerization domain. Doublesex (DSX) is a transcription factor that regulates somatic sexual differences in Drosophila.  The structure of this domain has revealed a novel dimeric arrangement of ubiquitin-associated folds that has not previously been identified in a transcription factor.. . . .

Manes.08G016900.v6.10.2671801 -1.90412 8E-06 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;K13496

Manes.08G017000.v6.10.4129999 ####### 8E-10 down yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.08G017100.v6.10.1060606 -3.23704 4E-26 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K13126

Manes.08G017600.v6.11.3685155 0.45261 7E-05 up no pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10588

Manes.08G017700.v6.10.6613167 ####### 1E-06 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009793|embryo development ending in seed dormancy;. . .

Manes.08G017900.v6.116.563995 4.05E+00 6E-42 up yes pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.08G018000.v6.1720.69224 9.49324 8E-07 up yes pfam02987 LEA_4 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown.. GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;. .

Manes.08G018100.v6.10.3793456 ####### 4E-05 down yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.08G018200.v6.11.4313568 0.51738 3E-05 up no pfam00069 Pkinase Protein kinase domain.GO:0051301|cell division;GO:0035556|intracellular signal transduction;GO:0007067|mitotic nuclear division;GO:1900181|negative regulation of protein localization to nucleus;GO:0048026|positive regulation of mRNA splicing, via spliceosome;GO:1900182|positive regulation of protein localization to nucleus;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0046822|regulation of nucleocytoplasmic transport;GO:0032153|cell division site;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0044732|mitotic spindle pole body;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0050265|RNA uridylyltransferase activity;K08832

Manes.08G018500.v6.11.3787915 0.4634 0.0018 up no pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.08G018700.v6.1NA NA NA -- no pfam11902 DUF3422 Protein of unknown function (DUF3422). This family of proteins are functionally uncharacterized. This protein is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 426 to 444 amino acids in length.. . . .

Manes.08G018800.v6.15.1092783 2.35E+00 2E-28 up yes pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.08G018900.v6.10.6161507 -0.69864 0.0024 down no pfam04413 Glycos_transf_N3-Deoxy-D-manno-octulosonic-acid transferase (kdotransferase). Members of this family transfer activated sugars to a variety of substrates, including glycogen, fructose-6-phosphate and lipopolysaccharides. Members of the family transfer UDP, ADP, GDP or CMP linked sugars. The Glycos_transf_N region is flanked at the N-terminus by a signal peptide and at the C-terminus by Glycos_transf_1 (pfam00534). The eukaryotic glycogen synthases may be distant members of this bacterial family.GO:0036104|Kdo2-lipid A biosynthetic process;GO:0009245|lipid A biosynthetic process;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0016740|transferase activity;GO:0016757|transferase activity, transferring glycosyl groups;K02527

Manes.08G019400.v6.12.745291 1.45696 2E-05 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G019500.v6.10.2280524 -2.13256 9E-23 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G019600.v6.10.7300828 -0.45387 0.0156 down no pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .



Manes.08G020100.v6.10.824099 ####### 0.0329 down no pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0009294|DNA mediated transformation;GO:0097502|mannosylation;GO:0009617|response to bacterium;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047259|glucomannan 4-beta-mannosyltransferase activity;GO:0051753|mannan synthase activity;K13680

Manes.08G020200.v6.10.752357 ####### 0.0004 down no pfam00113 Enolase_C Enolase, C-terminal TIM barrel domain.GO:0006096|glycolytic process;GO:0000015|phosphopyruvate hydratase complex;GO:0000287|magnesium ion binding;GO:0004634|phosphopyruvate hydratase activity;.

Manes.08G020600.v6.11.6932351 7.60E-01 2E-11 up no pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.08G020900.v6.10.5595998 -0.83753 5E-11 down no pfam04427 Brix Brix domain. . GO:0005730|nucleolus;. K14847

Manes.08G021800.v6.1Inf Inf 0.0008 up yes pfam06483 ChiC Chitinase C. This ~170 aa region is found at the C-terminus of pfam00704.. . . .

Manes.08G022200.v6.10.7370136 -0.44024 0.0001 down no pfam04949 Transcrip_actTranscriptional activator. This family of proteins may act as a transcriptional activator. It plays a role in stress response in plants.. . . .

Manes.08G023000.v6.10.6003564 ####### 4E-09 down no pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G023100.v6.10.5222507 ####### 0.003 down no pfam09508 Lact_bio_phlaseLacto-N-biose phosphorylase. The gene which codes for this protein in gut-bacteria is located in a novel putative operon for galactose metabolizm. The protein appears to be a carbohydrate-processing phosphorolytic enzyme (EC:2.4.1.211), unlike either glycoside hydrolases or glycoside lyase. Intestinal colonisation by bifidobacteria is important for human health, especially in pediatrics, because colonisation seems to prevent infection by some pathogenic bacteria that cause diarrhoea or other illnesses. The operon seems to be involved in intestinal colonisation by bifidobacteria mediated by metabolizm of mucin sugars. In addition, it may also resolve the question of the nature of the bifidus factor in human milk as the lacto-N-biose structure found in milk oligosaccharides.. . . .

Manes.08G023200.v6.11.5487214 6.31E-01 2E-06 up no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0016656|monodehydroascorbate reductase (NADH) activity;.

Manes.08G023300.v6.10.6593769 ####### 0.0048 down no pfam00428 Ribosomal_60s60s Acidic ribosomal protein. This family includes archaebacterial L12, eukaryotic P0, P1 and P2.GO:0006414|translational elongation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G024500.v6.10.1040368 -3.26483 0.0031 down yes pfam01161 PBP Phosphatidylethanolamine-binding protein.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0090344|negative regulation of cell aging;GO:0009910|negative regulation of flower development;GO:0006623|protein targeting to vacuole;GO:1903506|regulation of nucleic acid-templated transcription;GO:0009744|response to sucrose;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0031982|vesicle;GO:0003712|transcription cofactor activity;.

Manes.08G024900.v6.10.3774709 -1.40556 1E-15 down yes pfam12280 BSMAP Brain specific membrane anchored protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 285 and 331 amino acids in length. BSMAP has a putative transmembrane domain and is predicted to be a type I membrane glycoprotein.. . . .

Manes.08G025400.v6.10.6359043 -0.65312 5E-08 down no pfam04405 ScdA_N Domain of Unknown function (DUF542). This domain is always found in conjunction with the HHE domain (pfam03794) at the N-terminus.. GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;. .

Manes.08G026300.v6.10.6919071 -0.53135 5E-06 down no pfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0080085|signal recognition particle, chloroplast targeting;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0008312|7S RNA binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K03106

Manes.08G026500.v6.10.3399412 ####### 2E-09 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0016554|cytidine to uridine editing;. . .

Manes.08G026700.v6.10.4173498 ####### 3E-12 down yes pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.08G027000.v6.10.4975578 -1.00706 3E-08 down yes pfam13136 DUF3984 Protein of unknown function (DUF3984). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 393 and 442 amino acids in length.. . . .

Manes.08G027400.v6.10.8287079 -0.27106 0.0233 down no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G027600.v6.10.386912 ####### 6E-21 down yes pfam12494 DUF3695 Protein of unknown function (DUF3695). This family of proteins is found in eukaryotes. Proteins in this family are typically between 157 and 192 amino acids in length. There is a single completely conserved residue D that may be functionally important.. . . .

Manes.08G028000.v6.1Inf Inf 0.8798 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G028500.v6.1NA NA NA -- no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G028600.v6.1NA NA NA -- no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G029000.v6.11.3935491 0.47876 0.0005 up no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.08G029400.v6.10.5209733 -0.94072 2E-10 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.08G029700.v6.10.4536224 -1.14044 4E-14 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.08G030000.v6.1NA NA NA -- no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.08G030200.v6.10.2382288 ####### 7E-50 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.08G030300.v6.10.2984068 -1.74465 9E-08 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.08G030500.v6.11.4030282 0.48854 0.0003 up no pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.. GO:0005765|lysosomal membrane;. .

Manes.08G030900.v6.10.7499238 ####### 0.0696 down no pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0042742|defense response to bacterium;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0006355|regulation of transcription, DNA-templated;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0000175|3'-5'-exoribonuclease activity;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.08G031400.v6.13.3219994 1.73205 4E-07 up yes pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . .

Manes.08G031600.v6.10.1785018 -2.48599 1E-20 down yes pfam02319 E2F_TDP E2F/DP family winged-helix DNA-binding domain. This family contains the transcription factor E2F and its dimerization partners TDP1 and TDP2, which stimulate E2F-dependent transcription. E2F binds to DNA as a homodimer or as a heterodimer in association with TDP1/2, the heterodimer having increased binding efficiency. The crystal structure of an E2F4-DP2-DNA complex shows that the DNA-binding domains of the E2F and DP proteins both have a fold related to the winged-helix DNA-binding motif. Recognition of the central c/gGCGCg/c sequence of the consensus DNA-binding site is symmetric, and amino acids that contact these bases are conserved among all known E2F and DP proteins.GO:0007049|cell cycle;GO:0051446|positive regulation of meiotic cell cycle;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005667|transcription factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K06620

Manes.08G031700.v6.10.4723362 -1.08211 9E-10 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.08G031800.v6.10.6081184 ####### 4E-08 down no pfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).GO:0042742|defense response to bacterium;GO:0009409|response to cold;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0010319|stromule;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;K03386

Manes.08G032100.v6.10.2809558 -1.83159 5E-37 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.08G032400.v6.14.7684171 2.25E+00 0.0351 up no pfam14314 Methyltrans_MonVirus-capping methyltransferase. This is the methyltransferase region of the Mononegavirales single-stranded RNA viral RNA polymerase enzymes. This region is involved in the mRNA-capping of the virion particles.. . . .

Manes.08G032500.v6.11.4109951 4.97E-01 0.0003 up no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.GO:0051607|defense response to virus;GO:0010150|leaf senescence;GO:0051707|response to other organism;GO:0009507|chloroplast;. .

Manes.08G032600.v6.10.4654629 -1.10326 2E-05 down yes pfam14659 Phage_int_SAM_3Phage integrase, N-terminal SAM-like domain. This domain is found in a variety of phage integrase proteins.. . . .

Manes.08G032900.v6.10.5995804 -0.73797 0.0001 down no pfam05296 TAS2R Mammalian taste receptor protein (TAS2R). This family consists of several forms of mammalian taste receptor proteins (TAS2Rs). TAS2Rs are G protein-coupled receptors expressed in subsets of taste receptor cells of the tongue and palate epithelia and are organized in the genome in clusters. The proteins are genetically linked to loci that influence bitter perception in mice and humans.. . . .

Manes.08G033000.v6.12.030429 1.02178 2E-09 up yes pfam07520 SrfB Virulence factor SrfB. This family includes homologues of SsrAB is a two-component regulatory system encoded within the Salmonella pathogenicity island SPI-2. Among the products of genes activated by SsrAB within epithelial and macrophage cells is Salmonella typhimurium srfB. Homologues are found in several other proteobacteria.. . . .

Manes.08G033100.v6.10.4075276 ####### 0.0005 down yes pfam13880 Acetyltransf_13ESCO1/2 acetyl-transferase.GO:0048653|anther development;GO:0051301|cell division;GO:0080186|developmental vegetative growth;GO:0000724|double-strand break repair via homologous recombination;GO:0009793|embryo development ending in seed dormancy;GO:0009553|embryo sac development;GO:0034089|establishment of meiotic sister chromatid cohesion;GO:0060772|leaf phyllotactic patterning;GO:0045132|meiotic chromosome segregation;GO:0000070|mitotic sister chromatid segregation;GO:0048609|multicellular organismal reproductive process;GO:0048364|root development;GO:0007062|sister chromatid cohesion;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016407|acetyltransferase activity;GO:0046872|metal ion binding;K11268

Manes.08G033400.v6.10.5494961 -0.86382 4E-11 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.08G033700.v6.12.0236844 1.01698 4E-17 up yes pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0009707|chloroplast outer membrane;GO:0043661|peribacteroid membrane;GO:0046481|digalactosyldiacylglycerol synthase activity;.

Manes.08G033800.v6.11.5701381 0.65089 0.703 up no pfam11744 ALMT Aluminium activated malate transporter.GO:0015743|malate transport;GO:0016021|integral component of membrane;. .

Manes.08G034100.v6.12.6731092 1.41852 0.1748 up no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0006952|defense response;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.08G034500.v6.10.6064478 ####### 0.0018 down no pfam01026 TatD_DNase TatD related DNase. This family of proteins are related to a large superfamily of metalloenzymes. TatD, a member of this family has been shown experimentally to be a DNase enzyme.. GO:0005634|nucleus;GO:0016888|endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0046872|metal ion binding;K03424

Manes.08G034800.v6.1Inf Inf 0.2217 up no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.08G035100.v6.1NA NA NA -- no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043078|polar nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G035500.v6.10.0906369 ####### 4E-14 down yes pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G035700.v6.10.6722044 -0.57303 7E-05 down no pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0007275|multicellular organismal development;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.08G035800.v6.10.8175185 -0.29068 0.0519 down no pfam02152 FolB Dihydroneopterin aldolase. This enzyme EC:4.1.2.25 catalyses the conversion of 7,8-dihydroneopterin to 6-hydroxymethyl-7,8-dihydropterin in the biosynthetic pathway of tetrahydrofolate.GO:0046656|folic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0005829|cytosol;GO:0004150|dihydroneopterin aldolase activity;K01633

Manes.08G036000.v6.10.8627504 -0.21298 0.2004 down no pfam14184 YrvL Regulatory protein YrvL. YrvL prevents expression and activity of the YrvI sigma factor. It may function as an anti-sigma factor. . . .

Manes.08G036400.v6.10.5285544 -0.91988 2E-14 down no pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.GO:0007163|establishment or maintenance of cell polarity;GO:0001578|microtubule bundle formation;GO:0000226|microtubule cytoskeleton organization;GO:0009825|multidimensional cell growth;GO:0010091|trichome branching;GO:0055028|cortical microtubule;. .

Manes.08G036500.v6.10.373726 -1.41995 3E-22 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.08G037000.v6.12.0682004 1.04838 1E-18 up yes pfam05116 S6PP Sucrose-6F-phosphate phosphohydrolase. This family consists of Sucrose-6F-phosphate phosphohydrolase proteins found in plants and cyanobacteria. Sucrose-6(F)-phosphate phosphohydrolase catalyses the final step in the pathway of sucrose biosynthesis.GO:0005986|sucrose biosynthetic process;. GO:0000287|magnesium ion binding;GO:0050307|sucrose-phosphate phosphatase activity;.

Manes.08G037100.v6.11.0577878 8.11E-02 0.4756 up no pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0016117|carotenoid biosynthetic process;GO:0009662|etioplast organization;GO:0055114|oxidation-reduction process;GO:0031969|chloroplast membrane;GO:0046608|carotenoid isomerase activity;GO:0016491|oxidoreductase activity;K09835

Manes.08G037200.v6.16.8688781 2.78E+00 8E-109 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0009414|response to water deprivation;GO:0010148|transpiration;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.08G037300.v6.10.4443577 -1.17021 3E-05 down yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.08G037900.v6.11.0369872 0.0524 0.8414 up no pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.08G038200.v6.12.3417223 1.22757 6E-15 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015808|L-alanine transport;GO:0035524|proline transmembrane transport;GO:0015824|proline transport;GO:0015827|tryptophan transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015180|L-alanine transmembrane transporter activity;GO:0015193|L-proline transmembrane transporter activity;GO:0015196|L-tryptophan transmembrane transporter activity;GO:0015293|symporter activity;K14209

Manes.08G038300.v6.10.9654783 ####### 0.6841 down no pfam04389 Peptidase_M28Peptidase family M28.GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0010305|leaf vascular tissue pattern formation;GO:0048507|meristem development;GO:0009640|photomorphogenesis;GO:0006508|proteolysis;GO:0010080|regulation of floral meristem growth;GO:0010081|regulation of inflorescence meristem growth;GO:0010082|regulation of root meristem growth;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0004180|carboxypeptidase activity;GO:0046872|metal ion binding;GO:0004181|metallocarboxypeptidase activity;K01301

Manes.08G038500.v6.11.5995008 0.67762 3E-09 up no pfam12436 USP7_ICP0_bdgICP0-binding domain of Ubiquitin-specific protease 7. This domain is one of two C-terminal domains on the much longer ubiquitin-specific proteases. This particular one is found to interact with the herpesvirus 1 trans-acting transcriptional protein ICP0/VMW110.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.08G039300.v6.10.4348763 ####### 3E-09 down yes pfam01200 Ribosomal_S28eRibosomal protein S28e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02979

Manes.08G039800.v6.11.6023877 0.68022 6E-08 up no pfam02176 zf-TRAF TRAF-type zinc finger.. GO:0005737|cytoplasm;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.08G039900.v6.10.9384515 ####### 0.5053 down no pfam05983 Med7 MED7 protein. This family consists of several eukaryotic proteins which are homologues of the yeast MED7 protein. Activation of gene transcription in metazoans is a multi-step process that is triggered by factors that recognize transcriptional enhancer sites in DNA. These factors work with co-activators such as MED7 to direct transcriptional initiation by the RNA polymerase II apparatus.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K15148

Manes.08G040000.v6.11.5441844 0.62685 3E-08 up no pfam10433 MMS1_N Mono-functional DNA-alkylating methyl methanesulfonate N-term. MMS1 is a protein that protects against replication-dependent DNA damage in Saccharomyces cerevisiae. MMS1 belongs to the DDB1 family of cullin 4 adaptors and the two proteins are homologous. MMS1 bridges the interaction of MMS22 and Crt10 with Cul8/Rtt101. Cul8/Rtt101 is a cullin protein involved in the regulation of DNA replication subsequent to DNA damage. The N-terminal region of MMS1 and the C-terminal of MMS22 are required for the the MMS1-MMS22 interaction. The human HIV-1 virion-associated protein Vpr assembles with DDB1 through interaction with DCAF1 (chromatin assembly factor) to form an E3 ubiquitin ligase that targets cellular substrates for proteasome-mediated degradation and subsequent G2 arrest.GO:0000398|mRNA splicing, via spliceosome;GO:0042177|negative regulation of protein catabolic process;GO:0071013|catalytic step 2 spliceosome;GO:0005689|U12-type spliceosomal complex;GO:0003723|RNA binding;K12830

Manes.08G040200.v6.10.4613094 -1.11619 2E-07 down yes pfam04788 DUF620 Protein of unknown function (DUF620). Family of uncharacterized proteins.. . . .

Manes.08G040300.v6.10.5403826 -0.88795 2E-05 down no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;K11426

Manes.08G040500.v6.11.150397 0.20213 0.1012 up no pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0009737|response to abscisic acid;GO:0006665|sphingolipid metabolic process;GO:0090332|stomatal closure;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.08G040900.v6.11.2524396 3.25E-01 0.0042 up no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0019252|starch biosynthetic process;GO:0005986|sucrose biosynthetic process;GO:0006351|transcription, DNA-templated;GO:0000932|cytoplasmic mRNA processing body;GO:0005829|cytosol;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12603

Manes.08G041300.v6.10.6828673 -0.55032 0.0001 down no pfam01157 Ribosomal_L21eRibosomal protein L21e.GO:0006412|translation;GO:0009507|chloroplast;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0003735|structural constituent of ribosome;K02889

Manes.08G041400.v6.10.2477193 ####### 0.0002 down yes pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.08G041600.v6.11.2751617 0.35068 0.0342 up no pfam03553 Na_H_antiporterNa+/H+ antiporter family. This family includes integral membrane proteins, some of which are NA+/H+ antiporters.. . . .

Manes.08G041900.v6.13.2541686 1.70229 2E-14 up yes pfam15315 FRG2 Facioscapulohumeral muscular dystrophy candidate 2. This family of proteins is found in eukaryotes. The family is localized close to the D4Z4 repeats on chromosome 4 and 10 that are associated with the autosomal dominant facioscapulohumeral muscular dystrophy (FSHD). FRG2 are transcriptionally upregulated in FSHD myoblast cultures suggesting involvement in the pathogenesis of FSHD.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.08G042300.v6.10.6222556 ####### 6E-08 down no pfam00225 Kinesin Kinesin motor domain.GO:0034613|cellular protein localization;GO:0007018|microtubule-based movement;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0003777|microtubule motor activity;K11498

Manes.08G042600.v6.10.5971867 -0.74375 1E-07 down no pfam06432 GPI2 Phosphatidylinositol N-acetylglucosaminyltransferase. Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins. The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This step involves products of three or four genes in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.. . . .

Manes.08G042700.v6.11.1016037 0.13961 0.2143 up no pfam14688 DUF4461 Domain of unknown function (DUF4461). This domain family is found in eukaryotes, and is approximately 310 amino acids in length.. . . .

Manes.08G042800.v6.10.8223125 -0.28224 0.0725 down no pfam09229 Aha1_N Activator of Hsp90 ATPase, N-terminal. Members of this family, which are predominantly found in the protein 'Activator of Hsp90 ATPase' adopt a secondary structure consisting of an N-terminal alpha-helix leading into a four-stranded meandering antiparallel beta-sheet, followed by a C-terminal alpha-helix. The two helices are packed together, with the beta-sheet curving around them. They bind to the molecular chaperone HSP82 and stimulate its ATPase activity.GO:0032781|positive regulation of ATPase activity;GO:0006950|response to stress;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0070062|extracellular exosome;GO:0001671|ATPase activator activity;GO:0051087|chaperone binding;.

Manes.08G043200.v6.10.7906792 ####### 0.038 down no pfam00293 NUDIX NUDIX domain.GO:0042726|flavin-containing compound metabolic process;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0047631|ADP-ribose diphosphatase activity;GO:0047884|FAD diphosphatase activity;GO:0046872|metal ion binding;K18453

Manes.08G043500.v6.10.3441542 -1.53887 8E-16 down yes pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.. . . .

Manes.08G043600.v6.10.2435929 ####### 9E-12 down yes pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.. . . .

Manes.08G043900.v6.10.6013032 ####### 0.0004 down no pfam02183 HALZ Homeobox associated leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.08G044500.v6.10.573681 ####### 0.0007 down no pfam00843 Arena_nucleocapArenavirus nucleocapsid protein.. . . .

Manes.08G044600.v6.10.4250014 -1.23446 4E-11 down yes pfam04042 DNA_pol_E_BDNA polymerase alpha/epsilon subunit B. This family contains a number of DNA polymerase subunits.  The B subunit of the DNA polymerase alpha plays an essential role at the initial stage of DNA replication in S. cerevisiae and is phosphorylated in a cell cycle-dependent manner. DNA polymerase epsilon is essential for cell viability and chromosomal DNA replication in budding yeast. In addition, DNA polymerase epsilon may be involved in DNA repair and cell-cycle checkpoint control. The enzyme consists of at least four subunits in mammalian cells as well as in yeast. The largest subunit of DNA polymerase epsilon is responsible for polymerase epsilon is responsible for polymerase activity. In mouse, the DNA polymerase epsilon subunit B is the second largest subunit of the DNA polymerase. A part of the N-terminal was found to be responsible for the interaction with SAP18. Experimental evidence suggests that this subunit may recruit histone deacetylase to the replication fork to modify the chromatin structure.GO:0006260|DNA replication;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;.

Manes.08G044900.v6.15296.8472 1.24E+01 0 up yes pfam03760 LEA_1 Late embryogenesis abundant (LEA) group 1. Family members are conserved along the entire coding region, especially within the hydrophobic internal 20 amino acid motif, which may be repeated.GO:0009790|embryo development;. . .

Manes.08G045100.v6.11.2559236 0.32875 0.0574 up no pfam13821 DUF4187 Domain of unknown function (DUF4187). This family is found at the very C-terminus of proteins that carry a G-patch domain, pfam01585. The domain is short and cysteine-rich.. . GO:0003676|nucleic acid binding;.

Manes.08G045200.v6.11.3399139 0.42214 0.0597 up no pfam12650 DUF3784 Domain of unknown function (DUF3784). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 96 and 110 amino acids in length.. . . .

Manes.08G045300.v6.11.6845217 0.75234 9E-08 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009738|abscisic acid-activated signaling pathway;GO:0008219|cell death;GO:0006952|defense response;GO:0009693|ethylene biosynthetic process;GO:0010150|leaf senescence;GO:0048255|mRNA stabilization;GO:0005829|cytosol;GO:0005634|nucleus;GO:0017091|AU-rich element binding;GO:0000166|nucleotide binding;K12741



Manes.08G045500.v6.10.2516431 ####### 0.0044 down yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.08G045800.v6.11.7218371 7.84E-01 2E-11 up no pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.08G046300.v6.10.6577472 -0.60439 1E-04 down no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005835|fatty acid synthase complex;GO:0009579|thylakoid;GO:0005507|copper ion binding;GO:0004318|enoyl-[acyl-carrier-protein] reductase (NADH) activity;GO:0016631|enoyl-[acyl-carrier-protein] reductase activity;K00208

Manes.08G046600.v6.11.608419 6.86E-01 2E-09 up no pfam07986 TBCC Tubulin binding cofactor C. Members of this family are involved in the folding pathway of tubulins and form a beta helix structure.GO:0000902|cell morphogenesis;GO:0007010|cytoskeleton organization;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0000922|spindle pole;. K16810

Manes.08G046900.v6.1Inf Inf 0.4066 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G047100.v6.1#NAME? #NAME? 1 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0048868|pollen tube development;GO:0009860|pollen tube growth;GO:0032482|Rab protein signal transduction;GO:0080092|regulation of pollen tube growth;GO:0045177|apical part of cell;GO:0030659|cytoplasmic vesicle membrane;GO:0005768|endosome;GO:0070382|exocytic vesicle;GO:0090404|pollen tube tip;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0019900|kinase binding;K07904

Manes.08G047200.v6.18.7286404 3.13E+00 6E-117 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G047400.v6.10.5412147 ####### 1E-12 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G047500.v6.12.1562252 1.10851 1E-07 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005576|extracellular region;GO:0033917|exo-poly-alpha-galacturonosidase activity;GO:0004650|polygalacturonase activity;.

Manes.08G048500.v6.10.5487789 ####### 0.0235 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G049000.v6.12.5225548 1.33489 2E-25 up yes pfam00625 Guanylate_kinGuanylate kinase.GO:0048229|gametophyte development;GO:0006163|purine nucleotide metabolic process;GO:0048638|regulation of developmental growth;. GO:0005524|ATP binding;GO:0004385|guanylate kinase activity;.

Manes.08G049100.v6.1Inf Inf 0.8764 up no pfam11329 DUF3131 Protein of unknown function (DUF3131). This bacterial family of proteins has no known function.. . . .

Manes.08G049300.v6.16.5176442 2.70435 8E-20 up yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.08G049500.v6.12.3929904 1.25881 6E-24 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004698|calcium-dependent protein kinase C activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;K13412

Manes.08G049600.v6.163.159803 5.98093 1E-51 up yes pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0034484|raffinose catabolic process;GO:0080167|response to karrikin;GO:0006979|response to oxidative stress;GO:0009506|plasmodesma;GO:0052692|raffinose alpha-galactosidase activity;GO:0016757|transferase activity, transferring glycosyl groups;K06617

Manes.08G049700.v6.1Inf Inf 0.0304 up yes pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.08G050500.v6.10.6569188 ####### 0.0002 down no pfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0010467|gene expression;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000178|exosome (RNase complex);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0017091|AU-rich element binding;K12586

Manes.08G050900.v6.11.3594465 0.44302 0.0001 up no pfam00675 Peptidase_M16Insulinase (Peptidase family M16).GO:0043171|peptide catabolic process;GO:0016485|protein processing;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K01408

Manes.08G051300.v6.12.959071 1.57E+00 9E-10 up yes pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.08G051400.v6.10.8148775 -0.29534 0.0153 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.08G051700.v6.10.4838006 -1.04752 2E-11 down yes pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0042744|hydrogen peroxide catabolic process;GO:0043085|positive regulation of catalytic activity;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010581|regulation of starch biosynthetic process;GO:0019430|removal of superoxide radicals;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008047|enzyme activator activity;GO:0050660|flavin adenine dinucleotide binding;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791|thioredoxin-disulfide reductase activity;K00384

Manes.08G052500.v6.10.3569521 -1.4862 4E-14 down yes pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;. .

Manes.08G052900.v6.14.9417784 2.30503 2E-54 up yes pfam04577 DUF563 Protein of unknown function (DUF563). Family of uncharacterized proteins.. . . .

Manes.08G053400.v6.10.8560784 -0.22419 0.0587 down no pfam08245 Mur_ligase_MMur ligase middle domain.GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0090351|seedling development;GO:0005743|mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.08G054000.v6.12.9784356 1.57455 1E-15 up yes pfam13496 DUF4120 Domain of unknown function (DUF4120). Based on Bacteroides thetaiotaomicron gene BT_2585, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.08G054400.v6.114.82835 3.89E+00 3E-14 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0009607|response to biotic stimulus;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.08G054600.v6.1Inf Inf 0.1921 up no pfam00518 E6 Early Protein (E6).. . . .

Manes.08G055000.v6.12.5245954 1.34E+00 2E-14 up yes pfam04647 AgrB Accessory gene regulator B. The arg locus consists of two transcripts: RNAII and RNAIII. RNAII encodes four genes (agrA, B, C, and D) whose gene products assemble a quorum sensing system. AgrB and AgrD are essential for the production of the autoinducing peptide which functions as a signal for quorum sensing. AgrB is a transmembrane protein.GO:0009617|response to bacterium;GO:0009644|response to high light intensity;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;. .

Manes.08G055100.v6.15.470187 2.45E+00 3E-18 up yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.08G055200.v6.1Inf Inf 0.0006 up yes pfam03772 Competence Competence protein. Members of this family are integral membrane proteins with 6 predicted transmembrane helices. Some members of this family have been shown to be essential for bacterial competence in uptake of extracellular DNA. These proteins may transport DNA across the cell membrane. These proteins contain a highly conserved motif in the amino terminal transmembrane region that has two histidines that may form a metal binding site.. . . .

Manes.08G055500.v6.1Inf Inf 0.8764 up no pfam07598 DUF1561 Protein of unknown function (DUF1561). A family of paralogous proteins in Leptospira interrogans.. GO:0005739|mitochondrion;. .

Manes.08G055700.v6.11.5401956 0.62311 2E-06 up no pfam09349 OHCU_decarboxOHCU decarboxylase. The proteins in this family are OHCU decarboxylase - enzymes of the purine catabolism that catalyse the conversion of OHCU into S(+)-allantoin. This is the third step of the conversion of uric acid (a purine derivative) to allantoin. Step one is catalysed by urate oxidase (pfam01014) and step two is catalysed by HIUases (pfam00576).GO:0019428|allantoin biosynthetic process;GO:0009742|brassinosteroid mediated signaling pathway;GO:0051289|protein homotetramerization;GO:0006144|purine nucleobase metabolic process;GO:0001560|regulation of cell growth by extracellular stimulus;GO:0019628|urate catabolic process;GO:0005829|cytosol;GO:0031234|extrinsic component of cytoplasmic side of plasma membrane;GO:0005777|peroxisome;GO:0051997|2-oxo-4-hydroxy-4-carboxy-5-ureidoimidazoline decarboxylase activity;GO:0033971|hydroxyisourate hydrolase activity;K13484

Manes.08G055900.v6.10.2461128 -2.02261 1E-10 down yes pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009058|biosynthetic process;GO:0016021|integral component of membrane;GO:0016844|strictosidine synthase activity;.

Manes.08G056000.v6.12.4221179 1.28E+00 5E-28 up yes pfam11815 DUF3336 Domain of unknown function (DUF3336). This family of proteins are functionally uncharacterized. This family is found in bacteria and eukaryotes. This presumed domain is typically between 143 to 227 amino acids in length.GO:0006071|glycerol metabolic process;GO:0019433|triglyceride catabolic process;GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;GO:0004806|triglyceride lipase activity;K14674

Manes.08G056200.v6.10.6002773 -0.7363 0.0004 down no pfam01348 Intron_maturas2Type II intron maturase. Group II introns use intron-encoded reverse transcriptase, maturase and DNA endonuclease activities for site-specific insertion into DNA. Although this type of intron is self splicing in vitro they require a maturase protein for splicing in vivo. It has been shown that a specific region of the aI2 intron is needed for the maturase function. This region was found to be conserved in group II introns and called domain X.. . . .

Manes.08G056400.v6.10.4251175 ####### 2E-08 down yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.08G056500.v6.10.4950268 -1.01442 3E-17 down yes pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0010434|bract formation;GO:0010582|floral meristem determinacy;GO:0010227|floral organ abscission;GO:0048439|flower morphogenesis;GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0010254|nectary development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0016567|protein ubiquitination;GO:0009954|proximal/distal pattern formation;GO:0005737|cytoplasm;GO:0005634|nucleus;. K14508

Manes.08G056600.v6.15.4383959 2.44318 3E-24 up yes pfam12734 CYSTM Cysteine-rich TM module stress tolerance. The members of this family are short cysteine-rich membrane proteins that most probably dimerise together to form a transmembrane sulfhydryl-lined pore. The CYSTM module is always present at the extreme C-terminus of the protein in which it is present. Furthermore, like the yeast prototypes, the majority of the proteins also possess a proline/glutamine-rich segment upstream of the CYSTM module that is likely to form a polar, disordered head in the cytoplasm. The presence of an atypical well-conserved acidic residue at the C-terminal end of the TM helix suggests that this might interact with a positively charged moiety in the lipid head group. Consistently across the eukaryotes, the different versions of the CYSTM module appear to have roles in stress-response or stress-tolerance, and, more specifically, in resistance to deleterious substances, implying that thes might be general functions of the whole family.. . . .

Manes.08G057100.v6.17.2511134 2.8582 2E-85 up yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0045335|phagocytic vesicle;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.08G057800.v6.10.4897783 ####### 1E-11 down yes pfam00298 Ribosomal_L11Ribosomal protein L11, RNA binding domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02867

Manes.08G057900.v6.114.844831 3.89E+00 6E-07 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.08G058400.v6.12.3572801 1.23712 5E-27 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.08G058500.v6.1#NAME? #NAME? 1 down no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G058800.v6.12.0292293 1.02093 9E-09 up yes pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G059600.v6.1Inf Inf 0.0037 up yes pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0006897|endocytosis;GO:0007164|establishment of tissue polarity;GO:0046488|phosphatidylinositol metabolic process;GO:0046854|phosphatidylinositol phosphorylation;GO:0009827|plant-type cell wall modification;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0010118|stomatal movement;GO:0016324|apical plasma membrane;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0090406|pollen tube;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0005524|ATP binding;K00889

Manes.08G059900.v6.12.883515 1.52783 1E-11 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.08G060000.v6.14.8982343 2.29226 2E-73 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.08G060100.v6.15.0907288 2.34787 3E-20 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.. . . .

Manes.08G060300.v6.11.5610808 6.43E-01 2E-07 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010286|heat acclimation;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0046872|metal ion binding;.

Manes.08G060400.v6.10.590007 -0.7612 3E-07 down no pfam00368 HMG-CoA_redHydroxymethylglutaryl-coenzyme A reductase. The HMG-CoA reductases catalyse the conversion of HMG-CoA to mevalonate, which is the rate-limiting step in the synthesis of isoprenoids like cholesterol. Probably because of the critical role of this enzyme in cholesterol homeostasis, mammalian HMG-CoA reductase is heavily regulated at the transcriptional, translational, and post-translational levels.. . . .

Manes.08G060500.v6.10.8673056 ####### 0.0927 down no pfam13812 PPR_3 Pentatricopeptide repeat domain. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. GO:0009941|chloroplast envelope;GO:0005739|mitochondrion;. .

Manes.08G060600.v6.16.2740773 2.6494 2E-30 up yes pfam01055 Glyco_hydro_31Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.. . GO:0004558|alpha-1,4-glucosidase activity;GO:0030246|carbohydrate binding;GO:0032450|maltose alpha-glucosidase activity;K15922

Manes.08G060700.v6.10.5862373 -0.77044 4E-09 down no pfam07058 Myosin_HC-likeMyosin II heavy chain-like. This family represents a conserved region within a number of myosin II heavy chain-like proteins that seem to be specific to Arabidopsis thaliana.GO:0007010|cytoskeleton organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0008017|microtubule binding;.

Manes.08G061100.v6.10.8385402 ####### 0.0306 down no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.08G061300.v6.112.765311 3.67416 7E-98 up yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.08G061400.v6.14.6158677 2.2066 1E-79 up yes pfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003746|translation elongation factor activity;.

Manes.08G061500.v6.10.5935873 -0.75247 1E-06 down no pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.08G061800.v6.10.4268394 ####### 4E-17 down yes pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.. . . .

Manes.08G062200.v6.11.403942 0.48948 0.0001 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0042753|positive regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G063600.v6.10.1505549 ####### 3E-22 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;. GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.08G063800.v6.13.2641807 1.70672 0.0213 up yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G063900.v6.10.3463863 ####### 2E-12 down yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;K00121

Manes.08G064000.v6.12.6445846 1.40304 1E-26 up yes pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.08G064700.v6.11.3023993 0.38117 0.002 up no pfam05615 THOC7 Tho complex subunit 7. The Tho complex is involved in transcription elongation and mRNA export from the nucleus.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0000347|THO complex;GO:0000445|THO complex part of transcription export complex;GO:0003723|RNA binding;K13176

Manes.08G065000.v6.16.0193647 2.58961 7E-07 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G065300.v6.10.8753843 ####### 0.2337 down no pfam01251 Ribosomal_S7eRibosomal protein S7e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G065800.v6.10.4645711 ####### 2E-09 down yes pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K13348

Manes.08G066400.v6.12.8382649 1.50501 2E-28 up yes pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.08G067100.v6.10.6025584 ####### 0.0003 down no pfam09959 DUF2193 Uncharacterized protein conserved in archaea (DUF2193). This domain, found in various hypothetical archaeal proteins, has no known function.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0047334|diphosphate-fructose-6-phosphate 1-phosphotransferase activity;GO:0046872|metal ion binding;.

Manes.08G067300.v6.10.2256052 -2.14813 7E-15 down yes pfam14383 VARLMGL DUF761-associated sequence motif. This family is found frequently at the N-terminus of family DUF3741, pfam12552.. . . .

Manes.08G067600.v6.10.5450387 ####### 2E-08 down no pfam01777 Ribosomal_L27eRibosomal L27e protein family. The N-terminal region of the eukaryotic ribosomal L27 has the KOW motif. C-terminal region is represented by this family.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0003735|structural constituent of ribosome;.

Manes.08G067800.v6.10.263864 ####### 1E-42 down yes pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.. . . .

Manes.08G068000.v6.10.7746341 -0.36841 0.0559 down no pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0008022|protein C-terminus binding;GO:0003723|RNA binding;K18999

Manes.08G068100.v6.10.55649 -0.84557 0.0005 down no pfam10317 7TM_GPCR_SrdSerpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.08G068200.v6.10.4214328 -1.24663 3E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.08G068500.v6.1#NAME? #NAME? 1 down no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.08G068600.v6.12.3876592 1.2556 2E-20 up yes pfam00108 Thiolase_N Thiolase, N-terminal domain. Thiolase is reported to be structurally related to beta-ketoacyl synthase (pfam00109), and also chalcone synthase.GO:0008299|isoprenoid biosynthetic process;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0016125|sterol metabolic process;GO:0005829|cytosol;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0003985|acetyl-CoA C-acetyltransferase activity;GO:0046872|metal ion binding;K00626

Manes.08G068900.v6.1Inf Inf 0.3951 up no pfam13858 DUF4199 Protein of unknown function (DUF4199). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 167 and 182 amino acids in length.. . . .

Manes.08G069000.v6.10.4997336 ####### 9E-11 down yes pfam15253 STIL_N SCL-interrupting locus protein N-terminus.. . . .

Manes.08G069100.v6.11.9130115 0.93585 3E-16 up no pfam00202 Aminotran_3 Aminotransferase class-III.. GO:0009507|chloroplast;GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K16871

Manes.08G069900.v6.11.0832121 1.15E-01 0.3863 up no pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;. GO:0005524|ATP binding;.

Manes.08G070200.v6.13.8778479 1.96E+00 0.1756 up no pfam07058 Myosin_HC-likeMyosin II heavy chain-like. This family represents a conserved region within a number of myosin II heavy chain-like proteins that seem to be specific to Arabidopsis thaliana.GO:0071555|cell wall organization;GO:0007010|cytoskeleton organization;GO:0009832|plant-type cell wall biogenesis;GO:0010051|xylem and phloem pattern formation;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0008017|microtubule binding;.

Manes.08G070600.v6.1140.45194 7.13393 9E-21 up yes pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.08G070700.v6.13.0429458 1.61E+00 3E-11 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G070800.v6.11.7356194 0.79545 3E-11 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.08G072000.v6.1Inf Inf 4E-06 up yes pfam02987 LEA_4 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown.. . . .

Manes.08G072300.v6.10.7834323 -0.35212 0.0877 down no pfam01039 Carboxyl_transCarboxyl transferase domain. All of the members in this family are biotin dependent carboxylases. The carboxyl transferase domain carries out the following reaction; transcarboxylation from biotin to an acceptor molecule. There are two recognized types of carboxyl transferase. One of them uses acyl-CoA and the other uses 2-oxoacid as the acceptor molecule of carbon dioxide. All of the members in this family utilize acyl-CoA as the acceptor molecule.. . . .

Manes.08G072700.v6.1Inf Inf 0.4066 up no pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .



Manes.08G072800.v6.11.8770752 0.90849 0.0504 up no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.. GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.08G073400.v6.10.8899064 -0.16827 0.3006 down no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.08G073600.v6.13.9671966 1.98812 0.0128 up yes pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.08G074500.v6.11.4918488 5.77E-01 0.001 up no pfam00168 C2 C2 domain. . GO:0016021|integral component of membrane;. .

Manes.08G074600.v6.10.9851164 -0.02163 0.9208 down no pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.08G074700.v6.11.3553323 4.39E-01 0.0006 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0042732|D-xylose metabolic process;GO:0033320|UDP-D-xylose biosynthetic process;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0048040|UDP-glucuronate decarboxylase activity;.

Manes.08G075200.v6.10.3162764 ####### 1E-25 down yes pfam13432 TPR_16 Tetratricopeptide repeat.. . . .

Manes.08G075500.v6.10.8293503 ####### 0.0424 down no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0030148|sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0047560|3-dehydrosphinganine reductase activity;K04708

Manes.08G075700.v6.10.4423685 -1.17668 3E-09 down yes pfam13863 DUF4200 Domain of unknown function (DUF4200). This family is found in eukaryotes. It is a coiled-coil domain of unknwon function.. . . .

Manes.08G076000.v6.1Inf Inf 0.8764 up no pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.08G076400.v6.1Inf Inf 0.8764 up no pfam09678 Caa3_CtaG Cytochrome c oxidase caa3 assembly factor (Caa3_CtaG). Members of this family are the CtaG protein required for assembly of active cytochrome c oxidase of the caa3 type, as found in Bacillus subtilis.. . . .

Manes.08G076500.v6.10.471096 -1.08591 7E-10 down yes pfam00348 polyprenyl_syntPolyprenyl synthetase.GO:0006695|cholesterol biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0005737|cytoplasm;GO:0004161|dimethylallyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;.

Manes.08G076700.v6.12.916908 1.54E+00 9E-42 up yes pfam02500 DNA_pack_NProbable DNA packing protein, N-terminus. This family includes proteins that are probably involved in DNA packing in herpesvirus. This domain is normally found at the N-terminus of the protein.. . . .

Manes.08G077100.v6.1Inf Inf 0.8764 up no pfam00613 PI3Ka Phosphoinositide 3-kinase family, accessory domain (PIK domain). PIK domain is conserved in all PI3 and PI4-kinases. Its role is unclear but it has been suggested to be involved in substrate presentation.. . . .

Manes.08G077200.v6.10.3664264 -1.4484 6E-24 down yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.08G077300.v6.10.7832884 ####### 0.0036 down no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helices. . . .

Manes.08G077900.v6.11.433282 0.51932 9E-06 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G078200.v6.10.5537356 -0.85273 1E-05 down no pfam04084 ORC2 Origin recognition complex subunit 2. All DNA replication initiation is driven by a single conserved eukaryotic initiator complex termed he origin recognition complex (ORC). The ORC is a six protein complex. The function of ORC is reviewed in.GO:0006260|DNA replication;GO:0005634|nucleus;GO:0000808|origin recognition complex;GO:0003688|DNA replication origin binding;K02604

Manes.08G078700.v6.10.4043697 -1.30625 2E-19 down yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.08G078800.v6.13.2543723 1.70E+00 0.0015 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.08G079000.v6.13.4894759 1.80301 6E-34 up yes pfam01439 Metallothio_2Metallothionein. Members of this family are metallothioneins. These proteins are cysteine rich proteins that bind to heavy metals. Members of this family appear to be closest to Class II metallothioneins, seed pfam00131.. . GO:0046872|metal ion binding;.

Manes.08G079100.v6.110.550198 3.40E+00 4E-59 up yes pfam01439 Metallothio_2Metallothionein. Members of this family are metallothioneins. These proteins are cysteine rich proteins that bind to heavy metals. Members of this family appear to be closest to Class II metallothioneins, seed pfam00131.. . GO:0046872|metal ion binding;.

Manes.08G080100.v6.10.7852196 ####### 0.0315 down no pfam04099 Sybindin Sybindin-like family. Sybindin is a physiological syndecan-2 ligand on dendritic spines, the small protrusions on the surface of dendrites that receive the vast majority of excitatory synapses.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0043547|positive regulation of GTPase activity;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030008|TRAPP complex;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.08G080200.v6.11.9332638 0.95104 6E-11 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.08G080300.v6.10.1236524 ####### 3E-30 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.08G080400.v6.11.7694881 8.23E-01 8E-07 up no pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.08G080600.v6.12.9602561 1.56572 0.0089 up yes pfam11153 DUF2931 Protein of unknown function (DUF2931). Some members in this family of proteins are annotated as lipoproteins however this cannot be confirmed. Currently, there is no known function.. . . .

Manes.08G080700.v6.10.6997088 ####### 2E-05 down no pfam00773 RNB RNB domain. This domain is the catalytic domain of ribonuclease II.GO:0009658|chloroplast organization;GO:0006401|RNA catabolic process;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006364|rRNA processing;GO:0009507|chloroplast;GO:0000178|exosome (RNase complex);GO:0005739|mitochondrion;GO:0000175|3'-5'-exoribonuclease activity;GO:0008859|exoribonuclease II activity;GO:0003723|RNA binding;.

Manes.08G081200.v6.10.3197123 -1.64515 3E-21 down yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0006865|amino acid transport;GO:0015803|branched-chain amino acid transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0006868|glutamine transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0015804|neutral amino acid transport;GO:0015828|tyrosine transport;GO:0007034|vacuolar transport;GO:0000324|fungal-type vacuole;GO:0000329|fungal-type vacuole membrane;GO:0016021|integral component of membrane;GO:0015186|L-glutamine transmembrane transporter activity;GO:0015188|L-isoleucine transmembrane transporter activity;GO:0005302|L-tyrosine transmembrane transporter activity;K15015

Manes.08G081300.v6.10.3588926 ####### 3E-26 down yes pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.08G081800.v6.11.9151498 0.93746 9E-06 up no pfam11279 DUF3080 Protein of unknown function (DUF3080). Some members in this family of proteins are annotated as lipoproteins however this cannot be confirmed. Currently this family has no known function.. . . .

Manes.08G082200.v6.15.1978916 2.37793 8E-40 up yes pfam04196 Bunya_RdRp Bunyavirus RNA dependent RNA polymerase. The bunyaviruses are enveloped viruses with a genome consisting of 3 ssRNA segments (called L, M and S). The nucleocapsid protein is encode on the small (S) genomic RNA. The L segment codes for an RNA polymerase. This family contains the RNA dependent RNA polymerase on the L segment.. . . .

Manes.08G082400.v6.11.4645662 0.55047 1E-06 up no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.08G082800.v6.132.278166 5.01249 0.0054 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.08G083200.v6.10.7647118 ####### 0.0416 down no pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.08G083500.v6.10.3650699 -1.45376 8E-27 down yes pfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0019253|reductive pentose-phosphate cycle;GO:0009570|chloroplast stroma;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;.

Manes.08G083700.v6.10.4845677 -1.04523 6E-17 down yes pfam02357 NusG Transcription termination factor nusG.. . . .

Manes.08G084100.v6.10.4713985 -1.08498 0.0038 down yes pfam08153 NGP1NT NGP1NT (NUC091) domain. This N terminal domain is found in a subfamily of hypothetical nucleolar GTP-binding proteins similar to human NGP1.GO:0009658|chloroplast organization;GO:0042793|transcription from plastid promoter;GO:0009507|chloroplast;GO:0042644|chloroplast nucleoid;GO:0005737|cytoplasm;GO:0009295|nucleoid;GO:0005634|nucleus;GO:0016301|kinase activity;GO:0016773|phosphotransferase activity, alcohol group as acceptor;.

Manes.08G084400.v6.125.393021 4.66636 7E-118 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.08G085200.v6.1Inf Inf 0.8764 up no pfam10870 DUF2729 Protein of unknown function (DUF2729). This viral family of proteins has no known function.. . . .

Manes.08G086300.v6.110.347106 3.37E+00 0.0278 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. . . .

Manes.08G086500.v6.12.0686118 1.04866 3E-12 up yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0055114|oxidation-reduction process;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0004033|aldo-keto reductase (NADP) activity;GO:0070401|NADP+ binding;GO:0016229|steroid dehydrogenase activity;.

Manes.08G086600.v6.10.4684066 ####### 2E-10 down yes pfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.08G087000.v6.10.30366 -1.71947 3E-30 down yes pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.08G087600.v6.10.2379682 ####### 3E-33 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G087900.v6.10.6156527 -0.69981 0.0006 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.08G088900.v6.10.3846812 -1.37826 3E-24 down yes pfam13460 NAD_binding_10NADH(P)-binding.GO:0042742|defense response to bacterium;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009579|thylakoid;GO:0005507|copper ion binding;.

Manes.08G089000.v6.10.8763717 ####### 0.2161 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G089200.v6.10.5142761 ####### 6E-16 down no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0040007|growth;GO:0009405|pathogenesis;GO:0046488|phosphatidylinositol metabolic process;GO:0008654|phospholipid biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;K12583

Manes.08G089300.v6.10.5099718 ####### 0.0024 down no pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.08G089400.v6.10.4686697 -1.09336 2E-11 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.08G089900.v6.10.2417655 -2.04832 8E-10 down yes pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0010143|cutin biosynthetic process;GO:0016311|dephosphorylation;GO:0009908|flower development;GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0090447|glycerol-3-phosphate 2-O-acyltransferase activity;GO:0016791|phosphatase activity;K13508

Manes.08G090300.v6.14.8577164 2.28028 1E-16 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G090800.v6.14.8236386 2.27E+00 4E-07 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G091100.v6.10.9779473 -0.03217 0.7915 down no pfam00686 CBM_20 Starch binding domain.GO:0005975|carbohydrate metabolic process;. GO:0004556|alpha-amylase activity;GO:0046872|metal ion binding;GO:2001070|starch binding;.

Manes.08G091700.v6.10.4136962 ####### 1E-08 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009637|response to blue light;GO:0009735|response to cytokinin;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0009579|thylakoid;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08915

Manes.08G092000.v6.16.0780246 2.60E+00 4E-32 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.08G092300.v6.10.3013706 ####### 2E-35 down yes pfam00581 Rhodanese Rhodanese-like domain. Rhodanese has an internal duplication. This Pfam represents a single copy of this duplicated domain. The domain is found as a single copy in other proteins, including phosphatases and ubiquitin C-terminal hydrolases.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;. .

Manes.08G092400.v6.11.0229683 3.28E-02 0.7912 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G092500.v6.1NA NA NA -- no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G092900.v6.12.1585756 1.11008 0.034 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G093100.v6.11.5584739 0.64013 1E-07 up no pfam00957 SynaptobrevinSynaptobrevin.GO:0007049|cell cycle;GO:0006887|exocytosis;GO:0005886|plasma membrane;GO:0005578|proteinaceous extracellular matrix;. K06094

Manes.08G093200.v6.14.5187495 2.17592 4E-76 up yes pfam02771 Acyl-CoA_dh_NAcyl-CoA dehydrogenase, N-terminal domain. The N-terminal domain of Acyl-CoA dehydrogenase is an all-alpha domain.GO:0009793|embryo development ending in seed dormancy;GO:0006635|fatty acid beta-oxidation;GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0055088|lipid homeostasis;GO:0046459|short-chain fatty acid metabolic process;GO:0009514|glyoxysome;GO:0005777|peroxisome;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K00232

Manes.08G093300.v6.12.3457541 1.23E+00 0.0001 up yes pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0009814|defense response, incompatible interaction;GO:0009863|salicylic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14431

Manes.08G093500.v6.11.9761071 0.98266 8E-15 up no pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0052866|phosphatidylinositol phosphate phosphatase activity;.

Manes.08G093600.v6.10.7557901 ####### 0.0062 down no pfam00462 Glutaredoxin Glutaredoxin. GO:0006812|cation transport;GO:0045454|cell redox homeostasis;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G094300.v6.12.0795954 1.06E+00 1E-14 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0034605|cellular response to heat;GO:0055114|oxidation-reduction process;GO:0009860|pollen tube growth;GO:0009408|response to heat;GO:0005788|endoplasmic reticulum lumen;GO:0009506|plasmodesma;GO:0016491|oxidoreductase activity;.

Manes.08G094600.v6.10.2774597 ####### 1E-06 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.08G094800.v6.10.2209234 -2.17838 0.001 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G095100.v6.10.5560252 -0.84678 0.0004 down no pfam04936 DUF658 Protein of unknown function (DUF658). Protein of unknown function found in Lactococcus lactis bacteriophages.. . . .

Manes.08G095500.v6.17.9582169 2.99245 2E-16 up yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009877|nodulation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005783|endoplasmic reticulum;GO:0031965|nuclear membrane;. .

Manes.08G095800.v6.12.3306647 1.22074 3E-08 up yes pfam00210 Ferritin Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.GO:0006879|cellular iron ion homeostasis;GO:0006826|iron ion transport;GO:0009507|chloroplast;GO:0008199|ferric iron binding;GO:0004322|ferroxidase activity;K00522

Manes.08G096200.v6.1Inf Inf 0.2217 up no pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.08G096600.v6.10.5424464 ####### 8E-12 down no pfam00223 PsaA_PsaB Photosystem I psaA/psaB protein.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.08G096700.v6.1NA NA NA -- no pfam00434 VP7 Glycoprotein VP7.. . . .

Manes.08G096800.v6.1Inf Inf 0.8764 up no pfam04212 MIT MIT (microtubule interacting and transport) domain. The MIT domain forms an asymmetric three-helix bundle and binds ESCRT-III (endosomal sorting complexes required for transport) substrates.. . . .

Manes.08G097100.v6.120.07257 4.32715 2E-16 up yes pfam01187 MIF Macrophage migration inhibitory factor (MIF).. GO:0005615|extracellular space;GO:0004167|dopachrome isomerase activity;GO:0050178|phenylpyruvate tautomerase activity;.

Manes.08G097300.v6.1Inf Inf 0.0001 up yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. . GO:0004032|alditol:NADP+ 1-oxidoreductase activity;.

Manes.08G097600.v6.12.23838 1.16245 4E-20 up yes pfam05038 Cytochrom_B558aCytochrome Cytochrome b558 alpha-subunit. Cytochrome b-245 light chain (p22-phox) is one of the key electron transfer elements of the NADPH oxidase in phagocytes.. . . .

Manes.08G097800.v6.12.2584807 1.17535 2E-20 up yes pfam07082 DUF1350 Protein of unknown function (DUF1350). This family consists of several hypothetical proteins from both cyanobacteria and plants. Members of this family are typically around 250 residues in length. The function of this family is unknown but the species distribution indicates that the family may be involved in photosynthesis.. . . .

Manes.08G097900.v6.11.8486295 0.88646 3E-14 up no pfam10649 DUF2478 Protein of unknown function (DUF2478). This is a family of hypothetical bacterial proteins found in the vicinity of Molybdenum ABC transporter ATP-binding gene-products MobA MobB and MobC. However the function could not be confirmed. This family appears to belong to the P-loop superfamily by alignment to pfam03266. However, the characteristic P-loop sequence motif appears to have diverged beyond recognition in this family.. . . .

Manes.08G098000.v6.1NA NA NA -- no pfam10896 DUF2714 Protein of unknown function (DUF2714). This family of proteins with unknown function appears to be restricted to Mycoplasmataceae.. . . .

Manes.08G098100.v6.11.6205326 6.96E-01 6E-09 up no pfam08609 Fes1 Nucleotide exchange factor Fes1. Fes1 is a cytosolic homologue of Sls1, an ER protein which has nucleotide exchange factor activity. Fes1 in yeast has been shown to bind to the molecular chaperone Hsp70 and has adenyl-nucleotide exchange factor activity.GO:0071629|cytoplasm-associated proteasomal ubiquitin-dependent protein catabolic process;GO:0002181|cytoplasmic translation;GO:0006417|regulation of translation;GO:0022626|cytosolic ribosome;GO:0005634|nucleus;GO:0000774|adenyl-nucleotide exchange factor activity;.

Manes.08G098700.v6.10.3641263 -1.45749 1E-29 down yes pfam13326 PSII_Pbs27 Photosystem II Pbs27. This family of proteins contains Pbs27, a highly conserved component of photosystem II. Pbs27 is comprised of four helices arranged in a right handed up-down-up-down fold, with a less ordered region located at the N-terminus.GO:0010207|photosystem II assembly;GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;. K08902

Manes.08G099200.v6.10.20189 ####### 5E-15 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.08G099300.v6.10.0988754 -3.33824 1E-32 down yes pfam00493 MCM MCM2/3/5 family.GO:0006084|acetyl-CoA metabolic process;GO:0008283|cell proliferation;GO:0000911|cytokinesis by cell plate formation;GO:0006306|DNA methylation;GO:0006270|DNA replication initiation;GO:0006268|DNA unwinding involved in DNA replication;GO:0009790|embryo development;GO:0051567|histone H3-K9 methylation;GO:0009165|nucleotide biosynthetic process;GO:0051726|regulation of cell cycle;GO:0042127|regulation of cell proliferation;GO:0006275|regulation of DNA replication;GO:0009909|regulation of flower development;GO:0010082|regulation of root meristem growth;GO:0005829|cytosol;GO:0042555|MCM complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;GO:0046872|metal ion binding;.

Manes.08G099600.v6.10.5576736 ####### 0.0008 down no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G100400.v6.10.7344364 ####### 0.0019 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0070988|demethylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0008398|sterol 14-demethylase activity;K05917



Manes.08G100800.v6.11.8443062 8.83E-01 0.0005 up no pfam00650 CRAL_TRIOCRAL/TRIO domain.. . . .

Manes.08G101000.v6.10.5431863 ####### 7E-11 down no pfam00587 tRNA-synt_2btRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0015966|diadenosine tetraphosphate biosynthetic process;GO:0006426|glycyl-tRNA aminoacylation;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0004820|glycine-tRNA ligase activity;GO:0046983|protein dimerization activity;K01880

Manes.08G101300.v6.17.6511399 2.93567 2E-126 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071497|cellular response to freezing;GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G101700.v6.11.8891943 9.18E-01 8E-08 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.. . . .

Manes.08G101800.v6.10.810526 ####### 0.0246 down no pfam03323 GerA Bacillus/Clostridium GerA spore germination protein.. . . .

Manes.08G101900.v6.10.8902079 ####### 0.1357 down no pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0006897|endocytosis;GO:0009965|leaf morphogenesis;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0009733|response to auxin;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0030140|trans-Golgi network transport vesicle;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;GO:0035091|phosphatidylinositol binding;K12489

Manes.08G102000.v6.10.5462668 -0.87232 3E-07 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009909|regulation of flower development;GO:0010075|regulation of meristem growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0019900|kinase binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G102400.v6.10.3685188 -1.44019 5E-14 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.08G102900.v6.1246.2027 7.94E+00 3E-33 up yes pfam13095 FTA2 Kinetochore Sim4 complex subunit FTA2. Fission yeast has three kinetochore protein complexes. Two complexes, Sim4 and Ndc80-MIND-Spc7 (NMS), are constitutive components, whereas the third complex, DASH, is transiently associated with kinetochores only in mitosis and is required for precise chromosome segregation. The Sim4 complex functions as a loading dock for the DASH complex. Sim4 consists of a number of different proteins including Ftas 1-7 and Dad1. The equivalent higher eukaryotic protein is CENP-P. The centromere, which is the basic element of chromosome inheritance, is epigenetically determined in mammals. CENP-A, the centromere-specific histone H3 variant, assembles an array of nucleosomes and it is this that seems to be the prime candidate for specifying centromere identity. CENP-A nucleosomes directly recruit a proximal CENP-A nucleosome associated complex (NAC) comprised of CENP-M, CENP-N and CENP-T, CENP-U(50), CENP-C and CENP-H. Assembly of the CENP-A NAC at centromeres is dependent on CENP-M, C. . . .

Manes.08G103000.v6.162.577615 5.97E+00 2E-36 up yes pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.GO:0009793|embryo development ending in seed dormancy;GO:0098755|maintenance of seed dormancy by absisic acid;GO:0010029|regulation of seed germination;GO:0009845|seed germination;. . .

Manes.08G103100.v6.10.3359671 ####### 6E-16 down yes pfam00397 WW WW domain. The WW domain is a protein module with two highly conserved tryptophans that binds proline-rich peptide motifs in vitro.. . . .

Manes.08G103300.v6.15.9655657 2.57666 1E-05 up yes pfam09402 MSC Man1-Src1p-C-terminal domain. MAN1 is an integral protein of the inner nuclear membrane which binds to chromatin associated proteins and plays a role in nuclear organisation. The C terminal nucleoplasmic region forms a DNA binding winged helix and binds to Smad. This C-terminal tail is also found in S. cerevisiae and is thought to consist of three conserved helices followed by two downstream strands.. . . .

Manes.08G103600.v6.10.5359 -0.89996 5E-07 down no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.08G103900.v6.137.124482 5.2143 5E-07 up yes pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.08G104400.v6.10.3686027 ####### 8E-06 down yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0080162|intracellular auxin transport;GO:0009555|pollen development;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010329|auxin efflux transmembrane transporter activity;GO:0080161|auxin transmembrane transporter activity;K13947

Manes.08G104700.v6.11.6215785 6.97E-01 2E-07 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006869|lipid transport;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;.

Manes.08G104900.v6.11.364725 4.49E-01 0.0002 up no pfam03465 eRF1_3 eRF1 domain 3. The release factor eRF1 terminates protein biosynthesis by recognizing stop codons at the A site of the ribosome and stimulating peptidyl-tRNA bond hydrolysis at the peptidyl transferase centre. The crystal structure of human eRF1 is known. The overall shape and dimensions of eRF1 resemble a tRNA molecule with domains 1, 2, and 3 of eRF1 corresponding to the anticodon loop, aminoacyl acceptor stem, and T stem of a tRNA molecule, respectively. The position of the essential GGQ motif at an exposed tip of domain 2 suggests that the Gln residue coordinates a water molecule to mediate the hydrolytic activity at the peptidyl transferase centre. A conserved groove on domain 1, 80 A from the GGQ motif, is proposed to form the codon recognition site. This family also includes other proteins for which the precise molecular function is unknown. Many of them are from Archaebacteria. These proteins may also be involved in translation termination but this awaits experimental verification.GO:0070966|nuclear-transcribed mRNA catabolic process, no-go decay;GO:0070481|nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0071025|RNA surveillance;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;K06965

Manes.08G105000.v6.117.058168 4.09E+00 1E-119 up yes pfam06011 TRP Transient receptor potential (TRP) ion channel. This family of proteins are transient receptor potential (TRP) ion channels.   They are essential for cellular viability and are involved in cell growth and cell wall synthesis. The genes for these proteins are homologous to polycystic kidney disease related ion channel genes.. . . .

Manes.08G105300.v6.10.6879626 ####### 9E-05 down no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;.

Manes.08G105700.v6.1Inf Inf 0.8764 up no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.08G105800.v6.11.467831 0.55369 3E-06 up no pfam03619 Solute_trans_aOrganic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. GO:0016021|integral component of membrane;. .

Manes.08G106600.v6.10.1141796 -3.13062 2E-26 down yes pfam00867 XPG_I XPG I-region. GO:0006284|base-excision repair;GO:0043137|DNA replication, removal of RNA primer;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0008409|5'-3' exonuclease activity;GO:0017108|5'-flap endonuclease activity;GO:0003677|DNA binding;GO:0000287|magnesium ion binding;K04799

Manes.08G106800.v6.10.1568789 ####### 9E-34 down yes pfam03283 PAE Pectinacetylesterase.GO:0030178|negative regulation of Wnt signaling pathway;GO:1990697|protein depalmitoleylation;GO:0016055|Wnt signaling pathway;GO:0005576|extracellular region;GO:1990699|palmitoleyl hydrolase activity;.

Manes.08G107000.v6.10.7311173 ####### 8E-05 down no pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.. . . .

Manes.08G107200.v6.10.5734775 -0.80219 4E-05 down no pfam12861 zf-Apc11 Anaphase-promoting complex subunit 11 RING-H2 finger. Apc11 is one of the subunits of the anaphase-promoting complex or cyclosome. The APC subunits are cullin family proteins with ubiquitin ligase activity. Polyubiquitination marks proteins for degradation by the 26S proteasome and is carried out by a cascade of enzymes that includes ubiquitin-activating enzymes (E1s), ubiquitin-conjugating enzymes (E2s), and ubiquitin ligases (E3s). Apc11 acts as an E3 enzyme and is responsible for recruiting E2s to the APC and for mediating the subsequent transfer of ubiquitin to APC substrates in vivo. In Saccharomyces cerevisiae this RING-H2 finger protein defines the minimal ubiquitin ligase activity of the APC, and the integrity of the RING-H2 finger is essential for budding yeast cell viability.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008270|zinc ion binding;K03358

Manes.08G107500.v6.11.5500191 6.32E-01 3E-06 up no pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.. . GO:0046872|metal ion binding;GO:0044822|poly(A) RNA binding;.

Manes.08G107600.v6.10.5723641 -0.805 1E-06 down no pfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.. . GO:0016829|lyase activity;.

Manes.08G107800.v6.11.4074642 0.4931 3E-05 up no pfam01936 NYN NYN domain. These domains are found in the eukaryotic proteins typified by the Nedd4-binding protein 1 and the bacterial YacP-like proteins (Nedd4-BP1, YacP nucleases; NYN domains). The NYN domain shares a common protein fold with two other previously characterized groups of nucleases, namely the PIN (PilT N-terminal) and FLAP/5' --> 3' exonuclease superfamilies. These proteins share a common set of 4 acidic conserved residues that are predicted to constitute their active site. Based on the conservation of the acidic residues and structural elements Aravind and colleagues suggest that PIN and NYN domains are likely to bind only a single metal ion, unlike the FLAP/5' --> 3' exonuclease superfamily, which binds two metal ions. Based on conserved gene neighborhoods Aravind and colleagues infer that the bacterial members are likely to be components of the processome/degradsome that process tRNAs or ribosomal RNAs.GO:0051321|meiotic cell cycle;GO:0048477|oogenesis;GO:0010468|regulation of gene expression;GO:0005777|peroxisome;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.08G107900.v6.11.6584594 7.30E-01 3E-10 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.08G108100.v6.10.6833744 ####### 3E-06 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G108300.v6.11.8778311 0.90907 8E-11 up no pfam08644 SPT16 FACT complex subunit (SPT16/CDC68). Proteins in this family are subunits the FACT complex. The FACT complex plays a role in transcription initiation and promotes binding of TATA-binding protein (TBP) to a TATA box in chromatin.GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005694|chromosome;GO:0005634|nucleus;. .

Manes.08G108500.v6.11.4317137 0.51774 1E-05 up no pfam00069 Pkinase Protein kinase domain.GO:0042538|hyperosmotic salinity response;GO:0009933|meristem structural organization;GO:1901002|positive regulation of response to salt stress;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.08G108800.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.08G109200.v6.15.5595161 2.47E+00 1E-37 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.08G109300.v6.12092.1239 1.10E+01 0 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.08G109400.v6.166.940232 6.0648 2E-172 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.08G109500.v6.12.7569745 1.46309 1E-12 up yes pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.GO:0007030|Golgi organization;GO:0009306|protein secretion;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;. .

Manes.08G109900.v6.17.5312484 2.91289 8E-109 up yes pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.08G110000.v6.10.6136542 ####### 6E-06 down no pfam03959 FSH1 Serine hydrolase (FSH1). This is a family of serine hydrolases.. . . .

Manes.08G110200.v6.10.675596 -0.56577 5E-05 down no pfam12706 Lactamase_B_2Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.GO:0072684|mitochondrial tRNA 3'-trailer cleavage, endonucleolytic;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;K00784

Manes.08G110300.v6.10.5370533 -0.89686 0.0015 down no pfam09597 IGR IGR protein motif. This domain is found in fungal proteins and contains a conserved IGR motif. Its function is unknown.. . . .

Manes.08G110700.v6.15.298134 2.41E+00 3E-80 up yes pfam06963 FPN1 Ferroportin1 (FPN1). This family represents a conserved region approximately 100 residues long within eukaryotic Ferroportin1 (FPN1), a protein that may play a role in iron export from the cell. This family may represent a number of transmembrane regions in Ferroportin1.GO:0006879|cellular iron ion homeostasis;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005381|iron ion transmembrane transporter activity;GO:0005215|transporter activity;.

Manes.08G110800.v6.11.912067 9.35E-01 5E-16 up no pfam04795 PAPA-1 PAPA-1-like conserved region. Family of proteins with a conserved region found in PAPA-1, a PAP-1 binding protein.. . . .

Manes.08G110900.v6.11.9099118 9.34E-01 4E-10 up no pfam04795 PAPA-1 PAPA-1-like conserved region. Family of proteins with a conserved region found in PAPA-1, a PAP-1 binding protein.. . . .

Manes.08G111500.v6.10.2757621 ####### 2E-23 down yes pfam05362 Lon_C Lon protease (S16) C-terminal proteolytic domain. The Lon serine proteases must hydrolyse ATP to degrade protein substrates. In Escherichia coli, these proteases are involved in turnover of intracellular proteins, including abnormal proteins following heat-shock. The active site for protease activity resides in a C-terminal domain. The Lon proteases are classified as family S16 in Merops.GO:0034599|cellular response to oxidative stress;GO:0051131|chaperone-mediated protein complex assembly;GO:0006515|misfolded or incompletely synthesized protein catabolic process;GO:0070407|oxidation-dependent protein catabolic process;GO:0090296|regulation of mitochondrial DNA replication;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0043565|sequence-specific DNA binding;GO:0004252|serine-type endopeptidase activity;K08675

Manes.08G111600.v6.10.4631184 ####### 0.0036 down yes pfam10595 UPF0564 Uncharacterized protein family UPF0564. This family of proteins has no known function. However, one of the members is annotated as an EF-hand family protein.. . . .

Manes.08G112000.v6.10.4799094 -1.05917 7E-13 down yes pfam00262 Calreticulin Calreticulin family.GO:0006457|protein folding;GO:0005788|endoplasmic reticulum lumen;GO:0005509|calcium ion binding;GO:0030246|carbohydrate binding;K08057

Manes.08G112500.v6.10.9740978 -0.03786 0.7629 down no pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.08G112800.v6.13.021008 1.59503 2E-08 up yes pfam07887 Calmodulin_bindCalmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.08G113000.v6.12.7131783 1.44E+00 2E-16 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0030018|Z disc;. .

Manes.08G113100.v6.11.5894358 0.66851 3E-09 up no pfam01749 IBB Importin beta binding domain. This family consists of the importin alpha (karyopherin alpha), importin beta (karyopherin beta) binding domain. The domain mediates formation of the importin alpha beta complex; required for classical NLS import of proteins into the nucleus, through the nuclear pore complex and across the nuclear envelope. Also in the alignment is the NLS of importin alpha which overlaps with the IBB domain.GO:0006606|protein import into nucleus;GO:0005618|cell wall;GO:0005829|cytosol;GO:0005635|nuclear envelope;GO:0005730|nucleolus;GO:0008565|protein transporter activity;.

Manes.08G113500.v6.12.2160873 1.15E+00 2E-23 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0051299|centrosome separation;GO:0016568|chromatin modification;GO:0007140|male meiosis;GO:0007060|male meiosis chromosome segregation;GO:0010032|meiotic chromosome condensation;GO:0007095|mitotic G2 DNA damage checkpoint;GO:0071763|nuclear membrane organization;GO:0006997|nucleus organization;GO:0000209|protein polyubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005652|nuclear lamina;GO:0005634|nucleus;GO:0005700|polytene chromosome;GO:0005521|lamin binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;K10631

Manes.08G114000.v6.10.2932524 -1.76978 1E-23 down yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.08G114100.v6.13.2797994 1.71E+00 0.5298 up no pfam13947 GUB_WAK_bindWall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G114300.v6.1NA NA NA -- no pfam13947 GUB_WAK_bindWall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G114400.v6.10.8193423 ####### 0.0138 down no pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0006413|translational initiation;GO:0005829|cytosol;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0005886|plasma membrane;GO:0003743|translation initiation factor activity;K03254

Manes.08G114500.v6.10.8841358 ####### 0.1282 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.08G114800.v6.10.2755403 ####### 5E-24 down yes pfam13414 TPR_11 TPR repeat. . . . .

Manes.08G114900.v6.10.6679037 ####### 0.3113 down no pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.08G115000.v6.10.9030995 -0.14704 1 down no pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.. . GO:0030246|carbohydrate binding;.

Manes.08G115100.v6.14.1149712 2.04088 1E-43 up yes pfam07173 DUF1399 Protein of unknown function (DUF1399). This family represents a conserved region approximately 150 residues long within a number of hypothetical plant proteins of unknown function.. . . .

Manes.08G115500.v6.1NA NA NA -- no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.08G116000.v6.1Inf Inf 0.0634 up no pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.08G116300.v6.12.8241568 1.49782 0.0002 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.08G116600.v6.10.5133984 -0.96185 1E-11 down no pfam05564 Auxin_repressedDormancy/auxin associated protein. This family contains several plant dormancy-associated and auxin-repressed proteins the function of which are poorly understood.. . . .

Manes.08G116900.v6.11.9173868 0.93914 4E-14 up no pfam04588 HIG_1_N Hypoxia induced protein conserved region. This family is found in proteins thought to be involved in the response to hypoxia. Family members mostly come from diverse eukaryotic organisms however eubacterial members have been identified. This region is found at the N-terminus of the member proteins which are predicted to be transmembrane.. . . .

Manes.08G117500.v6.12.2426872 1.16523 2E-08 up yes pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0035965|cardiolipin acyl-chain remodeling;GO:0007507|heart development;GO:0007007|inner mitochondrial membrane organization;GO:0016021|integral component of membrane;GO:0031224|intrinsic component of membrane;GO:0031966|mitochondrial membrane;GO:0008374|O-acyltransferase activity;K13511

Manes.08G117600.v6.11.524888 0.6087 2E-07 up no pfam11768 DUF3312 Protein of unknown function (DUF3312). This is a eukaryotic family of uncharacterized proteins. This family shows similarity to WD40 repeat proteins.. . . .

Manes.08G117800.v6.12.3965706 1.26E+00 9E-24 up yes pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.GO:0019915|lipid storage;GO:0005811|lipid particle;GO:0005773|vacuole;. .

Manes.08G118300.v6.10.8698423 -0.20117 0.1222 down no pfam01249 Ribosomal_S21eRibosomal protein S21e.GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;K02971

Manes.08G118400.v6.10.5961722 -0.7462 1E-07 down no pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.08G118700.v6.18.2627355 3.04662 8E-06 up yes pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. GO:0005788|endoplasmic reticulum lumen;GO:0005524|ATP binding;.

Manes.08G118900.v6.10.2505292 -1.99695 8E-11 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000792|heterochromatin;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0003682|chromatin binding;GO:0003677|DNA binding;K11251

Manes.08G119100.v6.11.7960044 8.45E-01 2E-13 up no pfam00519 PPV_E1_C Papillomavirus helicase. This protein is a DNA helicase that is required for initiation of viral DNA replication. This protein forms a complex with the E2 protein pfam00508.GO:0048102|autophagic cell death;GO:0000045|autophagosome assembly;GO:0006914|autophagy;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0010150|leaf senescence;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0006497|protein lipidation;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0006970|response to osmotic stress;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0042594|response to starvation;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0019898|extrinsic component of membrane;GO:0005634|nucleus;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.08G119400.v6.11.4938932 0.57908 3E-07 up no pfam10497 zf-4CXXC_R1Zinc-finger domain of monoamine-oxidase A repressor R1. R1 is a transcription factor repressor that inhibits monoamine oxidase A gene expression. This domain is a four-CXXC zinc finger putative DNA-binding domain found at the C-terminal end of R1. The domain carries 12 cysteines of which four pairs are of the CXXC type.GO:0033169|histone H3-K9 demethylation;GO:0060969|negative regulation of gene silencing;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0032454|histone demethylase activity (H3-K9 specific);GO:0046872|metal ion binding;.

Manes.08G119500.v6.10.2897029 -1.78735 4E-29 down yes pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.08G119600.v6.11.6277286 0.70286 2E-05 up no pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.08G119800.v6.1Inf Inf 0.8798 up no pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G120100.v6.11.0053412 0.00769 0.9711 up no pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0032147|activation of protein kinase activity;GO:0005975|carbohydrate metabolic process;GO:0042149|cellular response to glucose starvation;GO:0046777|protein autophosphorylation;GO:0045859|regulation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030295|protein kinase activator activity;GO:0019887|protein kinase regulator activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G120200.v6.10.4772048 ####### 1E-19 down yes pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009644|response to high light intensity;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080085|signal recognition particle, chloroplast targeting;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0042802|identical protein binding;GO:0046872|metal ion binding;K12271

Manes.08G121000.v6.157.556871 5.85E+00 9E-11 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.08G121200.v6.11.4574057 0.5434 2E-06 up no pfam08356 EF_assoc_2 EF hand associated. This region predominantly appears near EF-hands (pfam00036) in GTP-binding proteins. It is found in all three eukaryotic kingdoms.GO:0007005|mitochondrion organization;GO:0007264|small GTPase mediated signal transduction;GO:0031307|integral component of mitochondrial outer membrane;GO:0005509|calcium ion binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07870

Manes.08G121400.v6.11.4568751 5.43E-01 4E-05 up no pfam04893 Yip1 Yip1 domain. The Yip1 integral membrane domain contains four transmembrane alpha helices. The domain is characterized by the motifs DLYGP and GY. The Yip1 protein is a golgi protein involved in vesicular transport that interacts with GTPases.. GO:0016021|integral component of membrane;. .

Manes.08G122300.v6.10.5448681 ####### 5E-06 down no pfam08544 GHMP_kinases_CGHMP kinases C terminal. This family includes homoserine kinases, galactokinases and mevalonate kinases.GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0016126|sterol biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004496|mevalonate kinase activity;K00869

Manes.08G122500.v6.10.6598261 -0.59984 0.0001 down no pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0010163|high-affinity potassium ion import;GO:0035725|sodium ion transmembrane transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0034399|nuclear periphery;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015079|potassium ion transmembrane transporter activity;GO:0015081|sodium ion transmembrane transporter activity;.

Manes.08G122800.v6.10.4399616 -1.18455 1E-15 down yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.08G122900.v6.10.2143241 ####### 4E-36 down yes pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G124000.v6.10.5461467 ####### 2E-10 down no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.



Manes.08G124300.v6.10.170258 ####### 1E-23 down yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.08G124500.v6.12.3891383 1.25649 2E-28 up yes pfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.08G124700.v6.11.5295191 0.61308 6E-08 up no pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.08G124900.v6.10.8285892 ####### 0.0384 down no pfam02163 Peptidase_M50Peptidase family M50.. . . .

Manes.08G125500.v6.13.9580782 1.98E+00 2E-06 up yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.08G125700.v6.11.8749358 0.90684 4E-14 up no pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.GO:0046907|intracellular transport;GO:0016032|viral process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.08G125800.v6.18.7951567 3.14E+00 4E-70 up yes pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0055075|potassium ion homeostasis;GO:0010107|potassium ion import;GO:0006885|regulation of pH;GO:0090333|regulation of stomatal closure;GO:0009651|response to salt stress;GO:0035725|sodium ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015386|potassium:proton antiporter activity;GO:0015385|sodium:proton antiporter activity;.

Manes.08G126100.v6.10.6334222 -0.65876 0.0008 down no pfam01798 Nop Putative snoRNA binding domain. This family consists of various Pre RNA processing ribonucleoproteins. The function of the aligned region is unknown however it may be a common RNA or snoRNA or Nop1p binding domain. Nop5p (Nop58p) from yeast is the protein component of a ribonucleoprotein protein required for pre-18s rRNA processing and is suggested to function with Nop1p in a snoRNA complex. Nop56p and Nop5p interact with Nop1p and are required for ribosome biogenesis. Prp31p is required for pre-mRNA splicing in S. cerevisiae.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;. K14565

Manes.08G126200.v6.10.6031666 ####### 0.0302 down no pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.. . GO:0003725|double-stranded RNA binding;.

Manes.08G126500.v6.11.5700603 0.65082 5E-08 up no pfam11816 DUF3337 Domain of unknown function (DUF3337). This family of proteins are functionally uncharacterized. This family is only found in eukaryotes. This presumed domain is typically between 285 to 342 amino acids in length.GO:0016579|protein deubiquitination;GO:0005764|lysosome;GO:0005634|nucleus;. K15361

Manes.08G126700.v6.11.5388969 0.6219 4E-08 up no pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.08G126900.v6.1Inf Inf 0.8764 up no pfam04927 SMP Seed maturation protein. Plant seed maturation protein.. . . .

Manes.08G127500.v6.10.6769616 ####### 2E-05 down no pfam00301 Rubredoxin Rubredoxin. GO:0055114|oxidation-reduction process;. GO:0005506|iron ion binding;.

Manes.08G127600.v6.10.8986143 -0.15423 0.1793 down no pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;K14007

Manes.08G127700.v6.11.7323202 7.93E-01 5E-08 up no pfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0006147|guanine catabolic process;. GO:0008892|guanine deaminase activity;GO:0008270|zinc ion binding;K01487

Manes.08G127800.v6.10.4396532 -1.18556 2E-15 down yes pfam01282 Ribosomal_S24eRibosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.08G128000.v6.10.9776404 -0.03262 0.7829 down no pfam00069 Pkinase Protein kinase domain.GO:0007623|circadian rhythm;GO:0006468|protein phosphorylation;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G128600.v6.11.7103622 7.74E-01 3E-10 up no pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.08G128800.v6.10.4828374 ####### 7E-07 down yes pfam08743 Nse4_C Nse4 C-terminal. Nse4 is a component of the Smc5/6 DNA repair complex. It forms interactions with Smc5 and Nse1. The exact function of this highly conserved C-terminal domain is not known.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0005634|nucleus;GO:0030915|Smc5-Smc6 complex;. .

Manes.08G129700.v6.10.2735325 -1.87022 1E-09 down yes pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;.

Manes.08G131900.v6.1Inf Inf 0.8764 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G132000.v6.1Inf Inf 0.3951 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G132600.v6.10.1497686 -2.73919 3E-27 down yes pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.08G132900.v6.10.2624588 -1.92984 9E-50 down yes pfam06026 Rib_5-P_isom_ARibose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0042742|defense response to bacterium;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0019253|reductive pentose-phosphate cycle;GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.08G133500.v6.10.4728346 -1.08059 2E-06 down yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0009820|alkaloid metabolic process;. GO:0016491|oxidoreductase activity;.

Manes.08G133600.v6.10.4228346 -1.24183 9E-06 down yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0009820|alkaloid metabolic process;. GO:0016491|oxidoreductase activity;.

Manes.08G134000.v6.10.9458867 ####### 0.9062 down no pfam00689 Cation_ATPase_CCation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.08G134400.v6.10.5986802 -0.74014 4E-08 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0019853|L-ascorbic acid biosynthetic process;. GO:0050662|coenzyme binding;GO:0047918|GDP-mannose 3,5-epimerase activity;.

Manes.08G134700.v6.10.4193634 ####### 5E-15 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009567|double fertilization forming a zygote and endosperm;GO:0007275|multicellular organismal development;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G135000.v6.10.4298225 -1.21819 9E-25 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.08G135600.v6.12.113953 1.07994 4E-19 up yes pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009414|response to water deprivation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16277

Manes.08G136300.v6.10.6436574 -0.63564 0.0038 down no pfam00538 Linker_histonelinker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.GO:0006334|nucleosome assembly;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G136600.v6.110.102911 3.3367 1E-20 up yes pfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005829|cytosol;GO:0003676|nucleic acid binding;.

Manes.08G136800.v6.12.0973363 1.06856 4E-18 up yes pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.08G137100.v6.1NA NA NA -- no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.08G138300.v6.10.8212147 -0.28417 0.3064 down no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0016036|cellular response to phosphate starvation;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0046898|response to cycloheximide;GO:0009416|response to light stimulus;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G139200.v6.18.8553879 3.14656 2E-24 up yes pfam01212 Beta_elim_lyaseBeta-eliminating lyase.GO:0006545|glycine biosynthetic process;GO:0006567|threonine catabolic process;GO:0005829|cytosol;GO:0008732|L-allo-threonine aldolase activity;GO:0004793|threonine aldolase activity;K01620

Manes.08G139400.v6.11.7340534 0.79415 3E-12 up no pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11446

Manes.08G139800.v6.10.6668847 ####### 2E-05 down no pfam01902 ATP_bind_4 ATP-binding region. This family of proteins probably binds ATP. This domain is about 200 amino acids long with a strongly conserved motif SGGKD at the N terminus.In some members of this family this domain is associated with pfam01042.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;. GO:0005524|ATP binding;GO:0017178|diphthine-ammonia ligase activity;K06927

Manes.08G140400.v6.1Inf Inf 0.8798 up no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005694|chromosome;GO:0005730|nucleolus;GO:0009506|plasmodesma;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.08G141000.v6.1NA NA NA -- no pfam00644 PARP Poly(ADP-ribose) polymerase catalytic domain. Poly(ADP-ribose) polymerase catalyses the covalent attachment of ADP-ribose units from NAD+ to itself and to a limited number of other DNA binding proteins, which decreases their affinity for DNA. Poly(ADP-ribose) polymerase is a regulatory component induced by DNA damage. The carboxyl-terminal region is the most highly conserved region of the protein. Experiments have shown that a carboxyl 40 kDa fragment is still catalytically active.. . . .

Manes.08G141400.v6.11.8489055 0.88667 2E-13 up no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0046513|ceramide biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0015020|glucuronosyltransferase activity;GO:0046872|metal ion binding;GO:1990482|sphingolipid alpha-glucuronosyltransferase activity;.

Manes.08G141900.v6.10.9249234 ####### 0.5364 down no pfam03874 RNA_pol_Rpb4RNA polymerase Rpb4. This family includes the Rpb4 protein. This family also includes C17 (aka CGRP-RCP) is an essential subunit of RNA polymerase III. C17 forms a subcomplex with C25 which is likely to be the counterpart of subcomplex Rpb4/7 in Pol II.GO:0031990|mRNA export from nucleus in response to heat stress;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0045948|positive regulation of translational initiation;GO:0034402|recruitment of 3'-end processing factors to RNA polymerase II holoenzyme complex;GO:0006366|transcription from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0000932|cytoplasmic mRNA processing body;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0003899|DNA-directed RNA polymerase activity;GO:0000166|nucleotide binding;GO:0031369|translation initiation factor binding;K03012

Manes.08G142100.v6.11.2490269 0.3208 0.0269 up no pfam01171 ATP_bind_3 PP-loop family. This family of proteins belongs to the PP-loop superfamily.GO:0032447|protein urmylation;GO:0034227|tRNA thio-modification;GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0016779|nucleotidyltransferase activity;GO:0000049|tRNA binding;.

Manes.08G142300.v6.10.2759762 ####### 1E-45 down yes pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.08G142400.v6.10.062348 ####### 2E-63 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0042538|hyperosmotic salinity response;GO:0016042|lipid catabolic process;GO:0010226|response to lithium ion;GO:0009751|response to salicylic acid;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.08G142500.v6.10.0268155 -5.22079 9E-110 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.08G142600.v6.10.227766 ####### 8E-15 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.08G142700.v6.11.0029925 0.00431 0.9936 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G142800.v6.13.3752313 1.75E+00 1E-47 up yes pfam13844 Glyco_transf_41Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.08G142900.v6.1Inf Inf 0.2025 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G143000.v6.1Inf Inf 0.4066 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G143300.v6.1Inf Inf 0.3951 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G143500.v6.1Inf Inf 0.8764 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G143900.v6.11.0584081 0.0819 0.474 up no pfam00069 Pkinase Protein kinase domain.GO:0018105|peptidyl-serine phosphorylation;GO:0006909|phagocytosis;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0060069|Wnt signaling pathway, regulating spindle positioning;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08957

Manes.08G144000.v6.10.4016338 ####### 2E-05 down yes pfam04410 Gar1 Gar1/Naf1 RNA binding region. Gar1 is a small nucleolar RNP that is required for pre-mRNA processing and pseudouridylation. It is co-immunoprecipitated with the H/ACA families of snoRNAs. This family represents the conserved central region of Gar1. This region is necessary and sufficient for normal cell growth, and specifically binds two snoRNAs snR10 and snR30. This region is also necessary for nucleolar targeting, and it is thought that the protein is co-transported to the nucleolus as part of a nucleoprotein complex. In humans, Gar1 is also component of telomerase in vivo. Naf1 is an essentail protein that plays a role in ribosome biogenesis, modification of spliceosomal small nuclear RNAs and telomere synthesis, and is homologous to Gar1.GO:0001522|pseudouridine synthesis;GO:0006364|rRNA processing;GO:0031429|box H/ACA snoRNP complex;GO:0009535|chloroplast thylakoid membrane;GO:0005730|nucleolus;GO:0003723|RNA binding;K11128

Manes.08G144200.v6.1#NAME? #NAME? 1 down no pfam01578 Cytochrom_C_asmCytochrome C assembly protein. This family consists of various proteins involved in cytochrome c assembly from mitochondria and bacteria; CycK from Rhizobium, CcmC from Escherichia coli and Paracoccus denitrificans and orf240 from wheat mitochondria. The members of this family are probably integral membrane proteins with six predicted transmembrane helices. It has been proposed that members of this family comprise a membrane component of an ABC (ATP binding cassette) transporter complex. It is also proposed that this transporter is necessary for transport of some component needed for cytochrome c assembly. One member CycK contains a putative heme-binding motif, orf240 also contains a putative heme-binding motif and is a proposed ABC transporter with c-type heme as its proposed substrate. However it seems unlikely that all members of this family transport heme nor c-type apocytochromes because CcmC in the putative CcmABC transporter transports neither.. . . .

Manes.08G144300.v6.11.4535092 5.40E-01 0.0065 up no pfam13398 Peptidase_M50BPeptidase M50B-like. This is a family of bacterial and plant peptidases in the same family as MEROPS:M50B.. . . .

Manes.08G144800.v6.10.8405141 -0.25066 0.0332 down no pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.08G145000.v6.13.0799225 1.62E+00 4E-15 up yes pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.. . . .

Manes.08G145100.v6.11.8206851 0.86448 6E-12 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.08G145300.v6.10.8599317 -0.21771 0.092 down no pfam00080 Sod_Cu Copper/zinc superoxide dismutase (SODC). superoxide dismutases (SODs) catalyse the conversion of superoxide radicals to hydrogen peroxide and molecular oxygen. Three evolutionarily distinct families of SODs are known, of which the copper/zinc-binding family is one. Defects in the human SOD1 gene cause familial amyotrophic lateral sclerosis (Lou Gehrig's disease). Structure is an eight-stranded beta sandwich, similar to the immunoglobulin fold.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004784|superoxide dismutase activity;.

Manes.08G145400.v6.12.2084643 1.14304 0.01 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.08G145800.v6.10.9571202 -0.06323 0.7467 down no pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.08G145900.v6.13.1656728 1.66251 9E-37 up yes pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.. . . .

Manes.08G146400.v6.1Inf Inf 0.1921 up no pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.08G146500.v6.1Inf Inf 0.8798 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.08G146600.v6.14.0308125 2.01E+00 5E-21 up yes pfam13844 Glyco_transf_41Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.08G147100.v6.10.6592337 -0.60114 8E-05 down no pfam06881 Elongin_A RNA polymerase II transcription factor SIII (Elongin) subunit A. This family represents a conserved region within RNA polymerase II transcription factor SIII (Elongin) subunit A. In mammals, the Elongin complex activates elongation by RNA polymerase II by suppressing transient pausing of the polymerase at many sites within transcription units. Elongin is a heterotrimer composed of A, B, and C subunits of 110, 18, and 15 kilodaltons, respectively. Subunit A has been shown to function as the transcriptionally active component of Elongin.. . . .

Manes.08G147400.v6.10.5574689 -0.84304 1E-06 down no pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0007049|cell cycle;GO:0051301|cell division;GO:0006887|exocytosis;GO:0006886|intracellular protein transport;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0009504|cell plate;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0000149|SNARE binding;K08486

Manes.08G147500.v6.10.7991866 ####### 0.0103 down no pfam01150 GDA1_CD39GDA1/CD39 (nucleoside phosphatase) family.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.08G147600.v6.13.9292433 1.97425 0.0003 up yes pfam13000 Acatn Acetyl-coenzyme A transporter 1. The mouse Acatn is a 61 kDa hydrophobic protein with six to 10 transmembrane domains. It appears to promote 9-O-acetylation in gangliosides.. . . .

Manes.08G147700.v6.12.5552152 1.35344 0.0005 up yes pfam09348 DUF1990 Domain of unknown function (DUF1990). This family of proteins are functionally uncharacterized.. . . .

Manes.08G147800.v6.19.3691774 3.22792 2E-89 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G147900.v6.11.5200832 6.04E-01 6E-06 up no pfam14200 RicinB_lectin_2Ricin-type beta-trefoil lectin domain-like.. . . .

Manes.08G148000.v6.110.839222 3.43819 6E-28 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G148200.v6.12.8086323 1.48987 5E-23 up yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.08G148300.v6.11.8713785 0.9041 4E-15 up no pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.08G148400.v6.11.8876715 9.17E-01 0.0048 up no pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.. . . .

Manes.08G148500.v6.10.625719 ####### 0.0078 down no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.08G149200.v6.12.4845245 1.31297 1E-16 up yes pfam01844 HNH HNH endonuclease.. . . .

Manes.08G149600.v6.11.9616849 9.72E-01 5E-05 up no pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G149900.v6.10.4868346 -1.0385 1E-07 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.08G150300.v6.1#NAME? #NAME? 0.6515 down no pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.08G150400.v6.10.709164 ####### 0.0496 down no pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.08G150500.v6.10.2718342 -1.8792 7E-16 down yes pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.08G151100.v6.10.3005906 -1.73413 8E-18 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G151200.v6.10.1869803 ####### 6E-63 down yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0006535|cysteine biosynthetic process from serine;GO:0015979|photosynthesis;GO:0009643|photosynthetic acclimation;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0090322|regulation of superoxide metabolic process;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0005737|cytoplasm;GO:0031977|thylakoid lumen;GO:0004124|cysteine synthase activity;GO:0030170|pyridoxal phosphate binding;GO:0016740|transferase activity;K01738



Manes.08G151700.v6.10.2935586 ####### 6E-47 down yes pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.GO:1900871|chloroplast mRNA modification;GO:0009658|chloroplast organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008270|zinc ion binding;.

Manes.08G152000.v6.1Inf Inf 0.8798 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.08G152100.v6.13.2054728 1.68E+00 2E-17 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.08G152200.v6.13.0488349 1.60826 2E-18 up yes pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.. . . .

Manes.08G152600.v6.10.3849439 -1.37728 3E-19 down yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0034605|cellular response to heat;GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.08G152900.v6.110.756949 3.4272 4E-154 up yes pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.08G153100.v6.10.5400353 -0.88887 3E-14 down no pfam01138 RNase_PH 3' exoribonuclease family, domain 1. This family includes 3'-5' exoribonucleases. Ribonuclease PH contains a single copy of this domain, and removes nucleotide residues following the -CCA terminus of tRNA. Polyribonucleotide nucleotidyltransferase (PNPase) contains two tandem copies of the domain. PNPase is involved in mRNA degradation in a 3'-5' direction. The exosome is a 3'-5' exoribonuclease complex that is required for 3' processing of the 5.8S rRNA. Three of its five protein components contain a copy of this domain. A hypothetical protein from S. pombe appears to belong to an uncharacterized subfamily. This subfamily is found in both eukaryotes and archaebacteria.GO:0016120|carotene biosynthetic process;GO:0016036|cellular response to phosphate starvation;GO:0015995|chlorophyll biosynthetic process;GO:0031425|chloroplast RNA processing;GO:0006402|mRNA catabolic process;GO:0006397|mRNA processing;GO:0010323|negative regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0006401|RNA catabolic process;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006364|rRNA processing;GO:0008033|tRNA processing;GO:0016123|xanthophyll biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0000175|3'-5'-exoribonuclease activity;GO:0004654|polyribonucleotide nucleotidyltransferase activity;GO:0003723|RNA binding;K00962

Manes.08G153200.v6.10.6027443 ####### 6E-06 down no pfam08542 Rep_fac_C Replication factor C C-terminal domain. This is the C-terminal domain of RFC (replication factor-C) protein of the clamp loader complex which binds to the DNA sliding clamp (proliferating cell nuclear antigen, PCNA). The five modules of RFC assemble into a right-handed spiral, which results in only three of the five RFC subunits (RFC-A, RFC-B and RFC-C) making contact with PCNA, leaving a wedge-shaped gap between RFC-E and the PCNA clamp-loader complex. The C-terminal is vital for the correct orientation of RFC-E with respect to RFC-A.GO:0006261|DNA-dependent DNA replication;GO:0005663|DNA replication factor C complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;K10756

Manes.08G153300.v6.10.5315647 -0.91168 0.0001 down no pfam06991 Prp19_bind Splicing factor, Prp19-binding domain. This family represents the C-terminus (approximately 300 residues) of proteins that are involved as binding partners for Prp19 as part of the nuclear pore complex.  The family in Drosophila is necessary for pre-mRNA splicing, and the human protein has been found in purifications of the spliceosome. In the past this family was thought, erroneously, to be associated with microfibrillin.GO:0030198|extracellular matrix organization;GO:0005576|extracellular region;GO:0001527|microfibril;GO:0044822|poly(A) RNA binding;K13110

Manes.08G153600.v6.10.6556644 ####### 0.013 down no pfam04789 DUF621 Protein of unknown function (DUF621). Family of uncharacterized proteins. Some are annotated as having possible G-protein-coupled receptor-like activity.. . . .

Manes.08G153700.v6.11.6881693 0.75546 3E-11 up no pfam13520 AA_permease_2Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.08G153900.v6.11.376496 4.61E-01 0.0009 up no pfam10225 DUF2215 Uncharacterized conserved protein (DUF2215). This entry is the central 200 residues of a family of proteins conserved from worms to humans. The function is unknown.. . . .

Manes.08G154700.v6.11.7385064 7.98E-01 2E-08 up no pfam01717 Meth_synt_2 Cobalamin-independent synthase, Catalytic domain. This is a family of vitamin-B12 independent methionine synthases or 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferases, EC:2.1.1.14 from bacteria and plants. Plants are the only higher eukaryotes that have the required enzymes for methionine synthesis. This enzyme catalyses the last step in the production of methionine by transferring a methyl group from 5-methyltetrahydrofolate to homocysteine. The aligned region makes up the carboxy region of the approximately 750 amino acid protein except in some hypothetical archaeal proteins present in the family, where this region corresponds to the entire length. This domain contains the catalytic residues of the enzyme.GO:0009086|methionine biosynthetic process;GO:0005737|cytoplasm;GO:0003871|5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.08G155500.v6.12.1345925 1.09396 9E-22 up yes pfam04727 ELMO_CED12ELMO/CED-12 family. This family represents a conserved domain which is found in a number of eukaryotic proteins including CED-12, ELMO I and ELMO II. ELMO1 is a component of signalling pathways that regulate phagocytosis and cell migration and is the mammalian orthologue of the C. elegans gene, ced-12. CED-12 is required for the engulfment of dying cells and cell migration. In mammalian cells, ELMO1 interacts with Dock180 as part of the CrkII/Dock180/Rac pathway responsible for phagocytosis and cell migration. ELMO1 is ubiquitously expressed, although its expression is highest in the spleen, an organ rich in immune cells. ELMO1 has a PH domain and a polyproline sequence motif at its C terminus which are not present in this alignment.GO:0048870|cell motility;GO:0030837|negative regulation of actin filament polymerization;GO:0050764|regulation of phagocytosis;GO:0030587|sorocarp development;GO:0005737|cytoplasm;GO:0045159|myosin II binding;.

Manes.08G155700.v6.11.0164782 2.36E-02 0.8376 up no pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.. . . .

Manes.08G156000.v6.10.7965056 ####### 0.009 down no pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.GO:0006011|UDP-glucose metabolic process;GO:0005737|cytoplasm;GO:0003983|UTP:glucose-1-phosphate uridylyltransferase activity;.

Manes.08G156300.v6.10.4040117 ####### 5E-28 down yes pfam04542 Sigma70_r2 Sigma-70 region 2. Region 2 of sigma-70 is the most conserved region of the entire protein. All members of this class of sigma-factor contain region 2. The high conservation is due to region 2 containing both the -10 promoter recognition helix and the primary core RNA polymerase binding determinant. The core binding helix, interacts with the clamp domain of the largest polymerase subunit, beta prime. The aromatic residues of the recognition helix, found at the C-terminus of this domain are though to mediate strand separation, thereby allowing transcription initiation.GO:0071482|cellular response to light stimulus;GO:0009658|chloroplast organization;GO:0006352|DNA-templated transcription, initiation;GO:2001141|regulation of RNA biosynthetic process;GO:0010114|response to red light;GO:0006399|tRNA metabolic process;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;.

Manes.08G156400.v6.10.4781537 -1.06445 3E-10 down yes pfam02201 SWIB SWIB/MDM2 domain. This family includes the SWIB domain and the MDM2 domain. The p53-associated protein (MDM2) is an inhibitor of the p53 tumor suppressor gene binding the transactivation domain and down regulating the ability of p53 to activate transcription. This family contains the p53 binding domain of MDM2.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0003677|DNA binding;K15223

Manes.08G156500.v6.11.3749828 0.45941 0.0008 up no pfam07928 Vps54 Vps54-like protein. This family contains various proteins that are homologs of the yeast Vps54 protein, such as the rat homolog , the human homolog, and the mouse homolog. In yeast, Vps54 associates with Vps52 and Vps53 proteins to form a trimolecular complex that is involved in protein transport between Golgi, endosomal, and vacuolar compartments. All Vps54 homologs contain a coiled coil region (not found in the region featured in this family) and multiple dileucine motifs.. . . .

Manes.08G156600.v6.1Inf Inf 0.8764 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.08G156700.v6.10.6511982 -0.61883 4E-06 down no pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.08G156800.v6.10.6692849 ####### 0.0001 down no pfam02970 TBCA Tubulin binding cofactor A.GO:0007021|tubulin complex assembly;GO:0005829|cytosol;. K17292

Manes.08G157900.v6.12.1590499 1.11E+00 4E-11 up yes pfam04185 PhosphoesterasePhosphoesterase family. This family includes both bacterial phospholipase C enzymes EC:3.1.4.3, but also eukaryotic acid phosphatases EC:3.1.3.2.GO:0016036|cellular response to phosphate starvation;GO:0016311|dephosphorylation;GO:0006796|phosphate-containing compound metabolic process;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0052642|lysophosphatidic acid phosphatase activity;K01114

Manes.08G158100.v6.11.7045924 0.76943 0.3866 up no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.08G158400.v6.1Inf Inf 0.4066 up no pfam10321 7TM_GPCR_SrtSerpentine type 7TM GPCR chemoreceptor Srt. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srt is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.08G158600.v6.15.6199982 2.49E+00 0.0222 up yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.08G159100.v6.10.9160763 ####### 1 down no pfam04910 Tcf25 Transcriptional repressor TCF25. Members of this family are transcriptional repressors. They may act by increasing histone deacetylase activity at promoter regions.. . . .

Manes.08G159300.v6.10.8375218 -0.2558 0.5242 down no pfam04740 LXG LXG domain of WXG superfamily. This domain is present is the N-terminal region of a group of polymorphic toxin proteins in bacteria. It is predicted to use Type VII secretion pathway to mediate export of bacterial toxins.. . . .

Manes.08G159400.v6.11.0387931 0.05491 0.7342 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.08G159600.v6.13.4687927 1.79E+00 6E-38 up yes pfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.08G160300.v6.10.8486229 -0.2368 0.1075 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.08G160500.v6.10.5031335 -0.99099 1E-11 down no pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. . . .

Manes.08G160800.v6.10.6153346 ####### 0.0061 down no pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.08G161100.v6.11.7729914 0.82619 2E-12 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0000183|chromatin silencing at rDNA;GO:0006306|DNA methylation;GO:0016575|histone deacetylation;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0005730|nucleolus;GO:0033553|rDNA heterochromatin;GO:0003677|DNA binding;GO:0070577|lysine-acetylated histone binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K15224

Manes.08G161300.v6.11.756849 8.13E-01 9E-10 up no pfam12732 YtxH YtxH-like protein. This family of proteins is found in bacteria. Proteins in this family are typically between 100 and 143 amino acids in length. The N-terminal region is the most conserved. Proteins is this family are functionally uncharacterized.. . . .

Manes.08G162200.v6.13.0555748 1.61144 1E-13 up yes pfam02446 Glyco_hydro_774-alpha-glucanotransferase. These enzymes EC:2.4.1.25 transfer a segment of a (1,4)-alpha-D-glucan to a new 4-position in an acceptor, which may be glucose or (1,4)-alpha-D-glucan.GO:0005977|glycogen metabolic process;GO:0000025|maltose catabolic process;GO:0000023|maltose metabolic process;GO:0005976|polysaccharide metabolic process;GO:0005983|starch catabolic process;GO:0005829|cytosol;GO:0004134|4-alpha-glucanotransferase activity;GO:0010297|heteropolysaccharide binding;GO:2001070|starch binding;K00705

Manes.08G162300.v6.10.550333 -0.86162 4E-12 down no pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.08G162400.v6.11.5293677 6.13E-01 2E-07 up no pfam14633 SH2_2 SH2 domain. GO:0006338|chromatin remodeling;GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0061086|negative regulation of histone H3-K27 methylation;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045191|regulation of isotype switching;GO:0010793|regulation of mRNA export from nucleus;GO:0050684|regulation of mRNA processing;GO:0051147|regulation of muscle cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0016032|viral process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042393|histone binding;GO:0044822|poly(A) RNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11292

Manes.08G162600.v6.11.396864 0.48219 0.0001 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.08G162800.v6.12.0402804 1.02877 1E-19 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10601

Manes.08G163200.v6.10.5021045 -0.99394 3E-10 down no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.08G164000.v6.11.7807756 0.83251 9E-13 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0009867|jasmonic acid mediated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010072|primary shoot apical meristem specification;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;.

Manes.08G164100.v6.1NA NA NA -- no pfam11260 Spidroin_MaSpMajor ampullate spidroin 1 and 2. Dragline silk is composed of two proteins, major ampullate spidroin 1 (MaSp1) and major ampullate spidroin 2 (MaSp2). MaSp1 contains five alpha-helices. Only the C-terminus of the proteins are shown.. . . .

Manes.08G164200.v6.10.6832538 ####### 0.0046 down no pfam10034 Dpy19 Q-cell neuroblast polarisation. Dyp-19, formerly known as DUF2211, is a transmembrane domain family that is required to orient the neuroblast cells, QR and QL accurately on the anterior-posterior axis: QL and QR are born in the same anterior-posterior position, but polarise and migrate left-right asymmetrically, QL migrating towards the posterior and QR migrating towards the anterior. It is also required, with unc-40, to express mab-5 correctly in the Q cell descendants. The Dpy-19 protein derives from the C. elegans DUMPY mutant.. . . .

Manes.08G164300.v6.11.972706 9.80E-01 4E-16 up no pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.. . . .

Manes.08G164400.v6.10.9303663 ####### 0.489 down no pfam03803 Scramblase Scramblase. Scramblase is palmitoylated and contains a potential protein kinase C phosphorylation site. Scramblase exhibits Ca2+-activated phospholipid scrambling activity in vitro. There are also possible SH3 and WW binding motifs. Scramblase is involved in the redistribution of phospholipids after cell activation or injury.. GO:0005739|mitochondrion;. .

Manes.08G164700.v6.12.1765638 1.12E+00 4E-07 up yes pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.08G164900.v6.14.0049237 2.00177 4E-38 up yes pfam12588 PSDC Phophatidylserine decarboxylase. This domain family is found in bacteria and eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam02666. Phosphatidylserine decarboxylase (PSD) is an important enzyme in the synthesis of phosphatidylethanolamine in both prokaryotes and eukaryotes.. . . .

Manes.08G165000.v6.15.2542404 2.39348 3E-25 up yes pfam02028 BCCT BCCT family transporter.. . . .

Manes.08G165700.v6.10.679364 ####### 4E-05 down no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.08G165800.v6.10.6443775 -0.63402 7E-05 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.08G165900.v6.11.4539541 5.40E-01 2E-05 up no pfam09603 Fib_succ_majorFibrobacter succinogenes major domain (Fib_succ_major). This domain of about 175 to 200 amino acids is found, in from one to five copies, in over 50 proteins in Fibrobacter succinogenes S85, an obligate anaerobe of the rumen. Many members of this family have an apparent lipoprotein signal sequence. Conserved cysteine residues, suggestive of disulfide bond formation, are also consistent with an extracytoplasmic location for this domain. This domain can also be found in small numbers of proteins in Chlorobium tepidum and Bacteroides thetaiotaomicron.. . . .

Manes.08G166200.v6.11.8148131 8.60E-01 0.0469 up no pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.08G166300.v6.10.6735971 -0.57004 0.0023 down no pfam13327 T3SS_LEE_assocType III secretion system subunit. This is a family of bacterial putative type III secretion apparatus proteins associated with the locus of enterocyte effacement (LEE).. . . .

Manes.08G166400.v6.10.7246465 -0.46465 0.0002 down no pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G166500.v6.10.4445593 ####### 2E-18 down yes pfam01196 Ribosomal_L17Ribosomal protein L17.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02879

Manes.08G166600.v6.11.6216236 0.69744 1E-05 up no pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.08G167300.v6.10.5618898 -0.83164 0.0004 down no pfam10962 DUF2764 Protein of unknown function (DUF2764). This bacterial family of proteins has no known function.. . . .

Manes.08G167800.v6.11.5310458 6.15E-01 6E-08 up no pfam13639 zf-RING_2 Ring finger domain.. GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.08G167900.v6.10.2331898 -2.10042 7E-38 down yes pfam06697 DUF1191 Protein of unknown function (DUF1191). This family contains hypothetical plant proteins of unknown function.. . . .

Manes.08G168000.v6.10.4419812 -1.17794 2E-05 down yes pfam03073 TspO_MBR TspO/MBR family. Tryptophan-rich sensory protein (TspO) is an integral membrane protein that acts as a negative regulator of the expression of specific photosynthesis genes in response to oxygen/light. It is involved in the efflux of porphyrin intermediates from the cell. This reduces the activity of coproporphyrinogen III oxidase, which is thought to lead to the accumulation of a putative repressor molecule that inhibits the expression of specific photosynthesis genes. Several conserved aromatic residues are necessary for TspO function: they are thought to be involved in binding porphyrin intermediates. In, the rat mitochondrial peripheral benzodiazepine receptor (MBR) was shown to not only retain its structure within a bacterial outer membrane, but also to be able to functionally substitute for TspO in TspO- mutants, and to act in a similar manner to TspO in its in situ location: the outer mitochondrial membrane. The biological significance of MBR remains unclear, however. It is thought to be involved in a GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;. K03945

Manes.08G168100.v6.11.3261419 0.40724 0.0015 up no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0003723|RNA binding;K14945

Manes.08G168300.v6.12.1682647 1.12E+00 2E-21 up yes pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;.

Manes.08G168800.v6.10.6359317 -0.65306 7E-06 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G168900.v6.10.7125597 -0.48892 0.0001 down no pfam13508 Acetyltransf_7Acetyltransferase (GNAT) domain. This domain catalyses N-acetyltransferase reactions.GO:0030187|melatonin biosynthetic process;GO:0006474|N-terminal protein amino acid acetylation;GO:0016032|viral process;GO:0009507|chloroplast;GO:0005634|nucleus;GO:0031248|protein acetyltransferase complex;GO:0004059|aralkylamine N-acetyltransferase activity;GO:0008080|N-acetyltransferase activity;GO:0004596|peptide alpha-N-acetyltransferase activity;.

Manes.08G169100.v6.11.6936369 0.76012 5E-05 up no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.08G169400.v6.10.7722249 -0.37291 0.0024 down no pfam07999 RHSP Retrotransposon hot spot protein. Members of this family are retrotransposon hot spot proteins. They are associated with polymorphic subtelomeric regions in Trypanosoma. These proteins contain a P-loop motif.. . . .

Manes.08G169500.v6.10.3530486 ####### 1E-17 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.08G170100.v6.11.3738801 0.45826 6E-05 up no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009738|abscisic acid-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0030308|negative regulation of cell growth;GO:0010483|pollen tube reception;GO:0009791|post-embryonic development;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0009723|response to ethylene;GO:0048364|root development;GO:0007338|single fertilization;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0043680|filiform apparatus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.08G170300.v6.13.9193276 1.97061 5E-20 up yes pfam00069 Pkinase Protein kinase domain.GO:0045727|positive regulation of translation;GO:0006468|protein phosphorylation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K04688

Manes.08G170500.v6.10.6560191 -0.60819 7E-07 down no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006886|intracellular protein transport;GO:0045332|phospholipid translocation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K14802

Manes.08G170700.v6.12.2006253 1.14E+00 2E-23 up yes pfam06814 Lung_7-TM_RLung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .

Manes.08G170800.v6.12.0034194 1.00246 5E-18 up yes pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006896|Golgi to vacuole transport;GO:0006623|protein targeting to vacuole;GO:0007034|vacuolar transport;GO:0030665|clathrin-coated vesicle membrane;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0009940|amino-terminal vacuolar sorting propeptide binding;GO:0005509|calcium ion binding;.

Manes.08G170900.v6.12.0372216 1.0266 1E-13 up yes pfam07464 ApoLp-III Apolipophorin-III precursor (apoLp-III). This family consists of several insect apolipoprotein-III sequences. Exchangeable apolipoproteins constitute a functionally important family of proteins that play critical roles in lipid transport and lipoprotein metabolizm. Apolipophorin III (apoLp-III) is a prototypical exchangeable apolipoprotein found in many insect species that functions in transport of diacylglycerol (DAG) from the fat body lipid storage depot to flight muscles in the adult life stage.. . . .

Manes.08G171200.v6.10.261068 -1.9375 2E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.08G171300.v6.10.3461631 ####### 1E-24 down yes pfam09285 Elong-fact-P_CElongation factor P, C-terminal. Members of this family of nucleic acid binding domains are predominantly found in elongation factor P, where they adopt an OB-fold, with five beta-strands forming a beta-barrel in a Greek-key topology.GO:0043043|peptide biosynthetic process;GO:0005737|cytoplasm;GO:0003746|translation elongation factor activity;K02356

Manes.08G171600.v6.16.0745839 2.60279 1E-07 up yes pfam02906 Fe_hyd_lg_C Iron only hydrogenase large subunit, C-terminal domain.. . . .

Manes.08G171700.v6.13.5024935 1.81E+00 4E-43 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.08G171800.v6.113.956483 3.80E+00 1E-156 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.08G171900.v6.15.4857656 2.45569 7E-54 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.08G172000.v6.1321.70994 8.32962 3E-268 up yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.08G172100.v6.11.6673624 7.38E-01 1E-07 up no pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;. . .

Manes.08G173000.v6.1NA NA NA -- no pfam01567 Hanta_G1 Hantavirus glycoprotein G1. The medium (M) genome segment of hantaviruses (family Bunyaviridae) encodes the two virion glycoproteins. G1 and G2, as a precursor protein in the complementary sense RNA.. . . .

Manes.08G173400.v6.16.5886995 2.71999 9E-102 up yes pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.08G173700.v6.10.2400043 ####### 1E-09 down yes pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:2000652|regulation of secondary cell wall biogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.08G173900.v6.12.191076 1.13164 9E-15 up yes pfam00069 Pkinase Protein kinase domain.GO:0048573|photoperiodism, flowering;GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0043424|protein histidine kinase binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.08G174000.v6.11.6459263 7.19E-01 3E-10 up no pfam03828 PAP_assoc Cid1 family poly A polymerase. This domain is found in poly(A) polymerases and has been shown to have polynucleotide adenylyltransferase activity. Proteins in this family have been located to both the nucleus and the cytoplasm.. . . .

Manes.08G174100.v6.10.6400325 -0.64378 1E-05 down no pfam00063 Myosin_head Myosin head (motor domain).GO:0030048|actin filament-based movement;GO:0016461|unconventional myosin complex;GO:0005524|ATP binding;GO:0003774|motor activity;K10357



Manes.08G174200.v6.10.7604154 ####### 0.0169 down no pfam03025 Papilloma_E5Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.09G000800.v6.10.856871 -0.22285 0.0787 down no pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.09G001100.v6.11.9680136 0.97674 4E-10 up no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.09G001200.v6.10.7257964 ####### 0.0012 down no pfam05761 5_nucleotid 5' nucleotidase family. This family of eukaryotic proteins includes 5' nucleotidase enzymes, such as purine 5'-nucleotidase EC:3.1.3.5.GO:0016311|dephosphorylation;. GO:0008253|5'-nucleotidase activity;GO:0046872|metal ion binding;.

Manes.09G001300.v6.10.7343696 -0.44542 0.0057 down no pfam13347 MFS_2 MFS/sugar transport protein. This family is part of the major facilitator superfamily of membrane transport proteins.GO:0042026|protein refolding;GO:0046686|response to cadmium ion;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;K04077

Manes.09G001800.v6.11.5789175 6.59E-01 5E-05 up no pfam07690 MFS_1 Major Facilitator Superfamily.GO:0009624|response to nematode;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.09G002100.v6.11.6410521 0.71462 7E-10 up no pfam07970 COPIIcoated_ERVEndoplasmic reticulum vesicle transporter. This family is conserved from plants and fungi to humans. Erv46 works in close conjunction with Erv41 and together they form a complex which cycles between the endoplasmic reticulum and Golgi complex. Erv46-41 interacts strongly with the endoplasmic reticulum glucosidase II. Mammalian glucosidase II comprises a catalytic alpha-subunit and a 58 kDa beta subunit, which is required for ER localisation. All proteins identified biochemically as Erv41p-Erv46p interactors are localized to the early secretory pathway and are involved in protein maturation and processing in the ER and/or sorting into COPII vesicles for transport to the Golgi.GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.09G002700.v6.10.5841049 ####### 5E-09 down no pfam15619 Lebercilin Ciliary protein causing Leber congenital amaurosis disease. Lebercilin is a family of eukaryotic ciliary proteins. Mutations in the gene, LCA5, are implicated in the disease Leber congenital amaurosis. In photoreceptors, lebercilin is uniquely localized at the cilium that bridges the inner and outer segments. Lebercilin functions as an integral element of selective protein transport through photoreceptor cilia. Lebercilin specifically interacts with the intraflagellar transport (IFT), and disruption of IFT can lead to Leber congenital amaurosis.. . . .

Manes.09G002800.v6.11.6201293 6.96E-01 8E-05 up no pfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003746|translation elongation factor activity;.

Manes.09G002900.v6.10.8567711 ####### 0.1093 down no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K15711

Manes.09G003000.v6.1Inf Inf 0.0611 up no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.09G003600.v6.10.882214 -0.1808 0.1725 down no pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0006464|cellular protein modification process;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:0033133|positive regulation of glucokinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:0008270|zinc ion binding;K14819

Manes.09G004700.v6.1Inf Inf 0.0107 up yes pfam00426 VP4_haemagglutOuter Capsid protein VP4 (Hemagglutinin).. . . .

Manes.09G005900.v6.1Inf Inf 0.8798 up no pfam14671 DSPn Dual specificity protein phosphatase, N-terminal half. The active core of the dual specificity protein phosphatase is made up of two globular domains both with the DSP-like fold. This family represents the N-terminal half of the core. These domains are arranged in tandem, and are associated via an extensive interface to form a single globular whole. The conserved PTP signature motif (Cys-[X]5-Arg) that defines the catalytic centre of all PTP-family members is located within the C-terminal domain, family DSPc, pfam00782. Although the centre of the catalytic site is formed from DSPc, two loops from the N-terminal domain, DSPn, also contribute to the catalytic site, facilitating peptide substrate specificity.. . . .

Manes.09G006100.v6.13.6288204 1.8595 0.0001 up yes pfam08543 Phos_pyr_kinPhosphomethylpyrimidine kinase. This enzyme EC:2.7.4.7 is part of the Thiamine pyrophosphate (TPP) synthesis pathway, TPP is an essential cofactor for many enzymes.. . . .

Manes.09G006400.v6.112.20566 3.61E+00 9E-06 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0048235|pollen sperm cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G006500.v6.13.4767393 1.79773 1E-54 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;.

Manes.09G006600.v6.10.6054219 -0.72399 5E-09 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G006700.v6.15.4396409 2.44351 1E-63 up yes pfam03088 Str_synth Strictosidine synthase. Strictosidine synthase (E.C. 4.3.3.2) is a key enzyme in alkaloid biosynthesis. It catalyses the condensation of tryptamine with secologanin to form strictosidine.GO:0009820|alkaloid metabolic process;GO:0009058|biosynthetic process;GO:0051365|cellular response to potassium ion starvation;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016829|lyase activity;K01757

Manes.09G006800.v6.10.1321426 ####### 8E-50 down yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0007623|circadian rhythm;GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.09G006900.v6.11.5543577 0.63632 4E-08 up no pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.09G007200.v6.10.7345132 -0.44514 0.0007 down no pfam14560 Ubiquitin_2 Ubiquitin-like domain. This entry contains ubiquitin-like domains.GO:0051301|cell division;GO:0009793|embryo development ending in seed dormancy;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;. K17262

Manes.09G007300.v6.10.700912 ####### 1E-05 down no pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.09G007600.v6.10.7055087 ####### 0.0004 down no pfam01191 RNA_pol_Rpb5_CRNA polymerase Rpb5, C-terminal domain. The assembly domain of Rpb5. The archaeal equivalent to this domain is subunit H. Subunit H lacks the N-terminal domain.GO:0006351|transcription, DNA-templated;GO:0000419|DNA-directed RNA polymerase V complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03013

Manes.09G007700.v6.10.4467595 ####### 2E-10 down yes pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.09G007800.v6.10.4281714 -1.22374 4E-22 down yes pfam10267 Tmemb_cc2 Predicted transmembrane and coiled-coil 2 protein. This family of transmembrane coiled-coil containing proteins is conserved from worms to humans. Its function is unknown.. . . .

Manes.09G008200.v6.10.7887031 -0.34245 0.003 down no pfam05834 Lycopene_cyclLycopene cyclase protein. This family consists of lycopene beta and epsilon cyclase proteins. Carotenoids with cyclic end groups are essential components of the photosynthetic membranes in all plants, algae, and cyanobacteria. These lipid-soluble compounds protect against photo-oxidation, harvest light for photosynthesis, and dissipate excess light energy absorbed by the antenna pigments. The cyclisation of lycopene (psi, psi-carotene) is a key branch point in the pathway of carotenoid biosynthesis. Two types of cyclic end groups are found in higher plant carotenoids: the beta and epsilon rings. Carotenoids with two beta rings are ubiquitous, and those with one beta and one epsilon ring are common; however, carotenoids with two epsilon rings are rare.GO:0016117|carotenoid biosynthetic process;GO:0009507|chloroplast;GO:0009509|chromoplast;GO:0016853|isomerase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.09G008300.v6.12.4392355 1.29E+00 9E-28 up yes pfam13716 CRAL_TRIO_2Divergent CRAL/TRIO domain. This family includes divergent members of the CRAL-TRIO domain family. This family includes ECM25 that contains a divergent CRAL-TRIO domain identified by Gallego and colleagues.. . . .

Manes.09G008600.v6.10.8403426 ####### 0.0799 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.09G009200.v6.10.4004485 ####### 0.0351 down no pfam09418 DUF2009 Protein of unknown function (DUF2009). This is a eukaryotic family of proteins with unknown function.. . . .

Manes.09G009300.v6.13.5056334 1.81E+00 8E-45 up yes pfam11815 DUF3336 Domain of unknown function (DUF3336). This family of proteins are functionally uncharacterized. This family is found in bacteria and eukaryotes. This presumed domain is typically between 143 to 227 amino acids in length.GO:0006071|glycerol metabolic process;GO:0019433|triglyceride catabolic process;GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;GO:0004806|triglyceride lipase activity;K14674

Manes.09G009500.v6.1517.12927 9.01438 1E-59 up yes pfam01601 Corona_S2 Coronavirus S2 glycoprotein. The coronavirus spike glycoprotein forms the characteristic 'corona' after which the group is named. The Spike glycoprotein is translated as a large polypeptide that is subsequently cleaved to S1 pfam01600 and S2.. . . .

Manes.09G009600.v6.1Inf Inf 4E-30 up yes pfam03028 Dynein_heavyDynein heavy chain and region D6 of dynein motor. This family represents the C-terminal region of dynein heavy chain. The chain also contains ATPase activity and microtubule binding ability and acts as a motor for the movement of organelles and vesicles along microtubules. Dynein is also involved in cilia and flagella movement. The dynein subunit consists of at least two heavy chains and a number of intermediate and light chains. The 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This C-terminal domain carries the D6 region of the dynein motor where the P-loop has been lost in evolution but the general structure of a potential ATP binding site appears to be retained.. . . .

Manes.09G010500.v6.11.6734545 7.43E-01 6E-11 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0070389|chaperone cofactor-dependent protein refolding;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0031072|heat shock protein binding;K09527

Manes.09G010900.v6.10.1775972 ####### 2E-10 down yes pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009823|cytokinin catabolic process;GO:0048507|meristem development;GO:0005773|vacuole;GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00279

Manes.09G011500.v6.10.6396539 -0.64464 6E-05 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G012500.v6.10.924103 ####### 0.6436 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G013300.v6.1Inf Inf 0.8798 up no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.09G014100.v6.10.8661749 -0.20727 0.2858 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.09G014600.v6.10.6708768 -0.57588 0.0467 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G015600.v6.10.8305064 ####### 0.1981 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G015800.v6.12.5473905 1.35E+00 2E-16 up yes pfam04712 Radial_spoke Radial spokehead-like protein. This family includes the radial spoke head proteins RSP4 and RSP6 from Chlamydomonas reinhardtii, and several eukaryotic homologues, including mammalian RSHL1, the protein product of a familial ciliary dyskinesia candidate gene.. . . .

Manes.09G016000.v6.10.7452195 ####### 0.0028 down no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006284|base-excision repair;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0042644|chloroplast nucleoid;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0008311|double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0046872|metal ion binding;.

Manes.09G016100.v6.10.8851652 ####### 0.3678 down no pfam13704 Glyco_tranf_2_4Glycosyl transferase family 2. Members of this family of prokaryotic proteins include putative glucosyltransferases,GO:0007049|cell cycle;GO:0030154|cell differentiation;GO:0051301|cell division;GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:0040008|regulation of growth;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G016200.v6.10.3444685 -1.53756 7E-10 down yes pfam03273 Baculo_gp64 Baculovirus gp64 envelope glycoprotein family. This family includes the gp64 glycoprotein from baculovirus as well as other viruses.GO:0006730|one-carbon metabolic process;GO:0009853|photorespiration;GO:0090351|seedling development;GO:0005743|mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.09G016400.v6.10.530408 ####### 2E-07 down no pfam03462 PCRF PCRF domain. This domain is found in peptide chain release factors.GO:0009658|chloroplast organization;GO:0040008|regulation of growth;GO:0043488|regulation of mRNA stability;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003730|mRNA 3'-UTR binding;GO:0043565|sequence-specific DNA binding;GO:0016149|translation release factor activity, codon specific;.

Manes.09G016600.v6.1Inf Inf 0.0634 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.09G017200.v6.10.9127604 ####### 0.5603 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G018000.v6.11.7143733 7.78E-01 2E-08 up no pfam13405 EF-hand_6 EF-hand domain.. . GO:0005509|calcium ion binding;K13448

Manes.09G018700.v6.11.0827597 1.15E-01 0.4832 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G018800.v6.10.4962218 ####### 1E-13 down yes pfam03914 CBF CBF/Mak21 family.GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0001077|transcriptional activator activity, RNA polymerase II core promoter proximal region sequence-specific binding;K14832

Manes.09G019000.v6.1Inf Inf 0.4066 up no pfam00689 Cation_ATPase_CCation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0055071|manganese ion homeostasis;GO:0071421|manganese ion transmembrane transport;GO:0048364|root development;GO:0012505|endomembrane system;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0015410|manganese-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.09G019600.v6.10.6231195 ####### 0.0057 down no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0080167|response to karrikin;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.09G020500.v6.1Inf Inf 0.3951 up no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.09G020700.v6.10.7770538 -0.36391 0.0116 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G020900.v6.11.8651087 0.89926 2E-11 up no pfam14612 Ino80_Iec3 IEC3 subunit of the Ino80 complex, chromatin re-modelling. This is a family of fungal chromatin re-modelling proteins found in one of the chromatin-central complexes, Ino80. The function was identified in Schizosaccharomyces pombe but there is no orthologue in S. cerevisiae.. . . .

Manes.09G021100.v6.10.5811118 -0.78311 9E-06 down no pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.09G021500.v6.12.8824727 1.52731 2E-36 up yes pfam00675 Peptidase_M16Insulinase (Peptidase family M16).GO:0043171|peptide catabolic process;GO:0016485|protein processing;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K01408

Manes.09G021700.v6.10.1814497 ####### 2E-08 down yes pfam04468 PSP1 PSP1 C-terminal conserved region. This region is present in both eukaryotes and eubacteria. The yeast PSP1 protein is involved in suppressing mutations in the DNA polymerase alpha subunit in yeast.. . . .

Manes.09G021800.v6.10.8859276 ####### 0.3501 down no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0004364|glutathione transferase activity;K00799

Manes.09G021900.v6.10.7765505 ####### 0.0025 down no pfam03385 DUF288 Protein of unknown function, DUF288.. . . .

Manes.09G022000.v6.10.7626306 -0.39094 0.0382 down no pfam10288 DUF2392 Protein of unknown function (DUF2392). This is a family of proteins conserved from plants to humans. The function is not known. It carries a characteristic GRG sequence motif.GO:0010311|lateral root formation;GO:0032447|protein urmylation;GO:0034227|tRNA thio-modification;GO:0002098|tRNA wobble uridine modification;GO:0005737|cytoplasm;GO:0016779|nucleotidyltransferase activity;GO:0016783|sulfurtransferase activity;GO:0000049|tRNA binding;K14169

Manes.09G022300.v6.10.4453729 ####### 2E-13 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;.

Manes.09G022500.v6.10.8248564 -0.27779 0.5248 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G023700.v6.10.3433061 ####### 5E-34 down yes pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0006952|defense response;GO:0009833|plant-type primary cell wall biogenesis;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.09G023900.v6.11.4574399 5.43E-01 0.0251 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G024200.v6.10.4245944 ####### 1E-06 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.09G024300.v6.124.762945 4.63011 7E-80 up yes pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0034484|raffinose catabolic process;GO:0080167|response to karrikin;GO:0006979|response to oxidative stress;GO:0009506|plasmodesma;GO:0052692|raffinose alpha-galactosidase activity;GO:0016757|transferase activity, transferring glycosyl groups;K06617

Manes.09G024600.v6.10.7855105 ####### 0.1 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G024700.v6.19.0858986 3.18E+00 1E-143 up yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.09G024800.v6.12.448384 1.29183 3E-15 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G025200.v6.1124.47432 6.9597 4E-51 up yes pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009555|pollen development;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.09G025700.v6.13.0991337 1.63186 0.0551 up no pfam04078 Rcd1 Cell differentiation family, Rcd1-like. Two of the members in this family have been characterized as being involved in regulation of Ste11 regulated sex genes. Mammalian Rcd1 is a novel transcriptional cofactor that mediates retinoic acid-induced cell differentiation.. . . .

Manes.09G026500.v6.11.3850663 4.70E-01 0.0038 up no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.09G028600.v6.10.7734869 -0.37055 0.0045 down no pfam13087 AAA_12 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins.GO:0032508|DNA duplex unwinding;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0030424|axon;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;GO:0032575|ATP-dependent 5'-3' RNA helicase activity;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0043621|protein self-association;GO:0043022|ribosome binding;GO:0003723|RNA binding;GO:0008186|RNA-dependent ATPase activity;GO:0000049|tRNA binding;GO:0008270|zinc ion binding;.

Manes.09G028700.v6.10.9042333 -0.14523 0.299 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.09G028900.v6.10.9248765 -0.11267 0.4396 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G029400.v6.10.3589391 -1.47819 3E-14 down yes pfam13465 zf-H2C2_2 Zinc-finger double domain.GO:1990058|fruit replum development;GO:0009860|pollen tube growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G029500.v6.14.6311868 2.21E+00 1E-20 up yes pfam03572 Peptidase_S41Peptidase family S41.. GO:0009543|chloroplast thylakoid lumen;GO:0008236|serine-type peptidase activity;.

Manes.09G029700.v6.10.7030846 -0.50823 0.7437 down no pfam01578 Cytochrom_C_asmCytochrome C assembly protein. This family consists of various proteins involved in cytochrome c assembly from mitochondria and bacteria; CycK from Rhizobium, CcmC from Escherichia coli and Paracoccus denitrificans and orf240 from wheat mitochondria. The members of this family are probably integral membrane proteins with six predicted transmembrane helices. It has been proposed that members of this family comprise a membrane component of an ABC (ATP binding cassette) transporter complex. It is also proposed that this transporter is necessary for transport of some component needed for cytochrome c assembly. One member CycK contains a putative heme-binding motif, orf240 also contains a putative heme-binding motif and is a proposed ABC transporter with c-type heme as its proposed substrate. However it seems unlikely that all members of this family transport heme nor c-type apocytochromes because CcmC in the putative CcmABC transporter transports neither.. . . .

Manes.09G029900.v6.10.8173216 -0.29102 0.0141 down no pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0010311|lateral root formation;GO:0010366|negative regulation of ethylene biosynthetic process;GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.09G030000.v6.10.2416095 ####### 1E-38 down yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0005634|nucleus;. K09529

Manes.09G030300.v6.10.4058781 ####### 3E-27 down yes pfam07964 Red1 Rec10 / Red1. Rec10 / Red1 is involved in meiotic recombination and chromosome segregation during homologous chromosome formation. This protein localizes to the synaptonemal complex in S. cerevisiae and the analogous structures (linear elements) in S. pombe. This family is currently only found in fungi.. . . .

Manes.09G030600.v6.10.0812404 -3.62166 7E-144 down yes pfam10322 7TM_GPCR_SruSerpentine type 7TM GPCR chemoreceptor Sru. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sru is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G030800.v6.10.7960538 -0.32906 0.009 down no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. GO:0009507|chloroplast;. .

Manes.09G030900.v6.10.1935374 ####### 1E-32 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G031000.v6.10.7264477 -0.46107 0.0003 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G032900.v6.10.5871598 -0.76817 0.0001 down no pfam02544 Steroid_dh 3-oxo-5-alpha-steroid 4-dehydrogenase. This family consists of 3-oxo-5-alpha-steroid 4-dehydrogenases, EC:1.3.99.5 Also known as Steroid 5-alpha-reductase, the reaction catalysed by this enzyme is: 3-oxo-5-alpha-steroid + acceptor <=> 3-oxo-delta(4)-steroid + reduced acceptor. The Steroid 5-alpha-reductase enzyme is responsible for the formation of dihydrotestosterone, this hormone promotes the differentiation of male external genitalia and the prostate during fetal development. In humans mutations in this enzyme can cause a form of male pseudohermaphorditism in which the external genitalia and prostate fail to develop normally. A related enzyme is also found in plants is DET2, a steroid reductase from Arabidopsis. Mutations in this enzyme cause defects in light-regulated development.. . . .



Manes.09G034200.v6.1Inf Inf 0.8764 up no pfam06876 SCRL Plant self-incompatibility response (SCRL) protein. This family consists of several Plant self-incompatibility response (SCRL) proteins. The male component of the self-incompatibility response in Brassica has been shown to be encoded by the S locus cysteine-rich gene (SCR). SCR is related, at the sequence level, to the pollen coat protein (PCP) gene family whose members encode small, cysteine-rich proteins located in the proteo-lipidic surface layer (tryphine) of Brassica pollen grains.. . . .

Manes.09G034400.v6.11.6565371 7.28E-01 3E-07 up no pfam03735 ENT ENT domain. This presumed domain is named after Emsy N Terminus (ENT). Emsy is a protein that is amplified in breast cancer and interacts with BRCA2. The N terminus of this protein is found to be similar to other vertebrate and plant proteins of unknown function. This domain has a completely conserved histidine residue that may be functionally important.. . . .

Manes.09G034700.v6.16.4291312 2.68462 2E-76 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G034800.v6.1639.51817 9.32E+00 1E-298 up yes pfam03760 LEA_1 Late embryogenesis abundant (LEA) group 1. Family members are conserved along the entire coding region, especially within the hydrophobic internal 20 amino acid motif, which may be repeated.. . . .

Manes.09G035000.v6.10.8046187 ####### 0.2151 down no pfam09764 Nt_Gln_amidaseN-terminal glutamine amidase. This protein is conserved from plants to humans. It represents a family of N terminal glutamine amidases. The enzyme removes the NH2 group from a Gln, at the N-terminal, rendering it a Glu.. . . .

Manes.09G035600.v6.10.650732 ####### 0.0067 down no pfam00022 Actin Actin. . GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005524|ATP binding;.

Manes.09G035900.v6.18.9306538 3.15877 3E-08 up yes pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G036300.v6.11.5595466 0.64113 3E-08 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10666

Manes.09G036800.v6.10.7680852 -0.38066 0.0015 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0030244|cellulose biosynthetic process;GO:0045489|pectin biosynthetic process;GO:0009827|plant-type cell wall modification;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. .

Manes.09G036900.v6.10.7501254 ####### 0.0022 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0009570|chloroplast stroma;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.09G037200.v6.12.3829167 1.25273 5E-27 up yes pfam03145 Sina Seven in absentia protein family. The seven in absentia (sina) gene was first identified in Drosophila. The Drosophila Sina protein is essential for the determination of the R7 pathway in photoreceptor cell development: the loss of functional Sina results in the transformation of the R7 precursor cell to a non- neuronal cell type. The Sina protein contains an N-terminal RING finger domain pfam00097. Through this domain, Sina binds E2 ubiquitin-conjugating enzymes (UbcD1) Sina also interacts with Tramtrack (TTK88) via PHYL. Tramtrack is a transcriptional repressor that blocks photoreceptor determination, while PHYL down-regulates the activity of TTK88. In turn, the activity of PHYL requires the activation of the Sevenless receptor tyrosine kinase, a process essential for R7 determination. It is thought that thus Sina targets TTK88 for degradation, therefore promoting the R7 pathway. Murine and human homologues of Sina have also been identified. The human homologue Siah-1 also binds E2 enzymes (UbcH5) and throuGO:0007275|multicellular organismal development;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K04506

Manes.09G037500.v6.10.9012598 -0.14998 0.2041 down no pfam09637 Med18 Med18 protein. Med18 is one subunit of Mediator, a head-module multiprotein complex, that stimulates basal RNA polymerase II (Pol II) transcription. Med18 consists of an eight-stranded beta-barrel with a central pore and three flanking helices. It complexes with Med8 and Med20 proteins by forming a heterodimer of two-fold symmetry with Med20 and binding the C-terminal alpha-helix region of Med8 across the top of its barrel. This complex creates a multipartite TBP-binding site that can be modulated by transcriptional activators.. . . .

Manes.09G037600.v6.1Inf Inf 0.3951 up no pfam01545 Cation_effluxCation efflux family. Members of this family are integral membrane proteins, that are found to increase tolerance to divalent metal ions such as cadmium, zinc, and cobalt. These proteins are thought to be efflux pumps that remove these ions from cells.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0008324|cation transmembrane transporter activity;.

Manes.09G037900.v6.1Inf Inf 0.8798 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.. . . .

Manes.09G038600.v6.10.4449672 -1.16823 1E-17 down yes pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0010091|trichome branching;GO:0010026|trichome differentiation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G038800.v6.10.6310039 -0.66428 3E-05 down no pfam00297 Ribosomal_L3Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.09G039100.v6.10.516724 ####### 0.0016 down no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.09G039400.v6.12.0948044 1.06682 2E-09 up yes pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.09G040000.v6.10.5248932 ####### 8E-11 down no pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0009737|response to abscisic acid;GO:0006665|sphingolipid metabolic process;GO:0090332|stomatal closure;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016787|hydrolase activity;.

Manes.09G040100.v6.11.0582065 0.08162 0.6841 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0080037|negative regulation of cytokinin-activated signaling pathway;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;. .

Manes.09G040300.v6.10.4053442 -1.30278 5E-26 down yes pfam00575 S1 S1 RNA binding domain. The S1 domain occurs in a wide range of RNA associated proteins. It is structurally similar to cold shock protein which binds nucleic acids. The S1 domain has an OB-fold structure.GO:0006397|mRNA processing;GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0008134|transcription factor binding;K14792

Manes.09G041000.v6.10.6237202 ####### 2E-07 down no pfam00177 Ribosomal_S7Ribosomal protein S7p/S5e. This family contains ribosomal protein S7 from prokaryotes and S5 from eukaryotes.GO:0006412|translation;GO:0015935|small ribosomal subunit;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;.

Manes.09G041100.v6.10.8054522 ####### 0.055 down no pfam12569 NARP1 NMDA receptor-regulated protein 1. This domain family is found in eukaryotes, and is approximately 40 amino acids in length. The family is found in association with pfam07719, pfam00515. There is a single completely conserved residue L that may be functionally important. NARP1 is the mammalian homologue of a yeast N-terminal acetyltransferase that regulates entry into the G(0) phase of the cell cycle.. GO:0005739|mitochondrion;. .

Manes.09G041300.v6.11.8726767 0.9051 0.0006 up no pfam03105 SPX SPX domain. We have named this region the SPX domain after (SYG1, Pho81 and XPR1). This 180 residue length domain is found at the amino terminus of a variety of proteins. In the yeast protein SYG1, the N-terminus directly binds to the G- protein beta subunit and inhibits transduction of the mating pheromone signal. This finding suggests that all the members of this family are involved in G-protein associated signal transduction. The N-termini of several proteins involved in the regulation of phosphate transport, including the putative phosphate level sensors PHO81 from Saccharomyces cerevisiae and NUC-2 from Neurospora crassa, are also members of this family. The SPX domain of S. cerevisiae low-affinity phosphate transporters Pho87 and Pho90 auto-regulates uptake and prevents efflux. This SPX dependent inhibition is mediated by the physical interaction with Spl2 NUC-2 contains several ankyrin repeats pfam00023. Several members of this family are annotated as XPR1 proteins: the xenotropic and polytropic retrovGO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.09G041900.v6.15.4422297 2.4442 7E-48 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0009414|response to water deprivation;GO:0010148|transpiration;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.09G042000.v6.17.2505349 2.85809 3E-19 up yes pfam03104 DNA_pol_B_exo1DNA polymerase family B, exonuclease domain. This domain has 3' to 5' exonuclease activity and adopts a ribonuclease H type fold.. . . .

Manes.09G042100.v6.13.1974119 1.6769 1E-35 up yes pfam05116 S6PP Sucrose-6F-phosphate phosphohydrolase. This family consists of Sucrose-6F-phosphate phosphohydrolase proteins found in plants and cyanobacteria. Sucrose-6(F)-phosphate phosphohydrolase catalyses the final step in the pathway of sucrose biosynthesis.GO:0005986|sucrose biosynthetic process;. GO:0000287|magnesium ion binding;GO:0050307|sucrose-phosphate phosphatase activity;.

Manes.09G042300.v6.10.901702 -0.14928 0.6443 down no pfam02411 MerT MerT mercuric transport protein. MerT is an mercuric transport integral membrane protein and is responsible for transport of the Hg2+ iron from periplasmic MerP (also part of the transport system) to mercuric reductase (MerE).. . . .

Manes.09G042500.v6.10.501546 ####### 5E-17 down no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.09G042800.v6.12.6777112 1.421 2E-15 up yes pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. . . .

Manes.09G043000.v6.10.4603841 ####### 1E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G043100.v6.12.3250677 1.22E+00 1E-16 up yes pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.09G043300.v6.11.6018384 0.67973 4E-09 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;K11835

Manes.09G043500.v6.10.0934574 -3.41955 3E-18 down yes pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.09G043900.v6.1NA NA NA -- no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.09G044600.v6.12.5773603 1.36589 2E-23 up yes pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006952|defense response;GO:0050832|defense response to fungus;GO:0006887|exocytosis;GO:0072660|maintenance of protein location in plasma membrane;GO:0031348|negative regulation of defense response;GO:0006612|protein targeting to membrane;GO:0072661|protein targeting to plasma membrane;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009620|response to fungus;GO:0010148|transpiration;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0016192|vesicle-mediated transport;GO:0009504|cell plate;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0031201|SNARE complex;GO:0005802|trans-Golgi network;GO:0043495|protein anchor;GO:0000149|SNARE binding;K08486

Manes.09G044800.v6.10.2910981 -1.78042 0.0001 down yes pfam08538 DUF1749 Protein of unknown function (DUF1749). This is a plant and fungal family of unknown function. This family contains many hypothetical proteins.. . . .

Manes.09G045700.v6.10.5026824 -0.99228 3E-07 down no pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . .

Manes.09G046100.v6.16.5305168 2.71E+00 0.0091 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G046200.v6.11.032031 4.55E-02 0.6946 up no pfam10998 DUF2838 Protein of unknown function (DUF2838). This bacterial family of proteins has no known function.. . . .

Manes.09G046400.v6.13.3586783 1.74789 0.1496 up no pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G047300.v6.10.4341162 -1.20385 0.0004 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;.

Manes.09G047500.v6.10.5280494 -0.92126 1E-14 down no pfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).GO:0042742|defense response to bacterium;GO:0009409|response to cold;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0010319|stromule;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;K03386

Manes.09G048000.v6.1NA NA NA -- no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.09G048200.v6.10.994805 -0.00751 1 down no pfam02175 7TM_GPCR_SrbSerpentine type 7TM GPCR chemoreceptor Srb. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srb is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.09G048300.v6.10.9398674 -0.08947 0.4604 down no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.09G048600.v6.12.1615091 1.11204 5E-14 up yes pfam10230 DUF2305 Uncharacterized conserved protein (DUF2305). This family of proteins is conserved from plants to humans. The function is unknown.GO:0019915|lipid storage;GO:0005811|lipid particle;GO:0016787|hydrolase activity;.

Manes.09G049000.v6.12.60515 1.38E+00 5E-13 up yes pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0042742|defense response to bacterium;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0006355|regulation of transcription, DNA-templated;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0000175|3'-5'-exoribonuclease activity;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.09G049500.v6.10.4775841 -1.06617 3E-07 down yes pfam13198 DUF4014 Protein of unknown function (DUF4014). This is a bacterial and viral family of uncharacterized proteins.. . . .

Manes.09G049700.v6.10.6890288 -0.53736 0.0002 down no pfam00833 Ribosomal_S17eRibosomal S17.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02962

Manes.09G050100.v6.1Inf Inf 0.8764 up no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0000166|nucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.09G050200.v6.1Inf Inf 0.4066 up no pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003723|RNA binding;.

Manes.09G050500.v6.10.3555007 ####### 5E-34 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.09G050600.v6.10.4986413 -1.00393 5E-17 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.09G050800.v6.10.3431871 -1.54293 5E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G051200.v6.10.6321125 -0.66175 0.0022 down no pfam05577 Peptidase_S28Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.GO:0043535|regulation of blood vessel endothelial cell migration;GO:0005764|lysosome;GO:0004180|carboxypeptidase activity;GO:0008236|serine-type peptidase activity;K01285

Manes.09G051400.v6.110.768255 3.42871 7E-100 up yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0045892|negative regulation of transcription, DNA-templated;GO:0080167|response to karrikin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G052400.v6.138.398278 5.26E+00 3E-07 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0009718|anthocyanin-containing compound biosynthetic process;GO:0043153|entrainment of circadian clock by photoperiod;GO:0048573|photoperiodism, flowering;GO:0048511|rhythmic process;GO:0005634|nucleus;GO:0044212|transcription regulatory region DNA binding;K11805

Manes.09G052600.v6.1Inf Inf 0.8798 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G052700.v6.10.9718372 -0.04121 0.7194 down no pfam00069 Pkinase Protein kinase domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K02208

Manes.09G052800.v6.16.0028666 2.59E+00 1E-05 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G052900.v6.11.2380351 3.08E-01 0.3192 up no pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.09G053000.v6.11.5583775 0.64004 4E-08 up no pfam00787 PX PX domain. PX domains bind to phosphoinositides.GO:0010252|auxin homeostasis;GO:0006897|endocytosis;GO:0008333|endosome to lysosome transport;GO:0006896|Golgi to vacuole transport;GO:0009958|positive gravitropism;GO:0006623|protein targeting to vacuole;GO:0048364|root development;GO:0016050|vesicle organization;GO:0005829|cytosol;GO:0005768|endosome;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005771|multivesicular body;GO:0030904|retromer complex;GO:0035091|phosphatidylinositol binding;K17917

Manes.09G053400.v6.10.5295756 ####### 8E-12 down no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.09G053700.v6.1Inf Inf 0.2217 up no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.09G053800.v6.10.6309552 ####### 2E-05 down no pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0000398|mRNA splicing, via spliceosome;GO:0005829|cytosol;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;.

Manes.09G053900.v6.1NA NA NA -- no pfam12869 tRNA_anti-liketRNA_anti-like. This is a family of bacterial, archeael and viral proteins that is related to the tRNA_anti family pfam01336. The major characteristic of families like tRNA_anti is their OB-fold, and many of them bind DNA.. . . .

Manes.09G054000.v6.12.8437808 1.51E+00 2E-39 up yes pfam00620 RhoGAP RhoGAP domain. GTPase activator proteins towards Rho/Rac/Cdc42-like small GTPases.GO:0007165|signal transduction;. GO:0005096|GTPase activator activity;.

Manes.09G054100.v6.10.4420228 ####### 3E-10 down yes pfam05047 L51_S25_CI-B8Mitochondrial ribosomal protein L51 / S25 / CI-B8 domain. The proteins in this family are located in the mitochondrion. The family includes ribosomal protein L51, and S25. This family also includes mitochondrial NADH-ubiquinone oxidoreductase B8 subunit (CI-B8) EC:1.6.5.3. It is not known whether all members of this family form part of the NADH-ubiquinone oxidoreductase and whether they are also all ribosomal proteins.. . . .

Manes.09G054300.v6.10.4337145 -1.20518 6E-05 down yes pfam08661 Rep_fac-A_3 Replication factor A protein 3. Replication factor A is involved in eukaryotic DNA replication, recombination and repair.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0005634|nucleus;GO:0003677|DNA binding;K10740

Manes.09G055100.v6.10.4749497 ####### 0.0026 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G055500.v6.10.4266589 -1.22884 3E-15 down yes pfam02620 DUF177 Uncharacterized ACR, COG1399.. . . .

Manes.09G055700.v6.10.3986759 ####### 7E-15 down yes pfam03039 IL12 Interleukin-12 alpha subunit. Interleukin 12 (IL-12) is a disulphide-bonded heterodimer consisting of a 35kDa alpha subunit and a 40kDa beta subunit. It is involved in the stimulation and maintenance of Th1 cellular immune responses, including the normal host defence against various intracellular pathogens, such as Leishmania, Toxoplasma, measles virus and HIV. IL-12 also has an important role in pathological Th1 responses, such as in inflammatory bowel disease and multiple sclerosis. Suppression of IL-12 activity in such diseases may have therapeutic benefit. On the other hand, administration of recombinant IL-12 may have therapeutic benefit in conditions associated with pathological Th2 responses.. . . .

Manes.09G055800.v6.10.7223533 ####### 7E-05 down no pfam12327 FtsZ_C FtsZ family, C-terminal domain. This family includes the bacterial FtsZ family of proteins. Members of this family are involved in polymer formation. FtsZ is the polymer-forming protein of bacterial cell division. It is part of a ring in the middle of the dividing cell that is required for constriction of cell membrane and cell envelope to yield two daughter cells. FtsZ is a GTPase, like tubulin. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea.GO:0010020|chloroplast fission;GO:0051258|protein polymerization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0043234|protein complex;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0043621|protein self-association;K03531

Manes.09G055900.v6.11.5464491 6.29E-01 9E-05 up no pfam01521 Fe-S_biosyn Iron-sulphur cluster biosynthesis. This family is involved in iron-sulphur cluster biosynthesis. Its members include proteins that are involved in nitrogen fixation such as the HesB and HesB-like proteins.GO:0016226|iron-sulfur cluster assembly;GO:0005739|mitochondrion;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0005198|structural molecule activity;.

Manes.09G056100.v6.16.185011 2.63E+00 5E-11 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0010187|negative regulation of seed germination;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0048316|seed development;GO:0009845|seed germination;GO:0010182|sugar mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.09G056600.v6.10.536062 -0.89953 0.0413 down no pfam09311 Rab5-bind Rabaptin-like protein. Members of this family are predominantly found in Rabaptin and allow for binding to the GTPase Rab5. This interaction is necessary and sufficient for Rab5-dependent recruitment of Rabaptin5 to early endosomal membranes.. . . .

Manes.09G057000.v6.10.8163138 -0.2928 0.0711 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G057300.v6.15.8766279 2.55499 0.1903 up no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.09G057400.v6.12.6780861 1.4212 8E-28 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G057700.v6.10.3405676 -1.55399 4E-27 down yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0009926|auxin polar transport;GO:0060918|auxin transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010160|formation of organ boundary;GO:0048527|lateral root development;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009639|response to red or far red light;GO:0048364|root development;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.09G057800.v6.13.4843848 1.8009 4E-49 up yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.09G058200.v6.12.4490744 1.29224 3E-19 up yes pfam00069 Pkinase Protein kinase domain.GO:0007059|chromosome segregation;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0006397|mRNA processing;GO:0045071|negative regulation of viral genome replication;GO:0045070|positive regulation of viral genome replication;GO:0006468|protein phosphorylation;GO:0050684|regulation of mRNA processing;GO:0048024|regulation of mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0035092|sperm chromatin condensation;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0044822|poly(A) RNA binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K15409

Manes.09G058300.v6.12.3232311 1.21613 1E-11 up yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;GO:0008270|zinc ion binding;.

Manes.09G058500.v6.10.4210836 ####### 5E-08 down yes pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G058600.v6.11.8947287 0.92199 5E-08 up no pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.. . . .

Manes.09G058800.v6.11.640934 0.71452 2E-10 up no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.. GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0016656|monodehydroascorbate reductase (NADH) activity;K08232

Manes.09G059400.v6.10.6692478 ####### 0.018 down no pfam02806 Alpha-amylase_CAlpha amylase, C-terminal all-beta domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0009790|embryo development;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0003844|1,4-alpha-glucan branching enzyme activity;GO:0043169|cation binding;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.



Manes.09G059900.v6.10.3172619 ####### 6E-25 down yes pfam08534 Redoxin Redoxin. This family of redoxins includes peroxiredoxin, thioredoxin and glutaredoxin proteins.GO:0042742|defense response to bacterium;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009505|plant-type cell wall;GO:0009536|plastid;GO:0009579|thylakoid;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;.

Manes.09G060000.v6.10.5497846 ####### 2E-12 down no pfam00113 Enolase_C Enolase, C-terminal TIM barrel domain.GO:0006096|glycolytic process;GO:0000015|phosphopyruvate hydratase complex;GO:0000287|magnesium ion binding;GO:0004634|phosphopyruvate hydratase activity;.

Manes.09G060200.v6.11.3853258 0.47023 5E-05 up no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006397|mRNA processing;GO:0048573|photoperiodism, flowering;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12836

Manes.09G060400.v6.11.0542656 7.62E-02 0.5094 up no pfam12171 zf-C2H2_jaz Zinc-finger double-stranded RNA-binding. This domain family is found in archaea and eukaryotes, and is approximately 30 amino acids in length. The mammalian members of this group occur multiple times along the protein, joined by flexible linkers, and are referred to as JAZ - dsRNA-binding ZF protein - zinc-fingers. The JAZ proteins are expressed in all tissues tested and localize in the nucleus, particularly the nucleolus. JAZ preferentially binds to double-stranded (ds) RNA or RNA/DNA hybrids rather than DNA. In addition to binding double-stranded RNA, these zinc-fingers are required for nucleolar localisation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.09G062300.v6.11.8623618 0.89713 0.0009 up no pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0080170|hydrogen peroxide transmembrane transport;GO:0034220|ion transmembrane transport;GO:0071918|urea transmembrane transport;GO:0015840|urea transport;GO:0006833|water transport;GO:0042807|central vacuole;GO:0009941|chloroplast envelope;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0000326|protein storage vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015204|urea transmembrane transporter activity;GO:0015250|water channel activity;K09873

Manes.09G062400.v6.111.921907 3.57554 2E-52 up yes pfam14599 zinc_ribbon_6Zinc-ribbon. This is a typical zinc-ribbon finger, with each pair of zinc-ligands coming from more-or-less either side of two knuckles. It is found in eukaryotes.GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0031398|positive regulation of protein ubiquitination;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0002039|p53 binding;GO:0042803|protein homodimerization activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10144

Manes.09G062500.v6.19.7427837 3.28433 0.0433 up no pfam00194 Carb_anhydraseEukaryotic-type carbonic anhydrase.GO:0006730|one-carbon metabolic process;GO:0009570|chloroplast stroma;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;K01674

Manes.09G063300.v6.1Inf Inf 0.3951 up no . . . . . . .

Manes.09G064100.v6.11.7455039 8.04E-01 1E-12 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0003691|double-stranded telomeric DNA binding;.

Manes.09G064200.v6.10.6675056 ####### 5E-05 down no pfam01997 Translin Translin family. Members of this family include Translin that interacts with DNA and forms a ring around the DNA. This family also includes human translin-associated protein X, which was found to interact with translin with yeast two-hybrid screen.. GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0003723|RNA binding;GO:0043565|sequence-specific DNA binding;.

Manes.09G064800.v6.10.6018119 -0.73262 1E-04 down no pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0016998|cell wall macromolecule catabolic process;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.09G065500.v6.111.774438 3.55759 1E-63 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004321|fatty-acyl-CoA synthase activity;GO:0016874|ligase activity;K01904

Manes.09G065600.v6.113.746034 3.78094 1E-23 up yes pfam10150 RNase_E_G Ribonuclease E/G family. Ribonuclease E and Ribonuclease G are related enzymes that cleave a wide variety of RNAs.. . . .

Manes.09G065700.v6.10.3424767 ####### 5E-34 down yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0060919|auxin influx;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0009624|response to nematode;GO:0009639|response to red or far red light;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;GO:0010328|auxin influx transmembrane transporter activity;K05658

Manes.09G066300.v6.11.1939612 2.56E-01 0.0488 up no pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.09G066400.v6.10.4976366 -1.00684 0.0647 down no pfam02928 zf-C5HC2 C5HC2 zinc finger. Predicted zinc finger with eight potential zinc ligand binding residues. This domain is found in Jumonji. This domain may have a DNA binding function.. . . .

Manes.09G067300.v6.11.5431178 6.26E-01 5E-07 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.09G067400.v6.10.1455491 -2.78042 3E-12 down yes pfam08137 DVL DVL family. This family consists of the DVL family of proteins. In a gain-of-function genetic screen for genes that influence fruit development in Arabidopsis, DEVIL (DVL) gene was identified. DVL is a small protein and overexpression of the protein results in pleiotropic phenotypes featured by shortened stature, rounder rosette leaves, clustered inflorescences, shortened pedicles, and siliques with pronged tips. DVL family is a novel class of small polypeptides and the overexpression phenotypes suggest that these polypeptides may have a role in plant development.. . . .

Manes.09G067500.v6.10.4042991 ####### 8E-24 down yes pfam04542 Sigma70_r2 Sigma-70 region 2. Region 2 of sigma-70 is the most conserved region of the entire protein. All members of this class of sigma-factor contain region 2. The high conservation is due to region 2 containing both the -10 promoter recognition helix and the primary core RNA polymerase binding determinant. The core binding helix, interacts with the clamp domain of the largest polymerase subunit, beta prime. The aromatic residues of the recognition helix, found at the C-terminus of this domain are though to mediate strand separation, thereby allowing transcription initiation.GO:0071483|cellular response to blue light;GO:0071482|cellular response to light stimulus;GO:0006352|DNA-templated transcription, initiation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0090351|seedling development;GO:0009507|chloroplast;GO:0009536|plastid;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;.

Manes.09G067600.v6.12.3580799 1.24E+00 4E-21 up yes pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.09G067700.v6.12.1766692 1.12E+00 9E-22 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G067800.v6.10.2438082 -2.03618 2E-36 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0045087|innate immune response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0030529|ribonucleoprotein complex;GO:0010319|stromule;GO:0009579|thylakoid;GO:0000166|nucleotide binding;GO:0008266|poly(U) RNA binding;K11294

Manes.09G068200.v6.10.2711284 ####### 2E-12 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.09G068300.v6.11.3205579 0.40115 0.0006 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006464|cellular protein modification process;GO:0000398|mRNA splicing, via spliceosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0031386|protein tag;K13113

Manes.09G068500.v6.10.8910314 ####### 0.9659 down no pfam05086 Dicty_REP Dictyostelium (Slime Mold) REP protein. This family consists of REP proteins from Dictyostelium (Slime molds). REP protein is likely involved in transcription regulation and control of DNA replication, specifically amplification of plasmid at low copy numbers. The formation of homomultimers may be required for their regulatory activity.. . . .

Manes.09G068700.v6.1Inf Inf 9E-289 up yes pfam13276 HTH_21 HTH-like domain. This domain contains a predicted helix-turn-helix suggesting a DNA-binding function.. . . .

Manes.09G068800.v6.1209.00125 7.71E+00 1E-108 up yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;K09872

Manes.09G068900.v6.12.0251933 1.02E+00 0.0035 up yes pfam03179 V-ATPase_GVacuolar (H+)-ATPase G subunit. This family represents the eukaryotic vacuolar (H+)-ATPase (V-ATPase) G subunit. V-ATPases generate an acidic environment in several intracellular compartments. Correspondingly, they are found as membrane-attached proteins in several organelles. They are also found in the plasma membranes of some specialized cells. V-ATPases consist of peripheral (V1) and membrane integral (V0) heteromultimeric complexes. The G subunit is part of the V1 subunit, but is also thought to be strongly attached to the V0 complex. It may be involved in the coupling of ATP degradation to H+ translocation.GO:0015992|proton transport;GO:0005794|Golgi apparatus;GO:0005774|vacuolar membrane;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0005773|vacuole;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;K02152

Manes.09G069100.v6.12.7825059 1.48E+00 1E-09 up yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.09G069400.v6.10.8392275 -0.25287 0.1182 down no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.. . . .

Manes.09G070200.v6.1Inf Inf 0.4307 up no pfam12786 GBV-C_env GB virus C genotype envelope. This the envelope protein from the ssRNA GB virus genotype C.. . . .

Manes.09G070300.v6.10.6974102 ####### 0.0001 down no pfam09298 FAA_hydrolase_NFumarylacetoacetase N-terminal. The N-terminal domain of fumarylacetoacetate hydrolase is functionally uncharacterized, and adopts a structure consisting of an SH3-like barrel.GO:0006559|L-phenylalanine catabolic process;GO:0006572|tyrosine catabolic process;. GO:0004334|fumarylacetoacetase activity;GO:0046872|metal ion binding;K01555

Manes.09G070400.v6.1Inf Inf 0.1921 up no pfam09805 Nop25 Nucleolar protein 12 (25kDa). Members of this family of proteins are part of the yeast nuclear pore complex-associated pre-60S ribosomal subunit. The family functions as a highly conserved exonuclease that is required for the 5'-end maturation of 5.8S and 25S rRNAs, demonstrating that 5'-end processing also has a redundant pathway. Nop25 binds late pre-60S ribosomes, accompanying them from the nucleolus to the nuclear periphery; and there is evidence for both physical and functional links between late 60S subunit processing and export.. . . .

Manes.09G071000.v6.13.3580725 1.74763 4E-13 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G071300.v6.11.5658347 6.47E-01 2E-08 up no pfam05890 Ebp2 Eukaryotic rRNA processing protein EBP2. This family consists of several Eukaryotic rRNA processing protein EBP2 sequences. Ebp2p is required for the maturation of 25S rRNA and 60S subunit assembly. Ebp2p may be one of the target proteins of Rrs1p for executing the signal to regulate ribosome biogenesis. This family also plays a role in chromosome segregation.GO:0016973|poly(A)+ mRNA export from nucleus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003723|RNA binding;K18732

Manes.09G071500.v6.10.5484618 -0.86654 0.0245 down no pfam07062 Clc-like Clc-like. This family contains a number of Clc-like proteins that are approximately 250 residues long.. . . .

Manes.09G071800.v6.11.4316735 0.5177 0.0002 up no pfam10324 7TM_GPCR_SrwSerpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. GO:0048046|apoplast;. .

Manes.09G072200.v6.10.4021559 ####### 7E-22 down yes pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0034484|raffinose catabolic process;GO:0080167|response to karrikin;GO:0006979|response to oxidative stress;GO:0009506|plasmodesma;GO:0052692|raffinose alpha-galactosidase activity;GO:0016757|transferase activity, transferring glycosyl groups;K06617

Manes.09G072300.v6.12.7665448 1.47E+00 5E-37 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07877

Manes.09G072800.v6.10.6651531 ####### 0.0005 down no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.09G072900.v6.11.8638447 0.89828 7E-15 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.09G073500.v6.114.101578 3.81778 3E-121 up yes pfam01194 RNA_pol_N RNA polymerases N / 8 kDa subunit.. . . .

Manes.09G073600.v6.10.7949271 -0.33111 0.0119 down no pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.09G073700.v6.13.0182834 1.59373 2E-40 up yes pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.09G073800.v6.10.6706478 -0.57637 0.0013 down no pfam02915 Rubrerythrin Rubrerythrin. This domain has a ferritin-like fold.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0048529|magnesium-protoporphyrin IX monomethyl ester (oxidative) cyclase activity;GO:0046872|metal ion binding;.

Manes.09G074100.v6.11.0275075 0.03915 0.8434 up no pfam09335 SNARE_assocSNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.09G074200.v6.11.4449674 0.53104 2E-05 up no pfam00078 RVT_1 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses.. . . .

Manes.09G074300.v6.17.9260045 2.98659 0.0745 up no pfam15485 DUF4643 Domain of unknown function (DUF4643). This family of proteins is found in eukaryotes. Proteins in this family are typically between 254 and 462 amino acids in length.. . . .

Manes.09G074700.v6.10.5762869 -0.79514 0.0005 down no pfam06839 zf-GRF GRF zinc finger. This presumed zinc binding domain is found in a variety of DNA-binding proteins. It seems likely that this domain is involved in nucleic acid binding. It is named GRF after three conserved residues in the centre of the alignment of the domain. This zinc finger may be related to pfam01396.GO:0006265|DNA topological change;GO:0005694|chromosome;GO:0005654|nucleoplasm;GO:0016605|PML body;GO:0003677|DNA binding;GO:0003917|DNA topoisomerase type I activity;GO:0008270|zinc ion binding;K03165

Manes.09G075100.v6.11.8539088 8.91E-01 0.0318 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;K08150

Manes.09G075500.v6.10.6754868 -0.566 3E-05 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0031969|chloroplast membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.09G075600.v6.10.6353241 ####### 8E-05 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009793|embryo development ending in seed dormancy;. . .

Manes.09G075900.v6.123.727007 4.56846 3E-96 up yes pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.09G076100.v6.1NA NA NA -- no pfam10393 Matrilin_ccoilTrimeric coiled-coil oligomerization domain of matrilin. This short domain is a coiled coil structure and has a single cysteine residue at the start which is likely to form a di-sulfide bridge with a corresponding cysteine in an upstream EGF (pfam00008) domain thereby spanning a VWA (pfam00092) domain. All three domains can be associated together as in the cartilage matrix protein matrilin, where this domain is likely to be responsible for oligomerization.. . . .

Manes.09G076300.v6.11.0519084 7.30E-02 0.5247 up no pfam12624 Chorein_N N-terminal region of Chorein, a TM vesicle-mediated sorter. Although mutations in the full-length vacuolar protein sorting 13A (VPS13A) protein in vertebrates lead to the disease of chorea-acanthocytosis, the exact function of any of the regions within the protein is not yet known. This region is the proposed leucine zipper at the N-terminus. The full-length protein is a transmembrane protein with a presumed role in vesicle-mediated sorting and intracellular protein transport.GO:0045053|protein retention in Golgi apparatus;GO:0006623|protein targeting to vacuole;GO:0019898|extrinsic component of membrane;GO:0005794|Golgi apparatus;. .

Manes.09G076900.v6.1Inf Inf 0.8764 up no . . . . . . .

Manes.09G077100.v6.1Inf Inf 0.3951 up no pfam00126 HTH_1 Bacterial regulatory helix-turn-helix protein, lysR family.. . . .

Manes.09G077200.v6.12.0401136 1.03E+00 1E-19 up yes pfam00632 HECT HECT-domain (ubiquitin-transferase). The name HECT comes from Homologous to the E6-AP Carboxyl Terminus.GO:0010150|leaf senescence;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042542|response to hydrogen peroxide;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0030246|carbohydrate binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10591

Manes.09G077400.v6.10.9486567 -0.07604 0.5816 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0031348|negative regulation of defense response;GO:0042177|negative regulation of protein catabolic process;GO:0009626|plant-type hypersensitive response;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.09G077600.v6.1Inf Inf 0.8798 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0019863|IgE binding;GO:0004650|polygalacturonase activity;.

Manes.09G077800.v6.1Inf Inf 0.2025 up no pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.09G077900.v6.12.6394982 1.40026 5E-24 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.09G079000.v6.12.3632206 1.24E+00 1E-09 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.09G079300.v6.1Inf Inf 0.8798 up no pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006952|defense response;GO:0006397|mRNA processing;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.09G080000.v6.10.5725766 -0.80446 1E-10 down no pfam14374 Ribos_L4_asso_C60S ribosomal protein L4 C-terminal domain. This family is found at the very C-terminal of 60 ribosomal L4 proteins.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.09G080400.v6.10.9061196 -0.14223 0.2164 down no pfam14570 zf-RING_4 RING/Ubox like zinc-binding domain.GO:0010467|gene expression;GO:0000288|nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0051865|protein autoubiquitination;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10643

Manes.09G080500.v6.10.7700109 -0.37705 0.0117 down no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G081900.v6.11.9798245 0.98537 0.0031 up no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.09G082100.v6.11.6782387 7.47E-01 0.0012 up no pfam15499 Peptidase_C98Ubiquitin-specific peptidase-like, SUMO isopeptidase. Peptidase_C98 is a small family of SUMO - small ubiquitin-related modifier - isopeptidases found in eukaryotes. Reversible attachment of SUMO is an essential protein modification in all eukaryotic cells, The family neither binds nor cleaves ubiquitin, but is a potent SUMO isopeptidase, and the invariant residues required for SUMO binding and cleavage, in UniProtKB:Q5W0Q7, are Cys-236, His-456 and Asp-472, all of which are fully conserved in the family. Member proteins are low-abundance proteins that colocalize with coilin in Cajal bodies. Peptidase_C98 depletion does not affect global sumoylation, but causes striking coilin mis-localisation and impairs cell proliferation, functions that are not dependent on the catalytic activity. Thus, Peptidase_C98 represents a third type of SUMO protease, with essential functions in Cajal body biology.. . . .

Manes.09G082900.v6.10.4261474 -1.23058 3E-25 down yes pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0007275|multicellular organismal development;GO:0015833|peptide transport;GO:0015031|protein transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;. .

Manes.09G083000.v6.11.1774543 0.23567 0.7434 up no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.09G084500.v6.10.3641539 -1.45738 1E-15 down yes pfam00348 polyprenyl_syntPolyprenyl synthetase.GO:0006695|cholesterol biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0005737|cytoplasm;GO:0004161|dimethylallyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;.

Manes.09G084700.v6.11.0700238 0.09764 0.4113 up no pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0006397|mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003677|DNA binding;GO:0004864|protein phosphatase inhibitor activity;GO:0003723|RNA binding;K13216

Manes.09G085200.v6.121.184622 4.40E+00 3E-19 up yes pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.09G085600.v6.11.8796645 0.91048 8E-10 up no pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.09G085800.v6.10.4252102 -1.23375 1E-12 down yes pfam14559 TPR_19 Tetratricopeptide repeat.. . . .

Manes.09G086100.v6.133.91377 5.08E+00 2E-18 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086200.v6.144.773883 5.48459 8E-06 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086300.v6.1Inf Inf 2E-06 up yes pfam00043 GST_C Glutathione S-transferase, C-terminal domain. GST conjugates reduced glutathione to a variety of targets including S-crystallin from squid, the eukaryotic elongation factor 1-gamma, the HSP26 family of stress-related proteins and auxin-regulated proteins in plants. Stringent starvation proteins in Escherichia coli are also included in the alignment but are not known to have GST activity.     The glutathione molecule binds in a cleft between N and C-terminal domains. The catalytically important residues are proposed to reside in the N-terminal domain. In plants, GSTs are encoded by a large gene family (48 GST genes in Arabidopsis) and can be divided into the phi, tau, theta, zeta, and lambda classes.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086400.v6.170.167209 6.13E+00 3E-11 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G086500.v6.10.8596561 -0.21817 0.1225 down no pfam14905 OMP_b-brl_3Outer membrane protein beta-barrel family. This family includes proteins annotated as TonB dependent receptors. But it is also likely to contain other membrane beta barrel proteins of other functions.. . . .

Manes.09G086600.v6.11.2475831 0.31914 0.0075 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0009873|ethylene-activated signaling pathway;GO:0006886|intracellular protein transport;GO:0009306|protein secretion;GO:0032482|Rab protein signal transduction;GO:0017157|regulation of exocytosis;GO:0006904|vesicle docking involved in exocytosis;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07901

Manes.09G086700.v6.12.4103793 1.27E+00 3E-17 up yes pfam06423 GWT1 GWT1. Glycosylphosphatidylinositol (GPI) is a conserved post-translational modification to anchor cell surface proteins to plasma membrane in eukaryotes. GWT1 is involved in GPI anchor biosynthesis; it is required for inositol acylation in yeast.. . . .

Manes.09G086900.v6.10.3280596 -1.60797 2E-14 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009651|response to salt stress;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.09G087100.v6.11.4515709 5.38E-01 2E-05 up no pfam05978 UNC-93 Ion channel regulatory protein UNC-93. This family of proteins is a component of a multi-subunit protein complex which is involved in the coordination of muscle contraction. UNC-93 is most likely an ion channel regulatory protein.. GO:0016021|integral component of membrane;. .

Manes.09G087700.v6.1Inf Inf 0.4066 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0019863|IgE binding;GO:0004650|polygalacturonase activity;.

Manes.09G088700.v6.11.8893038 9.18E-01 5E-13 up no pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.09G088800.v6.1Inf Inf 0.0001 up yes pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .



Manes.09G088900.v6.12.3323878 1.22E+00 2E-25 up yes pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0043044|ATP-dependent chromatin remodeling;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0051225|spindle assembly;GO:0072553|terminal button organization;GO:0006351|transcription, DNA-templated;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0000790|nuclear chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0016581|NuRD complex;GO:0043234|protein complex;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0000980|RNA polymerase II distal enhancer sequence-specific DNA binding;GO:0001103|RNA polymerase II repressing transcription factor binding;GO:0008134|transcription factor binding;GO:0008270|zinc ion binding;K11643

Manes.09G089400.v6.1Inf Inf 0.3951 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;.

Manes.09G089800.v6.10.7086184 ####### 0.0475 down no pfam02028 BCCT BCCT family transporter.. . . .

Manes.09G090200.v6.10.8614565 -0.21515 0.1744 down no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0030007|cellular potassium ion homeostasis;GO:0006813|potassium ion transport;GO:0006623|protein targeting to vacuole;GO:0006885|regulation of pH;GO:0030104|water homeostasis;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0015299|solute:proton antiporter activity;.

Manes.09G090600.v6.10.6975923 ####### 0.0346 down no pfam01678 DAP_epimeraseDiaminopimelate epimerase. Diaminopimelate epimerase contains two domains of the same alpha/beta fold, both contained in this family.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008837|diaminopimelate epimerase activity;K01778

Manes.09G090700.v6.1Inf Inf 0.0611 up no pfam00164 Ribosom_S12_S23Ribosomal protein S12/S23. This protein is known as S12 in bacteria and archaea and S23 in eukaryotes.GO:0006412|translation;GO:0005739|mitochondrion;GO:0015935|small ribosomal subunit;GO:0003735|structural constituent of ribosome;.

Manes.09G090900.v6.161.003796 5.93083 3E-07 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G091600.v6.11.6043657 0.682 4E-09 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009790|embryo development;GO:0001701|in utero embryonic development;GO:0042048|olfactory behavior;GO:0007608|sensory perception of smell;GO:0001967|suckling behavior;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0071596|ubiquitin-dependent protein catabolic process via the N-end rule pathway;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.09G091700.v6.11.5191596 6.03E-01 9E-08 up no pfam02207 zf-UBR Putative zinc finger in N-recognin (UBR box). This region is found in E3 ubiquitin ligases that recognize N-recognins.GO:0071233|cellular response to leucine;GO:0032007|negative regulation of TOR signaling;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0071596|ubiquitin-dependent protein catabolic process via the N-end rule pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000502|proteasome complex;GO:0000151|ubiquitin ligase complex;GO:0070728|leucine binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10625

Manes.09G092000.v6.11.1077423 0.14762 0.2135 up no pfam03753 HHV6-IE Human herpesvirus 6 immediate early protein. The proteins in this family are poorly characterized, but an investigation has indicated that the immediate early protein is required the down-regulation of MHC class I expression in dendritic cells. Human herpesvirus 6 immediate early protein is also referred to as U90.. . . .

Manes.09G092400.v6.16.3745383 2.67232 1E-07 up yes pfam01807 zf-CHC2 CHC2 zinc finger. This domain is principally involved in DNA binding in DNA primases.. . . .

Manes.09G092500.v6.11.3312855 0.41282 0.001 up no pfam01434 Peptidase_M41Peptidase family M41.. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;K08956

Manes.09G092700.v6.13.2129306 1.68E+00 5E-36 up yes pfam13460 NAD_binding_10NADH(P)-binding.GO:0042742|defense response to bacterium;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009579|thylakoid;GO:0005507|copper ion binding;.

Manes.09G092900.v6.10.5137801 -0.96078 1E-15 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0008356|asymmetric cell division;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010338|leaf formation;GO:0009965|leaf morphogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0045088|regulation of innate immune response;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009615|response to virus;GO:0006351|transcription, DNA-templated;GO:0000793|condensed chromosome;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.09G093000.v6.10.8106286 -0.30289 0.0248 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G093200.v6.10.0827997 ####### 4E-22 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.09G093400.v6.1Inf Inf 0.1002 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;.

Manes.09G093500.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;.

Manes.09G094200.v6.11.3916893 4.77E-01 0.0002 up no pfam08609 Fes1 Nucleotide exchange factor Fes1. Fes1 is a cytosolic homologue of Sls1, an ER protein which has nucleotide exchange factor activity. Fes1 in yeast has been shown to bind to the molecular chaperone Hsp70 and has adenyl-nucleotide exchange factor activity.GO:0071629|cytoplasm-associated proteasomal ubiquitin-dependent protein catabolic process;GO:0002181|cytoplasmic translation;GO:0006417|regulation of translation;GO:0022626|cytosolic ribosome;GO:0005634|nucleus;GO:0000774|adenyl-nucleotide exchange factor activity;.

Manes.09G094300.v6.10.1536562 -2.70222 1E-13 down yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0012501|programmed cell death;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0008233|peptidase activity;.

Manes.09G095000.v6.13.2160732 1.69E+00 6E-21 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.

Manes.09G095400.v6.1174.14947 7.44418 1E-23 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0009710|tropane alkaloid biosynthetic process;. GO:0050356|tropine dehydrogenase activity;.

Manes.09G095800.v6.11.3034686 0.38236 0.1678 up no pfam11175 DUF2961 Protein of unknown function (DUF2961). This family of proteins has no known function.. . . .

Manes.09G096100.v6.10.9824211 ####### 0.8258 down no pfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.09G096500.v6.1#NAME? #NAME? 0.0559 down no pfam10271 Tmp39 Putative transmembrane protein. This is a family of conserved proteins found from worms to humans. They are putative transmembrane proteins but the function is unknown.. . . .

Manes.09G096600.v6.11.880687 9.11E-01 0.0217 up no pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.09G096900.v6.113.065221 3.70766 5E-64 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G097300.v6.1Inf Inf 0.8764 up no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.09G098100.v6.12.3888136 1.25629 1E-09 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.09G098400.v6.139.769235 5.31358 1E-22 up yes pfam09654 DUF2396 Protein of unknown function (DUF2396). These conserved hypothetical proteins have so far been found only in the Cyanobacteria. They are about 170 amino acids long and contain a CxxCx(14)CxxH motif near the N-terminus.. . . .

Manes.09G098500.v6.19.6184502 3.27E+00 6E-153 up yes pfam12273 RCR Chitin synthesis regulation, resistance to Congo red. RCR proteins are ER membrane proteins that regulate chitin deposition in fungal cell walls. Although chitin, a linear polymer of beta-1,4-linked N-acetylglucosamine, constitutes only 2% of the cell wall it plays a vital role in the overall protection of the cell wall against stress, noxious chemicals and osmotic pressure changes. Congo red is a cell wall-disrupting benzidine-type dye extensively used in many cell wall mutant studies that specifically targets chitin in yeast cells and inhibits growth. RCR proteins render the yeasts resistant to Congo red by diminishing the content of chitin in the cell wall. RCR proteins are probably regulating chitin synthase III interact directly with ubiquitin ligase Rsp5, and the VPEY motif is necessary for this, via interaction with the WW domains of Rsp5.. . . .

Manes.09G099000.v6.11.6615023 7.32E-01 2E-05 up no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.09G099600.v6.10.6777458 -0.56118 0.0019 down no pfam14360 PAP2_C PAP2 superfamily C-terminal. This family is closely related to the C-terminal a region of PAP2.GO:0030148|sphingolipid biosynthetic process;GO:0016021|integral component of membrane;GO:0045140|inositol phosphoceramide synthase activity;.

Manes.09G099800.v6.10.7246705 ####### 0.0536 down no pfam12906 RINGv RING-variant domain.. . . .

Manes.09G099900.v6.16.4415995 2.69E+00 0.0002 up yes pfam06521 PAR1 PAR1 protein. This family consists of several plant specific PAR1 proteins from Nicotiana tabacum and Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.09G100000.v6.10.0799841 ####### 1E-18 down yes pfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0019253|reductive pentose-phosphate cycle;GO:0009570|chloroplast stroma;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;.

Manes.09G100200.v6.10.0501081 -4.31881 4E-23 down yes pfam05109 Herpes_BLLF1Herpes virus major outer envelope glycoprotein (BLLF1). This family consists of the BLLF1 viral late glycoprotein, also termed gp350/220. It is the most abundantly expressed glycoprotein in the viral envelope of the Herpesviruses and is the major antigen responsible for stimulating the production of neutralizing antibodies in vivo.. . . .

Manes.09G100300.v6.10.4624928 -1.1125 2E-09 down yes pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G100500.v6.11.7013761 0.7667 0.0027 up no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.09G100600.v6.11.7456053 0.80373 1E-08 up no pfam04832 SOUL SOUL heme-binding protein. This family represents a group of putative heme-binding proteins. Our family includes archaeal and bacterial homologues.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0010287|plastoglobule;. .

Manes.09G100800.v6.131.11631 4.9596 5E-58 up yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G101000.v6.11.4493917 5.35E-01 8E-06 up no pfam09748 Med10 Transcription factor subunit Med10 of Mediator complex. Med10 is one of the protein subunits of the Mediator complex, tethered to Rgr1 protein. The Mediator complex is required for the transcription of most RNA polymerase II (Pol II)-transcribed genes. Med10 specifically mediates basal-level HIS4 transcription via Gcn4, and, additionally, there is a putative requirement for Med10 in Bas2-mediated transcription. Med10 is part of the middle region of Mediator.GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0001104|RNA polymerase II transcription cofactor activity;K15151

Manes.09G101100.v6.1NA NA NA -- no pfam14264 Glucos_trans_IIGlucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.09G101500.v6.11.8310319 8.73E-01 2E-09 up no pfam02099 Josephin Josephin. GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008234|cysteine-type peptidase activity;GO:0008242|omega peptidase activity;K11863

Manes.09G101600.v6.10.7454896 -0.42374 0.0016 down no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. GO:0009507|chloroplast;. .

Manes.09G101800.v6.11.3218395 0.40255 0.0004 up no pfam01331 mRNA_cap_enzymemRNA capping enzyme, catalytic domain. This family represents the ATP binding catalytic domain of the mRNA capping enzyme.GO:0006370|7-methylguanosine mRNA capping;GO:0010467|gene expression;GO:0098507|polynucleotide 5' dephosphorylation;GO:0006396|RNA processing;GO:0006366|transcription from RNA polymerase II promoter;GO:0016032|viral process;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0004484|mRNA guanylyltransferase activity;GO:0004651|polynucleotide 5'-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:0008192|RNA guanylyltransferase activity;GO:0050355|triphosphatase activity;K13917

Manes.09G102000.v6.13.332373 1.73655 1E-47 up yes pfam06127 DUF962 Protein of unknown function (DUF962). This family consists of several eukaryotic and prokaryotic proteins of unknown function. The yeast protein YGL010W has been found to be non-essential for cell growth.. . . .

Manes.09G102400.v6.10.7588559 ####### 0.0017 down no pfam00769 ERM Ezrin/radixin/moesin family. This family of proteins contain a band 4.1 domain (pfam00373), at their amino terminus. This family represents the rest of these proteins.. . . .

Manes.09G102500.v6.12.4805575 1.31E+00 3E-11 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042938|dipeptide transport;GO:0006807|nitrogen compound metabolic process;GO:0015031|protein transport;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.09G102700.v6.10.6681122 -0.58184 1E-05 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G102900.v6.10.6977259 -0.51927 9E-06 down no pfam05634 APO_RNA-bindAPO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.09G103300.v6.10.5954247 ####### 1E-09 down no pfam13012 MitMem_reg Maintenance of mitochondrial structure and function. This is C-terminal to the Mov24 region of the yeast proteasomal subunit Rpn11 and seems likely to regulate the mitochondrial fission and tubulation processes, ie the outer mitochondrial membrane proteins. This function appears to be unrelated to the proteasome activity of the N-terminal region.GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0005829|cytosol;GO:0000502|proteasome complex;. .

Manes.09G103700.v6.10.2522527 -1.98706 7E-26 down yes pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0070588|calcium ion transmembrane transport;GO:0006874|cellular calcium ion homeostasis;GO:0030026|cellular manganese ion homeostasis;GO:0006882|cellular zinc ion homeostasis;GO:0055062|phosphate ion homeostasis;GO:0006793|phosphorus metabolic process;GO:0051592|response to calcium ion;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015369|calcium:proton antiporter activity;K07300

Manes.09G103800.v6.10.3691227 ####### 3E-21 down yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015867|ATP transport;GO:0010117|photoprotection;GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0009526|plastid envelope;GO:0042651|thylakoid membrane;GO:0005347|ATP transmembrane transporter activity;K14684

Manes.09G104100.v6.10.4395356 ####### 9E-06 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G104300.v6.11.2869046 3.64E-01 0.0013 up no pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0009734|auxin-activated signaling pathway;GO:0016311|dephosphorylation;GO:0007275|multicellular organismal development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004647|phosphoserine phosphatase activity;GO:0003723|RNA binding;.

Manes.09G104500.v6.10.5646951 ####### 1E-08 down no pfam00686 CBM_20 Starch binding domain.. . . .

Manes.09G104700.v6.10.6187584 -0.69255 0.0902 down no pfam13472 Lipase_GDSL_2GDSL-like Lipase/Acylhydrolase family. This family of presumed lipases and related enzymes are similar to pfam00657.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G104900.v6.1NA NA NA -- no pfam03635 Vps35 Vacuolar protein sorting-associated protein 35. Vacuolar protein sorting-associated protein (Vps) 35 is one of around 50 proteins involved in protein trafficking. In particular, Vps35 assembles into a retromer complex with at least four other proteins Vps5, Vps17, Vps26 and Vps29. Vps35 contains a central region of weaker sequence similarity, thought to indicate the presence of at least three domains.GO:0016114|terpenoid biosynthetic process;GO:0006721|terpenoid metabolic process;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0052582|(+)-menthofuran synthase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;.

Manes.09G105000.v6.11.6224652 6.98E-01 5E-05 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.09G105800.v6.1Inf Inf 0.2166 up no pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G105900.v6.15.9651978 2.57657 0.0007 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0031418|L-ascorbic acid binding;GO:0050589|leucocyanidin oxygenase activity;GO:0046872|metal ion binding;.

Manes.09G106000.v6.10.7249322 ####### 0.0011 down no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.09G106100.v6.15.41765 2.43767 4E-12 up yes pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G106500.v6.10.8708473 -0.19951 0.1042 down no pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006610|ribosomal protein import into nucleus;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008565|protein transporter activity;.

Manes.09G106600.v6.10.7535155 ####### 0.0008 down no pfam00638 Ran_BP1 RanBP1 domain.GO:0051028|mRNA transport;GO:0000060|protein import into nucleus, translocation;GO:0005643|nuclear pore;. K15306

Manes.09G106800.v6.1560.27139 9.12998 1E-37 up yes pfam00477 LEA_5 Small hydrophilic plant seed protein.. . . .

Manes.09G107500.v6.10.8111044 -0.30204 0.2153 down no pfam03660 PHF5 PHF5-like protein. This family of proteins the superfamily of PHD-finger proteins. At least one example, from mouse, may act as a chromatin-associated protein. The S. pombe ini1 gene is essential, required for splicing. It is localized in the nucleus, but not detected in the nucleolus and can be complemented by human ini1.. . . K12834

Manes.09G107900.v6.10.4573958 -1.12849 0.0107 down yes pfam05437 AzlD Branched-chain amino acid transport protein (AzlD). This family consists of a number of bacterial and archaeal branched-chain amino acid transport proteins. AzlD is known to be involved in conferring resistance to 4-azaleucine although its exact role is uncertain.GO:0032544|plastid translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005840|ribosome;. K19033

Manes.09G108400.v6.10.4792881 -1.06103 2E-12 down yes pfam02232 Alpha_TIF Alpha trans-inducing protein (Alpha-TIF). Alpha-TIF, a virion protein (VP16), is involved in transcriptional activation of viral immediate early (IE) promoters (alpha genes). Specificity of tegument protein VP16 of human herpesvirus 2 for IE genes is conferred by the 400 residue N-terminal, the 80 residue C-terminal is responsible for transcriptional activation.. . . .

Manes.09G108600.v6.195.591942 6.57882 7E-16 up yes pfam01161 PBP Phosphatidylethanolamine-binding protein.. . . K06910

Manes.09G109000.v6.10.3305864 -1.5969 2E-07 down yes pfam00909 Ammonium_transpAmmonium Transporter Family.GO:0015696|ammonium transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0015398|high-affinity secondary active ammonium transmembrane transporter activity;K03320

Manes.09G109500.v6.10.5141389 ####### 0.0059 down no pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.09G109900.v6.12.6907896 1.42803 6E-34 up yes pfam09358 UBA_e1_C Ubiquitin-activating enzyme e1 C-terminal domain. This presumed domain found at the C-terminus of Ubiquitin-activating enzyme e1 proteins is functionally uncharacterized.GO:0016567|protein ubiquitination;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016881|acid-amino acid ligase activity;GO:0005524|ATP binding;GO:0008641|small protein activating enzyme activity;GO:0004842|ubiquitin-protein transferase activity;K03178

Manes.09G110200.v6.1Inf Inf 0.8798 up no pfam03227 GILT Gamma interferon inducible lysosomal thiol reductase (GILT). This family includes the two characterized human gamma-interferon-inducible lysosomal thiol reductase (GILT) sequences. It also contains several other eukaryotic putative proteins with similarity to GILT. The aligned region contains three conserved cysteine residues. In addition, the two GILT sequences possess a C-X(2)-C motif that is shared by some of the other sequences in the family. This motif is thought to be associated with disulphide bond reduction.GO:0042590|antigen processing and presentation of exogenous peptide antigen via MHC class I;GO:0005576|extracellular region;GO:0005764|lysosome;GO:0016667|oxidoreductase activity, acting on a sulfur group of donors;K08059

Manes.09G111100.v6.10.0699029 ####### 2E-06 down yes pfam02267 Rib_hydrolayseADP-ribosyl cyclase. ADP-ribosyl cyclase EC:3.2.2.5 (also know as cyclic ADP-ribose hydrolase or CD38) synthesizes cyclic-ADP ribose, a second messenger for glucose-induced insulin secretion.. . . .

Manes.09G111400.v6.10.4884308 -1.03377 1E-05 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G111800.v6.10.3377876 ####### 3E-32 down yes pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0009688|abscisic acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0009535|chloroplast thylakoid membrane;GO:0052663|antheraxanthin epoxidase activity;GO:0009540|zeaxanthin epoxidase [overall] activity;GO:0052662|zeaxanthin epoxidase activity;.

Manes.09G112200.v6.10.4630645 -1.11071 2E-10 down yes pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0006810|transport;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.09G112300.v6.1Inf Inf 0.8842 up no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005451|monovalent cation:proton antiporter activity;.

Manes.09G112400.v6.12.1207925 1.0846 0.433 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.09G112700.v6.12.387629 1.25558 1E-10 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0010120|camalexin biosynthetic process;GO:0070370|cellular heat acclimation;GO:0034605|cellular response to heat;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0010508|positive regulation of autophagy;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009408|response to heat;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K13424

Manes.09G113200.v6.10.7079174 -0.49835 0.0016 down no pfam08238 Sel1 Sel1 repeat. This short repeat is found in the Sel1 protein. It is related to TPR repeats.. . . .

Manes.09G113400.v6.10.5779924 ####### 8E-05 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.09G113600.v6.10.8232856 -0.28054 0.0154 down no pfam09528 Ehrlichia_rpt Ehrlichia tandem repeat (Ehrlichia_rpt). This entry represents 77 residues of an 80 amino acid (240 nucleotide) tandem repeat, found in a variable number of copies in an immunodominant outer membrane protein of Ehrlichia chaffeensis, a tick-borne obligate intracellular pathogen.GO:0030036|actin cytoskeleton organization;GO:0045010|actin nucleation;GO:0051127|positive regulation of actin nucleation;GO:0016337|single organismal cell-cell adhesion;GO:0010091|trichome branching;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0031209|SCAR complex;. .

Manes.09G113800.v6.10.0491984 -4.34525 7E-11 down yes pfam07107 WI12 Wound-induced protein WI12. This family consists of several plant wound-induced protein sequences related to WI12 from Mesembryanthemum crystallinum. Wounding, methyl jasmonate, and pathogen infection is known to induce local WI12 expression. WI12 expression is also thought to be developmentally controlled in the placenta and developing seeds. WI12 preferentially accumulates in the cell wall and it has been suggested that it plays a role in the reinforcement of cell wall composition after wounding and during plant development. This family seems partly related to the NTF2-like superfamily.. . . .

Manes.09G113900.v6.12.5965226 1.37658 2E-14 up yes pfam01820 Dala_Dala_lig_ND-ala D-ala ligase N-terminus. This family represents the N-terminal region of the D-alanine--D-alanine ligase enzyme EC:6.3.2.4 which is thought to be involved in substrate binding. D-Alanine is one of the central molecules of the cross-linking step of peptidoglycan assembly. There are three enzymes involved in the D-alanine branch of peptidoglycan biosynthesis: the pyridoxal phosphate-dependent D-alanine racemase (Alr), the ATP-dependent D-alanine:D-alanine ligase (Ddl), and the ATP-dependent D-alanine:D-alanine-adding enzyme (MurF).GO:0071555|cell wall organization;GO:0009252|peptidoglycan biosynthetic process;GO:0008360|regulation of cell shape;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008716|D-alanine-D-alanine ligase activity;GO:0000287|magnesium ion binding;GO:0030145|manganese ion binding;K01921

Manes.09G114000.v6.10.235892 ####### 2E-10 down yes pfam05734 DUF832 Herpesvirus protein of unknown function (DUF832). This family consists of several herpesvirus proteins of unknown function.. . . .



Manes.09G114100.v6.10.3785205 ####### 3E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G114200.v6.10.5777907 -0.79138 2E-09 down no pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. GO:0009507|chloroplast;. .

Manes.09G114600.v6.11.0233626 0.03332 0.7789 up no pfam14538 Raptor_N Raptor N-terminal CASPase like domain. This domain is found at the N-terminus of the Raptor protein. It has been identified to have a CASPase like structure. It conserves the characteristic cys/his dyad of the caspases suggesting it may have a peptidase activity.GO:0016049|cell growth;GO:0009793|embryo development ending in seed dormancy;GO:0040008|regulation of growth;GO:0031929|TOR signaling;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0031931|TORC1 complex;. K07204

Manes.09G114900.v6.17.8768779 2.97762 1E-117 up yes pfam00202 Aminotran_3 Aminotransferase class-III.GO:0009853|photorespiration;GO:0005739|mitochondrion;GO:0008453|alanine-glyoxylate transaminase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.09G115100.v6.10.395458 ####### 0.0002 down yes pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G115700.v6.11.5723231 0.6529 2E-08 up no pfam05184 SapB_1 Saposin-like type B, region 1.GO:0007193|adenylate cyclase-inhibiting G-protein coupled receptor signaling pathway;GO:0007596|blood coagulation;GO:0071310|cellular response to organic substance;GO:0060742|epithelial cell differentiation involved in prostate gland development;GO:0006687|glycosphingolipid metabolic process;GO:0006869|lipid transport;GO:1903206|negative regulation of hydrogen peroxide-induced cell death;GO:0030168|platelet activation;GO:0002576|platelet degranulation;GO:0043085|positive regulation of catalytic activity;GO:0043410|positive regulation of MAPK cascade;GO:0060736|prostate gland growth;GO:0019216|regulation of lipid metabolic process;GO:0044281|small molecule metabolic process;GO:0006665|sphingolipid metabolic process;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005615|extracellular space;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0043202|lysosomal lumen;GO:0005765|lysosomal membrane;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0008047|enzyme activator activity;GO:0008289|lipid binding;K12382

Manes.09G115900.v6.14.9556205 2.31E+00 4E-07 up yes pfam07420 DUF1509 Protein of unknown function (DUF1509). This family consists of several uncharacterized viral proteins from the Marek's disease-like viruses. Members of this family are typically around 400 residues in length. The function of this family is unknown.. . . .

Manes.09G116000.v6.12.6250622 1.39E+00 2E-26 up yes pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G116200.v6.11.6575193 0.72903 4E-08 up no pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G116400.v6.12.5390184 1.34427 8E-29 up yes pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0006281|DNA repair;GO:0045892|negative regulation of transcription, DNA-templated;GO:0051510|regulation of unidimensional cell growth;GO:0006351|transcription, DNA-templated;GO:0005856|cytoskeleton;GO:0005730|nucleolus;GO:0003677|DNA binding;.

Manes.09G116500.v6.13.8864199 1.96E+00 3E-10 up yes pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . . .

Manes.09G116700.v6.11.6756406 0.74471 6E-11 up no pfam01909 NTP_transf_2Nucleotidyltransferase domain. Members of this family belong to a large family of nucleotidyltransferases. This family includes kanamycin nucleotidyltransferase (KNTase) which is a plasmid-coded enzyme responsible for some types of bacterial resistance to aminoglycosides. KNTase in-activates antibiotics by catalyzing the addition of a nucleotidyl group onto the drug.. . . .

Manes.09G116800.v6.11.6172817 0.69357 1E-08 up no pfam13497 DUF4121 Domain of unknown function (DUF4121). Based on Bacteroides thetaiotaomicron gene BT_2588, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.09G117100.v6.13.8600742 1.94863 9E-52 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G117200.v6.13.977681 1.99E+00 7E-67 up yes pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;. . .

Manes.09G118200.v6.11.1360854 0.18407 1 up no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.09G118400.v6.13.646753 1.86661 2E-50 up yes pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006896|Golgi to vacuole transport;GO:0006623|protein targeting to vacuole;GO:0007034|vacuolar transport;GO:0030665|clathrin-coated vesicle membrane;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0009940|amino-terminal vacuolar sorting propeptide binding;GO:0005509|calcium ion binding;.

Manes.09G118500.v6.11.4335938 0.51964 2E-05 up no pfam06814 Lung_7-TM_RLung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .

Manes.09G119000.v6.10.9704655 -0.04325 0.7968 down no pfam05764 YL1 YL1 nuclear protein. The proteins in this family are designated YL1. These proteins have been shown to be DNA-binding and may be a transcription factor.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;. K11664

Manes.09G119200.v6.10.7245342 ####### 0.0003 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G119300.v6.10.6954667 -0.52395 3E-05 down no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;K13648

Manes.09G119400.v6.10.554655 -0.85034 2E-11 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.09G119500.v6.10.9077118 -0.13969 0.3852 down no pfam02882 THF_DHG_CYH_CTetrahydrofolate dehydrogenase/cyclohydrolase, NAD(P)-binding domain.GO:0009396|folic acid-containing compound biosynthetic process;GO:0009853|photorespiration;GO:0035999|tetrahydrofolate interconversion;GO:0005739|mitochondrion;GO:0004477|methenyltetrahydrofolate cyclohydrolase activity;GO:0004488|methylenetetrahydrofolate dehydrogenase (NADP+) activity;.

Manes.09G119600.v6.11.0317283 4.51E-02 0.6907 up no pfam15035 Rootletin Ciliary rootlet component, centrosome cohesion.. . . .

Manes.09G119700.v6.12.1546948 1.11E+00 2E-14 up yes pfam01467 CTP_transf_2Cytidylyltransferase. This family includes: Cholinephosphate cytidylyltransferase and Glycerol-3-phosphate cytidylyltransferase.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0031307|integral component of mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0004306|ethanolamine-phosphate cytidylyltransferase activity;K00967

Manes.09G119900.v6.12.5959018 1.38E+00 4E-12 up yes pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.09G120100.v6.12.4076114 1.2676 2E-12 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.09G120400.v6.14.9434061 2.30551 2E-21 up yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.09G120500.v6.12.3285106 1.22E+00 4E-12 up yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.09G120800.v6.10.435655 -1.19874 0.0239 down yes pfam15177 IL28A Interleukin-28A. The protein family, Interleukin-28A, plays an important role in modulating the immune system. This protein family is induced by viral infection and interacts with a class II receptor. This family of proteins is found in eukaryotes. Proteins in this family are typically between 145 and 195 amino acids in length.. . . .

Manes.09G121000.v6.12.0422631 1.03017 3E-19 up yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.. . . .

Manes.09G121200.v6.10.3268431 -1.61333 0.007 down yes pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0007596|blood coagulation;GO:0043966|histone H3 acetylation;GO:0030168|platelet activation;GO:0002576|platelet degranulation;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0070776|MOZ/MORF histone acetyltransferase complex;GO:0008270|zinc ion binding;K11350

Manes.09G121400.v6.11.5805632 0.66044 1E-08 up no pfam13639 zf-RING_2 Ring finger domain.. GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.09G121500.v6.10.1643856 ####### 1E-41 down yes pfam06697 DUF1191 Protein of unknown function (DUF1191). This family contains hypothetical plant proteins of unknown function.. . . .

Manes.09G121800.v6.11.4114188 4.97E-01 0.4976 up no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.09G121900.v6.10.5819009 ####### 7E-06 down no pfam11891 DUF3411 Domain of unknown function (DUF3411). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 168 to 186 amino acids in length. This domain has a conserved RYQ sequence motif.. . . .

Manes.09G122000.v6.11.3277159 0.40895 0.0009 up no pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.GO:0006829|zinc II ion transport;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;.

Manes.09G123100.v6.15.8571215 2.55019 3E-100 up yes pfam00069 Pkinase Protein kinase domain.GO:0045727|positive regulation of translation;GO:0006468|protein phosphorylation;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009651|response to salt stress;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K04688

Manes.09G123200.v6.11.8773181 0.90867 5E-10 up no pfam00760 Cucumo_coatCucumovirus coat protein.. . . .

Manes.09G124200.v6.10.566037 ####### 4E-06 down no pfam12128 DUF3584 Protein of unknown function (DUF3584). This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 943 to 1234 amino acids in length. This family contains a P-loop motif suggesting it is a nucleotide binding protein. It may be involved in replication.. . . .

Manes.09G124400.v6.10.8371852 -0.25638 0.0271 down no pfam13328 HD_4 HD domain. HD domains are metal dependent phosphohydrolases.GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.09G124500.v6.11.435209 0.52126 0.0001 up no pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;.

Manes.09G124700.v6.11.4501315 0.53618 1E-05 up no pfam13639 zf-RING_2 Ring finger domain.GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10601

Manes.09G125300.v6.16.8772182 2.78183 0.0002 up yes pfam13499 EF-hand_7 EF-hand domain pair.GO:0043269|regulation of ion transport;GO:0000325|plant-type vacuole;GO:0005509|calcium ion binding;K13448

Manes.09G126600.v6.12.4079341 1.2678 7E-29 up yes pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0045839|negative regulation of mitotic nuclear division;GO:0007165|signal transduction;GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0030276|clathrin binding;GO:0019901|protein kinase binding;.

Manes.09G126900.v6.1NA NA NA -- no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. . . .

Manes.09G127000.v6.10.2207578 ####### 3E-43 down yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0009698|phenylpropanoid metabolic process;. GO:0016207|4-coumarate-CoA ligase activity;GO:0005524|ATP binding;.

Manes.09G127500.v6.11.1595719 2.14E-01 0.0909 up no pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.GO:0007059|chromosome segregation;GO:0043966|histone H3 acetylation;GO:0007126|meiotic nuclear division;. GO:0004402|histone acetyltransferase activity;.

Manes.09G127900.v6.10.5605444 ####### 2E-11 down no pfam08625 Utp13 Utp13 specific WD40 associated domain. Utp13 is a component of the five protein Pwp2 complex that forms part of a stable particle subunit independent of the U3 small nucleolar ribonucleoprotein that is essential for the initial assembly steps of the 90S pre-ribosome. Pwp2 is capable of interacting directly with the 35 S pre-rRNA 5' end.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14555

Manes.09G128200.v6.11.0715878 9.98E-02 0.9745 up no pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.09G128300.v6.11.5243892 0.60823 1E-06 up no pfam08378 NERD Nuclease-related domain. The nuclease-related domain (NERD) is found in a range of bacterial as well as archaeal and plant proteins. It has distant similarity to endonucleases (hence its name) and its predicted secondary structure is helix - sheet - sheet - sheet - sheet - weak sheet/long loop - helix - sheet - sheet. The majority of NERD-containing proteins are single-domain, but in several cases proteins containing NERD have additional domains which in 75% of cases are involved in DNA processing.. . . .

Manes.09G128400.v6.10.4216481 -1.24589 9E-20 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. GO:0009507|chloroplast;GO:0005875|microtubule associated complex;. .

Manes.09G128600.v6.11.7502658 0.80757 8E-13 up no pfam03224 V-ATPase_H_NV-ATPase subunit H. The yeast Saccharomyces cerevisiae vacuolar H+-ATPase (V-ATPase) is a multisubunit complex responsible for acidifying organelles. It functions as an ATP dependent proton pump that transports protons across a lipid bilayer. This domain corresponds to the N terminal domain of the H subunit of V-ATPase. The N-terminal domain is required for the activation of the complex whereas the C-terminal domain is required for coupling ATP hydrolysis to proton translocation.GO:0015991|ATP hydrolysis coupled proton transport;GO:0009507|chloroplast;GO:0005794|Golgi apparatus;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0000221|vacuolar proton-transporting V-type ATPase, V1 domain;GO:0005773|vacuole;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02144

Manes.09G128700.v6.12.6564703 1.41E+00 5E-09 up yes pfam11682 DUF3279 Protein of unknown function (DUF3279). This family of proteins with unknown function appears to be restricted to Enterobacteriaceae.GO:0009567|double fertilization forming a zygote and endosperm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G128900.v6.15.4874665 2.45614 6E-89 up yes pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.09G129500.v6.12.4786543 1.30956 4E-26 up yes pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006338|chromatin remodeling;GO:0006261|DNA-dependent DNA replication;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016590|ACF complex;GO:0008623|CHRAC;GO:0000228|nuclear chromosome;GO:0008270|zinc ion binding;K11655

Manes.09G129700.v6.10.5132359 -0.96231 5E-07 down no pfam08879 WRC WRC. The WRC domain, named after the conserved Trp-Arg-Cys motif, contains two distinctive features: a putative nuclear localisation signal and a zinc-finger motif (C3H). It is suggested that the WRC domain functions in DNA binding.GO:0032502|developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.09G130000.v6.10.6166933 ####### 5E-06 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.09G130600.v6.11.1139009 0.15562 0.2498 up no pfam07842 GCFC GC-rich sequence DNA-binding factor-like protein. Sequences found in this family are similar to a region of a human GC-rich sequence DNA-binding factor homolog. This is thought to be a protein involved in transcriptional regulation due to partial homologies to a transcription repressor and histone-interacting protein. This family also contains tuftelin interacting protein 11 which has been identified as both a nuclear and cytoplasmic protein, and has been implicated in the secretory pathway. Sip1, a septin interacting protein is also a member of this family.GO:0000398|mRNA splicing, via spliceosome;GO:0042752|regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0000390|spliceosomal complex disassembly;GO:0031981|nuclear lumen;GO:0071008|U2-type post-mRNA release spliceosomal complex;GO:0003677|DNA binding;K13103

Manes.09G130700.v6.10.5355632 -0.90087 1 down no pfam02005 TRM N2,N2-dimethylguanosine tRNA methyltransferase. This enzyme EC:2.1.1.32 used S-AdoMet to methylate tRNA. The TRM1 gene of Saccharomyces cerevisiae is necessary for the N2,N2-dimethylguanosine modification of both mitochondrial and cytoplasmic tRNAs. The enzyme is found in both eukaryotes and archaebacteria. . . .

Manes.09G130800.v6.10.4070678 -1.29666 5E-22 down yes pfam04542 Sigma70_r2 Sigma-70 region 2. Region 2 of sigma-70 is the most conserved region of the entire protein. All members of this class of sigma-factor contain region 2. The high conservation is due to region 2 containing both the -10 promoter recognition helix and the primary core RNA polymerase binding determinant. The core binding helix, interacts with the clamp domain of the largest polymerase subunit, beta prime. The aromatic residues of the recognition helix, found at the C-terminus of this domain are though to mediate strand separation, thereby allowing transcription initiation.GO:0071482|cellular response to light stimulus;GO:0071461|cellular response to redox state;GO:0006352|DNA-templated transcription, initiation;GO:0080005|photosystem stoichiometry adjustment;GO:2001141|regulation of RNA biosynthetic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;K03086

Manes.09G131300.v6.11.4026743 0.48818 0.0013 up no pfam01722 BolA BolA-like protein. This family consist of the morphoprotein BolA from Escherichia coli and its various homologues. In Escherichia coli over expression of this protein causes round morphology and may be involved in switching the cell between elongation and septation systems during cell division. The expression of BolA is growth rate regulated and is induced during the transition into the the stationary phase. BolA is also induced by stress during early stages of growth and may have a general role in stress response. It has also been suggested that BolA can induce the transcription of penicillin binding proteins 6 and 5.. . . .

Manes.09G131800.v6.11.6654673 0.73593 1E-10 up no pfam05384 DegS Sensor protein DegS. This is small family of Bacillus DegS proteins. The DegS-DegU two-component regulatory system of Bacillus subtilis controls various processes that characterize the transition from the exponential to the stationary growth phase, including the induction of extracellular degradative enzymes, expression of late competence genes and down-regulation of the sigma D regulon. The family also contains one sequence from Thermoanaerobacter tengcongensis, which is described as sensory transduction histidine kinases.. . . .

Manes.09G132000.v6.11.9733618 9.81E-01 9E-10 up no pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.09G132200.v6.13.5532886 1.83E+00 3E-05 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.09G132900.v6.10.6153017 -0.70063 2E-05 down no pfam02970 TBCA Tubulin binding cofactor A.GO:0007021|tubulin complex assembly;GO:0005829|cytosol;. K17292

Manes.09G133000.v6.10.4973897 -1.00755 9E-05 down yes pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.09G133100.v6.10.5289872 ####### 1E-06 down no pfam06394 Pepsin-I3 Pepsin inhibitor-3-like repeated domain. Pepsin inhibitor-3 consisting of two domains, each comprising an antiparallel beta-sheet flanked by an alpha-helix. In the enzyme-inhibitor complex, the N-terminal beta-strand of PI-3 pairs with one strand of the active site flap region of pepsin. The two domains are tandem repeats of sequence, and has therefore been termed repeated domain.. . . .

Manes.09G133300.v6.11.8654418 0.89952 2E-14 up no pfam14813 NADH_B2 NADH dehydrogenase 1 beta subcomplex subunit 2. This family represents an accessory subunit of the mitochondrial membrane respiratory chain NADH dehydrogenase (Complex I), that is believed not to be involved in catalysis.. . . .

Manes.09G133400.v6.10.8744649 -0.19353 0.25 down no pfam02390 Methyltransf_4Putative methyltransferase. This is a family of putative methyltransferases. The aligned region contains the GXGXG S-AdoMet binding site suggesting a putative methyltransferase activity.. . GO:0008176|tRNA (guanine-N7-)-methyltransferase activity;K03439

Manes.09G133700.v6.10.6908743 ####### 0.0002 down no pfam00385 Chromo Chromo (CHRromatin Organisation MOdifier) domain.GO:0030154|cell differentiation;GO:0016568|chromatin modification;GO:0006325|chromatin organization;GO:0006342|chromatin silencing;GO:0009908|flower development;GO:0009825|multidimensional cell growth;GO:0009910|negative regulation of flower development;GO:0045814|negative regulation of gene expression, epigenetic;GO:0045857|negative regulation of molecular function, epigenetic;GO:0009648|photoperiodism;GO:0048573|photoperiodism, flowering;GO:0010016|shoot system morphogenesis;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0009507|chloroplast;GO:0000791|euchromatin;GO:0005720|nuclear heterochromatin;GO:0003677|DNA binding;GO:0003935|GTP cyclohydrolase II activity;GO:0035064|methylated histone binding;.

Manes.09G133800.v6.10.9916697 -0.01207 1 down no pfam02212 GED Dynamin GTPase effector domain.. GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.09G134400.v6.11.016746 0.02396 0.8531 up no pfam14817 HAUS5 HAUS augmin-like complex subunit 5. This family includes HAUS augmin-like complex subunit 5. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.09G134500.v6.11.3697327 0.45389 0.0001 up no pfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0070940|dephosphorylation of RNA polymerase II C-terminal domain;GO:0016591|DNA-directed RNA polymerase II, holoenzyme;. .

Manes.09G134600.v6.11.4757413 5.61E-01 1E-06 up no pfam14264 Glucos_trans_IIGlucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.09G134800.v6.1Inf Inf 0.0109 up yes pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.09G135200.v6.11.209603 2.75E-01 0.6274 up no pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.09G135300.v6.11.6085427 0.68575 1E-08 up no pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.09G135400.v6.10.4766404 -1.06903 1E-14 down yes pfam01025 GrpE GrpE. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0000774|adenyl-nucleotide exchange factor activity;K03687

Manes.09G136300.v6.12.7960629 1.48E+00 8E-33 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G136400.v6.15.0309854 2.33E+00 5E-15 up yes pfam13595 DUF4138 Domain of unknown function (DUF4138). Based on Bacteroides thetaiotaomicron gene BT_4780, a putative uncharacterized protein. As seen in gene expression experiments (http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE2231), it appears to be upregulated in the presence of host or vs when in culture.. . . .

Manes.09G136500.v6.16.180116 2.62763 2E-21 up yes pfam04515 Choline_transpoPlasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.09G136600.v6.17.1773696 2.84346 2E-29 up yes pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.09G137000.v6.11.6853761 0.75307 7E-06 up no pfam13520 AA_permease_2Amino acid permease.GO:0003333|amino acid transmembrane transport;GO:1902475|L-alpha-amino acid transmembrane transport;GO:0015807|L-amino acid transport;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015297|antiporter activity;GO:0015179|L-amino acid transmembrane transporter activity;.

Manes.09G137400.v6.10.7458815 -0.42298 0.7693 down no pfam03195 DUF260 Protein of unknown function DUF260.GO:0009867|jasmonic acid mediated signaling pathway;GO:1900150|regulation of defense response to fungus;GO:0009753|response to jasmonic acid;. . .

Manes.09G137700.v6.12.1762974 1.12188 2E-15 up yes pfam12352 V-SNARE_CSnare region anchored in the vesicle membrane C-terminus. Within the SNARE proteins interactions in the C-terminal half of the SNARE helix are critical to the driving of membrane fusion; whereas interactions in the N-terminal half of the SNARE domain are important for promoting priming or docking of the vesicle pfam05008.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006896|Golgi to vacuole transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006623|protein targeting to vacuole;GO:0042147|retrograde transport, endosome to Golgi;GO:0048280|vesicle fusion with Golgi apparatus;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;.

Manes.09G138100.v6.14.8601643 2.28101 6E-22 up yes pfam03395 Pox_P4A Poxvirus P4A protein.. . . .

Manes.09G138200.v6.10.4434541 -1.17314 4E-17 down yes pfam01717 Meth_synt_2 Cobalamin-independent synthase, Catalytic domain. This is a family of vitamin-B12 independent methionine synthases or 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferases, EC:2.1.1.14 from bacteria and plants. Plants are the only higher eukaryotes that have the required enzymes for methionine synthesis. This enzyme catalyses the last step in the production of methionine by transferring a methyl group from 5-methyltetrahydrofolate to homocysteine. The aligned region makes up the carboxy region of the approximately 750 amino acid protein except in some hypothetical archaeal proteins present in the family, where this region corresponds to the entire length. This domain contains the catalytic residues of the enzyme.GO:0009086|methionine biosynthetic process;GO:0005737|cytoplasm;GO:0003871|5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase activity;GO:0008270|zinc ion binding;.



Manes.09G139100.v6.12.5631343 1.36E+00 1E-31 up yes pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005737|cytoplasm;GO:0016020|membrane;. .

Manes.09G139600.v6.11.6812006 7.49E-01 3E-09 up no pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.09G139700.v6.11.3856072 4.71E-01 0.0004 up no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.09G139900.v6.10.4718155 -1.08371 0.5591 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048354|mucilage biosynthetic process involved in seed coat development;GO:0010468|regulation of gene expression;GO:0010214|seed coat development;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.09G140100.v6.13.362809 1.74967 0.1292 up no pfam01122 Cobalamin_bindEukaryotic cobalamin-binding protein.. . . .

Manes.09G140400.v6.11.76116 0.81653 2E-12 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.09G140500.v6.13.0882381 1.63E+00 2E-39 up yes pfam05704 Caps_synth Capsular polysaccharide synthesis protein. This family consists of several capsular polysaccharide proteins. Capsular polysaccharide (CPS) is a major virulence factor in Streptococcus pneumoniae.. . . .

Manes.09G140600.v6.11.2855545 3.62E-01 0.4819 up no pfam13361 UvrD_C UvrD-like helicase C-terminal domain. This domain is found at the C-terminus of a wide variety of helicase enzymes. This domain has a AAA-like structural fold.. . . .

Manes.09G140700.v6.10.179681 -2.47649 7E-69 down yes pfam06716 DUF1201 Protein of unknown function (DUF1201). This family consists of several Sugar beet yellow virus (SBYV) putative membrane-binding proteins of around 54 residues in length. The function of this family is unknown.. . . .

Manes.09G140900.v6.11.9577795 0.96922 1E-17 up no pfam10615 DUF2470 Protein of unknown function (DUF2470). This family is a putative haem-iron utilisation family, as many members are annotated as being pyridoxamine 5'-phosphate oxidase-related, FMN-binding; however this could not be confirmed.. . . .

Manes.09G141100.v6.10.7123202 ####### 0.0006 down no pfam01583 APS_kinase Adenylylsulphate kinase. Enzyme that catalyses the phosphorylation of adenylylsulphate to 3'-phosphoadenylylsulfate. This domain contains an ATP binding P-loop motif.GO:0019344|cysteine biosynthetic process;GO:0070814|hydrogen sulfide biosynthetic process;GO:0000103|sulfate assimilation;GO:0005829|cytosol;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;K00860

Manes.09G141500.v6.10.7485994 -0.41773 0.0713 down no pfam00208 ELFV_dehydrogGlutamate/Leucine/Phenylalanine/Valine dehydrogenase.GO:0006520|cellular amino acid metabolic process;GO:0006807|nitrogen compound metabolic process;GO:0009646|response to absence of light;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005507|copper ion binding;GO:0004353|glutamate dehydrogenase [NAD(P)+] activity;GO:0008270|zinc ion binding;K00261

Manes.09G141600.v6.10.6469784 -0.62821 0.0003 down no pfam01087 GalP_UDP_transfGalactose-1-phosphate uridyl transferase, N-terminal domain. SCOP reports fold duplication with C-terminal domain. Both involved in Zn and Fe binding.GO:0005975|carbohydrate metabolic process;GO:0006012|galactose metabolic process;GO:0006006|glucose metabolic process;GO:0080040|positive regulation of cellular response to phosphate starvation;. GO:0043531|ADP binding;GO:0016779|nucleotidyltransferase activity;GO:0047345|ribose-5-phosphate adenylyltransferase activity;GO:0008108|UDP-glucose:hexose-1-phosphate uridylyltransferase activity;GO:0008270|zinc ion binding;K00965

Manes.09G141900.v6.10.4578181 ####### 2E-21 down yes pfam06506 PrpR_N Propionate catabolism activator. This domain is found at the N terminus of several sigma54- dependent transcriptional activators including PrpR, which activates catabolism of propionate.. . . .

Manes.09G142000.v6.10.3010098 -1.73212 3E-24 down yes pfam11038 DGF-1_5 Dispersed gene family protein 1 of Trypanosoma cruzi region 5. This protein is likely to be highly expressed, and is expressed from the sub-telomeric region. However, the function is not known. Other domains on this protein include DGF-1_N, DGF-1_2, and DGF-1_4. This domain is just downstream from the C-terminus, but not the C-terminus of proteins, also annotated as being DGF-1, that constitute family DGF-1_C.. . . .

Manes.09G142300.v6.12.7358504 1.45E+00 2E-08 up yes pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0010088|phloem development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010089|xylem development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G142600.v6.10.5178772 -0.94932 8E-12 down no pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.09G142900.v6.11.6321991 0.70682 6E-08 up no pfam03386 ENOD93 Early nodulin 93 ENOD93 protein.GO:0009877|nodulation;GO:0016021|integral component of membrane;. .

Manes.09G143200.v6.10.3774694 -1.40557 9E-06 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G144200.v6.10.5010327 ####### 0.0002 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G144600.v6.10.7233841 ####### 6E-05 down no pfam07137 VDE Violaxanthin de-epoxidase (VDE). This family represents a conserved region approximately 150 residues long within plant violaxanthin de-epoxidase (VDE). In higher plants, violaxanthin de-epoxidase forms part of a conserved system that dissipates excess energy as heat in the light-harvesting complexes of photosystem II (PSII), thus protecting them from photo-inhibitory damage.. GO:0009535|chloroplast thylakoid membrane;GO:0046422|violaxanthin de-epoxidase activity;.

Manes.09G144700.v6.11.8609602 8.96E-01 2E-13 up no pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.. . . .

Manes.09G144900.v6.10.5106474 ####### 4E-05 down no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.09G145000.v6.11.6841496 0.75202 0.0003 up no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.09G145400.v6.12.0568994 1.04047 7E-18 up yes pfam13844 Glyco_transf_41Glycosyl transferase family 41. This family of glycosyltransferases includes O-linked beta-N-acetylglucosamine (O-GlcNAc) transferase, an enzyme which catalyses the addition of O-GlcNAc to serine and threonine residues. In addition to its function as an O-GlcNAc transferase, human OGT also appears to proteolytically cleave the epigenetic cell-cycle regulator HCF-1.GO:0007275|multicellular organismal development;GO:0006493|protein O-linked glycosylation;. GO:0016757|transferase activity, transferring glycosyl groups;K09667

Manes.09G145600.v6.10.3047601 -1.71425 5E-42 down yes pfam02037 SAP SAP domain. The SAP (after SAF-A/B, Acinus and PIAS) motif is a putative DNA/RNA binding domain found in diverse nuclear and cytoplasmic proteins.. . . .

Manes.09G145800.v6.10.0281959 ####### 7E-64 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G146100.v6.1Inf Inf 5E-57 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G146600.v6.10.8388768 ####### 0.0335 down no pfam05208 ALG3 ALG3 protein. The formation of N-glycosidic linkages of glycoproteins involves the ordered assembly of the common Glc3Man9GlcNAc2 core-oligosaccharide on the lipid carrier dolichyl pyrophosphate. Whereas early mannosylation steps occur on the cytoplasmic side of the endoplasmic reticulum with GDP-Man as donor, the final reactions from Man5GlcNAc2-PP-Dol to Man9GlcNAc2-PP-Dol on the lumenal side use Dol-P-Man. ALG3 gene encodes the Dol-P-Man:Man5GlcNAc2-PP-Dol mannosyltransferase.. . . .

Manes.09G147700.v6.11.6982428 0.76404 1E-11 up no pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005829|cytosol;GO:0005509|calcium ion binding;K11583

Manes.09G147900.v6.11.1359916 0.18395 0.1114 up no pfam09531 Ndc1_Nup Nucleoporin protein Ndc1-Nup. Ndc1 is a nucleoporin protein that is a component of the Nuclear Pore Complex, and, in fungi, also of the Spindle Pole Body. It consists of six transmembrane segments, three lumenal loops, both concentrated at the N-terminus and cytoplasmic domains largely at the C-terminus, all of which are well conserved.GO:0015031|protein transport;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.09G148300.v6.126.907272 4.75E+00 7E-30 up yes pfam01212 Beta_elim_lyaseBeta-eliminating lyase.GO:0006545|glycine biosynthetic process;GO:0006567|threonine catabolic process;GO:0005829|cytosol;GO:0008732|L-allo-threonine aldolase activity;GO:0004793|threonine aldolase activity;K01620

Manes.09G148600.v6.130.874203 4.95E+00 4E-87 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0046898|response to cycloheximide;GO:0009416|response to light stimulus;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G148900.v6.13.6108304 1.85E+00 0.0042 up yes pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.. . . .

Manes.09G149100.v6.10.4067181 ####### 6E-20 down yes pfam03632 Glyco_hydro_65mGlycosyl hydrolase family 65 central catalytic domain. This family of glycosyl hydrolases contains vacuolar acid trehalase and maltose phosphorylase.Maltose phosphorylase (MP) is a dimeric enzyme that catalyses the conversion of maltose and inorganic phosphate into beta-D-glucose-1-phosphate and glucose. The central domain is the catalytic domain, which binds a phosphate ion that is proximal the the highly conserved Glu. The arrangement of the phosphate and the glutamate is thought to cause nucleophilic attack on the anomeric carbon atom. The catalytic domain also forms the majority of the dimerization interface.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;. .

Manes.09G149800.v6.10.5922139 ####### 9E-07 down no pfam03479 DUF296 Domain of unknown function (DUF296). This putative domain is found in proteins that contain AT-hook motifs pfam02178, which strongly suggests a DNA-binding function for the proteins as a whole. There are three highly conserved histidine residues, eg at 117, 119 and 133 in Reut_B5223, which should be a structurally conserved metal-binding unit, based on structural comparison with known metal-binding structures. The proteins should work as trimers.. . . .

Manes.09G149900.v6.10.5506962 -0.86067 5E-05 down no pfam12325 TMF_TATA_bdTATA element modulatory factor 1 TATA binding. This is the C-terminal conserved coiled coil region of a family of TATA element modulatory factor 1 proteins conserved in eukaryotes. The proteins bind to the TATA element of some RNA polymerase II promoters and repress their activity. by competing with the binding of TATA binding protein. TMF1_TATA_bd is the most conserved part of the TMFs. TMFs are evolutionarily conserved golgins that bind Rab6, a ubiquitous ras-like GTP-binding Golgi protein, and contribute to Golgi organisation in animal and plant cells. The Rab6-binding domain appears to be the same region as this C-terminal family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003713|transcription coactivator activity;.

Manes.09G150300.v6.1Inf Inf 0.0007 up yes pfam11186 DUF2972 Protein of unknown function (DUF2972). Some members in this family of proteins with unknown function are annotated as sugar transferase proteins, however this cannot be confirmed.. . . .

Manes.09G151600.v6.12.2906954 1.19579 3E-17 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0030154|cell differentiation;GO:0006974|cellular response to DNA damage stimulus;GO:0071217|cellular response to external biotic stimulus;GO:0009908|flower development;GO:0010393|galacturonan metabolic process;GO:0010073|meristem maintenance;GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0051512|positive regulation of unidimensional cell growth;GO:0045995|regulation of embryonic development;GO:0009909|regulation of flower development;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0009733|response to auxin;GO:0009617|response to bacterium;GO:0046898|response to cycloheximide;GO:0009620|response to fungus;GO:0001666|response to hypoxia;GO:0009624|response to nematode;GO:0006979|response to oxidative stress;GO:1902074|response to salt;GO:0010272|response to silveGO:0005634|nucleus;. .

Manes.09G151700.v6.10.5919046 ####### 4E-05 down no pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.09G151900.v6.14.9256529 2.30031 8E-66 up yes pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009414|response to water deprivation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16277

Manes.09G152000.v6.1NA NA NA -- no pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.09G152100.v6.10.5060446 -0.98266 6E-13 down no pfam07123 PsbW Photosystem II reaction centre W protein (PsbW). This family consists of several plant specific photosystem II reaction centre W (PsbW) proteins. PsbW is a nuclear-encoded protein located in the thylakoid membrane of the chloroplast. PsbW is a core component of photosystem II but not photosystem I. This family does not appear to be related to pfam03912.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;. .

Manes.09G152400.v6.1Inf Inf 0.8798 up no pfam03361 Herpes_IE2_3Herpes virus intermediate/early protein 2/3. These viral sequences are similar to UL117 protein of human and chimpanzee cytomegalovirus, and to intermediate/early proteins 2 and 3 of certain herpes viruses. UL117 is thought to be a glycoprotein that is expressed at early and late times after infection. This region is close to the C-terminus of the protein and may be a transmembrane region.. . . .

Manes.09G152500.v6.10.4683274 ####### 3E-16 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.09G152700.v6.10.1755232 -2.51027 2E-36 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.09G152800.v6.10.9774997 -0.03283 0.7665 down no pfam08638 Med14 Mediator complex subunit MED14. Saccharomyces cerevisiae RGR1 mediator complex subunit affects chromatin structure, transcriptional regulation of diverse genes and sporulation, required for glucose repression, HO repression, RME1 repression and sporulation. This subunit is also found in higher eukaryotes and Med14 is the agreed unified nomenclature for this subunit. Med14 is found in the tail region of Mediator.GO:0009631|cold acclimation;GO:0007275|multicellular organismal development;GO:0008284|positive regulation of cell proliferation;GO:0040008|regulation of growth;GO:0009627|systemic acquired resistance;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0009506|plasmodesma;GO:0001104|RNA polymerase II transcription cofactor activity;K15156

Manes.09G152900.v6.10.4942861 ####### 4E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.09G153100.v6.10.6239856 -0.68042 0.0002 down no pfam02416 MttA_Hcf106mttA/Hcf106 family. Members of this protein family are involved in a sec independent translocation mechanism. This pathway has been called the DeltapH pathway in chloroplasts. Members of this family in E.coli are involved in export of redox proteins with a "twin arginine" leader motif.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009306|protein secretion;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0031361|integral component of thylakoid membrane;GO:0033281|TAT protein transport complex;GO:0009977|proton motive force dependent protein transmembrane transporter activity;.

Manes.09G153200.v6.10.2291539 ####### 8E-07 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0005739|mitochondrion;. .

Manes.09G153300.v6.10.4634012 ####### 1E-10 down yes pfam12498 bZIP_C Basic leucine-zipper C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 174 and 411 amino acids in length. The family is found in association with pfam00170. There is a conserved KVK sequence motif. There is a single completely conserved residue K that may be functionally important. Various bZIP proteins have been found and shown to play a role in seed-specific gene expression. bZIP binds to the alpha-globulin gene promoter, but not to promoters of other major storage genes such as glutelin, prolamin and albumin.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G153700.v6.12.4231243 1.28E+00 0.1013 up no pfam00689 Cation_ATPase_CCation transporting ATPase, C-terminus. Members of this families are involved in Na+/K+, H+/K+, Ca++ and Mg++ transport. This family represents 5 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.09G154100.v6.10.5433773 ####### 0.5407 down no pfam06247 Plasmod_Pvs28Plasmodium ookinete surface protein Pvs28. This family consists of several ookinete surface protein (Pvs28) from several species of Plasmodium. Pvs25 and Pvs28 are expressed on the surface of ookinetes. These proteins are potential candidates for vaccine and induce antibodies that block the infectivity of Plasmodium vivax in immunised animals.. . . .

Manes.09G154200.v6.10.6238083 ####### 9E-05 down no pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0006886|intracellular protein transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K17794

Manes.09G154300.v6.10.3024655 ####### 2E-41 down yes pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005516|calmodulin binding;GO:0001158|enhancer sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G154400.v6.1#NAME? #NAME? 1 down no pfam13863 DUF4200 Domain of unknown function (DUF4200). This family is found in eukaryotes. It is a coiled-coil domain of unknwon function.. . . .

Manes.09G154500.v6.10.222632 -2.16727 5E-30 down yes pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08857

Manes.09G154600.v6.10.4979769 ####### 1E-12 down yes pfam01142 TruD tRNA pseudouridine synthase D (TruD). TruD is responsible for synthesis of pseudouridine from uracil-13 in transfer RNAs. The structure of TruD reveals an overall V-shaped molecule which contains an RNA-binding cleft.GO:0000455|enzyme-directed rRNA pseudouridine synthesis;GO:0006397|mRNA processing;GO:1990481|mRNA pseudouridine synthesis;GO:0008380|RNA splicing;GO:0031120|snRNA pseudouridine synthesis;GO:0031119|tRNA pseudouridine synthesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06176

Manes.09G155100.v6.1Inf Inf 0.8764 up no pfam00122 E1-E2_ATPaseE1-E2 ATPase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.09G155300.v6.10.3667942 ####### 1E-11 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.09G155500.v6.11.9132685 9.36E-01 4E-07 up no pfam12186 AcylCoA_dehyd_CAcyl-CoA dehydrogenase C terminal. This domain family is found in bacteria, and is approximately 110 amino acids in length. The family is found in association with pfam02770, pfam00441, pfam02771. There is a conserved ARRL sequence motif. The C terminal domain is an alpha helical domain. The flavin ring of Acyl-CoA dehydrogenase is buried in the crevice between the two alpha helical domains and the beta-sheet domain of one subunit, and the adenosine pyrophosphate moiety is stretched into the subunit junction of a neighbouring subunit, composed of two C terminal domains.. . . .

Manes.09G156000.v6.10.7612026 -0.39365 0.0379 down no pfam10184 DUF2358 Uncharacterized conserved protein (DUF2358). DUF2358 is a family of conserved proteins found from plants to humans. The function is unknown.. . . .

Manes.09G156300.v6.10.7656934 -0.38516 0.006 down no pfam00069 Pkinase Protein kinase domain.GO:0007623|circadian rhythm;GO:0006468|protein phosphorylation;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G156500.v6.10.5560717 -0.84666 8E-13 down no pfam01282 Ribosomal_S24eRibosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.09G156600.v6.10.7808078 ####### 0.0202 down no pfam01282 Ribosomal_S24eRibosomal protein S24e.GO:0006412|translation;GO:0005618|cell wall;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0000166|nucleotide binding;GO:0003735|structural constituent of ribosome;K02974

Manes.09G156700.v6.14.3624838 2.13E+00 8E-61 up yes pfam00383 dCMP_cyt_deam_1Cytidine and deoxycytidylate deaminase zinc-binding region.GO:0006147|guanine catabolic process;. GO:0008892|guanine deaminase activity;GO:0008270|zinc ion binding;K01487

Manes.09G156800.v6.11.824161 0.86723 6E-14 up no pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0030127|COPII vesicle coat;GO:0005789|endoplasmic reticulum membrane;GO:0033116|endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0000139|Golgi membrane;GO:0008270|zinc ion binding;K14007

Manes.09G156900.v6.11.9606932 9.71E-01 4E-17 up no pfam04504 DUF573 Protein of unknown function, DUF573.GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0016592|mediator complex;GO:0005730|nucleolus;. .

Manes.09G157000.v6.10.5941205 ####### 1E-06 down no pfam00301 Rubredoxin Rubredoxin. GO:0055114|oxidation-reduction process;. GO:0005506|iron ion binding;.

Manes.09G157100.v6.17.7487998 2.95397 6E-130 up yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0006535|cysteine biosynthetic process from serine;GO:0005737|cytoplasm;GO:0047458|beta-pyrazolylalanine synthase activity;GO:0004124|cysteine synthase activity;GO:0050461|L-mimosine synthase activity;GO:0050234|pyrazolylalanine synthase activity;.

Manes.09G157300.v6.1Inf Inf 0.8842 up no pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0006535|cysteine biosynthetic process from serine;GO:0005737|cytoplasm;GO:0047458|beta-pyrazolylalanine synthase activity;GO:0004124|cysteine synthase activity;GO:0050461|L-mimosine synthase activity;GO:0050234|pyrazolylalanine synthase activity;.

Manes.09G157500.v6.12.2676961 1.18123 0.2461 up no pfam04927 SMP Seed maturation protein. Plant seed maturation protein.. . . .

Manes.09G157800.v6.10.6791565 -0.55818 0.0047 down no pfam02810 SEC-C SEC-C motif. The SEC-C motif found in the C-terminus of the SecA protein, in the middle of some SWI2 ATPases and also solo in several proteins. The motif is predicted to chelate zinc with the CXC and C[HC] pairs that constitute the most conserved feature of the motif. It is predicted to be a potential nucleic acid binding domain.. . . .

Manes.09G157900.v6.10.720338 -0.47325 0.001 down no pfam08242 Methyltransf_12Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.09G158000.v6.10.7960037 -0.32915 0.0057 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0010091|trichome branching;GO:0005871|kinesin complex;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005509|calcium ion binding;GO:0005516|calmodulin binding;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;GO:0016491|oxidoreductase activity;.

Manes.09G158100.v6.11.4402892 0.52636 4E-06 up no pfam11816 DUF3337 Domain of unknown function (DUF3337). This family of proteins are functionally uncharacterized. This family is only found in eukaryotes. This presumed domain is typically between 285 to 342 amino acids in length.GO:0000724|double-strand break repair via homologous recombination;GO:0048568|embryonic organ development;GO:0048872|homeostasis of number of cells;GO:0035264|multicellular organism growth;GO:0050679|positive regulation of epithelial cell proliferation;GO:0016579|protein deubiquitination;GO:1902525|regulation of protein monoubiquitination;GO:0072520|seminiferous tubule development;GO:0007338|single fertilization;GO:0048705|skeletal system morphogenesis;GO:0043588|skin development;GO:0007283|spermatogenesis;GO:0005764|lysosome;GO:0005634|nucleus;. K15361

Manes.09G158200.v6.12.1355565 1.09461 3E-18 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0033306|phytol metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0004144|diacylglycerol O-acyltransferase activity;.

Manes.09G158500.v6.11.6892346 0.75637 6E-09 up no pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.09G159000.v6.11.7772819 8.30E-01 2E-10 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G160200.v6.10.6384451 ####### 3E-06 down no pfam00550 PP-binding Phosphopantetheine attachment site. A 4'-phosphopantetheine prosthetic group is attached through a serine. This prosthetic group acts as a a 'swinging arm' for the attachment of activated fatty acid and amino-acid groups. This domain forms a four helix bundle. This family includes members not included in Prosite. The inclusion of these members is supported by sequence analysis and functional evidence. The related domain of Vibrio anguillarum angR has the attachment serine replaced by an alanine.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;. .

Manes.09G160400.v6.11.0347796 0.04932 0.7094 up no pfam00080 Sod_Cu Copper/zinc superoxide dismutase (SODC). superoxide dismutases (SODs) catalyse the conversion of superoxide radicals to hydrogen peroxide and molecular oxygen. Three evolutionarily distinct families of SODs are known, of which the copper/zinc-binding family is one. Defects in the human SOD1 gene cause familial amyotrophic lateral sclerosis (Lou Gehrig's disease). Structure is an eight-stranded beta sandwich, similar to the immunoglobulin fold.. GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004784|superoxide dismutase activity;.

Manes.09G160500.v6.11.4936909 0.57888 3E-06 up no pfam04051 TRAPP Transport protein particle (TRAPP) component. TRAPP plays a key role in the targeting and/or fusion of ER-to-Golgi transport vesicles with their acceptor compartment. TRAPP is a large multimeric protein that contains at least 10 subunits. This family contains many TRAPP family proteins. The Bet3 subunit is one of the better characterized TRAPP proteins and has a dimeric structure with hydrophobic channels. The channel entrances are located on a putative membrane-interacting surface that is distinctively flat, wide and decorated with positively charged residues. Bet3 is proposed to localize TRAPP to the Golgi.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;. .

Manes.09G160900.v6.12.7276551 1.45E+00 2E-12 up yes pfam01487 DHquinase_I Type I 3-dehydroquinase. Type I 3-dehydroquinase, (3-dehydroquinate dehydratase or DHQase.) Catalyses the cis-dehydration of 3-dehydroquinate via a covalent imine intermediate giving dehydroshikimate. Dehydroquinase functions in the shikimate pathway which is involved in the biosynthesis of aromatic amino acids. Type II 3-dehydroquinase catalyses the trans-dehydration of 3-dehydroshikimate see pfam01220.GO:0009073|aromatic amino acid family biosynthetic process;GO:0009423|chorismate biosynthetic process;GO:0009793|embryo development ending in seed dormancy;GO:0019632|shikimate metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003855|3-dehydroquinate dehydratase activity;GO:0050661|NADP binding;GO:0004764|shikimate 3-dehydrogenase (NADP+) activity;K13832

Manes.09G161600.v6.12.2902507 1.19551 5E-25 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0048444|floral organ morphogenesis;GO:0009740|gibberellic acid mediated signaling pathway;GO:0010476|gibberellin mediated signaling pathway;GO:0009939|positive regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0005634|nucleus;GO:0016787|hydrolase activity;K14493

Manes.09G161700.v6.10.2481453 ####### 3E-27 down yes pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.09G161800.v6.11.8686387 0.90199 5E-06 up no pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0016310|phosphorylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009927|histidine phosphotransfer kinase activity;GO:0043424|protein histidine kinase binding;K14490

Manes.09G161900.v6.13.6967777 1.88627 6E-58 up yes pfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.09G162500.v6.10.6498611 ####### 4E-05 down no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.



Manes.09G162700.v6.10.6924685 -0.53018 0.0035 down no pfam12166 DUF3595 Protein of unknown function (DUF3595). This family of proteins is functionally uncharacterized.This family of proteins is found in eukaryotes. Proteins in this family are typically between 578 and 2525 amino acids in length.. GO:0016021|integral component of membrane;GO:0008381|mechanically-gated ion channel activity;.

Manes.09G162900.v6.10.8549797 ####### 0.0599 down no pfam03917 GSH_synth_ATPEukaryotic glutathione synthase, ATP binding domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0043295|glutathione binding;GO:0004363|glutathione synthase activity;GO:0000287|magnesium ion binding;GO:0042803|protein homodimerization activity;.

Manes.09G163100.v6.10.4394307 ####### 2E-09 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G163300.v6.10.9923119 ####### 0.9535 down no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0055075|potassium ion homeostasis;GO:0010107|potassium ion import;GO:0006885|regulation of pH;GO:0090333|regulation of stomatal closure;GO:0009651|response to salt stress;GO:0035725|sodium ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0015386|potassium:proton antiporter activity;GO:0015385|sodium:proton antiporter activity;.

Manes.09G163400.v6.10.4266941 ####### 5E-19 down yes pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.. . . .

Manes.09G163500.v6.10.5720502 -0.80579 1E-09 down no pfam04536 TPM TLP18.3, Psb32 and MOLO-1 founding proteins of phosphatase. This family has a Rossmann-like fold. It has phosphatase activity.GO:0016311|dephosphorylation;GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0003993|acid phosphatase activity;.

Manes.09G163800.v6.10.4779239 -1.06515 5E-05 down yes pfam10294 Methyltransf_16Putative methyltransferase.. . . .

Manes.09G164100.v6.10.1785852 -2.48532 2E-09 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G164200.v6.13.6147858 1.85E+00 2E-10 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009814|defense response, incompatible interaction;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10664

Manes.09G164300.v6.11.613172 6.90E-01 3E-07 up no pfam03834 Rad10 Binding domain of DNA repair protein Ercc1 (rad10/Swi10). Ercc1 and XPF (xeroderma pigmentosum group F-complementing protein) are two structure-specific endonucleases of a class of seven containing an ERCC4 domain. Together they form an obligate complex that functions primarily in nucleotide excision repair (NER), a versatile pathway able to detect and remove a variety of DNA lesions induced by UV light and environmental carcinogens, and secondarily in DNA interstrand cross-link repair and telomere maintenance. This domain in fact binds simultaneously to both XPF and single-stranded DNA; this ternary complex explains the important role of Ercc1 in targeting its catalytic XPF partner to the NER pre-incision complex.GO:0000724|double-strand break repair via homologous recombination;GO:0010213|non-photoreactive DNA repair;GO:0006294|nucleotide-excision repair, preincision complex assembly;GO:0010332|response to gamma radiation;GO:0010224|response to UV-B;GO:0005634|nucleus;GO:0017108|5'-flap endonuclease activity;GO:0003684|damaged DNA binding;K10849

Manes.09G164400.v6.10.3761893 -1.41047 4E-16 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009755|hormone-mediated signaling pathway;GO:1900459|positive regulation of brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G165000.v6.11.6296749 7.05E-01 1E-06 up no pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G165300.v6.10.9171342 ####### 0.643 down no pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.09G165500.v6.111.040549 3.46E+00 0.0252 up yes pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0046777|protein autophosphorylation;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0006979|response to oxidative stress;GO:0051403|stress-activated MAPK cascade;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G165600.v6.10.8064767 ####### 0.007 down no pfam01425 Amidase Amidase. GO:0009684|indoleacetic acid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004040|amidase activity;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;GO:0016810|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0043864|indoleacetamide hydrolase activity;.

Manes.09G165700.v6.10.4081596 -1.29279 2E-16 down yes pfam08544 GHMP_kinases_CGHMP kinases C terminal. This family includes homoserine kinases, galactokinases and mevalonate kinases.GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0016126|sterol biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004496|mevalonate kinase activity;K00869

Manes.09G166000.v6.1Inf Inf 0.8764 up no pfam03253 UT Urea transporter. Members of this family transport urea across membranes. The family includes a bacterial homologue, Actinobacillus pleuropneumoniae urea transport protein Utp.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.09G166500.v6.15.9426065 2.57E+00 3E-60 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015866|ADP transport;GO:0015867|ATP transport;GO:0006635|fatty acid beta-oxidation;GO:0080024|indolebutyric acid metabolic process;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0015217|ADP transmembrane transporter activity;GO:0015297|antiporter activity;GO:0005347|ATP transmembrane transporter activity;.

Manes.09G166700.v6.12.297854 1.20E+00 0.8536 up no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.09G167300.v6.10.3265139 ####### 4E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.09G167400.v6.13.4292073 1.78E+00 3E-50 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0010193|response to ozone;GO:0009651|response to salt stress;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.09G167900.v6.10.6363112 ####### 2E-06 down no pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.GO:1900871|chloroplast mRNA modification;GO:0009658|chloroplast organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008270|zinc ion binding;.

Manes.09G169100.v6.11.5296619 6.13E-01 7E-08 up no pfam00887 ACBP Acyl CoA binding protein.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.09G169600.v6.10.3063653 ####### 9E-25 down yes pfam02181 FH2 Formin Homology 2 Domain.. GO:0016021|integral component of membrane;GO:0003779|actin binding;.

Manes.09G169700.v6.10.5638853 ####### 0.0005 down no pfam00403 HMA Heavy-metal-associated domain.GO:0006878|cellular copper ion homeostasis;GO:0006825|copper ion transport;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0016531|copper chaperone activity;K07213

Manes.09G170000.v6.12.4918196 1.32E+00 7E-18 up yes pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.. . . .

Manes.09G170200.v6.10.7219812 -0.46997 0.0002 down no pfam01267 F-actin_cap_AF-actin capping protein alpha subunit.GO:0051016|barbed-end actin filament capping;GO:0008290|F-actin capping protein complex;. .

Manes.09G170700.v6.10.9781996 ####### 0.7964 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0009553|embryo sac development;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0009555|pollen development;GO:1901800|positive regulation of proteasomal protein catabolic process;GO:0045899|positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0010498|proteasomal protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0031597|cytosolic proteasome complex;GO:0031595|nuclear proteasome complex;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005524|ATP binding;GO:0036402|proteasome-activating ATPase activity;GO:0017025|TBP-class protein binding;K03065

Manes.09G170900.v6.11.4441761 5.30E-01 4E-06 up no pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.09G171000.v6.13.0675622 1.61709 1E-43 up yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006376|mRNA splice site selection;GO:0048024|regulation of mRNA splicing, via spliceosome;GO:0005737|cytoplasm;GO:0035061|interchromatin granule;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;K12890

Manes.09G171100.v6.133.292078 5.05711 1E-302 up yes pfam04588 HIG_1_N Hypoxia induced protein conserved region. This family is found in proteins thought to be involved in the response to hypoxia. Family members mostly come from diverse eukaryotic organisms however eubacterial members have been identified. This region is found at the N-terminus of the member proteins which are predicted to be transmembrane.. . . .

Manes.09G171200.v6.1Inf Inf 2E-16 up yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.09G171500.v6.11.0143866 0.02061 1 up no pfam03024 Folate_rec Folate receptor family. This family includes the folate receptor which binds to folate and reduced folic acid derivatives and mediates delivery of 5-methyltetrahydrofolate to the interior of cells. These proteins are attached to the membrane by a GPI-anchor. The proteins contain 16 conserved cysteines that form eight disulphide bridges.. . . .

Manes.09G171600.v6.14.1843883 2.06502 7E-58 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K06269

Manes.09G172000.v6.13.9556146 1.98E+00 5E-08 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.09G172100.v6.10.7896107 ####### 0.0064 down no pfam00828 Ribosomal_L18eRibosomal protein L18e/L15. This family includes eukaryotic L18 as well as prokaryotic L15.GO:0006412|translation;GO:0009507|chloroplast;GO:0022625|cytosolic large ribosomal subunit;GO:0015934|large ribosomal subunit;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02883

Manes.09G172500.v6.17.6113626 2.92815 1E-15 up yes pfam08030 NAD_binding_6Ferric reductase NAD binding domain.. GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0050664|oxidoreductase activity, acting on NAD(P)H, oxygen as acceptor;GO:0004601|peroxidase activity;K13447

Manes.09G173500.v6.1NA NA NA -- no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. GO:0005576|extracellular region;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.09G173700.v6.11.942965 0.95826 2E-08 up no pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . K10268

Manes.09G174000.v6.10.7905165 ####### 0.0612 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.09G174100.v6.11.6310803 0.70583 2E-09 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.09G174600.v6.11.4882292 0.5736 8E-07 up no pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.09G175100.v6.10.7160665 ####### 0.0083 down no pfam02541 Ppx-GppA Ppx/GppA phosphatase family. This family consists of the N-terminal region of exopolyphosphatase (Ppx) EC:3.6.1.11 and guanosine pentaphosphate phospho-hydrolase (GppA) EC:3.6.1.40.GO:0071978|bacterial-type flagellum-dependent swarming motility;GO:0071977|bacterial-type flagellum-dependent swimming motility;GO:0006995|cellular response to nitrogen starvation;GO:0016036|cellular response to phosphate starvation;GO:0009247|glycolipid biosynthetic process;GO:0009405|pathogenesis;GO:0006793|phosphorus metabolic process;GO:0009372|quorum sensing;GO:0044010|single-species biofilm formation;. GO:0004309|exopolyphosphatase activity;K01524

Manes.09G175300.v6.10.3398501 ####### 2E-07 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0070417|cellular response to cold;GO:0042631|cellular response to water deprivation;GO:0006310|DNA recombination;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;K10901

Manes.09G175500.v6.10.3564343 -1.48829 3E-16 down yes pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.09G175900.v6.1NA NA NA -- no pfam11588 DUF3243 Protein of unknown function (DUF3243). This family of proteins with unknown function appears to be restricted to Firmicutes.. . . .

Manes.09G176000.v6.11.0573937 0.08051 1 up no pfam03694 Erg28 Erg28 like protein. This is a family of integral membrane proteins, which may contain four transmembrane helices. Members of this family are thought to be involved in sterol C-4 demethylation. In S. cerevisiae they may tether Erg26p (sterol dehydrogenase/decarboxylase) and Erg27p (3-ketoreductase) to the endoplasmic reticulum or may facilitate interaction between these proteins. The family contains a conserved arginine and histidine that may be functionally important.. . . .

Manes.09G176400.v6.10.6018317 -0.73257 0.0001 down no pfam00849 PseudoU_synth_2RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0006457|protein folding;GO:0001522|pseudouridine synthesis;GO:0034976|response to endoplasmic reticulum stress;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;.

Manes.09G176600.v6.1Inf Inf 0.8842 up no pfam05362 Lon_C Lon protease (S16) C-terminal proteolytic domain. The Lon serine proteases must hydrolyse ATP to degrade protein substrates. In Escherichia coli, these proteases are involved in turnover of intracellular proteins, including abnormal proteins following heat-shock. The active site for protease activity resides in a C-terminal domain. The Lon proteases are classified as family S16 in Merops.GO:0034599|cellular response to oxidative stress;GO:0051131|chaperone-mediated protein complex assembly;GO:0006515|misfolded or incompletely synthesized protein catabolic process;GO:0070407|oxidation-dependent protein catabolic process;GO:0090296|regulation of mitochondrial DNA replication;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0043565|sequence-specific DNA binding;GO:0004252|serine-type endopeptidase activity;K08675

Manes.09G176700.v6.12.0746505 1.05E+00 2E-11 up yes pfam11991 Trp_DMAT Tryptophan dimethylallyltransferase. This family of proteins represents tryptophan dimethylallyltransferase (EC:2.5.1.34), which catalyses the first step of ergot alkaloid biosynthesis. Ergot alkaloids, which are produced by endophyte fungi, can enhance plant host fitness, but also cause livestock toxicosis to host plants. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 390 to 465 amino acids in length.. . . .

Manes.09G177000.v6.10.7999719 ####### 0.0098 down no pfam14953 DUF4504 Domain of unknown function (DUF4504). This family of proteins is found in eukaryotes. Proteins in this family are typically between 253 and 329 amino acids in length. There are two conserved sequence motifs: LLGYP and SFS.. . . .

Manes.09G177100.v6.10.4445603 -1.16955 3E-13 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0009451|RNA modification;GO:0009507|chloroplast;. .

Manes.09G177200.v6.11.5483664 6.31E-01 1E-06 up no pfam13877 RPAP3_C Potential Monad-binding region of RPAP3. This domain is found at the C-terminus of RNA-polymerase II-associated proteins. These proteins bind to Monad and are involved in regulating apoptosis.   They contain TPR-repeats towards the N_terminus.. . . .

Manes.09G177300.v6.1Inf Inf 0.8798 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;.

Manes.09G177400.v6.10.6182333 -0.69378 0.0023 down no pfam13418 Kelch_4 Galactose oxidase, central domain.. GO:0010008|endosome membrane;GO:0005886|plasma membrane;. .

Manes.09G177600.v6.12.6733038 1.41862 5E-26 up yes pfam03342 Rhabdo_M1 Rhabdovirus M1 matrix protein (M1 polymerase-associated protein).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.09G177700.v6.12.3995527 1.26E+00 0.0062 up yes pfam14092 DUF4270 Domain of unknown function (DUF4270). This family of lipoproteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 444 and 534 amino acids in length.. . . .

Manes.09G178500.v6.10.5852847 -0.77279 0.0006 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0031425|chloroplast RNA processing;GO:0006397|mRNA processing;GO:0009507|chloroplast;. .

Manes.09G178700.v6.11.8478995 8.86E-01 6E-13 up no pfam12899 Glyco_hydro_100Alkaline and neutral invertase. This is a family of bacterial and plant alkaline and neutral invertases, EC:3.2.1.26, previously known as Invertase_neut pfam04853.GO:0048364|root development;GO:0005987|sucrose catabolic process;GO:0005829|cytosol;GO:0004564|beta-fructofuranosidase activity;GO:0033926|glycopeptide alpha-N-acetylgalactosaminidase activity;GO:0004575|sucrose alpha-glucosidase activity;.

Manes.09G178800.v6.11.330355 4.12E-01 0.0129 up no pfam00928 Adap_comp_subAdaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0009630|gravitropism;GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030659|cytoplasmic vesicle membrane;GO:0005794|Golgi apparatus;. K12398

Manes.09G178900.v6.10.3078556 ####### 0.0124 down yes pfam05832 DUF846 Eukaryotic protein of unknown function (DUF846). This family consists of several of unknown function from a variety of eukaryotic organisms.GO:0007030|Golgi organization;GO:0009306|protein secretion;GO:0009826|unidimensional cell growth;GO:0016192|vesicle-mediated transport;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030173|integral component of Golgi membrane;GO:0005802|trans-Golgi network;. .

Manes.09G179100.v6.166.885408 6.06362 0 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.09G179300.v6.131.300824 4.97E+00 4E-18 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.09G179400.v6.10.2307534 -2.11558 3E-21 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0009570|chloroplast stroma;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.09G179500.v6.10.2210528 -2.17754 1E-12 down yes pfam10332 DUF2418 Protein of unknown function (DUF2418). This is a conserved 100 residue central region of a family of proteins found in fungi. It carries a characteristic EYD sequence motif. The function is not known.. . . .

Manes.09G179800.v6.11.5324861 6.16E-01 5E-08 up no pfam01470 Peptidase_C15Pyroglutamyl peptidase.. GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0016920|pyroglutamyl-peptidase activity;K01304

Manes.09G180000.v6.11.6420571 0.7155 4E-10 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G180100.v6.10.9080898 -0.13909 0.2361 down no pfam08442 ATP-grasp_2 ATP-grasp domain.GO:0006629|lipid metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003878|ATP citrate synthase activity;K01648

Manes.09G180300.v6.10.2830766 -1.82074 4E-24 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.09G181200.v6.12.2855147 1.19252 0.0008 up yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;K08245

Manes.09G181600.v6.10.3414116 -1.55042 3E-05 down yes pfam12861 zf-Apc11 Anaphase-promoting complex subunit 11 RING-H2 finger. Apc11 is one of the subunits of the anaphase-promoting complex or cyclosome. The APC subunits are cullin family proteins with ubiquitin ligase activity. Polyubiquitination marks proteins for degradation by the 26S proteasome and is carried out by a cascade of enzymes that includes ubiquitin-activating enzymes (E1s), ubiquitin-conjugating enzymes (E2s), and ubiquitin ligases (E3s). Apc11 acts as an E3 enzyme and is responsible for recruiting E2s to the APC and for mediating the subsequent transfer of ubiquitin to APC substrates in vivo. In Saccharomyces cerevisiae this RING-H2 finger protein defines the minimal ubiquitin ligase activity of the APC, and the integrity of the RING-H2 finger is essential for budding yeast cell viability.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008270|zinc ion binding;K03358

Manes.09G181700.v6.18.0436722 3.00785 1E-57 up yes pfam01679 Pmp3 Proteolipid membrane potential modulator. Pmp3 is an evolutionarily conserved proteolipid in the plasma membrane which, in S. pombe, is transcriptionally regulated by the Spc1 stress MAPK (mitogen-activated protein kinases) pathway. It functions to modulate the membrane potential, particularly to resist high cellular cation concentration. In eukaryotic organisms, stress-activated mitogen-activated protein kinases play crucial roles in transmitting environmental signals that will regulate gene expression for allowing the cell to adapt to cellular stress. Pmp3-like proteins are highly conserved in bacteria, yeast, nematode and plants.. GO:0016021|integral component of membrane;. .

Manes.09G181800.v6.13.2095237 1.68E+00 6E-47 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009704|de-etiolation;GO:0009740|gibberellic acid mediated signaling pathway;GO:0031539|positive regulation of anthocyanin metabolic process;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0009639|response to red or far red light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12126

Manes.09G182100.v6.13.6119041 1.85276 2E-42 up yes pfam03283 PAE Pectinacetylesterase.. . . .

Manes.09G182500.v6.11.4381536 5.24E-01 1E-05 up no pfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.09G182600.v6.11.7030438 7.68E-01 0.0094 up no pfam08192 Peptidase_S64Peptidase family S64. This family of fungal proteins is involved in the processing of membrane bound transcription factor Stp1. The processing causes the signalling domain of Stp1 to be passed to the nucleus where several permease genes are induced. The permeases are important for uptake of amino acids, and processing of tp1 only occurs in an amino acid-rich environment. This family is predicted to be distantly related to the trypsin family (MEROPS:S1) and to have a typical trypsin-like catalytic triad.. . . .

Manes.09G182900.v6.10.5544478 -0.85088 9E-11 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0010501|RNA secondary structure unwinding;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.09G183400.v6.11.6707484 0.74049 4E-08 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.09G183500.v6.12.7812826 1.47575 1E-12 up yes pfam03033 Glyco_transf_28Glycosyltransferase family 28 N-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). This N-terminal domain contains the acceptor binding site and likely membrane association site. This family also contains a large number of proteins that probably have quite distinct activities.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0030259|lipid glycosylation;GO:0048316|seed development;GO:0016126|sterol biosynthetic process;GO:0016125|sterol metabolic process;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0051507|beta-sitosterol UDP-glucosyltransferase activity;GO:0016906|sterol 3-beta-glucosyltransferase activity;K05841

Manes.09G183700.v6.11.4071646 0.49279 2E-05 up no pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;K13379

Manes.09G183800.v6.11.4204624 0.50636 2E-05 up no pfam13657 Couple_hipA HipA N-terminal domain. This domain is found to the N-terminus of HipA-like proteins. It is also found in isolation in some proteins.. . . .

Manes.09G184400.v6.11.77003 0.82377 0.0018 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006869|lipid transport;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0005215|transporter activity;.

Manes.09G184700.v6.10.8640752 ####### 0.0895 down no pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.09G184800.v6.11.5388922 0.62189 0.8082 up no pfam04348 LppC LppC putative lipoprotein. This family includes several bacterial outer membrane antigens, whose molecular function is unknown.. . . .

Manes.09G184900.v6.10.2801793 ####### 3E-30 down yes pfam06682 DUF1183 Protein of unknown function (DUF1183). This family consists of several eukaryotic proteins of around 360 residues in length. The function of this family is unknown.. . . .

Manes.09G185600.v6.10.4406069 -1.18244 2E-12 down yes pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.09G185800.v6.11.154198 2.07E-01 0.4992 up no pfam10601 zf-LITAF-likeLITAF-like zinc ribbon domain. Members of this family display a conserved zinc ribbon structure with the motif C-XX-C- separated from the more C-terminal HX-C(P)X-C-X4-G-R motif by a variable region of usually 25-30 (hydrophobic) residues. Although it belongs to one of the zinc finger's fold groups (zinc ribbon), this particular domain was first identified in LPS-induced tumor necrosis alpha factor (LITAF) which is produced in mammalian cells after being challenged with lipopolysaccharide (LPS). The hydrophobic region probably inserts into the membrane rather than traversing it. Such an insertion brings together the N- and C-terminal C-XX-C motifs to form a compact Zn2+-binding structure.. . . .

Manes.09G186100.v6.11.8926996 9.20E-01 2E-11 up no pfam11443 DUF2828 Domain of unknown function (DUF2828). This is a uncharacterized domain found in eukaryotes and viruses.. . . .



Manes.09G186300.v6.11.0406915 5.75E-02 0.8666 up no pfam11816 DUF3337 Domain of unknown function (DUF3337). This family of proteins are functionally uncharacterized. This family is only found in eukaryotes. This presumed domain is typically between 285 to 342 amino acids in length.GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;GO:0009414|response to water deprivation;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16277

Manes.09G186400.v6.10.7639154 -0.38852 0.0384 down no pfam00536 SAM_1 SAM domain (Sterile alpha motif). It has been suggested that SAM is an evolutionarily conserved protein binding domain that is involved in the regulation of numerous developmental processes in diverse eukaryotes. The SAM domain can potentially function as a protein interaction module through its ability to homo- and heterooligomerise with other SAM domains.. . . .

Manes.09G186500.v6.11.3712884 4.56E-01 6E-05 up no pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0008022|protein C-terminus binding;GO:0003723|RNA binding;K18999

Manes.09G186800.v6.10.5278078 ####### 1E-13 down no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.09G187300.v6.10.4155493 -1.26691 2E-22 down yes pfam07207 Lir1 Light regulated protein Lir1. This family consists of several plant specific light regulated Lir1 proteins. Lir1 mRNA accumulates in the light, reaching maximum and minimum steady-state levels at the end of the light and dark period, respectively. Plants germinated in the dark have very low levels of lir1 mRNA, whereas plants germinated in continuous light express lir1 at an intermediate but constant level. It is thought that lir1 expression is controlled by light and a circadian clock. The exact function of this family is unclear.GO:0030003|cellular cation homeostasis;GO:0070838|divalent metal ion transport;GO:0009507|chloroplast;. .

Manes.09G187400.v6.10.7068351 ####### 0.0391 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009909|regulation of flower development;GO:0010075|regulation of meristem growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0019900|kinase binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0031625|ubiquitin protein ligase binding;.

Manes.09G187500.v6.10.6273066 -0.67276 2E-07 down no pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0006897|endocytosis;GO:0009965|leaf morphogenesis;GO:0010087|phloem or xylem histogenesis;GO:0043547|positive regulation of GTPase activity;GO:0009733|response to auxin;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0030140|trans-Golgi network transport vesicle;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;GO:0035091|phosphatidylinositol binding;K12489

Manes.09G187800.v6.10.4906271 ####### 7E-08 down yes pfam05033 Pre-SET Pre-SET motif. This protein motif is a zinc binding motif. It contains 9 conserved cysteines that coordinate three zinc ions. It is thought that this region plays a structural role in stabilizing SET domains.GO:0051567|histone H3-K9 methylation;GO:0016571|histone methylation;GO:0010216|maintenance of DNA methylation;GO:0018022|peptidyl-lysine methylation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0010385|double-stranded methylated DNA binding;GO:0046974|histone methyltransferase activity (H3-K9 specific);GO:0008327|methyl-CpG binding;GO:0010428|methyl-CpNpG binding;GO:0010429|methyl-CpNpN binding;GO:0008270|zinc ion binding;K11420

Manes.09G188000.v6.13.0663045 1.6165 6E-41 up yes pfam10275 Peptidase_C65Peptidase C65 Otubain. This family of proteins conserved from plants to humans is a highly specific ubiquitin iso-peptidase that removes ubiquitin from proteins. The modification of cellular proteins by ubiquitin (Ub) is an important event that underlies protein stability and function in eukaryote being a dynamic and reversible process. Otubain carries several key conserved domains: (i) the OTU (ovarian tumor domain) in which there is an active cysteine protease triad (ii) a nuclear localisation signal, (iii) a Ub interaction motif (UIM)-like motif phi-xx-A-xxxs-xx-Ac (where phi indicates an aromatic amino acid, x indicates any amino acid and Ac indicates an acidic amino acid), (iv) a Ub-associated (UBA)-like domain and (v) the LxxLL motif.GO:0016579|protein deubiquitination;. GO:0008234|cysteine-type peptidase activity;K09602

Manes.09G188200.v6.10.5770161 -0.79332 1E-11 down no pfam00587 tRNA-synt_2btRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0015966|diadenosine tetraphosphate biosynthetic process;GO:0006426|glycyl-tRNA aminoacylation;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0005802|trans-Golgi network;GO:0005524|ATP binding;GO:0004820|glycine-tRNA ligase activity;GO:0046983|protein dimerization activity;K01880

Manes.09G188300.v6.11.9612088 0.97174 1E-06 up no pfam00355 Rieske Rieske [2Fe-2S] domain. The rieske domain has a [2Fe-2S] centre. Two conserved cysteines coordinate one Fe ion, while the other Fe ion is coordinated by two conserved histidines. In hyperthermophilic archaea there is a SKTPCX(2-3)C motif at the C-terminus. The cysteines in this motif form a disulphide bridge, which stabilizes the protein.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0070469|respiratory chain;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0046872|metal ion binding;GO:0008121|ubiquinol-cytochrome-c reductase activity;.

Manes.09G188400.v6.11.4739793 0.55972 7E-06 up no pfam00650 CRAL_TRIOCRAL/TRIO domain.. . . .

Manes.09G188800.v6.10.3459884 -1.5312 0.0002 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0070988|demethylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0008398|sterol 14-demethylase activity;K05917

Manes.09G189000.v6.10.6970734 ####### 2E-05 down no pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.10G000300.v6.13.7988088 1.93E+00 5E-08 up yes pfam02777 Sod_Fe_C Iron/manganese superoxide dismutases, C-terminal domain. superoxide dismutases (SODs) catalyse the conversion of superoxide radicals to hydrogen peroxide and molecular oxygen. Three evolutionarily distinct families of SODs are known, of which the Mn/Fe-binding family is one. In humans, there is a cytoplasmic Cu/Zn SOD, and a mitochondrial Mn/Fe SOD. C-terminal domain is a mixed alpha/beta fold.. GO:0005759|mitochondrial matrix;GO:0046872|metal ion binding;GO:0004784|superoxide dismutase activity;.

Manes.10G000700.v6.14.8298545 2.27198 6E-10 up yes pfam01661 Macro Macro domain. This domain is an ADP-ribose binding module. It is found in a number of otherwise unrelated proteins. It is found at the C-terminus of the macro-H2A histone protein. This domain is found in the non-structural proteins of several types of ssRNA viruses such as NSP3 from alphaviruses. This domain is also found on its own in a family of proteins from bacteria, archaebacteria, and eukaryotes.GO:0060701|negative regulation of ribonuclease activity;GO:0042278|purine nucleoside metabolic process;. GO:0019213|deacetylase activity;GO:0001883|purine nucleoside binding;GO:0008428|ribonuclease inhibitor activity;.

Manes.10G001000.v6.10.3995872 -1.32342 2E-11 down yes pfam00809 Pterin_bind Pterin binding enzyme. This family includes a variety of pterin binding enzymes that all adopt a TIM barrel fold. The family includes dihydropteroate synthase EC:2.5.1.15 as well as a group methyltransferase enzymes including methyltetrahydrofolate, corrinoid iron-sulfur protein methyltransferase (MeTr) that catalyses a key step in the Wood-Ljungdahl pathway of carbon dioxide fixation. It transfers the N5-methyl group from methyltetrahydrofolate (CH3-H4folate) to a cob(I)amide centre in another protein, the corrinoid iron-sulfur protein. MeTr is a member of a family of proteins that includes methionine synthase and methanogenic enzymes that activate the methyl group of methyltetra-hydromethano(or -sarcino)pterin.GO:0046656|folic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0003848|2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activity;GO:0005524|ATP binding;GO:0004150|dihydroneopterin aldolase activity;GO:0004156|dihydropteroate synthase activity;GO:0016301|kinase activity;GO:0046872|metal ion binding;.

Manes.10G003100.v6.11.4253349 5.11E-01 6E-06 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006281|DNA repair;GO:0006334|nucleosome assembly;GO:0000209|protein polyubiquitination;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K15710

Manes.10G003400.v6.12.3472911 1.231 2E-23 up yes pfam11331 DUF3133 Protein of unknown function (DUF3133). This eukaryotic family of proteins has no known function.. . . .

Manes.10G003900.v6.10.5188439 ####### 5E-12 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G004000.v6.11.9747122 0.98164 0.0143 up no pfam10287 DUF2401 Putative TOS1-like glycosyl hydrolase (DUF2401). This family of proteins is conserved in fungi. One member is annotated putatively as OPEL, a house-keeping protein, but this could not be confirmed. It contains 5 highly conserved cysteines two of which form a characteristic CGC sequence motif. It has recently been shown that this family is related to known glycosyl hydrolases.. . . .

Manes.10G004100.v6.10.7621075 ####### 0.003 down no pfam04633 Herpes_BMRF2Herpesvirus BMRF2 protein.. . . .

Manes.10G004300.v6.11.38645 4.71E-01 5E-05 up no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;K00344

Manes.10G005000.v6.11.3624269 0.44618 0.0007 up no pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0046838|phosphorylated carbohydrate dephosphorylation;GO:0006470|protein dephosphorylation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0019203|carbohydrate phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;GO:2001070|starch binding;GO:0050308|sugar-phosphatase activity;.

Manes.10G005100.v6.10.5429142 -0.8812 0.0538 down no pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0015853|adenine transport;GO:0015854|guanine transport;GO:0006863|purine nucleobase transport;GO:0016021|integral component of membrane;GO:0005345|purine nucleobase transmembrane transporter activity;GO:0005215|transporter activity;K06901

Manes.10G005200.v6.1Inf Inf 0.8842 up no pfam00069 Pkinase Protein kinase domain.GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G005300.v6.10.6055801 ####### 2E-09 down no pfam01208 URO-D Uroporphyrinogen decarboxylase (URO-D).GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0004853|uroporphyrinogen decarboxylase activity;.

Manes.10G005400.v6.11.3719277 0.4562 0.0002 up no pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;. GO:0008801|beta-phosphoglucomutase activity;GO:0000287|magnesium ion binding;GO:0016791|phosphatase activity;.

Manes.10G005500.v6.10.4755869 ####### 8E-10 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.10G005600.v6.10.1651539 ####### 5E-18 down yes pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.10G005800.v6.12.8731567 1.52E+00 3E-08 up yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.10G006000.v6.16.6573543 2.73495 9E-07 up yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.10G006500.v6.10.164685 -2.60222 6E-19 down yes pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.. . . .

Manes.10G006900.v6.1Inf Inf 0.8798 up no pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.10G007000.v6.13.9212703 1.97132 1E-37 up yes pfam00565 SNase Staphylococcal nuclease homologue. Present in all three domains of cellular life. Four copies in the transcriptional coactivator p100: these, however, appear to lack the active site residues of Staphylococcal nuclease. Positions 14 (Asp-21), 34 (Arg-35), 39 (Asp-40), 42 (Glu-43) and 110 (Arg-87) [SNase numbering in parentheses] are thought to be involved in substrate-binding and catalysis.GO:0006308|DNA catabolic process;GO:0006401|RNA catabolic process;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005886|plasma membrane;GO:0004520|endodeoxyribonuclease activity;GO:0004521|endoribonuclease activity;GO:0046872|metal ion binding;.

Manes.10G007300.v6.10.4146698 ####### 2E-12 down yes pfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.. . . .

Manes.10G007600.v6.10.4021672 ####### 4E-06 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G009100.v6.12.0818426 1.06E+00 9E-10 up yes pfam02674 Colicin_V Colicin V production protein. Colicin V production protein is required in Escherichia coli for colicin V production from plasmid pColV-K30. This protein is coded for in the purF operon.. . . .

Manes.10G009200.v6.11.3693671 0.45351 0.002 up no pfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.. . GO:0000224|peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase activity;.

Manes.10G009700.v6.1Inf Inf 0.2214 up no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.10G010600.v6.13.1254087 1.64E+00 1E-25 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0010440|stomatal lineage progression;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.10G010700.v6.1Inf Inf 4E-19 up yes pfam00477 LEA_5 Small hydrophilic plant seed protein.. GO:0005634|nucleus;. .

Manes.10G010800.v6.11.1324258 0.17942 1 up no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0050826|response to freezing;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;GO:1990538|xylan O-acetyltransferase activity;.

Manes.10G010900.v6.10.589467 -0.76252 1E-10 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0050826|response to freezing;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;GO:1990538|xylan O-acetyltransferase activity;.

Manes.10G011000.v6.10.4345353 -1.20245 1E-11 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0050826|response to freezing;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016413|O-acetyltransferase activity;GO:1990538|xylan O-acetyltransferase activity;.

Manes.10G011200.v6.11.7644454 0.81921 5E-13 up no pfam00957 SynaptobrevinSynaptobrevin.GO:0006887|exocytosis;GO:0042593|glucose homeostasis;GO:0046676|negative regulation of insulin secretion;GO:0050714|positive regulation of protein secretion;GO:0015031|protein transport;GO:0017157|regulation of exocytosis;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08518

Manes.10G011300.v6.12.066557 1.04723 3E-17 up yes pfam11960 DUF3474 Domain of unknown function (DUF3474). This presumed domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This domain is typically between 126 to 140 amino acids in length. This domain is found associated with pfam00487.GO:0006636|unsaturated fatty acid biosynthetic process;GO:0031969|chloroplast membrane;GO:0016717|oxidoreductase activity, acting on paired donors, with oxidation of a pair of donors resulting in the reduction of molecular oxygen to two molecules of water;K10257

Manes.10G011700.v6.11.2939086 3.72E-01 0.0011 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0050832|defense response to fungus;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G012000.v6.11.1939777 0.25578 0.0517 up no pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0007006|mitochondrial membrane organization;GO:0035335|peptidyl-tyrosine dephosphorylation;GO:0006470|protein dephosphorylation;GO:0015031|protein transport;GO:0001836|release of cytochrome c from mitochondria;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005744|mitochondrial inner membrane presequence translocase complex;GO:0005739|mitochondrion;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005134|interleukin-2 receptor binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004722|protein serine/threonine phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0043021|ribonucleoprotein complex binding;K17496

Manes.10G012300.v6.1Inf Inf 0.1921 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G012400.v6.122.654531 4.50E+00 0.0002 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G012800.v6.10.2119676 -2.23808 2E-06 down yes pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0035556|intracellular signal transduction;GO:0016042|lipid catabolic process;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0004435|phosphatidylinositol phospholipase C activity;GO:0004871|signal transducer activity;K05857

Manes.10G013200.v6.10.7435256 ####### 0.038 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.10G013800.v6.11.4282047 5.14E-01 0.0034 up no pfam03226 Yippee-Mis18Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.10G014200.v6.10.51168 ####### 7E-11 down no pfam03959 FSH1 Serine hydrolase (FSH1). This is a family of serine hydrolases.. . . .

Manes.10G014600.v6.10.5050443 -0.98552 0.0004 down no pfam10440 WIYLD Ubiquitin-binding WIYLD domain. This presumed domain has been predicted to contain three alpha helices. The domain was named the WIYLD domain based on the pattern of most conserved residues. It binds ubiquitin. In the Arabidopsis thaliana histone-lysine N-methyltransferase SUVR4, binding of ubiquitin to this domain stimulates enzymatic activity and converts its activity from a strict dimethylase to a di/trimethylase.. . . .

Manes.10G015000.v6.1NA NA NA -- no pfam00745 GlutR_dimer Glutamyl-tRNAGlu reductase, dimerization domain.. . . .

Manes.10G015300.v6.10.5011535 -0.99668 3E-12 down no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0006865|amino acid transport;GO:0009734|auxin-activated signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015293|symporter activity;K13946

Manes.10G015400.v6.1Inf Inf 0.8764 up no pfam14121 DUF4289 Domain of unknown function (DUF4289). This family of membrane bet-barrel proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 655 and 722 amino acids in length. One member is identified by Gene3D as a membrane bound beta-barrel.. . . .

Manes.10G015600.v6.10.2551217 -1.97074 2E-32 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G015900.v6.10.209604 -2.25426 3E-26 down yes pfam00069 Pkinase Protein kinase domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0016045|detection of bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0002764|immune response-regulating signaling pathway;GO:0009626|plant-type hypersensitive response;GO:0046777|protein autophosphorylation;GO:0010359|regulation of anion channel activity;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13428

Manes.10G016100.v6.10.654369 -0.61182 3E-06 down no pfam00466 Ribosomal_L10Ribosomal protein L10.GO:0042254|ribosome biogenesis;GO:0005840|ribosome;. K02941

Manes.10G016200.v6.113.627607 3.77E+00 4E-166 up yes pfam07014 Hs1pro-1_C Hs1pro-1 protein C-terminus. This family represents the C-terminus (approximately 270 residues) of a number of plant Hs1pro-1 proteins, which are believed to confer nematode resistance.GO:0009816|defense response to bacterium, incompatible interaction;GO:0006979|response to oxidative stress;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;. .

Manes.10G016300.v6.18.3775943 3.07E+00 1E-18 up yes pfam13414 TPR_11 TPR repeat. . . . .

Manes.10G016400.v6.12.0462663 1.03299 4E-16 up yes pfam09258 Glyco_transf_64Glycosyl transferase family 64 domain. Members of this family catalyse the transfer reaction of N-acetylglucosamine and N-acetylgalactosamine from the respective UDP-sugars to the non-reducing end of [glucuronic acid]beta 1-3[galactose]beta 1-O-naphthalenemethanol, an acceptor substrate analog of the natural common linker of various glycosylaminoglycans. They are also required for the biosynthesis of heparan-sulphate.GO:0009738|abscisic acid-activated signaling pathway;GO:0006024|glycosaminoglycan biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0007275|multicellular organismal development;GO:0010401|pectic galactan metabolic process;GO:0010087|phloem or xylem histogenesis;GO:0006486|protein glycosylation;GO:0009737|response to abscisic acid;GO:0016337|single organismal cell-cell adhesion;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;GO:0035251|UDP-glucosyltransferase activity;.

Manes.10G016600.v6.13.4866665 1.80185 6E-33 up yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0006833|water transport;GO:0005887|integral component of plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;.

Manes.10G017400.v6.13.3760946 1.76E+00 3E-45 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0044375|regulation of peroxisome size;GO:0046861|glyoxysomal membrane;GO:0009514|glyoxysome;GO:0016021|integral component of membrane;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0015297|antiporter activity;K13354

Manes.10G017900.v6.11.9853988 0.98943 3E-18 up no pfam02346 Vac_Fusion Chordopoxvirus fusion protein. This is a family of viral fusion proteins from the chordopoxviruses. A 14-kDa Vaccinia Virus protein has been demonstrated to function as a viral fusion protein mediating cell fusion at endosmomal (low) pH.GO:0009901|anther dehiscence;GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009861|jasmonic acid and ethylene-dependent systemic resistance;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0016567|protein ubiquitination;GO:0009909|regulation of flower development;GO:0010218|response to far red light;GO:0009625|response to insect;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0009641|shade avoidance;GO:0010118|stomatal movement;. . K13463

Manes.10G018000.v6.12.0097289 1.007 6E-11 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G018300.v6.11.5021509 0.58703 0.0001 up no pfam03767 Acid_phosphat_BHAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.GO:0046686|response to cadmium ion;GO:0016021|integral component of membrane;GO:0003993|acid phosphatase activity;.

Manes.10G018600.v6.13.2948562 1.72022 4E-31 up yes pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0008270|zinc ion binding;.

Manes.10G018700.v6.13.0468869 1.60734 4E-05 up yes pfam05518 Totivirus_coatTotivirus coat protein.. . . .

Manes.10G018800.v6.13.8692392 1.95E+00 1E-08 up yes pfam14178 YppF YppF-like protein. The YppF-like protein family includes the B. subtilis YppF protein, which is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 60 amino acids in length. There is a conserved LLDF sequence motif.. . . .

Manes.10G018900.v6.11.9770223 0.98333 0.0023 up no pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.10G019500.v6.14.1573864 2.06E+00 6E-71 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0035524|proline transmembrane transport;GO:0015824|proline transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015193|L-proline transmembrane transporter activity;.

Manes.10G019600.v6.10.4940563 -1.01725 2E-11 down yes pfam00139 Lectin_legB Legume lectin domain.. . . .

Manes.10G019800.v6.10.3025851 -1.72459 6E-14 down yes pfam12906 RINGv RING-variant domain.. . . .

Manes.10G020100.v6.124.160888 4.59E+00 3E-92 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. .

Manes.10G020200.v6.10.4940792 ####### 2E-06 down yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.10G020300.v6.12.1479691 1.10297 1E-05 up yes pfam10156 Med17 Subunit 17 of Mediator complex. This Mediator complex subunit was formerly known as Srb4 in yeasts or Trap80 in Drosophila and human. The Med17 subunit is located within the head domain and is essential for cell viability to the extent that a mutant strain of cerevisiae lacking it shows all RNA polymerase II-dependent transcription ceasing at non-permissive temperatures.GO:1900994|(-)-secologanin biosynthetic process;. GO:0035251|UDP-glucosyltransferase activity;.

Manes.10G020600.v6.16.9123663 2.79E+00 2E-68 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.10G021200.v6.12.900346 1.53623 3E-20 up yes pfam04276 DUF443 Protein of unknown function (DUF443). Family of uncharacterized proteins.. . . .

Manes.10G021800.v6.1NA NA NA -- no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.. GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.10G022100.v6.10.987855 ####### 0.9162 down no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.10G022500.v6.10.6087734 -0.71602 3E-06 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G022600.v6.10.13955 ####### 0.0925 down no pfam12061 DUF3542 Protein of unknown function (DUF3542). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes and viruses. Proteins in this family are typically between 516 to 1283 amino acids in length. This protein is found associated with pfam00931.GO:0006952|defense response;GO:0009506|plasmodesma;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G022900.v6.10.6287821 ####### 0.0082 down no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.GO:0006730|one-carbon metabolic process;GO:0048364|root development;GO:0048767|root hair elongation;GO:0010449|root meristem growth;GO:0046901|tetrahydrofolylpolyglutamate biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.10G023200.v6.10.6302702 -0.66596 0.0002 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0009506|plasmodesma;GO:0043531|ADP binding;GO:0005524|ATP binding;.



Manes.10G023400.v6.10.6308396 ####### 3E-07 down no pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.GO:0006730|one-carbon metabolic process;GO:0048364|root development;GO:0048767|root hair elongation;GO:0010449|root meristem growth;GO:0046901|tetrahydrofolylpolyglutamate biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004326|tetrahydrofolylpolyglutamate synthase activity;K01930

Manes.10G023600.v6.10.6909924 ####### 0.0444 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.10G023700.v6.11.5599399 0.64149 1E-05 up no pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;. .

Manes.10G024000.v6.10.3448629 -1.53591 0.8034 down no pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G024500.v6.1NA NA NA -- no pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;. .

Manes.10G024800.v6.15.894892 2.55947 4E-91 up yes pfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0055129|L-proline biosynthetic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004349|glutamate 5-kinase activity;GO:0004350|glutamate-5-semialdehyde dehydrogenase activity;.

Manes.10G024900.v6.11.2831587 0.3597 0.0753 up no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.10G025100.v6.16.5539669 2.71237 0.0026 up yes pfam01596 Methyltransf_3O-methyltransferase. Members of this family are O-methyltransferases. The family includes catechol o-methyltransferase, caffeoyl-CoA O-methyltransferase, and a family of bacterial O-methyltransferases that may be involved in antibiotic production.GO:0009809|lignin biosynthetic process;. GO:0042409|caffeoyl-CoA O-methyltransferase activity;GO:0046872|metal ion binding;.

Manes.10G025200.v6.10.6188504 ####### 2E-07 down no pfam12353 eIF3g Eukaryotic translation initiation factor 3 subunit G. This domain family is found in eukaryotes, and is approximately 130 amino acids in length. The family is found in association with pfam00076. This family is subunit G of the eukaryotic translation initiation factor 3. Subunit G is required for eIF3 integrity.GO:0001731|formation of translation preinitiation complex;GO:0006446|regulation of translational initiation;GO:0006413|translational initiation;GO:0016282|eukaryotic 43S preinitiation complex;GO:0033290|eukaryotic 48S preinitiation complex;GO:0005852|eukaryotic translation initiation factor 3 complex;GO:0000166|nucleotide binding;GO:0003743|translation initiation factor activity;K03248

Manes.10G025500.v6.12.2735729 1.18496 1E-05 up yes pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.10G025600.v6.1NA NA NA -- no pfam02891 zf-MIZ MIZ/SP-RING zinc finger. This domain has SUMO (small ubiquitin-like modifier) ligase activity and is involved in DNA repair and chromosome organisation.. . . .

Manes.10G025800.v6.1NA NA NA -- no pfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.. . . .

Manes.10G026000.v6.11.4255079 0.51148 0.0022 up no pfam07707 BACK BTB And C-terminal Kelch. This domain is found associated with pfam00651 and pfam01344. The BACK domain is found juxtaposed to the BTB domain; they are separated by as little as two residues. This family appears to be closely related to the BTB domain (Finn RD, personal observation).GO:0071472|cellular response to salt stress;GO:0016567|protein ubiquitination;GO:0031396|regulation of protein ubiquitination;GO:0006970|response to osmotic stress;GO:0005829|cytosol;GO:0005634|nucleus;GO:0042802|identical protein binding;K10523

Manes.10G026200.v6.10.6652278 -0.58808 0.0002 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.10G026400.v6.110.800641 3.43304 3E-133 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010360|negative regulation of anion channel activity;GO:0006470|protein dephosphorylation;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0019901|protein kinase binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.10G026500.v6.13.3146229 1.73E+00 5E-14 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.10G026800.v6.10.9017716 ####### 0.4733 down no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . . .

Manes.10G026900.v6.11.665146 7.36E-01 0.0006 up no pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.10G027600.v6.10.5029115 -0.99162 0.0008 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.

Manes.10G027700.v6.12.0360084 1.03E+00 6E-18 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G027800.v6.11.7909252 0.84071 1E-13 up no pfam07990 NABP Nucleic acid binding protein NABP. Many members of this family are putative nucleic acid binding proteins. One member of this family has been partially characterized and contains two putative phosphorylation sites and a possible dimerization / leucine zipper domain.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003729|mRNA binding;K17943

Manes.10G027900.v6.13.0268733 1.60E+00 1E-11 up yes pfam06547 DUF1117 Protein of unknown function (DUF1117). This family represents the C-terminus of a number of hypothetical plant proteins.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.10G028000.v6.12.9836842 1.58E+00 4E-19 up yes pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0019605|butyrate metabolic process;. GO:0016829|lyase activity;K01715

Manes.10G028500.v6.10.5522312 ####### 0.6198 down no pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.10G028600.v6.11.8045249 8.52E-01 4E-06 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G028900.v6.12.224856 1.15371 0.0003 up yes pfam10320 7TM_GPCR_SrsxSerpentine type 7TM GPCR chemoreceptor Srsx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srsx is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G029100.v6.10.5401795 -0.88849 0.0003 down no pfam01728 FtsJ FtsJ-like methyltransferase. This family consists of FtsJ from various bacterial and archaeal sources FtsJ is a methyltransferase, but actually has no effect on cell division. FtsJ's substrate is the 23S rRNA. The 1.5 A crystal structure of FtsJ in complex with its cofactor S-adenosylmethionine revealed that FtsJ has a methyltransferase fold. This family also includes the N terminus of flaviviral NS5 protein. It has been hypothesised that the N-terminal domain of NS5 is a methyltransferase involved in viral RNA capping.. GO:0005737|cytoplasm;GO:0008650|rRNA (uridine-2'-O-)-methyltransferase activity;K02427

Manes.10G029300.v6.13.8439772 1.9426 2E-58 up yes pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000784|nuclear chromosome, telomeric region;GO:0000783|nuclear telomere cap complex;GO:0008301|DNA binding, bending;GO:0003691|double-stranded telomeric DNA binding;GO:0042162|telomeric DNA binding;.

Manes.10G029700.v6.10.2345033 -2.09232 1E-42 down yes pfam04055 Radical_SAMRadical SAM superfamily. Radical SAM proteins catalyse diverse reactions, including unusual methylations, isomerization, sulphur insertion, ring formation, anaerobic oxidation and protein radical formation.GO:0070475|rRNA base methylation;GO:0005737|cytoplasm;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0046872|metal ion binding;GO:0070040|rRNA (adenine-C2-)-methyltransferase activity;GO:0019843|rRNA binding;GO:0002935|tRNA (adenine-C2-)-methyltransferase activity;GO:0000049|tRNA binding;K06941

Manes.10G029800.v6.11.1751929 2.33E-01 0.2983 up no pfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.10G030200.v6.10.1985666 -2.33231 2E-09 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.10G030400.v6.10.5660192 -0.82108 0.0005 down no pfam00535 Glycos_transf_2Glycosyl transferase family 2. Diverse family, transferring sugar from UDP-glucose, UDP-N-acetyl- galactosamine, GDP-mannose or CDP-abequose, to a range of substrates including cellulose, dolichol phosphate and teichoic acids.GO:0040003|chitin-based cuticle development;GO:0009953|dorsal/ventral pattern formation;GO:0009880|embryonic pattern specification;GO:0007029|endoplasmic reticulum organization;GO:0010004|gastrulation involving germ band extension;GO:0007030|Golgi organization;GO:0007509|mesoderm migration involved in gastrulation;GO:0007009|plasma membrane organization;GO:0006487|protein N-linked glycosylation;GO:0006493|protein O-linked glycosylation;GO:0007379|segment specification;GO:0019991|septate junction assembly;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004581|dolichyl-phosphate beta-glucosyltransferase activity;K00729

Manes.10G030800.v6.10.4726629 -1.08112 0.0082 down yes pfam00022 Actin Actin. . GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005524|ATP binding;.

Manes.10G031900.v6.14.4071661 2.13985 3E-05 up yes pfam00345 PapD_N Pili and flagellar-assembly chaperone, PapD N-terminal domain. C2 domain-like beta-sandwich fold. This domain is the n-terminal part of the PapD chaperone protein for pilus and flagellar assembly.. . . .

Manes.10G032000.v6.11.8446077 0.88331 2E-11 up no pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.10G032200.v6.10.7920063 -0.33642 0.1032 down no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.10G032400.v6.10.4968748 ####### 0.0323 down yes pfam04406 TP6A_N Type IIB DNA topoisomerase. Type II DNA topoisomerases are ubiquitous enzymes that catalyse the ATP-dependent transport of one DNA duplex through a second DNA segment via a transient double-strand break. Type II DNA topoisomerases are now subdivided into two sub-families, type IIA and IIB DNA topoisomerases. TP6A_N is present in type IIB topoisomerase and is thought to be involved in DNA binding owing to its sequence similarity to Escherichia coli catabolite activator protein (CAP).GO:0051026|chiasma assembly;GO:0000737|DNA catabolic process, endonucleolytic;GO:0009553|embryo sac development;GO:0007126|meiotic nuclear division;GO:0009555|pollen development;GO:0048316|seed development;GO:0005694|chromosome;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0016787|hydrolase activity;K10878

Manes.10G032500.v6.13.4126842 1.77E+00 2E-48 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0033320|UDP-D-xylose biosynthetic process;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0050662|coenzyme binding;GO:0048040|UDP-glucuronate decarboxylase activity;K08678

Manes.10G032700.v6.10.4919251 ####### 9E-15 down yes pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5. . . .

Manes.10G032900.v6.11.5596079 0.64118 0.0131 up no pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.. . . .

Manes.10G033400.v6.10.5582422 -0.84104 1 down no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.10G033600.v6.11.9329214 0.95078 6E-17 up no pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.10G033700.v6.1#NAME? #NAME? 0.2358 down no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.10G033900.v6.1Inf Inf 0.1145 up no pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G034500.v6.11.7371812 7.97E-01 0.0005 up no pfam00676 E1_dh Dehydrogenase E1 component. This family uses thiamine pyrophosphate as a cofactor. This family includes pyruvate dehydrogenase, 2-oxoglutarate dehydrogenase and 2-oxoisovalerate dehydrogenase.GO:0006096|glycolytic process;GO:0006099|tricarboxylic acid cycle;GO:0009353|mitochondrial oxoglutarate dehydrogenase complex;GO:0005739|mitochondrion;GO:0045252|oxoglutarate dehydrogenase complex;GO:0004591|oxoglutarate dehydrogenase (succinyl-transferring) activity;GO:0030976|thiamine pyrophosphate binding;K00164

Manes.10G034700.v6.11.6574678 7.29E-01 8E-09 up no pfam14905 OMP_b-brl_3Outer membrane protein beta-barrel family. This family includes proteins annotated as TonB dependent receptors. But it is also likely to contain other membrane beta barrel proteins of other functions.. . . .

Manes.10G034800.v6.10.3653954 ####### 1E-26 down yes pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0006810|transport;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0005509|calcium ion binding;.

Manes.10G035000.v6.13.9821334 1.99E+00 1E-27 up yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0071918|urea transmembrane transport;GO:0015840|urea transport;GO:0006833|water transport;GO:0042807|central vacuole;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0015254|glycerol channel activity;GO:0015204|urea transmembrane transporter activity;GO:0015250|water channel activity;K09873

Manes.10G035100.v6.10.3666074 -1.44769 9E-20 down yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.10G035600.v6.1NA NA NA -- no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.10G035900.v6.10.5936866 ####### 0.001 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006364|rRNA processing;GO:0001651|dense fibrillar component;GO:0005730|nucleolus;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K11294

Manes.10G036000.v6.1NA NA NA -- no pfam01284 MARVEL Membrane-associating domain. MARVEL domain-containing proteins are often found in lipid-associating proteins - such as Occludin and MAL family proteins. It may be part of the machinery of membrane apposition events, such as transport vesicle biogenesis.. . . .

Manes.10G036100.v6.10.3930929 ####### 0.0042 down yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.10G036200.v6.17.4900887 2.90498 4E-06 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0071289|cellular response to nickel ion;GO:2000280|regulation of root development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G036300.v6.1Inf Inf 0.8798 up no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.10G036600.v6.1#NAME? #NAME? 1 down no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.10G037300.v6.10.2361024 ####### 2E-16 down yes pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.10G037500.v6.11.4185564 0.50442 0.0009 up no pfam00916 Sulfate_transpSulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K18059

Manes.10G037700.v6.10.7627475 -0.39072 0.0023 down no pfam00728 Glyco_hydro_20Glycosyl hydrolase family 20, catalytic domain. This domain has a TIM barrel fold.GO:0005975|carbohydrate metabolic process;GO:0005829|cytosol;GO:0009505|plant-type cell wall;GO:0005773|vacuole;GO:0004563|beta-N-acetylhexosaminidase activity;GO:0015929|hexosaminidase activity;K12373

Manes.10G038300.v6.11.5304619 6.14E-01 2E-06 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0034613|cellular protein localization;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.10G039000.v6.10.4017733 ####### 0.0001 down yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0010208|pollen wall assembly;GO:0009624|response to nematode;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.10G039100.v6.10.2528099 ####### 1E-15 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0006334|nucleosome assembly;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009579|thylakoid;GO:0005774|vacuolar membrane;GO:0003677|DNA binding;K11254

Manes.10G039200.v6.11.9633501 9.73E-01 2E-17 up no pfam15340 COPR5 Cooperator of PRMT5 family. COPR5 is a family of histone H4-binding proteins expressed in the nucleus. It interacts with the N-terminus of histone H4 thereby mediating the association between histone H4 and PRMT5, PRMT5, the Janus kinase-binding protein 1 that catalyses the formation of symmetric dimethyl-arginine residues in proteins. COPR5 is specifically required for histone H4 'Arg-3' methylation mediated by PRMT5, but not histone H3 'Arg-8' methylation, suggesting that it modulates the substrate specificity of PRMT5. This family of proteins is found in eukaryotes.. . . .

Manes.10G039500.v6.11.6816766 0.7499 3E-11 up no pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.GO:0007049|cell cycle;GO:0051301|cell division;GO:0043249|erythrocyte maturation;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0016363|nuclear matrix;GO:0005886|plasma membrane;. K18624

Manes.10G039600.v6.10.4532754 ####### 7E-15 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.. . . .

Manes.10G039700.v6.12.4974327 1.32045 0.068 up no pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.10G040400.v6.13.390847 1.76165 7E-27 up yes pfam00406 ADK Adenylate kinase.GO:0008652|cellular amino acid biosynthetic process;GO:0046939|nucleotide phosphorylation;GO:0048364|root development;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;K00939

Manes.10G040600.v6.10.136804 -2.86982 4E-47 down yes pfam13344 Hydrolase_6 Haloacid dehalogenase-like hydrolase. This family is part of the HAD superfamily.. . . .

Manes.10G041200.v6.10.481389 -1.05472 2E-12 down yes pfam02582 DUF155 Uncharacterized ACR, YagE family COG1723.. . . .

Manes.10G042000.v6.10.3039132 -1.71827 1E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G042300.v6.11.2160287 0.28218 0.5907 up no pfam08288 PIGA PIGA (GPI anchor biosynthesis). This domain is found on phosphatidylinositol n-acetylglucosaminyltransferase proteins. These proteins are involved in GPI anchor biosynthesis and are associated with disease the paroxysmal nocturnal haemoglobinuria.. . . .

Manes.10G042400.v6.11.4638663 0.54978 0.4636 up no pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . . .

Manes.10G042500.v6.1NA NA NA -- no pfam01679 Pmp3 Proteolipid membrane potential modulator. Pmp3 is an evolutionarily conserved proteolipid in the plasma membrane which, in S. pombe, is transcriptionally regulated by the Spc1 stress MAPK (mitogen-activated protein kinases) pathway. It functions to modulate the membrane potential, particularly to resist high cellular cation concentration. In eukaryotic organisms, stress-activated mitogen-activated protein kinases play crucial roles in transmitting environmental signals that will regulate gene expression for allowing the cell to adapt to cellular stress. Pmp3-like proteins are highly conserved in bacteria, yeast, nematode and plants.. GO:0016021|integral component of membrane;. .

Manes.10G042700.v6.11.2605287 0.33403 0.0192 up no pfam04115 Ureidogly_hydroUreidoglycolate hydrolase. Ureidoglycolate hydrolase (EC:3.5.3.19) carried out the third step in the degradation of allantoin.. . . .

Manes.10G043200.v6.11.4873674 0.57276 0.0003 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K09539

Manes.10G043500.v6.1#NAME? #NAME? 0.3901 down no pfam14436 EndoU_bacteriaBacterial EndoU nuclease. This is a bacterial verion of EndoU nuclease. It is found at C-terminal region of polymorphic toxin proteins.. . . .

Manes.10G043700.v6.10.6277388 ####### 3E-06 down no pfam03715 Noc2 Noc2p family. At least one member, Noc2p from yeast, is required for a late step in 60S subunit export from the nucleus. It has also been shown to co-precipitate with Nug1p, a nuclear GTPase also required for ribosome nucleus export. This family was formerly known as UPF0120.. GO:0005634|nucleus;. K14833

Manes.10G044600.v6.18.1859163 3.03314 3E-06 up yes pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009817|defense response to fungus, incompatible interaction;GO:0010150|leaf senescence;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.10G044800.v6.10.853294 -0.22889 0.076 down no pfam01176 eIF-1a Translation initiation factor 1A / IF-1. This family includes both the eukaryotic translation factor eIF-1A and the bacterial translation initiation factor IF-1.. GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0003743|translation initiation factor activity;K15025

Manes.10G044900.v6.10.4912188 -1.02556 4E-10 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08907

Manes.10G045300.v6.13.1277443 1.64512 1E-12 up yes pfam01734 Patatin Patatin-like phospholipase. This family consists of various patatin glycoproteins from plants. The patatin protein accounts for up to 40% of the total soluble protein in potato tubers. Patatin is a storage protein but it also has the enzymatic activity of lipid acyl hydrolase, catalyzing the cleavage of fatty acids from membrane lipids. Members of this family have been found also in vertebrates.GO:0019374|galactolipid metabolic process;GO:0016042|lipid catabolic process;GO:0006644|phospholipid metabolic process;GO:0040008|regulation of growth;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0047617|acyl-CoA hydrolase activity;GO:0004620|phospholipase activity;.

Manes.10G045500.v6.11.7908921 0.84068 3E-13 up no pfam03179 V-ATPase_GVacuolar (H+)-ATPase G subunit. This family represents the eukaryotic vacuolar (H+)-ATPase (V-ATPase) G subunit. V-ATPases generate an acidic environment in several intracellular compartments. Correspondingly, they are found as membrane-attached proteins in several organelles. They are also found in the plasma membranes of some specialized cells. V-ATPases consist of peripheral (V1) and membrane integral (V0) heteromultimeric complexes. The G subunit is part of the V1 subunit, but is also thought to be strongly attached to the V0 complex. It may be involved in the coupling of ATP degradation to H+ translocation.GO:0015992|proton transport;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0016820|hydrolase activity, acting on acid anhydrides, catalyzing transmembrane movement of substances;.

Manes.10G045700.v6.12.6393325 1.40017 6E-14 up yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;K09580

Manes.10G045800.v6.12.2661012 1.18E+00 8E-25 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.10G046500.v6.11.7304708 7.91E-01 1E-06 up no pfam04389 Peptidase_M28Peptidase family M28.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.10G046600.v6.11.3374223 0.41946 0.0004 up no pfam02878 PGM_PMM_IPhosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I.GO:0042121|alginic acid biosynthetic process;GO:0009298|GDP-mannose biosynthetic process;GO:0009103|lipopolysaccharide biosynthetic process;. GO:0000287|magnesium ion binding;GO:0004614|phosphoglucomutase activity;GO:0004615|phosphomannomutase activity;K15778

Manes.10G046700.v6.10.3845454 -1.37877 3E-18 down yes pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G046800.v6.10.3416236 -1.54952 2E-32 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009845|seed germination;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.



Manes.10G047300.v6.10.5840012 ####### 1E-07 down no pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.10G047600.v6.10.4225329 -1.24286 2E-17 down yes pfam00294 PfkB pfkB family carbohydrate kinase. This family includes a variety of carbohydrate and pyrimidine kinases.GO:0006169|adenosine salvage;GO:0044209|AMP salvage;GO:0016032|viral process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0004001|adenosine kinase activity;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0016773|phosphotransferase activity, alcohol group as acceptor;K00856

Manes.10G048100.v6.10.3702098 -1.43358 6E-05 down yes pfam13705 TRC8_N TRC8 N-terminal domain. This region is found at the N-terminus of the TRC8 protein. TRC8 is an E3 ubiquitin-protein ligase also known as RNF139. This region contains 12 transmembrane domains. This region has been suggested to contain a sterol sensing domain. It has been found that TRC8 protein levels are sterol responsive and that it binds and stimulates ubiquitylation of the endoplasmic reticulum anchor protein INSIG.. . . .

Manes.10G048200.v6.10.4259981 -1.23108 2E-13 down yes pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. GO:0009507|chloroplast;GO:0008080|N-acetyltransferase activity;.

Manes.10G048700.v6.11.5039176 0.58873 4E-06 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.10G048800.v6.12.3519927 1.23388 4E-09 up yes pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K00924

Manes.10G048900.v6.11.4210337 5.07E-01 0.0001 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. . GO:0008234|cysteine-type peptidase activity;.

Manes.10G049000.v6.11.3468124 0.42955 0.0002 up no pfam07990 NABP Nucleic acid binding protein NABP. Many members of this family are putative nucleic acid binding proteins. One member of this family has been partially characterized and contains two putative phosphorylation sites and a possible dimerization / leucine zipper domain.GO:0006417|regulation of translation;GO:0005737|cytoplasm;GO:0003729|mRNA binding;.

Manes.10G049100.v6.1Inf Inf 0.2217 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;. K08770

Manes.10G049500.v6.13.2501252 1.7005 0.0212 up yes pfam05975 EcsB Bacterial ABC transporter protein EcsB. This family consists of several bacterial ABC transporter proteins which are homologous to the EcsB protein of Bacillus subtilis. EcsB is thought to encode a hydrophobic protein with six membrane-spanning helices in a pattern found in other hydrophobic components of ABC transporters.. . . .

Manes.10G049800.v6.1108.38057 6.76E+00 4E-61 up yes . . . . . . .

Manes.10G050000.v6.11.5209216 6.05E-01 2E-07 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0045022|early endosome to late endosome transport;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0010009|cytoplasmic side of endosome membrane;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0030139|endocytic vesicle;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.10G050700.v6.15.6763097 2.50E+00 1E-52 up yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005829|cytosol;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16298

Manes.10G050900.v6.1Inf Inf 4E-06 up yes pfam00112 Peptidase_C1Papain family cysteine protease.. . GO:0008234|cysteine-type peptidase activity;K01373

Manes.10G051000.v6.11.5236475 0.60753 7E-05 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12885

Manes.10G051100.v6.11.4969945 0.58207 0.0029 up no pfam09511 RNA_lig_T4_1RNA ligase. Members of this family include T4 phage proteins with ATP-dependent RNA ligase activity. Host defence to phage may include cleavage and inactivation of specific tRNA molecules; members of this family act to reverse this RNA damage. The enzyme is adenylated, transiently, on a Lys residue in a motif KXDGSL. This family also includes fungal tRNA ligases that have adenylyltransferase activity. tRNA ligases are enzymes required for the splicing of precursor tRNA molecules containing introns.. . . .

Manes.10G051200.v6.11.4053025 0.49088 0.0002 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12885

Manes.10G051500.v6.10.4108416 -1.28335 1E-09 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;GO:0031225|anchored component of membrane;GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.10G051700.v6.10.9057066 ####### 0.252 down no pfam11852 DUF3372 Domain of unknown function (DUF3372). This domain is functionally uncharacterized. This domain is found in bacteria and eukaryotes. This presumed domain is about 170 amino acids in length.GO:0019252|starch biosynthetic process;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0043169|cation binding;GO:0010303|limit dextrinase activity;GO:0051060|pullulanase activity;.

Manes.10G052100.v6.126.635085 4.74E+00 2E-215 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005794|Golgi apparatus;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0030742|GTP-dependent protein binding;GO:0003924|GTPase activity;GO:0080115|myosin XI tail binding;K07910

Manes.10G052300.v6.1Inf Inf 0.4066 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005794|Golgi apparatus;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0030742|GTP-dependent protein binding;GO:0003924|GTPase activity;GO:0080115|myosin XI tail binding;K07910

Manes.10G052400.v6.11.6478806 0.72061 9E-09 up no pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.10G052500.v6.13.8316266 1.94E+00 6E-55 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009962|regulation of flavonoid biosynthetic process;GO:0009644|response to high light intensity;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G052700.v6.10.9546625 ####### 0.6019 down no pfam13418 Kelch_4 Galactose oxidase, central domain.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.10G053400.v6.10.4335042 -1.20588 4E-12 down yes pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.10G053800.v6.12.0807059 1.05707 6E-07 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0016036|cellular response to phosphate starvation;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006817|phosphate ion transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K14003

Manes.10G054700.v6.11.3418529 0.42423 0.0005 up no pfam06602 Myotub-relatedMyotubularin-like phosphatase domain. This family represents the phosphatase domain within eukaryotic myotubularin-related proteins. Myotubularin is a dual-specific lipid phosphatase that dephosphorylates phosphatidylinositol 3-phosphate and phosphatidylinositol (3,5)-bi-phosphate. Mutations in gene encoding myotubularin-related proteins have been associated with disease.GO:0042631|cellular response to water deprivation;GO:0035556|intracellular signal transduction;GO:0006629|lipid metabolic process;GO:2000070|regulation of response to water deprivation;GO:0031410|cytoplasmic vesicle;GO:0010008|endosome membrane;GO:0052629|phosphatidylinositol-3,5-bisphosphate 3-phosphatase activity;GO:0004438|phosphatidylinositol-3-phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;K18081

Manes.10G055300.v6.11.6860286 0.75363 8E-09 up no pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0071281|cellular response to iron ion;GO:0009873|ethylene-activated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:2000069|regulation of post-embryonic root development;GO:2000035|regulation of stem cell division;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009723|response to ethylene;GO:0009750|response to fructose;GO:0001666|response to hypoxia;GO:0009744|response to sucrose;GO:0010182|sugar mediated signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K14510

Manes.10G055900.v6.121.607273 4.43345 0.0002 up yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009636|response to toxic substance;GO:0005829|cytosol;GO:0050736|O-malonyltransferase activity;.

Manes.10G056500.v6.10.5670635 -0.81842 2E-08 down no pfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0042450|arginine biosynthetic process via ornithine;GO:0006561|proline biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0003991|acetylglutamate kinase activity;GO:0034618|arginine binding;GO:0005524|ATP binding;K00930

Manes.10G056800.v6.12.3593465 1.23839 8E-06 up yes pfam07939 DUF1685 Protein of unknown function (DUF1685). The members of this family are hypothetical eukaryotic proteins of unknown function. The region in question is approximately 100 amino acid residues long.. . . .

Manes.10G057500.v6.10.5898821 ####### 2E-07 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G057600.v6.10.4045742 ####### 0.007 down yes pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.10G057800.v6.11.6157352 6.92E-01 0.1115 up no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.10G057900.v6.10.6368966 -0.65087 3E-08 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005739|mitochondrion;GO:0003690|double-stranded DNA binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0003697|single-stranded DNA binding;.

Manes.10G058500.v6.10.7552949 -0.40489 0.0052 down no pfam02127 Peptidase_M18Aminopeptidase I zinc metalloprotease (M18).. GO:0005737|cytoplasm;GO:0004177|aminopeptidase activity;GO:0008237|metallopeptidase activity;GO:0008270|zinc ion binding;K01267

Manes.10G058800.v6.10.6331682 -0.65934 7E-07 down no pfam13762 MNE1 Mitochondrial splicing apparatus component. MNE1 is a novel component of the mitochondrial splicing apparatus responsible for the processing of a COX1 group I intron in yeast. Yeast cells lacking MNE1 are deficient in intron splicing in the gene encoding the Cox1 subunit of cytochrome oxidase but do contain wild-type levels of the bc1 complex.GO:0006695|cholesterol biosynthetic process;GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004163|diphosphomevalonate decarboxylase activity;K01597

Manes.10G058900.v6.10.7769211 -0.36416 0.0094 down no pfam00833 Ribosomal_S17eRibosomal S17.GO:0006412|translation;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;K02962

Manes.10G059000.v6.13.3204739 1.73139 3E-51 up yes pfam13766 ECH_C 2-enoyl-CoA Hydratase C-terminal region. This is the C-terminal region of enoyl-CoA hydratase.GO:0009409|response to cold;GO:0006574|valine catabolic process;GO:0005777|peroxisome;GO:0003860|3-hydroxyisobutyryl-CoA hydrolase activity;K05605

Manes.10G059200.v6.10.5761369 ####### 1E-06 down no pfam05822 UMPH-1 Pyrimidine 5'-nucleotidase (UMPH-1). This family consists of several eukaryotic pyrimidine 5'-nucleotidase proteins. P5'N-1, also known as uridine monophosphate hydrolase-1 (UMPH-1), is a member of a large functional group of enzymes, characterized by the ability to dephosphorylate nucleic acids. P5'N-1 catalyses the dephosphorylation of pyrimidine nucleoside monophosphates to the corresponding nucleosides. Deficiencies in this proteins function can lead to several different disorders in humans.GO:0009117|nucleotide metabolic process;GO:0005737|cytoplasm;GO:0008253|5'-nucleotidase activity;GO:0000287|magnesium ion binding;GO:0000166|nucleotide binding;.

Manes.10G059300.v6.10.5302774 -0.91518 0.0001 down no pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.10G059800.v6.11.9947367 0.9962 1E-18 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.10G059900.v6.11.5307574 0.61425 6E-08 up no pfam01014 Uricase Uricase. GO:0009877|nodulation;GO:0006144|purine nucleobase metabolic process;GO:0019628|urate catabolic process;GO:0005777|peroxisome;GO:0004846|urate oxidase activity;.

Manes.10G060200.v6.15.3306576 2.41E+00 3E-64 up yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.10G061300.v6.10.4452193 -1.16741 0.0028 down yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.10G061500.v6.11.8802011 0.91089 5E-09 up no pfam00111 Fer2 2Fe-2S iron-sulfur cluster binding domain.GO:0022900|electron transport chain;GO:0009507|chloroplast;GO:0009536|plastid;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0046872|metal ion binding;K02639

Manes.10G061800.v6.10.0525952 -4.24892 1E-49 down yes pfam08661 Rep_fac-A_3 Replication factor A protein 3. Replication factor A is involved in eukaryotic DNA replication, recombination and repair.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0005634|nucleus;GO:0003677|DNA binding;K10740

Manes.10G062100.v6.10.4844247 ####### 1E-11 down yes pfam01351 RNase_HII Ribonuclease HII.. . GO:0046872|metal ion binding;GO:0003723|RNA binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.10G062200.v6.10.4221156 -1.24429 1E-05 down yes pfam01814 Hemerythrin Hemerythrin HHE cation binding domain. Iteration of the HHE family found it to be related to Hemerythrin. It also demonstrated that what has been described as a single domain in fact consists of two cation binding domains. Members of this family occur all across nature and are involved in a variety of processes. For instance, in Nereis diversicolor MP II binds Cadmium so as to protect the organism from toxicity. However Hemerythrin is classically described as Oxygen-binding through two attached Fe2+ ions. And the bacterial norA is a regulator of response to NO, which suggests yet another set-up for its metal ligands. In Staphylococcus aureus P72360 has been noted to be important when the organism switches to living in environments with low oxygen concentrations; perhaps this protein acts as an oxygen store or scavenger.. . . .

Manes.10G062300.v6.113.84089 3.79086 0.004 up yes pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.10G062400.v6.11.7501998 0.80752 6E-12 up no pfam00957 SynaptobrevinSynaptobrevin.GO:0006887|exocytosis;GO:0006623|protein targeting to vacuole;GO:0007033|vacuole organization;GO:0006906|vesicle fusion;GO:0005768|endosome;GO:0016021|integral component of membrane;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08511

Manes.10G062700.v6.11.6540598 0.72601 8E-09 up no pfam10159 MMtag Kinase phosphorylation protein. This is a glycine-rich domain that is the most highly conserved region of a family of proteins that in vertebrates are associated with tumors in multiple myelomas. The region may contain phosphorylation sites for several protein kinases, as well as N-myristoylation sites and nuclear localisation signals, so it might act as a signal molecule in the nucleus.. . GO:0044822|poly(A) RNA binding;.

Manes.10G062800.v6.11.9674703 0.97634 4E-07 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.10G063200.v6.12.8889324 1.53E+00 3E-15 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0008610|lipid biosynthetic process;GO:0006629|lipid metabolic process;GO:0007275|multicellular organismal development;GO:1901959|positive regulation of cutin biosynthetic process;GO:0006109|regulation of carbohydrate metabolic process;GO:0006110|regulation of glycolytic process;GO:0006355|regulation of transcription, DNA-templated;GO:0009744|response to sucrose;GO:0006351|transcription, DNA-templated;GO:0019432|triglyceride biosynthetic process;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G063600.v6.10.5185334 ####### 5E-08 down no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.10G064000.v6.10.5115003 -0.96719 4E-06 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . K17710

Manes.10G064200.v6.10.3786139 ####### 0.0014 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.10G064600.v6.1NA NA NA -- no pfam03419 Peptidase_U4Sporulation factor SpoIIGA.. . . .

Manes.10G065000.v6.1Inf Inf 0.4252 up no pfam01646 Herpes_UL24Herpes virus protein UL24. This family consists of various herpes virus proteins; the gene 20 product, U49 protein, UL24 protein and BXRF1. The UL24 gene (product of the 24th ORF) is not essential for virus replication, mutants with lesions in UL24 show a reduced ability to replicate in tissue culture and have reduced thymidine kinase activity as the UL24 gene overlaps with thymidine kinase.. . . .

Manes.10G065200.v6.10.5544873 -0.85077 1E-12 down no pfam00521 DNA_topoisoIVDNA gyrase/topoisomerase IV, subunit A.GO:0006265|DNA topological change;GO:0009507|chloroplast;GO:0005694|chromosome;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003918|DNA topoisomerase type II (ATP-hydrolyzing) activity;.

Manes.10G065500.v6.11.727682 7.89E-01 8E-12 up no pfam09333 ATG_C ATG C terminal domain. ATG2 (also known as Apg2) is a peripheral membrane protein. It functions in both cytoplasm to vacuole targeting and autophagy.GO:0000045|autophagosome assembly;GO:0006995|cellular response to nitrogen starvation;GO:0000422|mitophagy;GO:0044804|nucleophagy;GO:0015031|protein transport;GO:0019898|extrinsic component of membrane;GO:0005770|late endosome;GO:0000407|pre-autophagosomal structure;. K17906

Manes.10G065700.v6.11.4616124 5.48E-01 1E-06 up no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;K07119

Manes.10G066200.v6.10.7360643 -0.4421 0.0016 down no pfam08367 M16C_assoc Peptidase M16C associated. This domain appears in eukaryotes as well as bacteria and tends to be found near the C-terminus of the metalloprotease M16C (pfam05193).GO:0016485|protein processing;GO:0046686|response to cadmium ion;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.10G066400.v6.10.8003501 ####### 0.007 down no pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0052689|carboxylic ester hydrolase activity;.

Manes.10G066600.v6.10.1744021 ####### 1E-26 down yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009813|flavonoid biosynthetic process;GO:0009717|isoflavonoid biosynthetic process;GO:0046287|isoflavonoid metabolic process;. GO:0033987|2-hydroxyisoflavanone dehydratase activity;GO:0052689|carboxylic ester hydrolase activity;.

Manes.10G066700.v6.10.7016193 -0.51124 0.1533 down no pfam07942 N2227 N2227-like protein. This family features sequences that are similar to a region of hypothetical yeast gene product N2227. This is thought to be expressed during meiosis and may be involved in the defence response to stressful conditions.. . . .

Manes.10G066800.v6.10.6198146 ####### 9E-05 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.10G067100.v6.10.9366445 ####### 0.5295 down no pfam13414 TPR_11 TPR repeat. . . . .

Manes.10G067500.v6.11.520591 6.05E-01 7E-05 up no pfam11062 DUF2863 Protein of unknown function (DUF2863). This bacterial family of proteins have no known function.. . . .

Manes.10G067700.v6.12.1174693 1.08234 0.0031 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.10G067800.v6.10.8914104 ####### 0.2352 down no pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0006959|humoral immune response;GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.10G068000.v6.11.3562647 0.43964 0.0003 up no pfam06454 DUF1084 Protein of unknown function (DUF1084). This family consists of several hypothetical plant specific proteins of unknown function.GO:0046786|viral replication complex formation and maintenance;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;. .

Manes.10G068300.v6.10.6207704 -0.68787 1E-05 down no pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.10G068400.v6.11.5428157 6.26E-01 1E-07 up no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006885|regulation of pH;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0015385|sodium:proton antiporter activity;K14724

Manes.10G068600.v6.10.3449737 ####### 3E-22 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G068900.v6.1NA NA NA -- no pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.10G069000.v6.122.796159 4.51E+00 3E-10 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;GO:0009685|gibberellin metabolic process;. GO:0052635|C-20 gibberellin 2-beta-dioxygenase activity;GO:0046872|metal ion binding;.

Manes.10G069100.v6.1Inf Inf 0.4066 up no pfam07916 TraG_N TraG-like protein, N-terminal region. The bacterial sequences found in this family are similar to the N-terminal region of the TraG protein. This is a membrane-spanning protein, with three predicted transmembrane segments and two periplasmic regions. TraG protein is known to be essential for DNA transfer in the process of conjugation, with the N-terminal portion being required for F pilus assembly. The protein is thought to interact with the periplasmic domain of TraN to stabilize mating-cell interactions.. . . .

Manes.10G069200.v6.11.1247995 1.70E-01 0.1356 up no pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12489

Manes.10G069400.v6.113.135278 3.71537 4E-45 up yes pfam07690 MFS_1 Major Facilitator Superfamily.GO:0010540|basipetal auxin transport;GO:0009630|gravitropism;GO:0071805|potassium ion transmembrane transport;GO:0090333|regulation of stomatal closure;GO:0080167|response to karrikin;GO:0009414|response to water deprivation;GO:0048364|root development;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0022821|potassium ion antiporter activity;.

Manes.10G069700.v6.10.5432745 -0.88025 1E-06 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G069800.v6.1Inf Inf 0.1002 up no pfam13879 KIAA1430 KIAA1430 homologue. This is a family of KIAA1430 homologues. The function is not known.. . . .

Manes.10G070000.v6.10.5590694 -0.8389 0.1119 down no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0050645|limonoid glucosyltransferase activity;.

Manes.10G070100.v6.10.671192 -0.5752 0.0012 down no pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.10G070200.v6.11.4440053 0.53008 0.0006 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008289|lipid binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.10G070900.v6.1Inf Inf 0.8764 up no pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0046872|metal ion binding;GO:0008168|methyltransferase activity;.

Manes.10G071000.v6.11.6235511 0.69915 6E-08 up no pfam12436 USP7_ICP0_bdgICP0-binding domain of Ubiquitin-specific protease 7. This domain is one of two C-terminal domains on the much longer ubiquitin-specific proteases. This particular one is found to interact with the herpesvirus 1 trans-acting transcriptional protein ICP0/VMW110.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.10G071100.v6.10.6373965 ####### 3E-06 down no pfam00163 Ribosomal_S4Ribosomal protein S4/S9 N-terminal domain. This family includes small ribosomal subunit S9 from prokaryotes and S16 from metazoans. This domain is predicted to bind to ribosomal RNA. This domain is composed of four helices in the known structure. However the domain is discontinuous in sequence and the alignment for this family contains only the first three helices.GO:0006412|translation;GO:0005829|cytosol;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0015935|small ribosomal subunit;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02997



Manes.10G071200.v6.10.7197282 -0.47448 0.0005 down no pfam05116 S6PP Sucrose-6F-phosphate phosphohydrolase. This family consists of Sucrose-6F-phosphate phosphohydrolase proteins found in plants and cyanobacteria. Sucrose-6(F)-phosphate phosphohydrolase catalyses the final step in the pathway of sucrose biosynthesis.GO:0005986|sucrose biosynthetic process;. GO:0000287|magnesium ion binding;GO:0050307|sucrose-phosphate phosphatase activity;.

Manes.10G071300.v6.1Inf Inf 0.8764 up no pfam03108 DBD_Tnp_MutMuDR family transposase. This region is found in plant proteins that are presumed to be the transposases for Mutator transposable elements. These transposons contain two ORFs. The molecular function of this region is unknown.. . . .

Manes.10G071900.v6.11.5066234 5.91E-01 3E-05 up no pfam00852 Glyco_transf_10Glycosyltransferase family 10 (fucosyltransferase). This family of Fucosyltransferases are the enzymes transferring fucose from GDP-Fucose to GlcNAc in an alpha1,3 linkage. This family is know as glycosyltransferase family 10.GO:0071555|cell wall organization;GO:0036065|fucosylation;GO:0006486|protein glycosylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008417|fucosyltransferase activity;K00753

Manes.10G072900.v6.1Inf Inf 0.8764 up no pfam13530 SCP2_2 Sterol carrier protein domain.. . . .

Manes.10G073400.v6.10.4346095 -1.20221 7E-08 down yes pfam14629 ORC4_C Origin recognition complex (ORC) subunit 4 C-terminus. This entry represents the C-terminus of origin recognition complex subunit 4.GO:0006270|DNA replication initiation;GO:0015629|actin cytoskeleton;GO:0005737|cytoplasm;GO:0005664|nuclear origin of replication recognition complex;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003688|DNA replication origin binding;GO:0000166|nucleotide binding;K02606

Manes.10G073600.v6.10.2035194 ####### 1E-59 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.10G073700.v6.10.7587576 ####### 0.0016 down no pfam03629 DUF303 Domain of unknown function (DUF303). Distribution of this domain seems limited to prokaryotes and viruses.. . GO:0016787|hydrolase activity;.

Manes.10G074200.v6.10.4539791 -1.1393 3E-15 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G074300.v6.10.6864825 ####### 0.0008 down no pfam15341 SLX9 Ribosome biogenesis protein SLX9. SLX9 is present in pre-ribosomes from an early stage and is implicated in the processing events that remove the ITS1 spacer sequences. In eukaryotes, biogenesis of ribosomes starts in the nucleolus with transcription by RNA polymerase I of a large precursor RNA molecule, called 35S pre-rRNA in yeast, in which the 18S, 5.8S, and 25S mature rRNAs reside, while RNA polymerase III transcribes a 3'-extended pre-5S rRNA. The 35S precursor also contains external transcribed spacer elements (5' and 3'-ETS) at either end as well as internal transcribed spacers (ITS1 and ITS2) that separate the mature sequences.. . . .

Manes.10G074400.v6.10.6457053 -0.63105 1E-07 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G074500.v6.10.4528841 ####### 4E-13 down yes pfam13460 NAD_binding_10NADH(P)-binding.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.10G075100.v6.10.4641019 -1.10749 4E-05 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005634|nucleus;. .

Manes.10G075600.v6.10.8237786 ####### 0.0396 down no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0071482|cellular response to light stimulus;GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0010287|plastoglobule;GO:0050660|flavin adenine dinucleotide binding;GO:0016491|oxidoreductase activity;K17872

Manes.10G075700.v6.12.0209401 1.01503 1E-16 up yes pfam14498 Glyco_hyd_65N_2Glycosyl hydrolase family 65, N-terminal domain. This domain represents a domain found to the N-terminus of the glycosyl hydrolase 65 family catalytic domain.. GO:0048046|apoplast;GO:0047513|1,2-alpha-L-fucosidase activity;K15923

Manes.10G075800.v6.10.1948938 ####### 5E-27 down yes pfam14498 Glyco_hyd_65N_2Glycosyl hydrolase family 65, N-terminal domain. This domain represents a domain found to the N-terminus of the glycosyl hydrolase 65 family catalytic domain.. GO:0048046|apoplast;GO:0047513|1,2-alpha-L-fucosidase activity;K15923

Manes.10G075900.v6.1NA NA NA -- no pfam00223 PsaA_PsaB Photosystem I psaA/psaB protein.. . . .

Manes.10G076200.v6.10.4711275 -1.08581 2E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0031425|chloroplast RNA processing;GO:0009507|chloroplast;. .

Manes.10G076500.v6.11.4838102 0.56931 5E-05 up no pfam06658 DUF1168 Protein of unknown function (DUF1168). This family consists of several hypothetical eukaryotic proteins of unknown function.. . . .

Manes.10G077000.v6.10.8459171 -0.24141 0.2917 down no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G077100.v6.10.3375717 -1.56673 4E-28 down yes pfam01764 Lipase_3 Lipase (class 3).GO:0071493|cellular response to UV-B;GO:0016042|lipid catabolic process;GO:0009650|UV protection;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;.

Manes.10G077600.v6.10.6057517 ####### 3E-08 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14320

Manes.10G077900.v6.10.5556654 -0.84771 2E-08 down no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G078100.v6.171.76373 6.16518 2E-07 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0042802|identical protein binding;GO:0050275|scopoletin glucosyltransferase activity;.

Manes.10G078500.v6.11.7402698 7.99E-01 3E-11 up no pfam12906 RINGv RING-variant domain.GO:0042335|cuticle development;GO:0010143|cutin biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:1900490|positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0009414|response to water deprivation;GO:0010345|suberin biosynthetic process;GO:0010025|wax biosynthetic process;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10661

Manes.10G078700.v6.10.4251861 -1.23383 6E-15 down yes pfam00380 Ribosomal_S9Ribosomal protein S9/S16. This family includes small ribosomal subunit S9 from prokaryotes and S16 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.10G078900.v6.1NA NA NA -- no pfam05970 PIF1 PIF1-like helicase. This family includes homologues of the PIF1 helicase, which inhibits telomerase activity and is cell cycle regulated. This family includes a large number of largely uncharacterized plant proteins. This family includes a P-loop motif that is involved in nucleotide binding.. . . .

Manes.10G080000.v6.12.517961 1.33E+00 3E-10 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0035264|multicellular organism growth;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009644|response to high light intensity;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G080700.v6.14.7359291 2.24365 1E-82 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14432

Manes.10G080900.v6.10.6255117 -0.67689 0.0002 down no pfam01965 DJ-1_PfpI DJ-1/PfpI family. The family includes the protease PfpI. This domain is also found in transcriptional regulators such as Streptomyces coelicolor AraC. This N-terminal region of the full-length AdpA proteins is necessary for dimerization of the molecule.GO:0009658|chloroplast organization;GO:0009507|chloroplast;. .

Manes.10G081000.v6.10.4972823 ####### 3E-05 down yes pfam10838 DUF2677 Protein of unknown function (DUF2677). Members in this family of proteins are annotated as UL121 however currently no function is known.. . . .

Manes.10G081100.v6.11.6113979 6.88E-01 0.0002 up no pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.10G081400.v6.11.0443034 6.25E-02 0.6279 up no pfam11600 CAF-1_p150 Chromatin assembly factor 1 complex p150 subunit, N-terminal. CAF-1_p150 is a polypeptide subunit of CAF-1, which functions in depositing newly synthesized and acetylated histones H3/H4 into chromatin during DNA replication and repair. CAF-1_p150 includes the HP1 interaction site, the PEST, KER and ED interacting sites. CAF-1_p150 interacts directly with newly synthesized and acetylated histones through the acidic KER and ED domains. The PEST domain is associated with proteins that undergo rapid proteolysis.. . . .

Manes.10G081600.v6.10.7298543 ####### 0.0187 down no pfam06505 XylR_N Activator of aromatic catabolism. This domain is found at the N terminus of a subset of sigma54-dependent transcriptional activators in several proteobacteria, including activators of phenol degradation such as XylR. It is found adjacent to pfam02830.. . . .

Manes.10G081700.v6.10.7406601 -0.43312 0.0033 down no pfam09405 Btz CASC3/Barentsz eIF4AIII binding. This domain is found on CASC3 (cancer susceptibility candidate gene 3 protein) which is also known as Barentsz (Btz). CASC3 is a component of the EJC (exon junction complex) which is a complex that is involved in post-transcriptional regulation of mRNA in metazoa. The complex is formed by the association of four proteins (eIF4AIII, Barentsz, Mago, and Y14), mRNA, and ATP. This domain wraps around eIF4AIII and stacks against the 5' nucleotide.. . . .

Manes.10G082400.v6.11.2506543 0.32268 0.0102 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006334|nucleosome assembly;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0031627|telomeric loop formation;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0000784|nuclear chromosome, telomeric region;GO:0005730|nucleolus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003691|double-stranded telomeric DNA binding;GO:0042803|protein homodimerization activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.10G082500.v6.1NA NA NA -- no pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.10G083100.v6.10.6275508 ####### 0.0154 down no pfam13905 Thioredoxin_8Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.10G083300.v6.11.543561 0.62626 3E-08 up no pfam02225 PA PA domain. The PA (Protease associated) domain is found as an insert domain in diverse proteases. The PA domain is also found in a plant vacuolar sorting receptor and members of the RZF family. It has been suggested that this domain forms a lid-like structure that covers the active site in active proteases, and is involved in protein recognition in vacuolar sorting receptors.GO:0006623|protein targeting to vacuole;GO:0030665|clathrin-coated vesicle membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005509|calcium ion binding;.

Manes.10G083700.v6.14.0625963 2.02E+00 0.0029 up yes pfam01583 APS_kinase Adenylylsulphate kinase. Enzyme that catalyses the phosphorylation of adenylylsulphate to 3'-phosphoadenylylsulfate. This domain contains an ATP binding P-loop motif.GO:0019344|cysteine biosynthetic process;GO:0070814|hydrogen sulfide biosynthetic process;GO:0016310|phosphorylation;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0009536|plastid;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;K00860

Manes.10G083800.v6.10.4317553 ####### 0.0014 down yes pfam10327 7TM_GPCR_SriSerpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G084100.v6.10.5718738 ####### 0.0002 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G084200.v6.10.5994927 ####### 1E-06 down no pfam00864 P2X_receptorATP P2X receptor.. . . .

Manes.10G084500.v6.11.9885974 0.99175 0.0001 up no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18810

Manes.10G084800.v6.11.5421668 0.62496 3E-08 up no pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.10G084900.v6.10.5519693 ####### 0.0102 down no pfam09788 Tmemb_55A Transmembrane protein 55A. Members of this family catalyse the hydrolysis of the 4-position phosphate of phosphatidylinositol 4,5-bisphosphate, in the reaction: 1-phosphatidyl-myo-inositol 4,5-bisphosphate + H(2)O = 1-phosphatidyl-1D-myo-inositol 5-phosphate + phosphate.. . . .

Manes.10G085200.v6.1Inf Inf 0.8764 up no pfam00501 AMP-bindingAMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0031408|oxylipin biosynthetic process;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0004321|fatty-acyl-CoA synthase activity;GO:0016874|ligase activity;.

Manes.10G085300.v6.1Inf Inf 0.8798 up no pfam00685 Sulfotransfer_1Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.10G085400.v6.10.5293051 ####### 9E-13 down no pfam00685 Sulfotransfer_1Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.10G085700.v6.10.1734789 -2.52717 4E-07 down yes pfam00685 Sulfotransfer_1Sulfotransferase domain.GO:0019761|glucosinolate biosynthetic process;GO:0005737|cytoplasm;GO:0047364|desulfoglucosinolate sulfotransferase activity;.

Manes.10G085800.v6.10.3201785 ####### 0.0005 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.10G085900.v6.10.4338085 -1.20487 3E-12 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.10G086000.v6.1NA NA NA -- no pfam05729 NACHT NACHT domain. This NTPase domain is found in apoptosis proteins as well as those involved in MHC transcription activation. This family is closely related to pfam00931.. . . .

Manes.10G086300.v6.1Inf Inf 0.8764 up no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. . . .

Manes.10G086800.v6.11.2783648 0.3543 0.2553 up no pfam00095 WAP WAP-type (Whey Acidic Protein) 'four-disulfide core'.. . . .

Manes.10G087000.v6.112.895059 3.69E+00 2E-29 up yes pfam02163 Peptidase_M50Peptidase family M50.GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0008237|metallopeptidase activity;.

Manes.10G087200.v6.10.1640976 ####### 1E-91 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.10G087300.v6.10.3130528 -1.67552 5E-33 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.10G087700.v6.10.6669534 -0.58434 0.0001 down no pfam04109 APG9 Autophagy protein Apg9. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg9 plays a direct role in the formation of the cytoplasm to vacuole targeting and autophagic vesicles, possibly serving as a marker for a specialized compartment essential for these vesicle-mediated alternative targeting pathways.. . . .

Manes.10G088000.v6.10.7775624 ####### 0.0958 down no pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.10G088700.v6.10.1497208 ####### 0.0933 down no pfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.10G089600.v6.10.6889774 -0.53747 0.0097 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.10G090400.v6.10.5176868 -0.94985 0.0327 down no pfam02386 TrkH Cation transport protein. This family consists of various cation transport proteins (Trk) and V-type sodium ATP synthase subunit J or translocating ATPase J EC:3.6.1.34. These proteins are involved in active sodium up-take utilizing ATP in the process. TrkH a member of the family from Escherichia coli is a hydrophobic membrane protein and determines the specificity and kinetics of cation transport by the TrK system in Escherichia coli.GO:0030003|cellular cation homeostasis;GO:0071805|potassium ion transmembrane transport;GO:0006813|potassium ion transport;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.10G090700.v6.10.5430647 ####### 5E-09 down no pfam08405 Calici_PP_N Viral polyprotein N-terminal. This domain is found at the N-terminus of non-structural viral polyproteins of the Caliciviridae subfamily.. . . .

Manes.10G090900.v6.10.7103934 ####### 0.0203 down no pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0006012|galactose metabolic process;GO:0019853|L-ascorbic acid biosynthetic process;GO:0005829|cytosol;GO:0010349|L-galactose dehydrogenase activity;K17744

Manes.10G091300.v6.10.512434 -0.96456 8E-07 down no pfam12009 Telomerase_RBDTelomerase ribonucleoprotein complex - RNA binding domain. Telomeres in most organisms are comprised of tandem simple sequence repeats. The total length of telomeric repeat sequence at each chromosome end is determined in a balance of sequence loss and sequence addition. One major influence on telomere length is the enzyme telomerase. It is a reverse transcriptase that adds these simple sequence repeats to chromosome ends by copying a template sequence within the RNA component of the enzyme. The RNA binding domain of telomerase - TRBD - is made up of twelve alpha helices and two short beta sheets. How telomerase and associated regulatory factors physically interact and function with each other to maintain appropriate telomere length is poorly understood. It is known however that TRBD is involved in formation of the holoenzyme (which performs the telomere extension) in addition to recognition and binding of RNA.GO:0050000|chromosome localization;GO:0051276|chromosome organization;GO:0010073|meristem maintenance;GO:0007000|nucleolus organization;GO:0010449|root meristem growth;GO:0019827|stem cell population maintenance;GO:0000723|telomere maintenance;GO:0007004|telomere maintenance via telomerase;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0000333|telomerase catalytic core complex;GO:0046872|metal ion binding;GO:0003720|telomerase activity;GO:0042162|telomeric DNA binding;GO:0070034|telomeric RNA binding;GO:0003721|telomeric template RNA reverse transcriptase activity;K11126

Manes.10G092000.v6.11.1134123 1.55E-01 0.3919 up no pfam05201 GlutR_N Glutamyl-tRNAGlu reductase, N-terminal domain.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0008883|glutamyl-tRNA reductase activity;GO:0050661|NADP binding;K02492

Manes.10G092100.v6.11.9360422 0.95311 9E-08 up no pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. . . .

Manes.10G092200.v6.10.7525812 -0.41008 0.0245 down no pfam01061 ABC2_membraneABC-2 type transporter.. . . .

Manes.10G093300.v6.1Inf Inf 0.1921 up no pfam04931 DNA_pol_phiDNA polymerase phi. This family includes the fifth essential DNA polymerase in yeast EC:2.7.7.7. Pol5p is localized exclusively to the nucleolus and binds near or at the enhancer region of rRNA-encoding DNA repeating units.. . . .

Manes.10G093400.v6.10.4281261 -1.22389 0.0003 down yes pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0015833|peptide transport;GO:0015031|protein transport;GO:0080167|response to karrikin;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.10G093700.v6.13.1969912 1.68E+00 7E-06 up yes pfam01486 K-box K-box region. The K-box region is commonly found associated with SRF-type transcription factors see pfam00319. The K-box is a possible coiled-coil structure. Possible role in multimer formation.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09264

Manes.10G094300.v6.12.55911 1.36E+00 0.0002 up yes pfam06022 Cir_Bir_Yir Plasmodium variant antigen protein Cir/Yir/Bir. This family consists of several Cir, Yir and Bir proteins from the Plasmodium species P.chabaudi, P.yoelii and P.berghei.. . . .

Manes.10G094700.v6.10.6080339 -0.71778 7E-09 down no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. GO:0005829|cytosol;. .

Manes.10G095900.v6.11.7601632 8.16E-01 5E-12 up no pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006979|response to oxidative stress;GO:0005739|mitochondrion;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0005507|copper ion binding;GO:0018478|malonate-semialdehyde dehydrogenase (acetylating) activity;GO:0004491|methylmalonate-semialdehyde dehydrogenase (acylating) activity;.

Manes.10G096300.v6.1Inf Inf 0.2166 up no pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.10G096500.v6.1Inf Inf 0.8764 up no pfam00069 Pkinase Protein kinase domain.. . . .

Manes.10G096900.v6.14.2106193 2.07403 6E-38 up yes pfam00117 GATase Glutamine amidotransferase class-I.GO:0006878|cellular copper ion homeostasis;GO:0006879|cellular iron ion homeostasis;GO:0006541|glutamine metabolic process;GO:0005737|cytoplasm;GO:0034399|nuclear periphery;GO:0016740|transferase activity;.

Manes.10G097000.v6.10.1046669 ####### 1E-53 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.10G097300.v6.12.1582106 1.10984 1E-18 up yes pfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0007031|peroxisome organization;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0042802|identical protein binding;.

Manes.10G097400.v6.10.8796245 -0.18504 0.1086 down no pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.10G097500.v6.11.0466425 0.06577 0.5667 up no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005634|nucleus;GO:0003723|RNA binding;K13162

Manes.10G097600.v6.10.9854679 ####### 0.8733 down no pfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;.

Manes.10G097800.v6.14.6354978 2.21272 1E-64 up yes pfam12470 SUFU_C Suppressor of Fused Gli/Ci N terminal binding domain. This domain family is found in eukaryotes, and is typically between 192 and 219 amino acids in length. The family is found in association with pfam05076. There is a conserved HGRHFT sequence motif. This family is the C terminal domain of the Suppressor of Fused protein (Su(fu)). Su(fu) is a repressor of the Gli and Ci transcription factors of the Hedgehog signalling cascade. It functions by binding these proteins and preventing their translocation to the nucleus. The C terminal domain is only found in eukaryotic Su(fu) proteins; it is not present in bacterial homologues. The C terminal domain binds to the N terminal of Gli/Ci while the N terminal of Su(fu) binds to the C terminal of Gli/Ci. This dual binding mechanism is likely an evolutionary advancement in this signalling cascade which is not present in bacterial homologues.. . . .

Manes.10G097900.v6.10.1442874 -2.79298 4E-08 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.. . . .

Manes.10G098000.v6.10.0332993 ####### 0.0001 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.10G098500.v6.10.4077717 -1.29417 7E-09 down yes pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.10G098600.v6.12.0027681 1.00E+00 3E-06 up yes pfam12689 Acid_PPase Acid Phosphatase. This family contains phosphatase enzymes and other proteins of the HAD superfamily. It includes MDP-1 which is a eukaryotic magnesium-dependent acid phosphatase.GO:0030389|fructosamine metabolic process;GO:0070062|extracellular exosome;GO:0046872|metal ion binding;GO:0004725|protein tyrosine phosphatase activity;K17619

Manes.10G099900.v6.1Inf Inf 3E-06 up yes pfam06235 NAD4L NADH dehydrogenase subunit 4L (NAD4L). This family consists of NADH dehydrogenase subunit 4L (NAD4L) proteins from the mitochondria of several parasitic flatworms.. . . .



Manes.10G100000.v6.1Inf Inf 3E-05 up yes pfam11667 DUF3267 Protein of unknown function (DUF3267). This family of proteins has no known function.. . . .

Manes.10G100400.v6.1Inf Inf 0.8798 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009960|endosperm development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G101100.v6.1Inf Inf 0.0332 up yes pfam00873 ACR_tran AcrB/AcrD/AcrF family. Members of this family are integral membrane proteins. Some are involved in drug resistance. AcrB cooperates with a membrane fusion protein, AcrA, and an outer membrane channel TolC. The structure shows the AcrB forms a homotrimer.. . . .

Manes.10G101400.v6.10.505915 -0.98303 3E-05 down no pfam02928 zf-C5HC2 C5HC2 zinc finger. Predicted zinc finger with eight potential zinc ligand binding residues. This domain is found in Jumonji. This domain may have a DNA binding function.. . . .

Manes.10G101500.v6.10.5332798 ####### 0.0323 down no pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.10G101600.v6.11.2004672 2.64E-01 0.7192 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G101800.v6.12.7187962 1.44297 0.0036 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G101900.v6.114.597005 3.87E+00 0.0025 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0006839|mitochondrial transport;GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0017077|oxidative phosphorylation uncoupler activity;K15104

Manes.10G102000.v6.11.6082914 0.68553 8E-07 up no pfam10319 7TM_GPCR_SrjSerpentine type 7TM GPCR chemoreceptor Srj. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srj is part of the Str superfamily of chemoreceptors. The srj family is designated as the out-group based on its location in preliminary phylogenetic analyses of the entire superfamily. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G102100.v6.11.544486 0.62713 7E-08 up no pfam04437 RINT1_TIP1 RINT-1 / TIP-1 family. This family includes RINT-1, a Rad50 interacting protein which participates in radiation induced checkpoint control, as well as the TIP-1 protein from yeast that seems to be involved in a complex with Sec20p that is required for golgi transport.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G102200.v6.10.2975681 -1.74871 3E-23 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0009638|phototropism;GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;GO:0004871|signal transducer activity;.

Manes.10G102300.v6.10.8545578 -0.22675 0.0774 down no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;.

Manes.10G102400.v6.10.6270755 -0.67329 0.0001 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.10G102500.v6.12.9964437 1.58E+00 0.0534 up no pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;K13457

Manes.10G103100.v6.12.301984 1.20288 0.0276 up yes pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G104400.v6.11.2464874 0.31787 0.0065 up no pfam08920 SF3b1 Splicing factor 3B subunit 1. This family consists of several eukaryotic splicing factor 3B subunit 1 proteins, which associate with p14 through a C-terminus beta-strand that interacts with beta-3 of the p14 RNA recognition motif (RRM) beta-sheet, which is in turn connected to an alpha-helix by a loop that makes extensive contacts with both the shorter C-terminal helix and RRM of p14. This subunit is required for 'A' splicing complex assembly (formed by the stable binding of U2 snRNP to the branchpoint sequence in pre-mRNA) and 'E' splicing complex assembly.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K12828

Manes.10G104800.v6.1Inf Inf 0.002 up yes pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.10G105500.v6.10.902954 ####### 0.2902 down no pfam00656 Peptidase_C14Caspase domain.GO:0006952|defense response;GO:0043068|positive regulation of programmed cell death;. GO:0004197|cysteine-type endopeptidase activity;.

Manes.10G105700.v6.1Inf Inf 0.0061 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0016042|lipid catabolic process;GO:0005886|plasma membrane;GO:0004806|triglyceride lipase activity;.

Manes.10G106000.v6.10.2547133 -1.97305 1E-18 down yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.10G106200.v6.10.9085097 -0.13843 0.2768 down no pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0006457|protein folding;. GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03544

Manes.10G106400.v6.11.6796918 0.7482 5E-11 up no pfam06003 SMN Survival motor neuron protein (SMN). This family consists of several eukaryotic survival motor neuron (SMN) proteins. The Survival of Motor Neurons (SMN) protein, the product of the spinal muscular atrophy-determining gene, is part of a large macromolecular complex (SMN complex) that functions in the assembly of spliceosomal small nuclear ribonucleoproteins (snRNPs). The SMN complex functions as a specificity factor essential for the efficient assembly of Sm proteins on U snRNAs and likely protects cells from illicit, and potentially deleterious, non-specific binding of Sm proteins to RNAs.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12839

Manes.10G106500.v6.13.8130714 1.93095 8E-38 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.10G106900.v6.1Inf Inf 0.8798 up no pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.10G107100.v6.11.6317597 7.06E-01 0.2097 up no pfam02936 COX4 Cytochrome c oxidase subunit IV. Cytochrome c oxidase, a 13 sub-unit complex, EC:1.9.3.1 is the terminal oxidase in the mitochondrial electron transport chain. This family is composed of cytochrome c oxidase subunit IV. The Dictyostelium member of this family is called COX VI. The yeast protein MTC3 appears to be the yeast COX IV subunit.. . . .

Manes.10G107700.v6.10.5871212 ####### 8E-08 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.10G110100.v6.12.6370863 1.39894 5E-29 up yes pfam00654 Voltage_CLCVoltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.10G110200.v6.14.0384441 2.0138 7E-34 up yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.10G110400.v6.17.8457117 2.97E+00 4E-113 up yes pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.10G110600.v6.11.6855476 0.75322 4E-09 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.10G110900.v6.1Inf Inf 0.8798 up no pfam00931 NB-ARC NB-ARC domain.. . . .

Manes.10G111700.v6.10.9509436 -0.07257 0.6484 down no pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. GO:0005739|mitochondrion;. .

Manes.10G112400.v6.10.8998736 ####### 0.3085 down no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.10G114600.v6.1Inf Inf 0.8798 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G115000.v6.10.7578072 -0.4001 0.0125 down no pfam04685 DUF608 Protein of unknown function, DUF608. This family represents a conserved region with a pankaryotic distribution in a number of uncharacterized proteins.GO:0008206|bile acid metabolic process;GO:0021954|central nervous system neuron development;GO:0006680|glucosylceramide catabolic process;GO:0016139|glycoside catabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008422|beta-glucosidase activity;GO:0004348|glucosylceramidase activity;K17108

Manes.10G115700.v6.12.3091114 1.20734 4E-08 up yes pfam00133 tRNA-synt_1 tRNA synthetases class I (I, L, M and V). Other tRNA synthetase sub-families are too dissimilar to be included.GO:0006429|leucyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0002161|aminoacyl-tRNA editing activity;GO:0005524|ATP binding;GO:0004823|leucine-tRNA ligase activity;K01869

Manes.10G115900.v6.11.2350692 0.30459 0.0162 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0000911|cytokinesis by cell plate formation;GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009504|cell plate;GO:0005829|cytosol;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.10G116000.v6.10.7981597 -0.32525 0.0157 down no pfam00647 EF1G Elongation factor 1 gamma, conserved domain.. . GO:0003746|translation elongation factor activity;.

Manes.10G116200.v6.11.0521158 0.07329 0.7179 up no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.10G116400.v6.11.3684559 0.45255 0.0001 up no pfam03467 Smg4_UPF3 Smg-4/UPF3 family. This family contains proteins that are involved in nonsense mediated mRNA decay. A process that is triggered by premature stop codons in mRNA. The family includes Smg-4 and UPF3.GO:0042742|defense response to bacterium;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048571|long-day photoperiodism;GO:0051028|mRNA transport;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0009611|response to wounding;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14328

Manes.10G116500.v6.11.3279999 4.09E-01 0.6734 up no pfam04987 PigN Phosphatidylinositolglycan class N (PIG-N). Phosphatidylinositolglycan class N (PIG-N) is a mammalian homologue of the yeast protein MCD4P and is expressed in the endoplasmic reticulum. PIG-N is essential for glycosylphosphatidylinositol anchor synthesis. Glycosylphosphatidylinositol (GPI)-anchored proteins are cell surface-localized proteins that serve many important cellular functions.. . . .

Manes.10G116600.v6.10.6569488 -0.60615 2E-07 down no pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G116700.v6.113.5165 3.75665 0.0065 up yes pfam07133 Merozoite_SPAMMerozoite surface protein (SPAM). This family consists of several Plasmodium falciparum SPAM (secreted polymorphic antigen associated with merozoites) proteins. Variation among SPAM alleles is the result of deletions and amino acid substitutions in non-repetitive sequences within and flanking the alanine heptad-repeat domain. Heptad repeats in which the a and d position contain hydrophobic residues generate amphipathic alpha-helices which give rise to helical bundles or coiled-coil structures in proteins. SPAM is an example of a P. falciparum antigen in which a repetitive sequence has features characteristic of a well-defined structural element.. . . .

Manes.10G117100.v6.13.4451337 1.78456 4E-36 up yes pfam00564 PB1 PB1 domain. . . . .

Manes.10G117300.v6.10.8301187 ####### 0.0543 down no pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.GO:0006457|protein folding;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.

Manes.10G117400.v6.11.1095892 0.15003 0.2311 up no pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;GO:0005886|plasma membrane;. .

Manes.10G117900.v6.15.6604821 2.50092 0.2351 up no pfam14631 FancD2 Fanconi anaemia protein FancD2 nuclease. The Fanconi anaemia protein FancD2 is a nuclease necessary for the repair of DNA interstrand-crosslinks.. . . .

Manes.10G118200.v6.10.6823096 ####### 6E-06 down no pfam00297 Ribosomal_L3Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.10G118600.v6.1NA NA NA -- no pfam15213 CDRT4 CMT1A duplicated region transcript 4 protein.. . . .

Manes.10G118900.v6.15.7950439 2.53E+00 4E-81 up yes pfam01758 SBF Sodium Bile acid symporter family. This family consists of Na+/bile acid co-transporters. These transmembrane proteins function in the liver in the uptake of bile acids from portal blood plasma a process mediated by the co-transport of Na+. Also in the family is ARC3 from S. cerevisiae, a putative transmembrane protein involved in resistance to arsenic compounds.GO:0019761|glucosinolate biosynthetic process;GO:0000023|maltose metabolic process;GO:0006849|plasma membrane pyruvate transport;GO:0043085|positive regulation of catalytic activity;GO:0019252|starch biosynthetic process;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0050833|pyruvate transmembrane transporter activity;GO:0015293|symporter activity;K03453

Manes.10G119000.v6.10.9480789 ####### 0.8254 down no pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . . .

Manes.10G119900.v6.11.5757141 6.56E-01 8E-09 up no pfam01106 NifU NifU-like domain. This is an alignment of the carboxy-terminal domain. This is the only common region between the NifU protein from nitrogen-fixing bacteria and rhodobacterial species. The biochemical function of NifU is unknown.GO:0009658|chloroplast organization;GO:0016226|iron-sulfur cluster assembly;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0005506|iron ion binding;GO:0005198|structural molecule activity;.

Manes.10G120100.v6.10.2557002 -1.96747 5E-22 down yes pfam01634 HisG ATP phosphoribosyltransferase.GO:0000105|histidine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0003879|ATP phosphoribosyltransferase activity;GO:0000287|magnesium ion binding;K00765

Manes.10G120300.v6.12.0548765 1.03905 0.0006 up yes pfam08991 DUF1903 Domain of unknown function (DUF1903). Members of this family adopt a coiled coil structure, with two antiparallel alpha-helices that are tightly strapped together by two disulfide bridges at each end. The protein sequence shows a cysteine motif, required for the stabilisation of the coiled-coil-like structure. Additional inter-helix hydrophobic contacts impart stability to this scaffold. The precise function of this eukaryotic domain is, as yet, unknown.. GO:0005739|mitochondrion;. .

Manes.10G120400.v6.10.6363215 ####### 4E-07 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001047|core promoter binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.10G121200.v6.1Inf Inf 0.8764 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.10G121800.v6.19.8591243 3.30146 3E-103 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.10G122000.v6.11.9906541 9.93E-01 1E-15 up no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0009737|response to abscisic acid;GO:0005789|endoplasmic reticulum membrane;GO:0005887|integral component of plasma membrane;GO:0009506|plasmodesma;GO:0042802|identical protein binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.10G122200.v6.10.4514404 ####### 5E-05 down yes pfam11595 DUF3245 Protein of unknown function (DUF3245). This is a family of proteins conserved in fungi. The function is not known, and there is no S. cerevisiae member.. . . .

Manes.10G122300.v6.12.4749556 1.3074 1E-06 up yes pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.10G122400.v6.11.3777685 0.46233 0.3493 up no pfam07649 C1_3 C1-like domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130.. . . .

Manes.10G123300.v6.14.9649095 2.31177 1E-12 up yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0010233|phloem transport;GO:0006808|regulation of nitrogen utilization;GO:0010218|response to far red light;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.10G123700.v6.10.3028481 -1.72333 9E-08 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.10G125100.v6.10.2220607 ####### 7E-11 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G125200.v6.10.9742603 ####### 0.8233 down no pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G125300.v6.11.4115938 4.97E-01 0.383 up no pfam08022 FAD_binding_8FAD-binding domain.. . . .

Manes.10G125700.v6.15.4801992 2.45423 0.0003 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G125800.v6.1NA NA NA -- no pfam01556 CTDII DnaJ C terminal domain. This family consists of the C terminal region form the DnaJ protein. It is always found associated with pfam00226 and pfam00684. DnaJ is a chaperone associated with the Hsp70 heat-shock system involved in protein folding and renaturation after stress. The two C-terminal domains CTDI and this, CTDII, are necessary for maintaining the J-domains in their specific relative positions.GO:0006457|protein folding;. . K09519

Manes.10G125900.v6.11.9603363 0.9711 4E-17 up no pfam09746 Membralin tumor-associated protein. Membralin is evolutionarily highly conserved; though it seems to represent a unique protein family. The protein appears to contain several transmembrane regions. In humans it is expressed in certain cancers, particularly ovarian cancers. Membralin-like gene homologues have been identified in plants including grape, cotton and tomato.. . . .

Manes.10G126000.v6.1Inf Inf 0.8764 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.. . . .

Manes.10G126100.v6.10.5520693 -0.85708 0.0032 down no pfam01294 Ribosomal_L13eRibosomal protein L13e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.10G126300.v6.10.6214702 ####### 3E-07 down no pfam01294 Ribosomal_L13eRibosomal protein L13e.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02873

Manes.10G126500.v6.1NA NA NA -- no pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . .

Manes.10G126600.v6.11.0990241 0.13622 0.6224 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;GO:0010193|response to ozone;GO:0007165|signal transduction;GO:0005739|mitochondrion;GO:0043531|ADP binding;.

Manes.10G126900.v6.10.8333413 -0.26302 0.2974 down no pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G127200.v6.10.2493767 -2.0036 1E-07 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.10G128400.v6.10.4751813 -1.07345 5E-05 down yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.10G128500.v6.14.9211333 2.29899 8E-24 up yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.10G129000.v6.13.3264202 1.73397 1E-49 up yes pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0005524|ATP binding;.

Manes.10G129100.v6.14.3199688 2.11E+00 3E-08 up yes pfam13538 UvrD_C_2 UvrD-like helicase C-terminal domain. This domain is found at the C-terminus of a wide variety of helicase enzymes. This domain has a AAA-like structural fold.. . . .

Manes.10G129700.v6.11.2774687 0.35329 0.0198 up no . . . . . . .

Manes.10G130400.v6.10.2979184 -1.74701 5E-10 down yes pfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.GO:0071215|cellular response to abscisic acid stimulus;GO:0030497|fatty acid elongation;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0009922|fatty acid elongase activity;.

Manes.10G130500.v6.10.3892487 ####### 5E-18 down yes pfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.GO:0006633|fatty acid biosynthetic process;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016740|transferase activity;.

Manes.10G130600.v6.10.4490634 -1.15501 9E-19 down yes pfam00350 Dynamin_N Dynamin family.GO:0010020|chloroplast fission;GO:0007623|circadian rhythm;GO:0016559|peroxisome fission;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;GO:0005777|peroxisome;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0042802|identical protein binding;.

Manes.10G131300.v6.11.6984353 7.64E-01 0.0046 up no pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.10G131600.v6.10.5529118 ####### 4E-10 down no pfam03468 XS XS domain. The XS (rice gene X and SGS3) domain is found in a family of plant proteins including gene X and SGS3. SGS3 is thought to be involved in post-transcriptional gene silencing (PTGS). This domain contains a conserved aspartate residue that may be functionally important. The XS domain has recently been predicted to possess an RRM-like RNA-binding domain by fold recognition.GO:0031047|gene silencing by RNA;GO:0050688|regulation of defense response to virus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.10G131700.v6.10.8403511 ####### 0.1166 down no pfam07243 Phlebovirus_G1Phlebovirus glycoprotein G1. This family consists of several Phlebovirus glycoprotein G1 sequences. Members of the Bunyaviridae family acquire an envelope by budding through the lipid bilayer of the Golgi complex. The budding compartment is thought to be determined by the accumulation of the two heterodimeric membrane glycoproteins G1 and G2 in the Golgi.. . . .

Manes.10G131800.v6.10.3729941 -1.42278 2E-11 down yes pfam06814 Lung_7-TM_RLung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .



Manes.10G132100.v6.11.2059179 2.70E-01 1 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0090406|pollen tube;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.10G132200.v6.10.6085899 ####### 8E-08 down no pfam00466 Ribosomal_L10Ribosomal protein L10.GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0031965|nuclear membrane;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0044822|poly(A) RNA binding;K14815

Manes.10G132300.v6.12.6292181 1.39E+00 5E-31 up yes pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.10G132600.v6.11.2887624 0.36599 0.0094 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0045087|innate immune response;GO:0000165|MAPK cascade;GO:0046777|protein autophosphorylation;GO:0009409|response to cold;GO:1902065|response to L-glutamate;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010449|root meristem growth;GO:0022622|root system development;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0019900|kinase binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K13414

Manes.10G133000.v6.10.382866 ####### 8E-10 down yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.10G133200.v6.11.371915 4.56E-01 0.8297 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.10G134500.v6.10.3176967 -1.65428 1E-06 down yes pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.10G134700.v6.10.1373275 -2.86431 3E-07 down yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G135600.v6.10.6761661 -0.56455 0.0047 down no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.10G135700.v6.12.0775484 1.05E+00 4E-20 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G136000.v6.10.6285023 -0.67001 3E-05 down no pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.GO:0006475|internal protein amino acid acetylation;GO:0018002|N-terminal peptidyl-glutamic acid acetylation;GO:0017198|N-terminal peptidyl-serine acetylation;GO:0006474|N-terminal protein amino acid acetylation;GO:0022626|cytosolic ribosome;GO:0031415|NatA complex;GO:0005634|nucleus;GO:0004596|peptide alpha-N-acetyltransferase activity;GO:1990190|peptide-glutamate-N-acetyltransferase activity;GO:1990189|peptide-serine-N-acetyltransferase activity;K00670

Manes.10G136100.v6.10.4316312 ####### 2E-08 down yes pfam04515 Choline_transpoPlasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.. GO:0016021|integral component of membrane;. .

Manes.10G136300.v6.10.7944442 ####### 0.0147 down no pfam00687 Ribosomal_L1Ribosomal protein L1p/L10e family. This family includes prokaryotic L1 and eukaryotic L10.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0015934|large ribosomal subunit;GO:0016020|membrane;GO:0005634|nucleus;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02863

Manes.10G136800.v6.10.756515 -0.40256 0.0257 down no pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.10G137900.v6.10.331148 -1.59445 2E-11 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G138000.v6.10.4372697 ####### 0.2785 down no pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .

Manes.10G138300.v6.10.1300548 -2.94281 3E-07 down yes pfam13968 DUF4220 Domain of unknown function (DUF4220). This family is found in plants and is often associated with DUF294, pfam04578.. . . .

Manes.10G138800.v6.10.9027458 ####### 0.2582 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.10G138900.v6.10.6470488 ####### 0.0007 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.10G139100.v6.11.7245792 0.78624 9E-12 up no pfam05089 NAGLU Alpha-N-acetylglucosaminidase (NAGLU) tim-barrel domain. Alpha-N-acetylglucosaminidase, a lysosomal enzyme required for the stepwise degradation of heparan sulfate. Mutations on the alpha-N-acetylglucosaminidase (NAGLU) gene can lead to Mucopolysaccharidosis type IIIB (MPS IIIB; or Sanfilippo syndrome type B) characterized by neurological dysfunction but relatively mild somatic manifestations. The structure shows that the enzyme is composed of three domains. This central domain has a tim barrel fold.GO:0005975|carbohydrate metabolic process;GO:0021680|cerebellar Purkinje cell layer development;GO:0006027|glycosaminoglycan catabolic process;GO:0030203|glycosaminoglycan metabolic process;GO:0060119|inner ear receptor cell development;GO:0045475|locomotor rhythm;GO:0007040|lysosome organization;GO:0042474|middle ear morphogenesis;GO:0007399|nervous system development;GO:0046548|retinal rod cell development;GO:0044281|small molecule metabolic process;GO:0070062|extracellular exosome;GO:0043202|lysosomal lumen;GO:0005764|lysosome;GO:0004561|alpha-N-acetylglucosaminidase activity;K01205

Manes.10G139400.v6.10.7158138 -0.48234 0.0002 down no pfam08498 Sterol_MT_CSterol methyltransferase C-terminal. This domain is found to the C-terminus of a methyltransferase domain (pfam08241) in fungal and plant sterol methyltransferases.GO:0009793|embryo development ending in seed dormancy;GO:0006696|ergosterol biosynthetic process;GO:0032259|methylation;GO:0016126|sterol biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0003838|sterol 24-C-methyltransferase activity;K00559

Manes.10G139500.v6.10.2460764 -2.02282 5E-22 down yes pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.10G139900.v6.11.5236725 6.08E-01 0.0005 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G140200.v6.12.9264235 1.55E+00 4E-30 up yes pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0001708|cell fate specification;GO:0090421|embryonic meristem initiation;GO:0009880|embryonic pattern specification;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.10G140300.v6.12.0837932 1.06E+00 1E-20 up yes pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0001708|cell fate specification;GO:0090421|embryonic meristem initiation;GO:0009880|embryonic pattern specification;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.10G140800.v6.10.4024319 ####### 6E-28 down yes pfam06485 DUF1092 Protein of unknown function (DUF1092). This family consists of several hypothetical proteins of unknown function all from photosynthetic organisms including plants and cyanobacteria.. . . .

Manes.10G141000.v6.11.5553592 0.63725 9E-08 up no pfam14958 DUF4506 Domain of unknown function (DUF4506). This domain family is found in eukaryotes, and is approximately 140 amino acids in length.. . . .

Manes.10G141100.v6.11.0470714 6.64E-02 0.6065 up no pfam00022 Actin Actin. GO:0009653|anatomical structure morphogenesis;GO:0016568|chromatin modification;GO:0006325|chromatin organization;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005634|nucleus;GO:0005200|structural constituent of cytoskeleton;K16615

Manes.10G141200.v6.12.8434433 1.51E+00 6E-05 up yes pfam03641 Lysine_decarboxPossible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;K06966

Manes.10G141300.v6.13.7628362 1.91182 6E-40 up yes pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.. . GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;.

Manes.10G141400.v6.14.3387017 2.11726 4E-68 up yes pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006355|regulation of transcription, DNA-templated;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.10G141700.v6.12.7584172 1.46384 9E-30 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G141800.v6.11.2685698 3.43E-01 0.0081 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G142100.v6.11.8824212 9.13E-01 0.0403 up no pfam12036 DUF3522 Protein of unknown function (DUF3522). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 220 to 787 amino acids in length.. . . .

Manes.10G142300.v6.11.2498554 0.32176 0.28 up no pfam05112 Baculo_p47 Baculovirus P47 protein. This family consists of several Baculovirus P47 proteins which is one of the primary components of Baculovirus encoded RNA polymerase, which initiates transcription from late and very late promoters.. . . .

Manes.10G142600.v6.10.7617137 ####### 0.003 down no pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0006952|defense response;GO:0009833|plant-type primary cell wall biogenesis;GO:0009834|plant-type secondary cell wall biogenesis;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.10G142700.v6.10.73334 -0.44745 0.0007 down no pfam08159 NUC153 NUC153 domain. This small domain is found in a a novel nucleolar family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005615|extracellular space;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0044822|poly(A) RNA binding;.

Manes.10G143000.v6.10.2726219 ####### 2E-08 down yes pfam01554 MatE MatE. The MatE domainGO:0006879|cellular iron ion homeostasis;GO:0071369|cellular response to ethylene stimulus;GO:0071281|cellular response to iron ion;GO:0071732|cellular response to nitric oxide;GO:0015746|citrate transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015137|citrate transmembrane transporter activity;GO:0015238|drug transmembrane transporter activity;GO:0005215|transporter activity;.

Manes.10G143600.v6.11.3459456 0.42862 0.0316 up no pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.. . . .

Manes.10G143800.v6.10.4040327 -1.30746 1E-13 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0048437|floral organ development;GO:0046621|negative regulation of organ growth;GO:0051865|protein autoubiquitination;GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0031624|ubiquitin conjugating enzyme binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19045

Manes.10G144000.v6.10.5297673 ####### 5E-09 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.10G144400.v6.14.4588072 2.15666 1E-30 up yes pfam13465 zf-H2C2_2 Zinc-finger double domain.GO:1990058|fruit replum development;GO:0009860|pollen tube growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.10G144600.v6.10.6358313 -0.65328 2E-08 down no pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009543|chloroplast thylakoid lumen;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.10G144700.v6.11.3325787 0.41422 0.0003 up no pfam13639 zf-RING_2 Ring finger domain.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.10G144800.v6.17.6619522 2.94E+00 0.0085 up yes pfam11122 Spore-coat_CotDInner spore coat protein D. This family is conserved in the Enterobacteriaceae family. CotD is an inner spore coat protein that is expressed in the middle phase of mother cell gene expression. Along with CotD, CotH, CotS and CotT it is assumed to assemble into the loose skeleton of the matrix, between the shells of SpoIVA and CotE. Coat proteins do not share much sequence similarity between species, but this does not imply they do not share secondary, tertiary, or quaternary features.. . . .

Manes.10G145200.v6.10.2466704 -2.01934 3E-07 down yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009698|phenylpropanoid metabolic process;. GO:0033809|anthocyanin 6''-O-malonyltransferase activity;.

Manes.10G145600.v6.11.6351122 0.70939 3E-10 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14396

Manes.10G145700.v6.11.369727 0.45389 6E-05 up no pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.10G146300.v6.11.726342 7.88E-01 8E-12 up no pfam01805 Surp Surp module. This domain is also known as the SWAP domain. SWAP stands for Suppressor-of-White-APricot. It has been suggested that these domains may be RNA binding.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0003723|RNA binding;.

Manes.10G146600.v6.10.2256295 ####### 7E-28 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.10G146700.v6.10.7585963 -0.3986 0.4966 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0051554|flavonol metabolic process;GO:0009958|positive gravitropism;GO:0048364|root development;GO:0044550|secondary metabolite biosynthetic process;GO:0080003|thalianol metabolic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0080004|thalian-diol desaturase activity;.

Manes.10G146900.v6.1Inf Inf 0.3951 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.10G147500.v6.11.5980758 6.76E-01 0.123 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K01188

Manes.10G147800.v6.10.5754568 ####### 2E-05 down no pfam12039 DUF3525 Protein of unknown function (DUF3525). This family of proteins is functionally uncharacterized. This protein is found in viruses. Proteins in this family are about 360 amino acids in length.. . . .

Manes.10G148000.v6.11.0721053 0.10045 0.5611 up no pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.10G148100.v6.10.4908201 -1.02673 2E-13 down yes pfam01159 Ribosomal_L6eRibosomal protein L6e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.10G148200.v6.10.4467119 -1.16258 1E-13 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. GO:0009507|chloroplast;GO:0005840|ribosome;GO:0000166|nucleotide binding;GO:0019843|rRNA binding;.

Manes.10G148400.v6.1Inf Inf 2E-09 up yes pfam08657 DASH_Spc34DASH complex subunit Spc34. The DASH complex is a ~10 subunit microtubule-binding complex that is transferred to the kinetochore prior to mitosis. In Saccharomyces cerevisiae DASH forms both rings and spiral structures on microtubules in vitro. Components of the DASH complex, including Dam1, Duo1, Spc34, Dad1 and Ask1, are essential and connect the centromere to the plus end of spindle microtubules.. . . .

Manes.10G148500.v6.15.3491143 2.42E+00 5E-09 up yes pfam13346 ABC2_membrane_5ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.10G148600.v6.14.6372121 2.21E+00 9E-10 up yes pfam10327 7TM_GPCR_SriSerpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.10G148900.v6.1Inf Inf 0.8764 up no pfam00305 LipoxygenaseLipoxygenase. GO:0031408|oxylipin biosynthetic process;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0016165|linoleate 13S-lipoxygenase activity;GO:0046872|metal ion binding;K00454

Manes.10G149000.v6.16.7992199 2.76537 2E-07 up yes pfam00305 LipoxygenaseLipoxygenase. GO:0031408|oxylipin biosynthetic process;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0016165|linoleate 13S-lipoxygenase activity;GO:0046872|metal ion binding;K00454

Manes.10G149200.v6.10.3750354 ####### 4E-25 down yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.10G149600.v6.10.356371 -1.48855 1E-09 down yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0005794|Golgi apparatus;GO:0008422|beta-glucosidase activity;K01188

Manes.10G149900.v6.10.3583733 -1.48046 1E-15 down yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0005794|Golgi apparatus;GO:0008422|beta-glucosidase activity;K01188

Manes.10G150000.v6.15.5544605 2.47365 0.0048 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0033329|kaempferol O-glucoside metabolic process;GO:0033302|quercetin O-glucoside metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0008422|beta-glucosidase activity;K01188

Manes.10G150100.v6.1Inf Inf 0.0335 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.10G150200.v6.164.655812 6.01E+00 2E-140 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0033329|kaempferol O-glucoside metabolic process;GO:0033302|quercetin O-glucoside metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0008422|beta-glucosidase activity;K01188

Manes.10G150300.v6.1Inf Inf 0.0643 up no pfam01227 GTP_cyclohydroIGTP cyclohydrolase I. This family includes GTP cyclohydrolase enzymes and a family of related bacterial proteins.. . . .

Manes.10G150400.v6.10.5838284 -0.77638 3E-05 down no pfam04438 zf-HIT HIT zinc finger. This presumed zinc finger contains up to 6 cysteine residues that could coordinate zinc. The domain is named after the HIT protein. This domain is also found in the Thyroid receptor interacting protein 3 (TRIP-3), which specifically interacts with the ligand binding domain of the thyroid receptor.GO:0042254|ribosome biogenesis;. GO:0046872|metal ion binding;.

Manes.10G150500.v6.122.077029 4.46447 4E-07 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.10G150700.v6.12.0950618 1.07E+00 1E-09 up yes pfam01494 FAD_binding_3FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0009688|abscisic acid biosynthetic process;GO:0050891|multicellular organismal water homeostasis;GO:0009414|response to water deprivation;GO:0016123|xanthophyll biosynthetic process;GO:0031969|chloroplast membrane;GO:0009535|chloroplast thylakoid membrane;GO:0052663|antheraxanthin epoxidase activity;GO:0009540|zeaxanthin epoxidase [overall] activity;GO:0052662|zeaxanthin epoxidase activity;K09838

Manes.10G150800.v6.12.5752307 1.36E+00 8E-33 up yes pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.. . . .

Manes.10G151600.v6.16.0109384 2.58759 7E-38 up yes pfam02364 Glucan_synthase1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0008360|regulation of cell shape;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0009504|cell plate;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003843|1,3-beta-D-glucan synthase activity;.

Manes.10G151700.v6.15.7144115 2.5146 2E-44 up yes pfam14288 FKS1_dom1 1,3-beta-glucan synthase subunit FKS1, domain-1. The FKS1_dom1 domain is likely to be the 'Class I' region just N-terminal to the first set of transmembrane helices that is involved in 1,3-beta-glucan synthesis itself. This family is found on proteins with family Glucan_synthase, pfam02364.GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0008360|regulation of cell shape;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.10G151800.v6.11.7125346 0.77613 4E-08 up no pfam00213 OSCP ATP synthase delta (OSCP) subunit. The ATP D subunit from Escherichia coli is the same as the OSCP subunit which is this family. The ATP D subunit from metazoa are found in family pfam00401.. . . .

Manes.10G152000.v6.11.4747415 0.56046 3E-06 up no pfam00285 Citrate_synt Citrate synthase.GO:0044262|cellular carbohydrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005759|mitochondrial matrix;GO:0004108|citrate (Si)-synthase activity;.

Manes.10G152300.v6.113.143023 3.71623 2E-21 up yes pfam13261 DUF4052 Protein of unknown function (DUF4052). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 220 amino acids in length.. . . .

Manes.10G152500.v6.12.0055546 1.004 0.0011 up yes pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.. . . .

Manes.10G152800.v6.135.102478 5.13E+00 5E-13 up yes pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.10G152900.v6.12.7015562 1.43379 4E-07 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.10G153200.v6.10.2848176 ####### 4E-06 down yes pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.10G153700.v6.10.4054331 -1.30246 4E-25 down yes pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.11G000100.v6.1Inf Inf 0.8764 up no pfam05627 AvrRpt-cleavageCleavage site for pathogenic type III effector avirulence factor Avr. This domain is conserved in small families of otherwise unrelated proteins in both mono-cots and di-cots, suggesting that it has a conserved, plant-specific function. It is found both in the plant RIN4 (resistance R membrane-bound host-target protein) where it appears to contribute to the binding of the protein to both RCS (AvrRpt2 auto-cleavage site) and AvrB, the virulence factor from the infecting bacterium. The cleavage site for the AvrRpt2 avirulence protein would appear to be the sequence motifs VPQFGDW and LPKFGEW, both of which are highly conserved within the domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0009816|defense response to bacterium, incompatible interaction;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0009626|plant-type hypersensitive response;GO:0006468|protein phosphorylation;GO:0002237|response to molecule of bacterial origin;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. K13456

Manes.11G000200.v6.10.4669305 -1.09872 2E-08 down yes pfam00350 Dynamin_N Dynamin family.GO:1990090|cellular response to nerve growth factor stimulus;GO:0032456|endocytic recycling;GO:0006897|endocytosis;GO:0006886|intracellular protein transport;GO:0031175|neuron projection development;GO:2001137|positive regulation of endocytic recycling;GO:1901741|positive regulation of myoblast fusion;GO:0031901|early endosome membrane;GO:0010008|endosome membrane;GO:0005886|plasma membrane;GO:0055038|recycling endosome membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0005525|GTP binding;K12483

Manes.11G000400.v6.11.3965335 4.82E-01 2E-05 up no pfam00781 DAGK_cat Diacylglycerol kinase catalytic domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. The catalytic domain is assumed from the finding of bacterial homologues. YegS is the Escherichia coli protein in this family whose crystal structure reveals an active site in the inter-domain cleft formed by four conserved sequence motifs, revealing a novel metal-binding site. The residues of this site are conserved across the family.GO:0030148|sphingolipid biosynthetic process;. GO:0005524|ATP binding;GO:0017050|D-erythro-sphingosine kinase activity;.

Manes.11G000600.v6.11.3123969 0.3922 0.0005 up no pfam02897 Peptidase_S9_NProlyl oligopeptidase, N-terminal beta-propeller domain. This unusual 7-stranded beta-propeller domain protects the catalytic triad of prolyl oligopeptidase (see pfam00326), excluding larger peptides and proteins from proteolysis in the cytosol.. . GO:0004252|serine-type endopeptidase activity;GO:0070008|serine-type exopeptidase activity;.

Manes.11G000800.v6.10.6305981 -0.66521 0.0702 down no pfam03302 VSP Giardia variant-specific surface protein.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0005829|cytosol;GO:0008469|histone-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;K11437



Manes.11G000900.v6.10.4874606 -1.03664 3E-14 down yes pfam01459 Porin_3 Eukaryotic porin.GO:0006811|ion transport;GO:0006626|protein targeting to mitochondrion;GO:0071806|protein transmembrane transport;GO:0005743|mitochondrial inner membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0046930|pore complex;GO:0005774|vacuolar membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;GO:0015288|porin activity;K11518

Manes.11G001200.v6.10.8493684 -0.23554 0.0549 down no pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005576|extracellular region;GO:0042470|melanosome;GO:0033018|sarcoplasmic reticulum lumen;GO:0005509|calcium ion binding;.

Manes.11G001400.v6.10.6223836 -0.68412 0.0149 down no pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.11G001500.v6.1NA NA NA -- no pfam10998 DUF2838 Protein of unknown function (DUF2838). This bacterial family of proteins has no known function.. . . .

Manes.11G001700.v6.10.9003535 -0.15144 1 down no pfam00112 Peptidase_C1Papain family cysteine protease.. . . .

Manes.11G001800.v6.11.5206292 0.60467 2E-06 up no pfam07479 NAD_Gly3P_dh_CNAD-dependent glycerol-3-phosphate dehydrogenase C-terminus. NAD-dependent glycerol-3-phosphate dehydrogenase (GPDH) catalyses the interconversion of dihydroxyacetone phosphate and L-glycerol-3-phosphate. This family represents the C-terminal substrate-binding domain.GO:0005975|carbohydrate metabolic process;GO:0046168|glycerol-3-phosphate catabolic process;GO:0005829|cytosol;GO:0009331|glycerol-3-phosphate dehydrogenase complex;GO:0004367|glycerol-3-phosphate dehydrogenase [NAD+] activity;GO:0051287|NAD binding;K00006

Manes.11G002200.v6.11.5601069 0.64164 3E-07 up no pfam13704 Glyco_tranf_2_4Glycosyl transferase family 2. Members of this family of prokaryotic proteins include putative glucosyltransferases,GO:0009738|abscisic acid-activated signaling pathway;GO:0007049|cell cycle;GO:0030154|cell differentiation;GO:0051301|cell division;GO:0071482|cellular response to light stimulus;GO:0030244|cellulose biosynthetic process;GO:0010215|cellulose microfibril organization;GO:0060560|developmental growth involved in morphogenesis;GO:0010078|maintenance of root meristem identity;GO:0009831|plant-type cell wall modification involved in multidimensional cell growth;GO:0009663|plasmodesma organization;GO:0040008|regulation of growth;GO:2001009|regulation of plant-type cell wall cellulose biosynthetic process;GO:0009737|response to abscisic acid;GO:0009749|response to glucose;GO:0009416|response to light stimulus;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005768|endosome;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005543|phospholipid binding;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.11G002300.v6.10.98675 -0.01924 0.935 down no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0005634|nucleus;GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;K11841

Manes.11G002500.v6.10.3921649 -1.35047 0.0006 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.11G002600.v6.114.500936 3.85807 5E-18 up yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.11G002700.v6.11.7643522 0.81914 1E-06 up no pfam09811 Yae1_N Essential protein Yae1, N terminal. Members of this family are found in the N terminal region of the essential protein Yae1. Their exact function has not, as yet, been determined. The family DUF1715, pfam08215 has now been merged into this family.. . . .

Manes.11G002900.v6.10.7713455 ####### 0.0016 down no pfam14559 TPR_19 Tetratricopeptide repeat.. . . .

Manes.11G003000.v6.10.5571189 ####### 0.0108 down no pfam08268 FBA_3 F-box associated domain.. . . .

Manes.11G003600.v6.10.6546053 ####### 0.029 down no pfam01602 Adaptin_N Adaptin N terminal region. This family consists of the N terminal region of various alpha, beta and gamma subunits of the AP-1, AP-2 and AP-3 adaptor protein complexes. The adaptor protein (AP) complexes are involved in the formation of clathrin-coated pits and vesicles. The N-terminal region of the various adaptor proteins (APs) is constant by comparison to the C-terminal which is variable within members of the AP-2 family; and it has been proposed that this constant region interacts with another uniform component of the coated vesicles.. GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.11G004400.v6.13.4961409 1.80576 7E-07 up yes pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.. . GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.11G005000.v6.10.4146331 -1.27009 3E-06 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.GO:0009821|alkaloid biosynthetic process;. GO:0042802|identical protein binding;GO:0008171|O-methyltransferase activity;.

Manes.11G005400.v6.13.708968 1.89102 2E-06 up yes pfam07422 s48_45 Sexual stage antigen s48/45 domain. This family contains sexual stage s48/45 antigens from Plasmodium (approximately 450 residues long). These are surface proteins expressed by Plasmodium male and female gametes that have been shown to play a conserved and important role in fertilisation. This domain contains 6 conserved cysteines suggesting 3 disulphide bridges.. . . .

Manes.11G006000.v6.12.1463705 1.10E+00 6E-09 up yes pfam13369 Transglut_core2Transglutaminase-like superfamily.. . . .

Manes.11G006200.v6.10.3404609 ####### 7E-27 down yes pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G006600.v6.15.7513981 2.52E+00 0.2309 up no pfam01094 ANF_receptorReceptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.11G006700.v6.10.2424194 ####### 3E-07 down yes pfam01094 ANF_receptorReceptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.11G006900.v6.10.6379218 -0.64855 0.0133 down no pfam01353 GFP Green fluorescent protein.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G007000.v6.12.8286814 1.50013 2E-05 up yes pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).GO:0071482|cellular response to light stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0051091|positive regulation of sequence-specific DNA binding transcription factor activity;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.11G007300.v6.11.2215509 2.89E-01 0.4938 up no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005451|monovalent cation:proton antiporter activity;.

Manes.11G007600.v6.13.055818 1.61156 1E-04 up yes pfam14918 MTBP_N MDM2-binding. MTBP, or MDM2-binding protein, binds to MDM2. The MDM2 protein, through its interaction with p53, plays an important role in the regulation of the G1 checkpoint of the cell cycle. MTBP promotes MDM2-mediated ubiquitination and degradation of p53 and also MDM2 stabilisation in an MDM2 RING finger-dependent manner. MTBP differentially regulates the E3 ubiquitin ligase activity of MDM2 towards two of its most critical targets (itself and p53) and in doing so significantly contributes to MDM2-dependent p53 homeostasis in unstressed cells. MTBP inhibits cancer cell migration by interacting with a protein involved in cell motility. This motility protein is alpha-actinin-4 (ACTN4). It is unclear which regions of MTBP interact with which binding-partner. See PF14919, PF14920.. . . .

Manes.11G007800.v6.10.7631492 -0.38996 0.8753 down no pfam04759 DUF617 Protein of unknown function, DUF617. This family represents a conserved region in a number of uncharacterized plant proteins.GO:0009658|chloroplast organization;GO:0010274|hydrotropism;GO:0032541|cortical endoplasmic reticulum;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016020|membrane;. .

Manes.11G007900.v6.14.7910123 2.26E+00 4E-06 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G008100.v6.12.740696 1.45454 6E-28 up yes pfam01633 Choline_kinaseCholine/ethanolamine kinase. Choline kinase catalyses the committed step in the synthesis of phosphatidylcholine by the CDP-choline pathway. This alignment covers the protein kinase portion of the protein. The divergence of this family makes it very difficult to create a model that specifically predicts choline/ethanolamine kinases only.. . GO:0005524|ATP binding;GO:0004103|choline kinase activity;K14156

Manes.11G008200.v6.10.4481849 ####### 4E-10 down yes pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.11G008700.v6.13.6010473 1.84842 0.0012 up yes pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.GO:0006952|defense response;GO:0005576|extracellular region;GO:0004869|cysteine-type endopeptidase inhibitor activity;.

Manes.11G008900.v6.1Inf Inf 0.4066 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G009000.v6.1Inf Inf 0.2166 up no pfam03254 XG_FTase Xyloglucan fucosyltransferase. Plant cell walls are crucial for development, signal transduction, and disease resistance in plants. Cell walls are made of cellulose, hemicelluloses, and pectins. Xyloglucan (XG), the principal load-bearing hemicellulose of dicotyledonous plants, has a terminal fucosyl residue. This fucosyltransferase adds this residue.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0006486|protein glycosylation;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0008107|galactoside 2-alpha-L-fucosyltransferase activity;.

Manes.11G009900.v6.11.5559298 0.63778 4E-05 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.11G010000.v6.11.8711668 9.04E-01 2E-13 up no pfam03810 IBN_N Importin-beta N-terminal domain.GO:0006886|intracellular protein transport;GO:0005737|cytoplasm;GO:0005634|nucleus;. K18460

Manes.11G010100.v6.10.6163997 -0.69806 6E-05 down no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.11G010200.v6.10.4647551 ####### 8E-13 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.11G010500.v6.10.7361245 -0.44198 0.0056 down no pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.. . . .

Manes.11G010900.v6.123.612698 4.56149 1E-09 up yes pfam01764 Lipase_3 Lipase (class 3).. . . .

Manes.11G011100.v6.10.0936326 -3.41684 2E-41 down yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0004806|triglyceride lipase activity;.

Manes.11G011200.v6.16.1739078 2.63E+00 3E-11 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0004806|triglyceride lipase activity;.

Manes.11G011300.v6.10.2922543 ####### 4E-31 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.11G011400.v6.10.9290488 ####### 0.3725 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0030163|protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0000502|proteasome complex;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K03061

Manes.11G011700.v6.10.5446593 -0.87657 2E-10 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.11G011800.v6.180.155336 6.32473 3E-13 up yes pfam09190 DALR_2 DALR domain. This DALR domain is found in cysteinyl-tRNA-synthetases.. . . .

Manes.11G012500.v6.10.3774168 ####### 7E-32 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.11G012600.v6.10.6631977 ####### 1E-06 down no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005768|endosome;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.11G012700.v6.11.3756485 0.46011 6E-05 up no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0042853|L-alanine catabolic process;GO:0001666|response to hypoxia;GO:0005739|mitochondrion;GO:0004021|L-alanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00814

Manes.11G012900.v6.10.5890527 ####### 0.0002 down no pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.11G013100.v6.11.9014241 9.27E-01 6E-16 up no pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0010256|endomembrane system organization;GO:0046854|phosphatidylinositol phosphorylation;GO:0009555|pollen development;GO:0090332|stomatal closure;GO:0007033|vacuole organization;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005739|mitochondrion;GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00921

Manes.11G014000.v6.1#NAME? #NAME? 0.6515 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009817|defense response to fungus, incompatible interaction;GO:0009866|induced systemic resistance, ethylene mediated signaling pathway;GO:0009871|jasmonic acid and ethylene-dependent systemic resistance, ethylene mediated signaling pathway;GO:0016042|lipid catabolic process;GO:0009620|response to fungus;GO:0009751|response to salicylic acid;GO:0009627|systemic acquired resistance;GO:0005615|extracellular space;GO:0005622|intracellular;GO:0016298|lipase activity;.

Manes.11G014700.v6.112.370685 3.63E+00 0.0007 up yes pfam00318 Ribosomal_S2Ribosomal protein S2.GO:0000028|ribosomal small subunit assembly;GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;.

Manes.11G014800.v6.143.012598 5.42669 2E-135 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0005737|cytoplasm;. K13993

Manes.11G015600.v6.1Inf Inf 0.0111 up yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0010315|auxin efflux;GO:0009926|auxin polar transport;GO:0060918|auxin transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010160|formation of organ boundary;GO:0048527|lateral root development;GO:0009640|photomorphogenesis;GO:0009958|positive gravitropism;GO:0008361|regulation of cell size;GO:0009733|response to auxin;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0009639|response to red or far red light;GO:0048364|root development;GO:0048443|stamen development;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.11G015700.v6.11.8411778 0.88063 2E-05 up no pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.11G016100.v6.12.4557615 1.29617 6E-28 up yes pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0042742|defense response to bacterium;GO:0050665|hydrogen peroxide biosynthetic process;GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0010181|FMN binding;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;K11517

Manes.11G016200.v6.12.5765865 1.37E+00 6E-21 up yes pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0042742|defense response to bacterium;GO:0050665|hydrogen peroxide biosynthetic process;GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0010181|FMN binding;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;K11517

Manes.11G016500.v6.10.5968838 ####### 2E-08 down no pfam13424 TPR_12 Tetratricopeptide repeat.. GO:0031969|chloroplast membrane;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. .

Manes.11G017000.v6.10.533562 ####### 2E-10 down no pfam06814 Lung_7-TM_RLung seven transmembrane receptor. This family represents a conserved region with eukaryotic lung seven transmembrane receptors and related proteins.. GO:0016021|integral component of membrane;. .

Manes.11G017200.v6.10.2831306 -1.82046 2E-10 down yes pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.. . . .

Manes.11G017300.v6.12.8506758 1.5113 7E-33 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0019369|arachidonic acid metabolic process;GO:0007596|blood coagulation;GO:0046340|diacylglycerol catabolic process;GO:0071926|endocannabinoid signaling pathway;GO:0007405|neuroblast proliferation;GO:0042136|neurotransmitter biosynthetic process;GO:0030168|platelet activation;GO:0098588|bounding membrane of organelle;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0043196|varicosity;GO:0016298|lipase activity;GO:0046872|metal ion binding;K13806

Manes.11G017800.v6.17.944716 2.99 5E-32 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. . GO:0004029|aldehyde dehydrogenase (NAD) activity;.

Manes.11G017900.v6.15.8019206 2.54E+00 2E-55 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;K14085

Manes.11G018300.v6.1Inf Inf 0.4066 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.11G018400.v6.16.0172746 2.58911 3E-58 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;K14085

Manes.11G018500.v6.1Inf Inf 0.8764 up no pfam08435 Calici_coat_CCalicivirus coat protein C-terminal. This is the calicivirus coat protein (pfam00915) C-terminal region.. . . .

Manes.11G018700.v6.10.4983672 ####### 0.0018 down yes pfam01500 Keratin_B2 Keratin, high sulfur B2 protein. High sulfur proteins are cysteine-rich proteins synthesized during the differentiation of hair matrix cells, and form hair fibres in association with hair keratin intermediate filaments. This family has been divided up into four regions, with the second region containing 8 copies of a short repeat. This family is also known as B2 or KAP1.GO:0007186|G-protein coupled receptor signaling pathway;GO:0009737|response to abscisic acid;GO:0005834|heterotrimeric G-protein complex;GO:0005886|plasma membrane;GO:0004871|signal transducer activity;.

Manes.11G018800.v6.1NA NA NA -- no pfam00078 RVT_1 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses.. GO:0005739|mitochondrion;. .

Manes.11G019500.v6.12.8492768 1.5106 6E-15 up yes pfam13328 HD_4 HD domain. HD domains are metal dependent phosphohydrolases.GO:0015969|guanosine tetraphosphate metabolic process;GO:0042594|response to starvation;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0008728|GTP diphosphokinase activity;GO:0008893|guanosine-3',5'-bis(diphosphate) 3'-diphosphatase activity;GO:0016301|kinase activity;.

Manes.11G020000.v6.10.5269731 -0.9242 1E-13 down no pfam04446 Thg1 tRNAHis guanylyltransferase. The Thg1 protein from Saccharomyces cerevisiae is responsible for adding a GMP residue to the 5' end of tRNA His. The catalytic domain Thg1 contains a RRM (ferredoxin) fold palm domain, just like the viral RNA-dependent RNA polymerases, reverse transcriptases, family A and B DNA polymerases, adenylyl cyclases, diguanylate cyclases (GGDEF domain) and the predicted polymerase of the CRISPR system. Thg1 possesses an active site with three acidic residues that chelate Mg++ cations. Thg1 catalyzes polymerization similar to the 5'-3' polymerases.GO:0006400|tRNA modification;GO:0005654|nucleoplasm;GO:0005525|GTP binding;GO:0000287|magnesium ion binding;GO:0008193|tRNA guanylyltransferase activity;K10761

Manes.11G020100.v6.10.0431214 -4.53545 1E-52 down yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0009734|auxin-activated signaling pathway;GO:0048046|apoplast;GO:0005618|cell wall;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.11G020300.v6.10.1995324 ####### 6E-12 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.11G020500.v6.11.4709378 5.57E-01 0.0009 up no pfam04110 APG12 Ubiquitin-like autophagy protein Apg12. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. The Apg12 system is one of the ubiquitin-like protein conjugation systems conserved in eukaryotes. It was first discovered in yeast during systematic analyses of the apg mutants defective in autophagy. Covalent attachment of Apg12-Apg5 is essential for autophagy.GO:0000045|autophagosome assembly;GO:0015031|protein transport;GO:0005737|cytoplasm;. K08336

Manes.11G020700.v6.11.7348546 7.95E-01 4E-12 up no pfam03847 TFIID_20kDaTranscription initiation factor TFIID subunit A.GO:0006352|DNA-templated transcription, initiation;GO:0006355|regulation of transcription, DNA-templated;GO:0005669|transcription factor TFIID complex;. .

Manes.11G020800.v6.10.5277555 -0.92206 1E-05 down no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.11G021300.v6.10.4975243 -1.00716 2E-11 down yes pfam13460 NAD_binding_10NADH(P)-binding.. . . .

Manes.11G022100.v6.10.7858871 ####### 0.0186 down no pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0006071|glycerol metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0008374|O-acyltransferase activity;GO:0046027|phospholipid:diacylglycerol acyltransferase activity;K00679

Manes.11G022200.v6.11.4189618 0.50484 9E-06 up no pfam06741 LsmAD LsmAD domain. This domain is found associated with Lsm domain.GO:0010603|regulation of cytoplasmic mRNA processing body assembly;GO:0034063|stress granule assembly;GO:0010494|cytoplasmic stress granule;GO:0044822|poly(A) RNA binding;.

Manes.11G023300.v6.12.9058508 1.53896 4E-39 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.11G023900.v6.11.5457282 0.62829 4E-08 up no pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.11G024100.v6.1Inf Inf 0.4066 up no pfam10577 UPF0560 Uncharacterized protein family UPF0560. This family of proteins has no known function.. . . .

Manes.11G024200.v6.10.8104789 -0.30315 0.3716 down no pfam01217 Clat_adaptor_sClathrin adaptor complex small chain.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0030663|COPI-coated vesicle membrane;. .

Manes.11G024400.v6.10.6099262 ####### 3E-07 down no pfam13967 RSN1_TM Late exocytosis, associated with Golgi transport. This family represents the first three transmembrane regions of 11-TM proteins involved in vesicle transport. In S. cerevisiae these proteins are members of the yeast facilitator superfamily and are integral membrane proteins localized to the cell periphery, in particular to the bud-neck region. The distribution is consistent with a role in late exocytosis which is in agreement with the proteins' ability to substitute for the function of Sro7p, required for the sorting of the protein Enap1 into Golgi-derived vesicles destined for the cell surface.. . . .

Manes.11G024600.v6.10.6150674 -0.70118 0.0007 down no pfam01137 RTC RNA 3'-terminal phosphate cyclase. RNA cyclases are a family of RNA-modifying enzymes that are conserved in all cellular organisms. They catalyse the ATP-dependent conversion of the 3'-phosphate to the 2',3'-cyclic phosphodiester at the end of RNA, in a reaction involving formation of the covalent AMP-cyclase intermediate. The structure of RTC demonstrates that RTCs are comprised two domain. The larger domain contains an insert domain of approximately 100 amino acids.. GO:0005634|nucleus;. .

Manes.11G025900.v6.12.4048402 1.27E+00 1E-23 up yes pfam07544 Med9 RNA polymerase II transcription mediator complex subunit 9. This family of Med9 proteins is conserved in yeasts. It forms part of the middle region of Mediator. Med9 has two functional domains. The species-specific amino-terminal half (aa 1-63) plays a regulatory role in transcriptional regulation, whereas this well-conserved carboxy-terminal half (aa 64-149) has a more fundamental function involved in direct binding to the amino-terminal portions of Med4 and Med7 and the assembly of Med9 into the Middle module. Also, some unidentified factor(s) in med9 extracts may impact the binding of TFIID to the promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.11G026000.v6.1#NAME? #NAME? 1 down no pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.11G026100.v6.10.2718298 ####### 2E-16 down yes pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0046686|response to cadmium ion;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;K04077

Manes.11G026300.v6.10.5585302 ####### 3E-08 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G026900.v6.10.109174 ####### 2E-125 down yes pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.



Manes.11G027000.v6.10.8188024 -0.28841 0.0155 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0010501|RNA secondary structure unwinding;GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K12823

Manes.11G027300.v6.11.6963078 0.7624 2E-11 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.11G027400.v6.10.2184559 -2.19459 0.132 down no pfam11014 DUF2852 Protein of unknown function (DUF2852). This bacterial family of proteins has no known function.. . . .

Manes.11G027500.v6.14.6203803 2.21E+00 1E-80 up yes pfam13499 EF-hand_7 EF-hand domain pair.GO:0042538|hyperosmotic salinity response;GO:2000021|regulation of ion homeostasis;GO:0043266|regulation of potassium ion transport;GO:0005737|cytoplasm;GO:0005768|endosome;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;.

Manes.11G027700.v6.13.9920486 2.00E+00 9E-58 up yes pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.11G027800.v6.14.642388 2.21487 8E-28 up yes pfam07760 DUF1616 Protein of unknown function (DUF1616). This is a family of sequences from hypothetical archaeal proteins. The region in question is approximately 330 amino acid residues long.. . . .

Manes.11G028600.v6.16.05711 2.59863 2E-80 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G028700.v6.11.7361232 0.79587 3E-12 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0009506|plasmodesma;GO:0005516|calmodulin binding;GO:0004197|cysteine-type endopeptidase activity;GO:0036459|ubiquitinyl hydrolase activity;.

Manes.11G028800.v6.12.0568456 1.04E+00 1E-09 up yes pfam08418 Pol_alpha_B_NDNA polymerase alpha subunit B N-terminal. This is the eukaryotic DNA polymerase alpha subunit B N-terminal domain which is involved in complex formation. Also see pfam04058.. . . .

Manes.11G029200.v6.10.6256786 -0.67651 2E-05 down no pfam04547 Anoctamin Calcium-activated chloride channel. The family carries eight putative transmembrane domains, and, although it has no similarity to other known channel proteins, it is clearly a calcium-activated ionic channel. It is expressed in various secretory epithelia, the retina and sensory neurons, and mediates receptor-activated chloride currents in diverse physiological processes.. GO:0034707|chloride channel complex;GO:0005254|chloride channel activity;.

Manes.11G029600.v6.10.3386832 ####### 1E-13 down yes pfam05958 tRNA_U5-meth_trtRNA (Uracil-5-)-methyltransferase. This family consists of (Uracil-5-)-methyltransferases EC:2.1.1.35 from bacteria, archaea and eukaryotes. A 5-methyluridine (m(5)U) residue at position 54 is a conserved feature of bacterial and eukaryotic tRNAs. The methylation of U54 is catalysed by the tRNA(m5U54)methyltransferase, which in Saccharomyces cerevisiae is encoded by the nonessential TRM2 gene. It is thought that tRNA modification enzymes might have a role in tRNA maturation not necessarily linked to their known catalytic activity.GO:0006396|RNA processing;. GO:0051539|4 iron, 4 sulfur cluster binding;GO:0046872|metal ion binding;GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;K03215

Manes.11G029800.v6.15.1647299 2.36869 0.0019 up yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G031200.v6.10.4386276 ####### 2E-18 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0048046|apoplast;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.11G031600.v6.10.4279987 -1.22432 2E-14 down yes pfam13481 AAA_25 AAA domain. This AAA domain is found in a wide variety of presumed DNA repair proteins.GO:0006281|DNA repair;. GO:0005524|ATP binding;GO:0003684|damaged DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0046872|metal ion binding;K04485

Manes.11G031800.v6.10.5210753 ####### 2E-07 down no pfam00675 Peptidase_M16Insulinase (Peptidase family M16).. GO:0005743|mitochondrial inner membrane;GO:0070469|respiratory chain;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;GO:0008121|ubiquinol-cytochrome-c reductase activity;K01412

Manes.11G032300.v6.10.2897135 -1.7873 0.0014 down yes pfam12592 DUF3763 Protein of unknown function (DUF3763). This domain family is found in bacteria, and is approximately 60 amino acids in length. The family is found in association with pfam07728. There is a single completely conserved residue F that may be functionally important.. . . .

Manes.11G032400.v6.10.1001667 -3.31952 0.033 down yes pfam08438 MMR_HSR1_CGTPase of unknown function C-terminal. This domain is found at the C-terminus of pfam01926 in archaeal and eukaryotic GTP-binding proteins. The C-terminal domain of the GTP-binding proteins is necessary for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotides.. . . .

Manes.11G032500.v6.10.3942592 -1.34278 6E-05 down yes pfam07343 DUF1475 Protein of unknown function (DUF1475). This family consists of several hypothetical plant proteins of around 250 residues in length. Members of this family seem to be found exclusively in Arabidopsis thaliana. The function of this family is unknown.. . . .

Manes.11G032700.v6.10.405567 ####### 0.0327 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.11G032800.v6.10.481185 -1.05534 6E-06 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.11G033200.v6.10.475344 -1.07296 3E-11 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0031348|negative regulation of defense response;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G033500.v6.10.4383417 -1.18987 2E-16 down yes pfam14500 MMS19_N Dos2-interacting transcription regulator of RNA-Pol-II. This domain, along with the C-terminal part, pfam12460, is an essential component of a silencing complex in fission yeast that contains Dos2, Rik1, Mms19 and Cdc20 (the catalytic subunit of DNA polymerase-epsilon). This complex regulates RNA polymerase II (RNA Pol II) activity in heterochromatin and is required for DNA replication and heterochromatin assembly.GO:0006974|cellular response to DNA damage stimulus;GO:0006259|DNA metabolic process;GO:0006281|DNA repair;GO:0016226|iron-sulfur cluster assembly;GO:0006351|transcription, DNA-templated;GO:0097361|CIA complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;. K15075

Manes.11G033800.v6.10.141766 -2.81842 3E-05 down yes pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004871|signal transducer activity;.

Manes.11G033900.v6.12.1228608 1.09E+00 4E-18 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G034000.v6.10.8598784 -0.2178 0.0615 down no pfam03949 Malic_M Malic enzyme, NAD binding domain.GO:0006633|fatty acid biosynthetic process;GO:0006108|malate metabolic process;GO:0051289|protein homotetramerization;GO:0009507|chloroplast;GO:0050897|cobalt ion binding;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K00029

Manes.11G034100.v6.13.7618237 1.91E+00 0.011 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0006855|drug transmembrane transport;GO:0015850|organic hydroxy compound transport;GO:1901140|p-coumaryl alcohol transport;GO:1901141|regulation of lignin biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G034300.v6.10.6088082 ####### 0.0022 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.11G034500.v6.16.1075703 2.6106 4E-45 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.11G034700.v6.10.3636697 -1.4593 3E-10 down yes pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.11G035000.v6.10.4341428 ####### 1E-09 down yes pfam05172 Nup35_RRMNup53/35/40-type RNA recognition motif. Members of this family belong to the nucleor pore complex, NPC, the only gateway between the nucleus and the cytoplasm. The NPC consists of several subcomplexes each one of which is made up of multiple copies of several individual Nup, Nic or Sec protein subunits. In yeast, this Nup or nucleoporin subunit is numbered Nup53, Nup40 in Schizo. pombe and in vertebrates as Nup35. This subunit forms part of the inner ring within the membrane and interacts directly with Nup-Ndc1, considered to be an anchor for the NPC in the pore membrane. This region of the Nup is the RNA-recognition region.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0055085|transmembrane transport;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;. K14313

Manes.11G035100.v6.10.5852569 ####### 0.0013 down no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G035300.v6.12.3445067 1.22928 0.1319 up no pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.11G036100.v6.10.6014908 ####### 0.0008 down no pfam07766 LETM1 LETM1-like protein. Members of this family are inner mitochondrial membrane proteins which play a role in potassium and hydrogen ion exchange. Deletion of LETM1 is thought to be involved in the development of Wolf-Hirschhorn syndrome in humans.. . . .

Manes.11G036400.v6.10.4673706 ####### 4E-11 down yes pfam00111 Fer2 2Fe-2S iron-sulfur cluster binding domain.. . . .

Manes.11G036700.v6.10.7916476 -0.33707 0.0145 down no pfam00559 Vif Retroviral Vif (Viral infectivity) protein. Human immunodeficiency virus type 1 (HIV-1) Vif is required for productive infection of T lymphocytes and macrophages. Virions produced in the absence of Vif have abnormal core morphology and those produced in primary T cells carry immature core proteins and low levels of mature capsid.. . . .

Manes.11G036800.v6.10.5429641 -0.88107 2E-13 down no pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.11G037400.v6.10.4273122 -1.22664 2E-18 down yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0090410|malonate catabolic process;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0090409|malonyl-CoA synthetase activity;K18660

Manes.11G037500.v6.12.2678725 1.18134 5E-07 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0031969|chloroplast membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0005802|trans-Golgi network;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.11G037700.v6.10.7979621 ####### 0.0105 down no pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. .

Manes.11G037800.v6.10.3974761 -1.33106 2E-14 down yes pfam01852 START START domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;.

Manes.11G037900.v6.10.4249658 ####### 4E-06 down yes pfam00389 2-Hacid_dh D-isomer specific 2-hydroxyacid dehydrogenase, catalytic domain. This family represents the largest portion of the catalytic domain of 2-hydroxyacid dehydrogenases as the NAD binding domain is inserted within the structural domain.GO:0055114|oxidation-reduction process;. GO:0047995|hydroxyphenylpyruvate reductase activity;GO:0051287|NAD binding;.

Manes.11G039700.v6.1Inf Inf 0.8764 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.11G040200.v6.10.53698 -0.89706 0.0066 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.11G040300.v6.1Inf Inf 0.2166 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G040500.v6.1Inf Inf 0.0611 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0005737|cytoplasm;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.11G041400.v6.1Inf Inf 0.8764 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G041700.v6.1Inf Inf 0.1921 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G042900.v6.11.1075425 0.14736 0.3663 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G043300.v6.10.7965984 -0.32808 0.0368 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G044000.v6.10.6709519 -0.57572 2E-06 down no pfam01189 Nol1_Nop2_FmuNOL1/NOP2/sun family.GO:0008284|positive regulation of cell proliferation;GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0044822|poly(A) RNA binding;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K14835

Manes.11G044600.v6.10.193954 -2.36621 8E-17 down yes pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.11G044800.v6.10.0769425 -3.70007 8E-19 down yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.11G045200.v6.12.4238115 1.27728 2E-09 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:1903826|arginine transmembrane transport;GO:0006972|hyperosmotic response;GO:0043091|L-arginine import;GO:0089709|L-histidine transmembrane transport;GO:1903401|L-lysine transmembrane transport;GO:1903352|L-ornithine transmembrane transport;GO:0006561|proline biosynthetic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0015181|arginine transmembrane transporter activity;GO:0005290|L-histidine transmembrane transporter activity;GO:0015189|L-lysine transmembrane transporter activity;GO:0000064|L-ornithine transmembrane transporter activity;K15109

Manes.11G045500.v6.12.5786132 1.3666 0.1022 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G046500.v6.10.1045367 -3.25792 0.0559 down no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.11G046700.v6.11.3134178 0.39333 0.001 up no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.11G047700.v6.10.9505137 -0.07322 0.64 down no pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.11G047800.v6.10.4697312 -1.09009 4E-20 down yes pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0016363|nuclear matrix;GO:0003677|DNA binding;.

Manes.11G048600.v6.10.9722445 -0.04061 0.7159 down no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . . .

Manes.11G049100.v6.10.6317602 -0.66255 8E-05 down no pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0042742|defense response to bacterium;GO:0009266|response to temperature stimulus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;K11251

Manes.11G049300.v6.11.7912672 0.84098 2E-13 up no pfam03219 TLC TLC ATP/ADP transporter.. GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005471|ATP:ADP antiporter activity;K03301

Manes.11G049400.v6.10.2579709 ####### 5E-24 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0043481|anthocyanin accumulation in tissues in response to UV light;GO:0009785|blue light signaling pathway;GO:0009932|cell tip growth;GO:0009825|multidimensional cell growth;GO:0009638|phototropism;GO:0009832|plant-type cell wall biogenesis;GO:0009664|plant-type cell wall organization;GO:0000271|polysaccharide biosynthetic process;GO:0046777|protein autophosphorylation;GO:0016567|protein ubiquitination;GO:0010817|regulation of hormone levels;GO:0010155|regulation of proton transport;GO:0048767|root hair elongation;. . .

Manes.11G049700.v6.10.3927831 -1.3482 7E-05 down yes pfam00916 Sulfate_transpSulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0015116|sulfate transmembrane transporter activity;.

Manes.11G050500.v6.10.1009638 -3.30809 6E-51 down yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0016707|gibberellin 3-beta-dioxygenase activity;GO:0046872|metal ion binding;.

Manes.11G050600.v6.12.6049594 1.38126 0.0329 up yes pfam00008 EGF EGF-like domain. There is no clear separation between noise and signal. pfam00053 is very similar, but has 8 instead of 6 conserved cysteines. Includes some cytokine receptors. The EGF domain misses the N-terminus regions of the Ca2+ binding EGF domains (this is the main reason of discrepancy between swiss-prot domain start/end and Pfam). The family is hard to model due to many similar but different sub-types of EGF domains. Pfam certainly misses a number of EGF domains.. . . .

Manes.11G051600.v6.1Inf Inf 0.3951 up no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.11G052300.v6.10.7227514 -0.46843 0.0165 down no pfam02230 Abhydrolase_2Phospholipase/Carboxylesterase. This family consists of both phospholipases and carboxylesterases with broad substrate specificity, and is structurally related to alpha/beta hydrolases pfam00561.GO:0006631|fatty acid metabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0052689|carboxylic ester hydrolase activity;K06130

Manes.11G052400.v6.10.425424 ####### 9E-18 down yes pfam04003 Utp12 Dip2/Utp12 Family. This domain is found at the C-terminus of proteins containing WD40 repeats. These proteins are part of the U3 ribonucleoprotein the yeast protein is called Utp12 or DIP2.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000028|ribosomal small subunit assembly;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14558

Manes.11G052600.v6.1893.79493 9.80E+00 0 up yes pfam02987 LEA_4 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown.. . . .

Manes.11G052700.v6.10.1725655 -2.53478 1E-19 down yes pfam00641 zf-RanBP Zn-finger in Ran binding protein and others.. . . .

Manes.11G052800.v6.10.5831871 ####### 7E-08 down no pfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.11G052900.v6.10.6974809 ####### 0.2843 down no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G053100.v6.10.9028594 ####### 0.7219 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G054000.v6.114.553505 3.86E+00 3E-24 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.11G054100.v6.173.771817 6.20E+00 9E-46 up yes pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . . .

Manes.11G054300.v6.10.5923402 -0.7555 0.0058 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.11G054800.v6.17.8090869 2.97E+00 0.0785 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004650|polygalacturonase activity;.

Manes.11G054900.v6.10.6057728 -0.72315 7E-09 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;.

Manes.11G055100.v6.11.3516226 4.35E-01 0.0024 up no pfam12357 PLD_C Phospholipase D C terminal. This domain family is found in eukaryotes, and is approximately 70 amino acids in length. The family is found in association with pfam00168, pfam00614. There is a conserved FPD sequence motif. This family is the C terminal of phospholipase D. PLD is a major plant lipid-degrading enzyme which is involved in signal transduction.GO:0016042|lipid catabolic process;GO:0046470|phosphatidylcholine metabolic process;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;.

Manes.11G055700.v6.1235.78733 7.88134 0 up yes pfam08733 PalH PalH/RIM21. PalH (also known as RIM21) is a transmembrane protein required for proteolytic cleavage of Rim101/PacC transcription factors which are activated by C terminal proteolytic processing. Rim101/PacC family proteins play a key role in pH-dependent responses and PalH has been implicated as a pH sensor.. . . .

Manes.11G055800.v6.12.3485039 1.23174 3E-24 up yes pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .

Manes.11G056100.v6.16.7579541 2.75659 1E-32 up yes pfam13414 TPR_11 TPR repeat. . . . .

Manes.11G056400.v6.121.903398 4.45E+00 1E-07 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.11G056600.v6.10.2052274 ####### 3E-07 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.11G056900.v6.10.217336 ####### 5E-14 down yes pfam14378 PAP2_3 PAP2 superfamily.GO:0006657|CDP-choline pathway;GO:0046470|phosphatidylcholine metabolic process;GO:0016021|integral component of membrane;GO:0004142|diacylglycerol cholinephosphotransferase activity;.

Manes.11G057300.v6.12.0189223 1.01359 5E-19 up yes pfam00069 Pkinase Protein kinase domain.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;.

Manes.11G057400.v6.11.419236 0.50511 0.0004 up no pfam08083 PROCN PROCN (NUC071) domain. The PROCN domain is the central domain in pre-mRNA splicing factors of PRO8 family.GO:0000398|mRNA splicing, via spliceosome;GO:0000244|spliceosomal tri-snRNP complex assembly;GO:0071013|catalytic step 2 spliceosome;GO:0016020|membrane;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005682|U5 snRNP;GO:0070530|K63-linked polyubiquitin binding;GO:0044822|poly(A) RNA binding;GO:0097157|pre-mRNA intronic binding;GO:0000386|second spliceosomal transesterification activity;GO:0030619|U1 snRNA binding;GO:0030620|U2 snRNA binding;GO:0030623|U5 snRNA binding;GO:0017070|U6 snRNA binding;K12856

Manes.11G057600.v6.12.0575342 1.04092 0.2477 up no pfam13994 PgaD PgaD-like protein. This family includes the PgaD protein from Escherichia coli. The homopolymer poly-beta-1,6-N-acetyl-D-glucosamine (beta-1,6-GlcNAc; PGA) serves as an adhesin for the maintenance of biofilm structural stability in eubacteria. The pgaABCD operon is required for its synthesis and export. It has been shown that PgaD is essential for this process.. . . .



Manes.11G057700.v6.11.7550865 8.12E-01 0.0418 up no pfam12745 HGTP_anticodon2Anticodon binding domain of tRNAs. This is an HGTP_anticodon binding domain, found largely on Gcn2 proteins which bind tRNA to down regulate translation in certain stress situations.. . . .

Manes.11G058000.v6.10.6759602 -0.56499 1E-05 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.11G058200.v6.11.5403374 0.62325 6E-08 up no pfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0008312|7S RNA binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;K03106

Manes.11G058800.v6.10.6669445 -0.58436 0.0002 down no pfam12807 eIF3_p135 Translation initiation factor eIF3 subunit 135. Translation initiation factor eIF3 is a multi-subunit protein complex required for initiation of protein biosynthesis in eukaryotic cells. The complex promotes ribosome dissociation, the binding of the initiator methionyl-tRNA to the 40 S ribosomal subunit, and mRNA recruitment to the ribosome. The protein product from TIF31 genes in yeast is p135 which associates with the eIF3 but does not seem to be necessary for protein translation initiation.GO:0048312|intracellular distribution of mitochondria;GO:0005737|cytoplasm;. K03255

Manes.11G058900.v6.1Inf Inf 0.8842 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G060300.v6.11.0267284 0.03805 0.7249 up no pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.11G060600.v6.11.8548136 8.91E-01 6E-14 up no pfam00370 FGGY_N FGGY family of carbohydrate kinases, N-terminal domain. This domain adopts a ribonuclease H-like fold and is structurally related to the C-terminal domain.GO:0042742|defense response to bacterium;GO:0019563|glycerol catabolic process;GO:0046167|glycerol-3-phosphate biosynthetic process;GO:0016310|phosphorylation;GO:0009617|response to bacterium;GO:0080167|response to karrikin;GO:0010188|response to microbial phytotoxin;GO:0002237|response to molecule of bacterial origin;GO:0006641|triglyceride metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004370|glycerol kinase activity;.

Manes.11G060700.v6.10.532932 ####### 3E-12 down no pfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.GO:0015992|proton transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0009678|hydrogen-translocating pyrophosphatase activity;GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;.

Manes.11G060800.v6.1Inf Inf 0.0611 up no pfam02153 PDH Prephenate dehydrogenase. Members of this family are prephenate dehydrogenases EC:1.3.1.12 involved in tyrosine biosynthesis.GO:0006571|tyrosine biosynthetic process;GO:0009507|chloroplast;GO:0033730|arogenate dehydrogenase (NADP+) activity;GO:0004665|prephenate dehydrogenase (NADP+) activity;GO:0008977|prephenate dehydrogenase activity;K15227

Manes.11G061100.v6.11.8085725 8.55E-01 3E-12 up no pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . .

Manes.11G061600.v6.19.7751457 3.29E+00 2E-47 up yes pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.11G061800.v6.18.5616675 3.09789 1E-63 up yes pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.11G061900.v6.11.5278044 0.61146 4E-07 up no pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.GO:0006355|regulation of transcription, DNA-templated;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0005634|nucleus;. K14972

Manes.11G062800.v6.10.6958791 ####### 1E-05 down no pfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0009098|leucine biosynthetic process;GO:0009507|chloroplast;GO:0003862|3-isopropylmalate dehydrogenase activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;.

Manes.11G063200.v6.11.516056 0.60032 4E-06 up no pfam08610 Pex16 Peroxisomal membrane protein (Pex16). Pex16 is a peripheral protein located at the matrix face of the peroxisomal membrane.. . . .

Manes.11G063600.v6.14.5581593 2.18845 1E-12 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G064000.v6.12.4490899 1.29225 2E-20 up yes pfam14709 DND1_DSRMdouble strand RNA binding domain from DEAD END PROTEIN 1. A C-terminal domain in human dead end protein 1 (DND1_HUMAN) homologous to double strand RNA binding domains (PF00035, PF00333)GO:0007267|cell-cell signaling;GO:0006342|chromatin silencing;GO:0016569|covalent chromatin modification;GO:0006306|DNA methylation;GO:0006353|DNA-templated transcription, termination;GO:0009793|embryo development ending in seed dormancy;GO:0019915|lipid storage;GO:0010216|maintenance of DNA methylation;GO:0010492|maintenance of shoot apical meristem identity;GO:0009933|meristem structural organization;GO:0000278|mitotic cell cycle;GO:0000398|mRNA splicing, via spliceosome;GO:0009640|photomorphogenesis;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043687|post-translational protein modification;GO:0010599|production of lsiRNA involved in RNA interference;GO:0035196|production of miRNAs involved in gene silencing by miRNA;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:0016567|protein ubiquitination;GO:0009909|regulation of flower development;GO:0048608|reproductive structure development;GO:0050826|response to freeGO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016442|RISC complex;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0003723|RNA binding;K11592

Manes.11G064400.v6.10.3699708 ####### 0.0014 down yes pfam05903 Peptidase_C97PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.11G064500.v6.10.6298082 ####### 0.01 down no pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.. . . .

Manes.11G064600.v6.10.3817725 ####### 6E-06 down yes pfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;. K15414

Manes.11G065400.v6.10.7641649 -0.38804 0.0036 down no pfam08737 Rgp1 Rgp1. Rgp1 forms heterodimer with Ric1 (pfam07064) which associates with Golgi membranes and functions as a guanyl-nucleotide exchange factor.. . . .

Manes.11G065500.v6.14.0267866 2.00963 6E-52 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.11G065700.v6.1Inf Inf 0.8798 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009908|flower development;GO:0009686|gibberellin biosynthetic process;GO:0009739|response to gibberellin;GO:0080167|response to karrikin;GO:0009639|response to red or far red light;GO:0009826|unidimensional cell growth;. GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.11G066000.v6.1Inf Inf 0.8798 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009908|flower development;GO:0009686|gibberellin biosynthetic process;GO:0009739|response to gibberellin;GO:0080167|response to karrikin;GO:0009639|response to red or far red light;GO:0009826|unidimensional cell growth;. GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.11G066100.v6.13.3286623 1.73E+00 9E-17 up yes pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0070574|cadmium ion transmembrane transport;GO:0055072|iron ion homeostasis;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0015086|cadmium ion transmembrane transporter activity;.

Manes.11G066200.v6.13.0737331 1.61999 1E-12 up yes pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0070574|cadmium ion transmembrane transport;GO:0055072|iron ion homeostasis;GO:0034755|iron ion transmembrane transport;GO:0055071|manganese ion homeostasis;GO:0071421|manganese ion transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015086|cadmium ion transmembrane transporter activity;GO:0005381|iron ion transmembrane transporter activity;GO:0005384|manganese ion transmembrane transporter activity;.

Manes.11G066500.v6.15.3472015 2.42E+00 2E-07 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0045892|negative regulation of transcription, DNA-templated;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G066600.v6.10.5391461 ####### 2E-09 down no pfam03352 Adenine_glycoMethyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.11G067200.v6.10.2770048 -1.85202 2E-14 down yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009055|electron carrier activity;.

Manes.11G067400.v6.10.4636922 -1.10876 6E-06 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G067500.v6.126.206989 4.71188 4E-106 up yes pfam00012 HSP70 Hsp70 protein. Hsp70 chaperones help to fold many proteins. Hsp70 assisted folding involves repeated cycles of substrate binding and release. Hsp70 activity is ATP dependent. Hsp70 proteins are made up of two regions: the amino terminus is the ATPase domain and the carboxyl terminus is the substrate binding region.. . GO:0005524|ATP binding;.

Manes.11G067900.v6.10.0460055 -4.44205 8E-53 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.11G068000.v6.10.1148761 ####### 8E-24 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.11G068100.v6.10.1304171 -2.93879 3E-06 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G068500.v6.15.0732299 2.34E+00 1E-19 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0042026|protein refolding;GO:0009416|response to light stimulus;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005634|nucleus;GO:0051087|chaperone binding;GO:0051082|unfolded protein binding;.

Manes.11G068600.v6.11.1913138 0.25255 0.124 up no pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0005773|vacuole;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.11G068900.v6.1Inf Inf 0.8798 up no pfam10323 7TM_GPCR_SrvSerpentine type 7TM GPCR chemoreceptor Srv. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srv is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.11G069000.v6.11.687178 7.55E-01 0.0002 up no pfam06699 PIG-F GPI biosynthesis protein family Pig-F. PIG-F is involved in glycosylphosphatidylinositol (GPI) anchor biosynthesis.GO:0006506|GPI anchor biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016780|phosphotransferase activity, for other substituted phosphate groups;K05287

Manes.11G069100.v6.12.5805044 1.36765 4E-14 up yes pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . . .

Manes.11G069200.v6.12.6725324 1.41821 1E-30 up yes pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.11G069300.v6.115.43667 3.94829 0.0037 up yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.11G069400.v6.17.2165593 2.85131 1E-105 up yes pfam13183 Fer4_8 4Fe-4S dicluster domain. Superfamily includes proteins containing domains which bind to iron-sulfur clusters. Members include bacterial ferredoxins, various dehydrogenases, and various reductases. Structure of the domain is an alpha-antiparallel beta sandwich. Domain contains two 4Fe4S clusters.. . . .

Manes.11G069600.v6.11.8179409 0.86231 0.1408 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G069800.v6.10.5338768 -0.90542 2E-09 down no pfam10292 7TM_GPCR_SrabSerpentine type 7TM GPCR receptor class ab chemoreceptor. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srab is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The expression pattern of the srab genes is biologically intriguing. Of the six promoters successfully expressed in transgenic organisms, one was exclusively expressed in the tail phasmid neurons, two were exclusively expressed in a head amphid neuron, and two were expressed both in the head and tail neurons as well as a limited number of other cells.. . . .

Manes.11G070300.v6.1Inf Inf 0.1921 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0030247|polysaccharide binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G070400.v6.1Inf Inf 0.8764 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G070600.v6.12.3705535 1.25E+00 2E-14 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G070700.v6.11.8984741 9.25E-01 4E-16 up no pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0006658|phosphatidylserine metabolic process;GO:1902237|positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway;GO:0006665|sphingolipid metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.11G070800.v6.10.6986759 -0.5173 0.0003 down no pfam09280 XPC-binding XPC-binding domain. Members of this family adopt a structure consisting of four alpha helices, arranged in an array. They bind specifically and directly to the xeroderma pigmentosum group C protein (XPC) to initiate nucleotide excision repair.GO:0006289|nucleotide-excision repair;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003684|damaged DNA binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;.

Manes.11G071000.v6.10.6520354 ####### 0.0756 down no pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0006457|protein folding;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;K09497

Manes.11G071100.v6.1Inf Inf 0.1145 up no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.11G071200.v6.11.0699735 0.09758 0.5225 up no pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.11G071400.v6.19.9434555 3.31375 1E-101 up yes pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.11G071500.v6.10.7752473 -0.36727 0.0027 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.. GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.

Manes.11G072100.v6.113.992145 3.81E+00 3E-32 up yes pfam10186 Atg14 UV radiation resistance protein and autophagy-related subunit 14. The Atg14 or Apg14 proteins are hydrophilic proteins with a predicted molecular mass of 40.5 kDa, and have a coiled-coil motif at the N terminus region. Yeast cells with mutant Atg14 are defective not only in autophagy but also in sorting of carboxypeptidase Y (CPY), a vacuolar-soluble hydrolase, to the vacuole. Subcellular fractionation indicate that Apg14p and Apg6p are peripherally associated with a membrane structure(s). Apg14p was co-immunoprecipitated with Apg6p, suggesting that they form a stable protein complex. These results imply that Apg6/Vps30p has two distinct functions: in the autophagic process and in the vacuolar protein sorting pathway. Apg14p may be a component specifically required for the function of Apg6/Vps30p through the autophagic pathway. There are 17 auto-phagosomal component proteins which are categorized into six functional units, one of which is the AS-PI3K complex (Vps30/Atg6 and Atg14). The AS-PI3K complex and the. . . .

Manes.11G072400.v6.10.4398576 ####### 1E-10 down yes pfam00044 Gp_dh_N Glyceraldehyde 3-phosphate dehydrogenase, NAD binding domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. N-terminal domain is a Rossmann NAD(P) binding fold.GO:0006006|glucose metabolic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0047100|glyceraldehyde-3-phosphate dehydrogenase (NADP+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;.

Manes.11G073600.v6.10.4874401 ####### 2E-07 down yes pfam07522 DRMBL DNA repair metallo-beta-lactamase. The metallo-beta-lactamase fold contains five sequence motifs. The first four motifs are found in pfam00753 and are common to all metallo-beta-lactamases. The fifth motif appears to be specific to function. This entry represents the fifth motif from metallo-beta-lactamases involved in DNA repair.GO:0006281|DNA repair;GO:0005634|nucleus;. K15340

Manes.11G073800.v6.10.4900166 ####### 9E-05 down yes pfam04819 DUF716 Family of unknown function (DUF716). This family is equally distributed in both metazoa and plants. Annotation associated with a member from Nicotiana tabacum suggest that it may be involved in response to viral attack in plants. However, no clear function has been assigned to this family.. . . .

Manes.11G074600.v6.13.2128724 1.68386 4E-22 up yes pfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G074700.v6.10.5202977 -0.94259 8E-08 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015867|ATP transport;GO:0071277|cellular response to calcium ion;GO:0034599|cellular response to oxidative stress;GO:0006839|mitochondrial transport;GO:0010941|regulation of cell death;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005347|ATP transmembrane transporter activity;GO:0005509|calcium ion binding;K14684

Manes.11G075200.v6.1Inf Inf 0.2025 up no pfam00195 Chal_sti_synt_NChalcone and stilbene synthases, N-terminal domain. The C-terminal domain of Chalcone synthase is reported to be structurally similar to domains in thiolase and beta-ketoacyl synthase.  The differences in activity are accounted for by differences in this N-terminal domain.GO:0009813|flavonoid biosynthetic process;. GO:0016210|naringenin-chalcone synthase activity;.

Manes.11G075400.v6.1Inf Inf 0.8764 up no pfam08455 SNF2_assoc Bacterial SNF2 helicase associated. This domain is found in bacterial proteins of the SWF/SNF/SWI helicase family to the N-terminus of the SNF2 family N-terminal domain (pfam00176) and together with the Helicase conserved C-terminal domain (pfam00271). The function of the domain is not clear.. . . .

Manes.11G075600.v6.1NA NA NA -- no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.11G075700.v6.10.3157552 ####### 1E-15 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G076000.v6.10.9904142 -0.0139 0.9044 down no pfam12576 DUF3754 Protein of unknown function (DUF3754). This domain family is found in bacteria, archaea and eukaryotes, and is typically between 135 and 166 amino acids in length. There is a single completely conserved residue P that may be functionally important.. . . .

Manes.11G076200.v6.10.497317 -1.00776 2E-16 down yes pfam12046 DUF3529 Protein of unknown function (DUF3529). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 176 to 190 amino acids in length.. . . .

Manes.11G076300.v6.11.3814483 0.46618 4E-05 up no pfam00355 Rieske Rieske [2Fe-2S] domain. The rieske domain has a [2Fe-2S] centre. Two conserved cysteines coordinate one Fe ion, while the other Fe ion is coordinated by two conserved histidines. In hyperthermophilic archaea there is a SKTPCX(2-3)C motif at the C-terminus. The cysteines in this motif form a disulphide bridge, which stabilizes the protein.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0070469|respiratory chain;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0046872|metal ion binding;GO:0008121|ubiquinol-cytochrome-c reductase activity;K00411

Manes.11G076400.v6.1Inf Inf 0.8798 up no pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.11G077000.v6.11.7032028 7.68E-01 1E-11 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0045893|positive regulation of transcription, DNA-templated;GO:0051865|protein autoubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.11G077200.v6.10.3716772 -1.42788 6E-32 down yes pfam00696 AA_kinase Amino acid kinase family. This family includes kinases that phosphorylate a variety of amino acid substrates, as well as uridylate kinase and carbamate kinase. This family includes: Aspartokinase EC:2.7.2.4. Acetylglutamate kinase EC:2.7.2.8. Glutamate 5-kinase EC:2.7.2.11. Uridylate kinase EC:2.7.4.-. Carbamate kinase EC:2.7.2.2.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0016597|amino acid binding;GO:0004072|aspartate kinase activity;GO:0005524|ATP binding;K00928

Manes.11G077500.v6.10.6023334 -0.73137 4E-07 down no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . . .

Manes.11G077600.v6.10.2294678 ####### 5E-14 down yes pfam09863 DUF2090 Uncharacterized protein conserved in bacteria (DUF2090). This domain, found in various prokaryotic carbohydrate kinases, has no known function.. . . .

Manes.11G077700.v6.10.7403667 -0.43369 0.0005 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.11G077900.v6.10.5040427 ####### 7E-17 down no pfam01250 Ribosomal_S6Ribosomal protein S6.GO:0006412|translation;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0005840|ribosome;GO:0009579|thylakoid;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02990

Manes.11G079700.v6.10.7391479 ####### 0.0009 down no pfam01202 SKI Shikimate kinase.GO:0009658|chloroplast organization;GO:0010027|thylakoid membrane organization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;. .

Manes.11G080400.v6.10.542806 -0.88149 7E-09 down no pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.. . GO:0003725|double-stranded RNA binding;.

Manes.11G080500.v6.10.6277271 -0.67179 8E-06 down no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.11G080800.v6.1NA NA NA -- no pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.11G081200.v6.10.5012674 -0.99635 5E-15 down no pfam01207 Dus Dihydrouridine synthase (Dus). Members of this family catalyse the reduction of the 5,6-double bond of a uridine residue on tRNA. Dihydrouridine modification of tRNA is widely observed in prokaryotes and eukaryotes, and also in some archae. Most dihydrouridines are found in the D loop of t-RNAs. The role of dihydrouridine in tRNA is currently unknown, but may increase conformational flexibility of the tRNA. It is likely that different family members have different substrate specificities, which may overlap. Dus 1 from Saccharomyces cerevisiae acts on pre-tRNA-Phe, while Dus 2 acts on pre-tRNA-Tyr and pre-tRNA-Leu. Dus 1 is active as a single subunit, requiring NADPH or NADH, and is stimulated by the presence of FAD. Some family members may be targeted to the mitochondria and even have a role in mitochondria.. . GO:0050660|flavin adenine dinucleotide binding;GO:0046872|metal ion binding;GO:0017150|tRNA dihydrouridine synthase activity;K05544

Manes.11G081500.v6.11.5589197 6.41E-01 3E-06 up no pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.11G081700.v6.10.7844222 -0.3503 0.0516 down no pfam01790 LGT Prolipoprotein diacylglyceryl transferase.. GO:0005739|mitochondrion;GO:0005840|ribosome;. K19033

Manes.11G082100.v6.10.3588443 -1.47857 2E-19 down yes pfam00643 zf-B_box B-box zinc finger.GO:0010100|negative regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.11G082300.v6.11.2978215 0.37609 0.0284 up no pfam15576 DUF4661 Domain of unknown function (DUF4661). This family of proteins is found in eukaryotes. Proteins in this family are typically between 281 and 302 amino acids in length.. . . .

Manes.11G082400.v6.10.7599743 ####### 0.0006 down no pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G082900.v6.10.9663837 ####### 0.734 down no pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.GO:0006893|Golgi to plasma membrane transport;GO:0015031|protein transport;GO:0005769|early endosome;. .

Manes.11G083000.v6.11.8747369 0.90669 4E-15 up no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009653|anatomical structure morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G083400.v6.10.2190633 -2.19058 2E-29 down yes pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.11G084400.v6.12.4559602 1.30E+00 4E-30 up yes pfam00303 Thymidylat_syntThymidylate synthase.GO:0006231|dTMP biosynthetic process;GO:0006545|glycine biosynthetic process;GO:0006730|one-carbon metabolic process;GO:0046654|tetrahydrofolate biosynthetic process;. GO:0004146|dihydrofolate reductase activity;GO:0004799|thymidylate synthase activity;K13998



Manes.11G084900.v6.13.514716 1.81341 4E-14 up yes pfam06040 Adeno_E3 Adenovirus E3 protein. This family consists of several Adenovirus E3 proteins. The E3 protein does not seem to be essential for virus replication in cultured cells suggesting that the protein may function in virus-host interactions.. . . .

Manes.11G085000.v6.13.2548412 1.70259 3E-45 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G085200.v6.12.1949362 1.13418 2E-07 up yes pfam14364 DUF4408 Domain of unknown function (DUF4408). This domain is found at the N-terminus of member of the DUF761 family pfam05553. Many members are plant proteins.. . . .

Manes.11G085500.v6.13.6447631 1.87E+00 2E-19 up yes pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;K00975

Manes.11G085900.v6.11.0572333 0.08029 0.6212 up no pfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. . GO:0010283|pinoresinol reductase activity;.

Manes.11G086500.v6.12.498413 1.32101 3E-26 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.11G086600.v6.10.0632736 -3.98225 4E-65 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009911|positive regulation of flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G087000.v6.10.5359889 -0.89973 2E-09 down no pfam00242 DNA_pol_viral_NDNA polymerase (viral) N-terminal domain.. . . .

Manes.11G087100.v6.13.3369065 1.74E+00 1E-41 up yes pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.11G087200.v6.12.0112315 1.01E+00 8E-17 up yes pfam00112 Peptidase_C1Papain family cysteine protease.GO:0042742|defense response to bacterium;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;K01373

Manes.11G087600.v6.11.7349567 0.7949 1E-09 up no pfam03579 SHP Small hydrophobic protein. The small hydrophobic integral membrane protein, SH (previously designated 1A) is found to have a variety of glycosylated forms. This protein is a component of the mature virion.. . . .

Manes.11G087800.v6.10.7246998 -0.46454 0.0004 down no pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.11G087900.v6.1Inf Inf 0.8764 up no pfam00643 zf-B_box B-box zinc finger.GO:1900458|negative regulation of brassinosteroid mediated signaling pathway;GO:2000306|positive regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0009741|response to brassinosteroid;GO:0010200|response to chitin;GO:0080167|response to karrikin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.11G088000.v6.10.6536463 -0.61342 1E-07 down no pfam00225 Kinesin Kinesin motor domain.GO:0034613|cellular protein localization;GO:0007018|microtubule-based movement;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0003777|microtubule motor activity;K11498

Manes.11G088400.v6.10.0786321 ####### 0.0018 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.11G089400.v6.1Inf Inf 0.0643 up no pfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0016049|cell growth;GO:0010215|cellulose microfibril organization;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;. .

Manes.11G089500.v6.1Inf Inf 0.8798 up no pfam13961 DUF4219 Domain of unknown function (DUF4219). This domain is very short and is found at the N-terminal of many Gag-pol polyprotein and related proteins. There is a highly conserved YxxWxxxM sequence motif.. . . .

Manes.11G089700.v6.11.4697601 5.56E-01 8E-06 up no pfam00810 ER_lumen_receptER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;K10949

Manes.11G089900.v6.10.591633 -0.75723 9E-08 down no pfam00121 TIM Triosephosphate isomerase.GO:0006096|glycolytic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0004807|triose-phosphate isomerase activity;.

Manes.11G090800.v6.10.522022 ####### 0.0003 down no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.11G090900.v6.12.2622791 1.17778 0.0003 up yes pfam01425 Amidase Amidase. . GO:0005829|cytosol;GO:0004040|amidase activity;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;K01426

Manes.11G091100.v6.10.8652779 ####### 1 down no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G091300.v6.1Inf Inf 0.8764 up no pfam14504 CAP_assoc_NCAP-associated N-terminal. The function of this domain is unknown, but it is found towards the N-terminus of bacterial proteins carrying the CAP domain, pfam00188. All members that do not otherwise carry an additional Cu_amine_oxidN1, pfam07833, domain are likely to be extracellular as they start with a signal-peptide. Most other non-bacterial proteins with the CAP domain are allergenic.. . . .

Manes.11G091500.v6.110.002074 3.32E+00 3E-25 up yes pfam00257 Dehydrin Dehydrin. GO:0006950|response to stress;GO:0009415|response to water;. . .

Manes.11G091600.v6.12.5581679 1.35511 4E-29 up yes pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.11G091900.v6.10.6058142 ####### 0.0009 down no pfam01554 MatE MatE. The MatE domain. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.11G092000.v6.10.6852106 ####### 1E-05 down no pfam01554 MatE MatE. The MatE domain. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;.

Manes.11G092100.v6.10.7856975 -0.34795 0.0084 down no pfam00494 SQS_PSY Squalene/phytoene synthase.GO:0008299|isoprenoid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004310|farnesyl-diphosphate farnesyltransferase activity;GO:0016491|oxidoreductase activity;GO:0051996|squalene synthase activity;.

Manes.11G092600.v6.11.00015 2.16E-04 0.9975 up no pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.GO:0032502|developmental process;GO:0010224|response to UV-B;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.11G092800.v6.10.2957296 ####### 2E-10 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;K01179

Manes.11G093200.v6.1NA NA NA -- no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G093700.v6.10.0144048 ####### 1E-78 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.11G094600.v6.10.5360653 ####### 6E-05 down no pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.. . . .

Manes.11G094900.v6.11.3313391 0.41288 0.0011 up no pfam00227 Proteasome Proteasome subunit. The proteasome is a multisubunit structure that degrades proteins. Protein degradation is an essential component of regulation because proteins can become misfolded, damaged, or unnecessary. Proteasomes and their homologues vary greatly in complexity: from HslV (heat shock locus v), which is encoded by 1 gene in bacteria, to the eukaryotic 20S proteasome, which is encoded by more than 14 genes. Recently evidence of two novel groups of bacterial proteasomes was proposed. The first is Anbu, which is sparsely distributed among cyanobacteria and proteobacteria. The second is call beta-proteobacteria proteasome homologue (BPH).GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0019773|proteasome core complex, alpha-subunit complex;GO:0004298|threonine-type endopeptidase activity;K02731

Manes.11G095500.v6.11.0640165 0.08952 0.6141 up no pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.11G095600.v6.1Inf Inf 0.4066 up no pfam09043 Lys-AminoMut_AD-Lysine 5,6-aminomutase alpha subunit. Members of his family are involved in the 1,2 rearrangement of the terminal amino group of DL-lysine and of L-beta-lysine, using adenosylcobalamin (AdoCbl) and pyridoxal-5'-phosphate as cofactors. The structure is predominantly a PLP-binding TIM barrel domain, with several additional alpha-helices and beta-strands at the N and C termini. These helices and strands form an intertwined accessory clamp structure that wraps around the sides of the TIM barrel and extends up toward the Ado ligand of the Cbl cofactor, providing most of the interactions observed between the protein and the Ado ligand of the Cbl, suggesting that its role is mainly in stabilizing AdoCbl in the precatalytic resting state.. . . .

Manes.11G095700.v6.10.5541196 -0.85173 0.0005 down no pfam00331 Glyco_hydro_10Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0031176|endo-1,4-beta-xylanase activity;.

Manes.11G096100.v6.11.2292031 0.29772 0.2964 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.11G096300.v6.11.0138736 0.01988 0.9103 up no pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.11G096600.v6.10.2011126 ####### 6E-42 down yes pfam00230 MIP Major intrinsic protein. MIP (Major Intrinsic Protein) family proteins exhibit essentially two distinct types of channel properties: (1) specific water transport by the aquaporins, and (2) small neutral solutes transport, such as glycerol by the glycerol facilitators.GO:0009992|cellular water homeostasis;GO:0015793|glycerol transport;GO:0034220|ion transmembrane transport;GO:0009737|response to abscisic acid;GO:0006833|water transport;GO:0046658|anchored component of plasma membrane;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0015254|glycerol channel activity;GO:0015250|water channel activity;K09872

Manes.11G097300.v6.11.4677626 0.55362 2E-06 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.11G097400.v6.1NA NA NA -- no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.11G097600.v6.14.9411675 2.30485 5E-68 up yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.. . . .

Manes.11G098100.v6.12.3719952 1.2461 1E-22 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0016567|protein ubiquitination;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005634|nucleus;. K11804

Manes.11G098300.v6.11.6123051 6.89E-01 1E-08 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.11G098900.v6.11.0109892 0.01577 0.8989 up no pfam01813 ATP-synt_D ATP synthase subunit D. This is a family of subunit D form various ATP synthases including V-type H+ transporting and Na+ dependent. Subunit D is suggested to be an integral part of the catalytic sector of the V-ATPase.GO:0015992|proton transport;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;K02149

Manes.11G099000.v6.10.324009 ####### 6E-14 down yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0009825|multidimensional cell growth;GO:0032876|negative regulation of DNA endoreduplication;GO:0007389|pattern specification process;GO:0016126|sterol biosynthetic process;GO:0010051|xylem and phloem pattern formation;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030797|24-methylenesterol C-methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K08242

Manes.11G099100.v6.13.3681146 1.75194 0.0021 up yes pfam03976 PPK2 Polyphosphate kinase 2 (PPK2). Inorganic polyphosphate (polyP) plays a role in metabolizm and regulation and has been proposed to serve as a energy source in a pre-ATP world. In prokaryotes, the synthesis and utilisation of polyP are catalysed by PPK1, PPK2 and polyphosphatases. Proteins with a single PPK2 domain catalyse polyP-dependent phosphorylation of ADP to ATP, whereas proteins containing 2 fused PPK2 domains phosphorylate AMP to ADP.   The structure of PPK2 from Pseudomonas aeruginosa has revealed a a 3-layer alpha/beta/alpha sandwich fold with an alpha-helical lid similar to the structures of microbial thymidylate kinases.. . . .

Manes.11G099400.v6.10.9143378 -0.1292 0.5725 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G099500.v6.12.3705406 1.25E+00 8E-13 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0046872|metal ion binding;.

Manes.11G099600.v6.10.7454626 ####### 0.0004 down no pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. GO:0005634|nucleus;. .

Manes.11G099800.v6.1NA NA NA -- no pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.11G099900.v6.1Inf Inf 0.0189 up yes pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.11G100100.v6.12.5406019 1.34517 4E-15 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009867|jasmonic acid mediated signaling pathway;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G101300.v6.1Inf Inf 2E-06 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0006952|defense response;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.11G101400.v6.11.3788342 4.63E-01 0.0003 up no pfam03215 Rad17 Rad17 cell cycle checkpoint protein.. . . .

Manes.11G101600.v6.10.6405766 -0.64256 1E-07 down no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.11G102100.v6.11.425919 5.12E-01 6E-06 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003743|translation initiation factor activity;.

Manes.11G102600.v6.10.6656659 ####### 2E-05 down no pfam02629 CoA_binding CoA binding domain. This domain has a Rossmann fold and is found in a number of proteins including succinyl CoA synthetases, malate and ATP-citrate ligases.GO:0006105|succinate metabolic process;GO:0006104|succinyl-CoA metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0048037|cofactor binding;GO:0004775|succinate-CoA ligase (ADP-forming) activity;.

Manes.11G102800.v6.14.8500544 2.28E+00 2E-18 up yes pfam09545 RE_AccI AccI restriction endonuclease. This family includes the AccI (recognizes and cleaves GT^MKAC) restriction endonuclease.. . . .

Manes.11G103100.v6.10.1506412 -2.73081 4E-23 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;.

Manes.11G103400.v6.1Inf Inf 0.2198 up no pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.11G103500.v6.10.7387297 ####### 0.0005 down no pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0010158|abaxial cell fate specification;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G103900.v6.12.0921332 1.06497 2E-20 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.11G104000.v6.10.3169869 -1.6575 0.0065 down yes pfam01623 Carla_C4 Carlavirus putative nucleic acid binding protein. This family of carlavirus nucleic acid binding proteins includes a motif for a potential C-4 type zinc finger this has four highly conserved cysteine residues and is a conserved feature of the carlaviruses 3' terminal ORF. These proteins may function as viral transcriptional regulators. The carlavirus family includes garlic latent virus and potato virus S and M, these viruses are positive strand, ssRNA with no DNA stage.. . . .

Manes.11G104100.v6.10.1756111 ####### 3E-25 down yes pfam00069 Pkinase Protein kinase domain.GO:0009992|cellular water homeostasis;GO:0009755|hormone-mediated signaling pathway;GO:0009311|oligosaccharide metabolic process;GO:0046777|protein autophosphorylation;GO:0009751|response to salicylic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0001653|peptide receptor activity;GO:0030247|polysaccharide binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G104500.v6.11.6065793 6.84E-01 4E-09 up no pfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.11G104700.v6.11.7821167 0.83359 1E-05 up no pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.11G104900.v6.10.415404 -1.26741 8E-24 down yes pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009295|nucleoid;GO:0009506|plasmodesma;GO:0000311|plastid large ribosomal subunit;GO:0009579|thylakoid;GO:0003735|structural constituent of ribosome;K02935

Manes.11G105100.v6.10.443713 -1.1723 1E-12 down yes pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0085030|mutualism;GO:2000899|xyloglucan catabolic process;GO:0042597|periplasmic space;GO:0008422|beta-glucosidase activity;.

Manes.11G105400.v6.10.5393698 ####### 5E-09 down no pfam00011 HSP20 Hsp20/alpha crystallin family.GO:0006952|defense response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G106300.v6.10.170754 ####### 0.0614 down no pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.11G106400.v6.11.4367872 0.52285 8E-06 up no pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009737|response to abscisic acid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K14500

Manes.11G106600.v6.10.7114651 ####### 2E-05 down no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.11G106800.v6.15.0695003 2.34184 8E-49 up yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.11G107200.v6.13.6240777 1.86E+00 0.0615 up no pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.11G107600.v6.11.4162123 5.02E-01 1E-05 up no pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.GO:0030154|cell differentiation;GO:0048497|maintenance of floral organ identity;GO:0006397|mRNA processing;GO:0009910|negative regulation of flower development;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G108100.v6.10.7916605 ####### 0.0214 down no pfam14870 PSII_BNR Photosynthesis system II assembly factor YCF48. YCF48 is one of several assembly factors of the photosynthesis system II. The photosynthesis system II occurs in Cyanobacteria that are Gram-negative bacteria performing oxygenic photosynthesis. One of the three membranes surrounding these bacteria is the inner thylakoid membrane (TM) system that is localized within the cell and houses the large pigment-protein complexes of the photosynthetic electron transfer chain, i.e. Photosystem (PS) II, PSI, the cytochrome b6f complex, and the ATP synthase. YCF48 is necessary for efficient assembly and repair of the PSII. YCF48 is found predominantly in the thykaloid membrane. It is a BNR repeat protein.GO:0015979|photosynthesis;GO:0009657|plastid organization;GO:0006461|protein complex assembly;GO:0046686|response to cadmium ion;GO:0009735|response to cytokinin;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009533|chloroplast stromal thylakoid;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0009523|photosystem II;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.11G108500.v6.10.661576 ####### 5E-07 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G109200.v6.10.9192983 -0.1214 0.6914 down no pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.11G109700.v6.11.3379731 4.20E-01 0.0032 up no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;.

Manes.11G110000.v6.10.9560679 ####### 0.6846 down no pfam03071 GNT-I GNT-I family. Alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase (GNT-I, GLCNAC-T I) EC:2.4.1.101 transfers N-acetyl-D-glucosamine from UDP to high-mannose glycoprotein N-oligosaccharide. This is an essential step in the synthesis of complex or hybrid-type N-linked oligosaccharides. The enzyme is an integral membrane protein localized to the Golgi apparatus, and is probably distributed in all tissues. The catalytic domain is located at the C-terminus.GO:0006972|hyperosmotic response;GO:0006491|N-glycan processing;GO:0006486|protein glycosylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0003827|alpha-1,3-mannosylglycoprotein 2-beta-N-acetylglucosaminyltransferase activity;GO:0046872|metal ion binding;GO:0016262|protein N-acetylglucosaminyltransferase activity;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.11G110300.v6.13.893273 1.96E+00 0.0185 up yes pfam02068 Metallothio_PECPlant PEC family metallothionein.GO:0006829|zinc II ion transport;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.11G110500.v6.11.7873242 8.38E-01 9E-09 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G111000.v6.10.2459406 ####### 1E-34 down yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.11G111200.v6.1Inf Inf 0.3951 up no pfam00523 Fusion_gly Fusion glycoprotein F0.. . . .

Manes.11G111400.v6.11.3296185 4.11E-01 0.0003 up no pfam12066 DUF3546 Domain of unknown function (DUF3546). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 93 to 114 amino acids in length. This domain has two completely conserved Y residues that may be functionally important.GO:0016568|chromatin modification;GO:0006397|mRNA processing;GO:0031053|primary miRNA processing;GO:0010267|production of ta-siRNAs involved in RNA interference;GO:2000011|regulation of adaxial/abaxial pattern formation;GO:0048509|regulation of meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0048367|shoot system development;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0010445|nuclear dicing body;GO:0016607|nuclear speck;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G111500.v6.11.2536365 3.26E-01 0.0047 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0008270|zinc ion binding;.



Manes.11G111600.v6.10.3365283 -1.5712 8E-22 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006952|defense response;. GO:0047501|(+)-neomenthol dehydrogenase activity;.

Manes.11G111900.v6.10.8107083 ####### 0.0243 down no pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0042335|cuticle development;GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.11G112000.v6.10.5757709 -0.79643 4E-10 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.11G112200.v6.10.7835961 ####### 0.0146 down no pfam11139 DUF2910 Protein of unknown function (DUF2910). Some members in this bacterial family annotate the proteins as cytochrome C biogenesis proteins however this cannot be confirmed. Currently no function for this family is known.. . . .

Manes.11G112600.v6.10.3819704 ####### 5E-11 down yes pfam07732 Cu-oxidase_3Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0008447|L-ascorbate oxidase activity;.

Manes.11G113000.v6.10.6217252 ####### 4E-05 down no pfam00347 Ribosomal_L6Ribosomal protein L6.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02940

Manes.11G113100.v6.11.6711768 7.41E-01 7E-11 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.11G113400.v6.10.5404447 -0.88778 1E-07 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010119|regulation of stomatal movement;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.11G113500.v6.10.6080485 ####### 6E-08 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005829|cytosol;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.11G113700.v6.10.7958178 -0.32949 0.0045 down no pfam04258 Peptidase_A22BSignal peptide peptidase. The members of this family are membrane proteins. In some proteins this region is found associated with pfam02225. This family corresponds with Merops subfamily A22B, the type example of which is signal peptide peptidase. There is a sequence-similarity relationship with pfam01080.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.11G113900.v6.11.5685372 6.49E-01 9E-08 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.11G114800.v6.11.7201529 0.78254 1E-11 up no pfam01417 ENTH ENTH domain. The ENTH (Epsin N-terminal homology) domain is found in proteins involved in endocytosis and cytoskeletal machinery. The function of the ENTH domain is unknown.GO:0015031|protein transport;GO:0030136|clathrin-coated vesicle;GO:0005794|Golgi apparatus;. K12471

Manes.11G115200.v6.10.120427 -3.05377 0.0004 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.11G115300.v6.12.692012 1.43E+00 3E-33 up yes pfam06027 DUF914 Eukaryotic protein of unknown function (DUF914). This family consists of several hypothetical proteins of unknown function. Some of the sequences in this family are annotated as being putative membrane proteins.GO:0006810|transport;GO:0016021|integral component of membrane;. K15287

Manes.11G115500.v6.1Inf Inf 0.2217 up no pfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.GO:0009699|phenylpropanoid biosynthetic process;. GO:0016491|oxidoreductase activity;.

Manes.11G115900.v6.11.4430197 0.52909 5E-06 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004715|non-membrane spanning protein tyrosine kinase activity;GO:0019901|protein kinase binding;.

Manes.11G116000.v6.10.4106344 ####### 3E-07 down yes pfam04938 SIP1 Survival motor neuron (SMN) interacting protein 1 (SIP1). Survival motor neuron (SMN) interacting protein 1 (SIP1) interacts with SMN protein and plays a crucial role in the biogenesis of spliceosomes. There is evidence that the protein is linked to spinal muscular atrophy (SMA) and amyotrophic lateral sclerosis(ALS) in humans.GO:0000387|spliceosomal snRNP assembly;GO:0005737|cytoplasm;GO:0097504|Gemini of coiled bodies;GO:0005681|spliceosomal complex;. K13130

Manes.11G116400.v6.11.6184489 6.95E-01 0.0303 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G116500.v6.10.2518712 ####### 3E-23 down yes pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G116600.v6.10.3156772 -1.66348 3E-24 down yes pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G116800.v6.10.4729229 ####### 0.0064 down yes pfam00069 Pkinase Protein kinase domain.GO:0006968|cellular defense response;GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008889|glycerophosphodiester phosphodiesterase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G117500.v6.12.2142012 1.15E+00 1E-23 up yes pfam00255 GSHPx Glutathione peroxidase.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0004602|glutathione peroxidase activity;K00432

Manes.11G117600.v6.11.1989415 2.62E-01 0.1221 up no pfam07939 DUF1685 Protein of unknown function (DUF1685). The members of this family are hypothetical eukaryotic proteins of unknown function. The region in question is approximately 100 amino acid residues long.. . . .

Manes.11G117700.v6.13.3298472 1.73546 2E-22 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0015798|myo-inositol transport;GO:0015992|proton transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005773|vacuole;GO:0005366|myo-inositol:proton symporter activity;K08150

Manes.11G117800.v6.12.7296141 1.4487 6E-09 up yes pfam02876 Stap_Strp_tox_CStaphylococcal/Streptococcal toxin, beta-grasp domain.. . . .

Manes.11G118000.v6.10.325011 -1.62144 1E-05 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G118300.v6.11.574816 6.55E-01 2E-08 up no pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.11G118900.v6.10.5505637 -0.86102 1E-06 down no pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G119200.v6.10.2306407 -2.11628 1E-05 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G119700.v6.12.4269588 1.28E+00 3E-17 up yes pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G119800.v6.13.671979 1.87656 2E-33 up yes pfam07019 Rab5ip Rab5-interacting protein (Rab5ip). This family consists of several Rab5-interacting protein (RIP5 or Rab5ip ) sequences. The ras-related GTPase rab5 is rate-limiting for homotypic early endosome fusion. Rab5ip represents a novel rab5 interacting protein that may function on endocytic vesicles as a receptor for rab5-GDP and participate in the activation of rab5.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.11G120000.v6.111.82076 3.56E+00 9E-59 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009611|response to wounding;GO:0008202|steroid metabolic process;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0047787|delta4-3-oxosteroid 5beta-reductase activity;GO:0035671|enone reductase activity;.

Manes.11G120400.v6.10.2885917 -1.7929 7E-44 down yes pfam05419 GUN4 GUN4-like. In Arabidopsis, GUN4 is required for the functioning of the plastid mediated repression of nuclear transcription that is involved in controlling the levels of magnesium- protoporphyrin IX. GUN4 binds the product and substrate of Mg-chelatase, an enzyme that produces Mg-Proto, and activates Mg-chelatase. GUN4 is thought to participates in plastid-to-nucleus signaling by regulating magnesium-protoporphyrin IX synthesis or trafficking.GO:0015995|chlorophyll biosynthetic process;GO:0010019|chloroplast-nucleus signaling pathway;GO:0043085|positive regulation of catalytic activity;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0019899|enzyme binding;GO:0046906|tetrapyrrole binding;.

Manes.11G120900.v6.10.4967633 -1.00937 6E-13 down yes pfam00069 Pkinase Protein kinase domain.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0010311|lateral root formation;GO:0046777|protein autophosphorylation;GO:0009786|regulation of asymmetric cell division;GO:0048829|root cap development;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009986|cell surface;GO:0030139|endocytic vesicle;GO:0016021|integral component of membrane;GO:0032585|multivesicular body membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G121500.v6.1Inf Inf 0.0658 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G121600.v6.17.1871846 2.84543 7E-06 up yes pfam15455 Pro-rich_19 Proline-rich 19. This family includes proline-rich protein 19.. . . .

Manes.11G121900.v6.10.7941617 -0.3325 0.0436 down no pfam03878 YIF1 YIF1. YIF1 (Yip1 interacting factor) is an integral membrane protein that is required for membrane fusion of ER derived vesicles. It also plays a role in the biogenesis of ER derived COPII transport vesicles.. GO:0016021|integral component of membrane;. .

Manes.11G122000.v6.10.5980212 ####### 1E-07 down no pfam00643 zf-B_box B-box zinc finger.GO:0010100|negative regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.11G122400.v6.1Inf Inf 0.8798 up no pfam06728 PIG-U GPI transamidase subunit PIG-U. Many eukaryotic proteins are anchored to the cell surface via glycosylphosphatidylinositol (GPI), which is posttranslationally attached to the carboxyl-terminus by GPI transamidase. The mammalian GPI transamidase is a complex of at least four subunits, GPI8, GAA1, PIG-S, and PIG-T. PIG-U is thought to represent a fifth subunit in this complex and may be involved in the recognition of either the GPI attachment signal or the lipid portion of GPI.. . . .

Manes.11G122500.v6.16.9645923 2.80004 0.0136 up yes pfam03208 PRA1 PRA1 family protein. This family includes the PRA1 (Prenylated rab acceptor) protein which is a Rab guanine dissociation inhibitor (GDI) displacement factor. This family also includes the glutamate transporter EAAC1 interacting protein GTRAP3-18.GO:0016192|vesicle-mediated transport;GO:0005783|endoplasmic reticulum;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.11G123200.v6.10.7423156 ####### 0.5067 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G123500.v6.15.0499821 2.33628 4E-89 up yes pfam05187 ETF_QO Electron transfer flavoprotein-ubiquinone oxidoreductase. Electron-transfer flavoprotein-ubiquinone oxidoreductase (ETF-QO) in the inner mitochondrial membrane accepts electrons from electron-transfer flavoprotein which is located in the mitochondrial matrix and reduces ubiquinone in the mitochondrial membrane. The two redox centres in the protein, FAD and a [4Fe4S] cluster, are present in a 64-kDa monomer.GO:0006552|leucine catabolic process;GO:0009646|response to absence of light;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0004174|electron-transferring-flavoprotein dehydrogenase activity;GO:0046872|metal ion binding;K00311

Manes.11G123700.v6.11.3480582 0.43088 0.0004 up no pfam04379 DUF525 Protein of unknown function (DUF525). Members of this family include the bacterial protein ApaG and the C termini of some F-box proteins (pfam00646). F-box proteins contain a carboxyl-terminal domain that interacts with protein substrates, so this family may be involved in protein-protein interaction. The function of ApaG proteins is unknown, but mutations in the Salmonella typhimurium ApaG homologue corD gives a phenotype of low-level cobalt resistance and decreased magnesium efflux by effects on the CorA magnesium transport system.GO:0016567|protein ubiquitination;GO:0019005|SCF ubiquitin ligase complex;. K10290

Manes.11G123800.v6.10.9553403 ####### 0.6894 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124000.v6.1Inf Inf 0.8764 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.11G124200.v6.10.9027062 ####### 0.3648 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124300.v6.10.7912204 ####### 0.067 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.11G124900.v6.11.1377169 0.18614 1 up no pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.GO:0006873|cellular ion homeostasis;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008308|voltage-gated anion channel activity;.

Manes.11G125000.v6.11.8631965 8.98E-01 0.0052 up no pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.11G125100.v6.13.6071385 1.85E+00 8E-31 up yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.11G125200.v6.11.5613108 0.64276 3E-07 up no pfam00753 Lactamase_B Metallo-beta-lactamase superfamily.GO:0006750|glutathione biosynthetic process;GO:0009507|chloroplast;GO:0004416|hydroxyacylglutathione hydrolase activity;GO:0008270|zinc ion binding;K01069

Manes.11G125500.v6.10.5288862 ####### 1E-12 down no pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.11G125700.v6.10.5686859 -0.8143 1E-06 down no pfam01781 Ribosomal_L38eRibosomal L38e protein family.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0003735|structural constituent of ribosome;K02923

Manes.11G125800.v6.10.5009633 -0.99722 2E-07 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009686|gibberellin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0051777|ent-kaurenoate oxidase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K04123

Manes.11G125900.v6.10.4483676 ####### 9E-12 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0008356|asymmetric cell division;GO:0055072|iron ion homeostasis;GO:0048366|leaf development;GO:0045930|negative regulation of mitotic cell cycle;GO:0009956|radial pattern formation;GO:0032350|regulation of hormone metabolic process;GO:0006351|transcription, DNA-templated;GO:0005769|early endosome;GO:0005770|late endosome;GO:0005634|nucleus;GO:0055037|recycling endosome;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G126000.v6.10.8247587 ####### 0.0873 down no pfam04266 ASCH ASCH domain. The ASCH domain adopts a beta-barrel fold similar to the pfam01472 domain. It is thought to function as an RNA-binding domain during coactivation, RNA-processing and possibly during prokaryotic translation regulation.. . . .

Manes.11G127400.v6.10.7071353 -0.49994 0.0019 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;GO:0008270|zinc ion binding;.

Manes.11G127500.v6.11.3554433 4.39E-01 0.0003 up no pfam01663 Phosphodiest Type I phosphodiesterase / nucleotide pyrophosphatase. This family consists of phosphodiesterases, including human plasma-cell membrane glycoprotein PC-1 / alkaline phosphodiesterase i / nucleotide pyrophosphatase (nppase). These enzymes catalyse the cleavage of phosphodiester and phosphosulfate bonds in NAD, deoxynucleotides and nucleotide sugars. Also in this family is ATX an autotaxin, tumor cell motility-stimulating protein which exhibits type I phosphodiesterases activity. The alignment encompasses the active site. Also present with in this family is 60-kDa Ca2+-ATPase form F. odoratum.GO:0006501|C-terminal protein lipidation;GO:0044267|cellular protein metabolic process;GO:0006506|GPI anchor biosynthetic process;GO:0043687|post-translational protein modification;GO:0016254|preassembly of GPI anchor in ER membrane;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0051377|mannose-ethanolamine phosphotransferase activity;K05288

Manes.11G127900.v6.11.382134 0.4669 0.0015 up no pfam03870 RNA_pol_Rpb8RNA polymerase Rpb8. Rpb8 is a subunit common to the three yeast RNA polymerases, pol I, II and III. Rpb8 interacts with the largest subunit Rpb1, and with Rpb3 and Rpb11, two smaller subunits.GO:0006360|transcription from RNA polymerase I promoter;GO:0006366|transcription from RNA polymerase II promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0000419|DNA-directed RNA polymerase V complex;. K03016

Manes.11G128100.v6.15.6197371 2.4905 4E-12 up yes pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helices. . . .

Manes.11G128200.v6.129.697467 4.89227 1E-08 up yes pfam00182 Glyco_hydro_19Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.11G128300.v6.131.416217 4.97E+00 1E-101 up yes pfam00182 Glyco_hydro_19Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.11G128500.v6.10.5893377 ####### 5E-07 down no pfam03405 FA_desaturase_2Fatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0045300|acyl-[acyl-carrier-protein] desaturase activity;GO:0046872|metal ion binding;K03921

Manes.11G128600.v6.10.1123461 -3.15398 4E-27 down yes pfam01896 DNA_primase_SEukaryotic and archaeal DNA primase small subunit. DNA primase synthesizes the RNA primers for the Okazaki fragments in lagging strand DNA synthesis. DNA primase is a heterodimer of large and small subunits. This family also includes baculovirus late expression factor 1 or LEF-1 proteins. Baculovirus LEF-1 is a DNA primase enzyme. Bacterial DNA primase adopts a different fold to archaeal and eukaryotic primases.. GO:0016020|membrane;GO:1990077|primosome complex;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;K02684

Manes.11G128800.v6.10.4310934 -1.21393 5E-06 down yes pfam03324 Herpes_HEPAHerpesvirus DNA helicase/primase complex associated protein. This family includes HSV UL8, EHV-1 54, VZV 52 AND HCMV 102.. . . .

Manes.11G129000.v6.11.4411276 5.27E-01 3E-05 up no pfam00168 C2 C2 domain. . GO:0016021|integral component of membrane;. .

Manes.11G129100.v6.10.4056892 ####### 1E-10 down yes pfam13964 Kelch_6 Kelch motif. GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0005634|nucleus;. .

Manes.11G129300.v6.11.6168565 0.69319 0.0003 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G129400.v6.11.6432286 0.71653 9E-06 up no pfam05915 DUF872 Eukaryotic protein of unknown function (DUF872). This family consists of several uncharacterized eukaryotic proteins. The function of this family is unknown.. GO:0016021|integral component of membrane;. .

Manes.11G129900.v6.11.7787734 8.31E-01 5E-06 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.11G130500.v6.10.6722073 -0.57302 1E-05 down no pfam15489 CTC1 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. Mutations in human CTC1 have been recognized as contributing to cerebroretinal microangiopathy.. . . .

Manes.11G130700.v6.128.312742 4.82E+00 5E-13 up yes pfam00182 Glyco_hydro_19Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.11G130800.v6.10.3470718 -1.52669 6E-16 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0007155|cell adhesion;GO:0009825|multidimensional cell growth;GO:0009651|response to salt stress;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0009897|external side of plasma membrane;GO:0005886|plasma membrane;GO:0030247|polysaccharide binding;.

Manes.11G130900.v6.11.2811889 3.57E-01 0.053 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0048366|leaf development;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.11G132200.v6.11.8334546 8.75E-01 6E-11 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K10575

Manes.11G132600.v6.1#NAME? #NAME? 0.5977 down no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.11G132700.v6.10.8019735 -0.31837 0.0086 down no pfam04911 ATP-synt_J ATP synthase j chain.. . . .

Manes.11G133000.v6.13.8410444 1.9415 4E-43 up yes pfam03395 Pox_P4A Poxvirus P4A protein.. . . .

Manes.11G133300.v6.11.5643434 6.46E-01 6E-08 up no pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. .

Manes.11G133400.v6.10.1281872 -2.96368 9E-28 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11251

Manes.11G133800.v6.10.7270299 ####### 0.0001 down no pfam00410 Ribosomal_S8Ribosomal protein S8.GO:0006412|translation;GO:0005618|cell wall;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02957

Manes.11G134100.v6.11.1374856 1.86E-01 0.9637 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009631|cold acclimation;GO:0042538|hyperosmotic salinity response;GO:0009643|photosynthetic acclimation;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009416|response to light stimulus;GO:0006979|response to oxidative stress;GO:0010224|response to UV-B;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G134300.v6.12.080849 1.06E+00 6E-05 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G134400.v6.10.5108086 ####### 5E-14 down no pfam04387 PTPLA Protein tyrosine phosphatase-like protein, PTPLA. This family includes the mammalian protein tyrosine phosphatase-like protein, PTPLA. A significant variation of PTPLA from other protein tyrosine phosphatases is the presence of proline instead of catalytic arginine at the active site. It is thought that PTPLA proteins have a role in the development, differentiation, and maintenance of a number of tissue types.GO:0030497|fatty acid elongation;GO:0030148|sphingolipid biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0018812|3-hydroxyacyl-CoA dehydratase activity;GO:0019899|enzyme binding;K10703

Manes.11G134500.v6.10.348346 ####### 0.0004 down yes pfam05996 Fe_bilin_red Ferredoxin-dependent bilin reductase. This family consists of several different but closely related proteins which include phycocyanobilin:ferredoxin oxidoreductase EC:1.3.7.5 (PcyA), 15,16-dihydrobiliverdin:ferredoxin oxidoreductase EC:1.3.7.2 (PebA) and phycoerythrobilin:ferredoxin oxidoreductase EC:1.3.7.3 (PebB). Phytobilins are linear tetrapyrrole precursors of the light-harvesting prosthetic groups of the phytochrome photoreceptors of plants and the phycobiliprotein photosynthetic antennae of cyanobacteria, red algae, and cryptomonads. It is known that that phytobilins are synthesized from heme via the intermediary of biliverdin IX alpha (BV), which is reduced subsequently by ferredoxin-dependent bilin reductases with different double-bond specificities.. . . .

Manes.11G134700.v6.18.5017863 3.09E+00 1E-23 up yes pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.11G134900.v6.10.4643417 ####### 3E-18 down yes pfam03939 Ribosomal_L23eNRibosomal protein L23, N-terminal domain. The N-terminal domain appears to be specific to the eukaryotic ribosomal proteins L25, L23, and L23a.GO:0006412|translation;GO:0005840|ribosome;GO:0000166|nucleotide binding;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.11G135800.v6.10.2765743 ####### 4E-08 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213



Manes.11G135900.v6.11.5476406 6.30E-01 1E-05 up no pfam03081 Exo70 Exo70 exocyst complex subunit. The Exo70 protein forms one subunit of the exocyst complex. First discovered in S. cerevisiae, Exo70 and other exocyst proteins have been observed in several other eukaryotes, including humans. In S. cerevisiae, the exocyst complex is involved in the late stages of exocytosis, and is localized at the tip of the bud, the major site of exocytosis in yeast. Exo70 interacts with the Rho3 GTPase. This interaction mediates one of the three known functions of Rho3 in cell polarity: vesicle docking and fusion with the plasma membrane (the other two functions are regulation of actin polarity and transport of exocytic vesicles from the mother cell to the bud). In humans, the functions of Exo70 and the exocyst complex are less well characterized: Exo70 is expressed in several tissues and is thought to also be involved in exocytosis.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;GO:0005886|plasma membrane;. .

Manes.11G136000.v6.10.0788927 -3.66396 2E-65 down yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.11G136100.v6.10.8827397 -0.17994 0.2491 down no pfam00293 NUDIX NUDIX domain.. . GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.11G136400.v6.1Inf Inf 0.0617 up no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G136600.v6.11.3650338 4.49E-01 9E-05 up no pfam04153 NOT2_3_5 NOT2 / NOT3 / NOT5 family. NOT1, NOT2, NOT3, NOT4 and NOT5 form a nuclear complex that negatively regulates the basal and activated transcription of many genes. This family includes NOT2, NOT3 and NOT5.GO:0015074|DNA integration;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.11G136700.v6.12.0613362 1.04358 0.0002 up yes pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.11G136800.v6.12.2101333 1.14413 5E-20 up yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G137400.v6.10.6444925 ####### 1E-07 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0003777|microtubule motor activity;.

Manes.11G138200.v6.10.4628296 ####### 3E-15 down yes pfam00069 Pkinase Protein kinase domain.GO:0009785|blue light signaling pathway;GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0035556|intracellular signal transduction;GO:0010362|negative regulation of anion channel activity by blue light;GO:0009638|phototropism;GO:0046777|protein autophosphorylation;GO:0018298|protein-chromophore linkage;GO:0010155|regulation of proton transport;GO:0010119|regulation of stomatal movement;GO:0009637|response to blue light;GO:0009986|cell surface;GO:0005737|cytoplasm;GO:0009898|cytoplasmic side of plasma membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0010181|FMN binding;GO:0042802|identical protein binding;GO:0016301|kinase activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08282

Manes.11G138300.v6.14.6148495 2.20628 4E-41 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.11G138600.v6.10.5508563 -0.86025 5E-05 down no pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.11G138700.v6.1Inf Inf 0.006 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.11G139600.v6.11.4541146 0.54014 3E-06 up no pfam14570 zf-RING_4 RING/Ubox like zinc-binding domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10643

Manes.11G139800.v6.10.6190433 -0.69189 0.0341 down no pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0010447|response to acidic pH;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010542|nitrate efflux transmembrane transporter activity;.

Manes.11G140100.v6.11.4359278 5.22E-01 5E-06 up no pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.GO:0015991|ATP hydrolysis coupled proton transport;GO:0015986|ATP synthesis coupled proton transport;GO:0070070|proton-transporting V-type ATPase complex assembly;GO:0007035|vacuolar acidification;GO:0070072|vacuolar proton-transporting V-type ATPase complex assembly;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0016471|vacuolar proton-transporting V-type ATPase complex;GO:0000220|vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0051117|ATPase binding;GO:0046961|proton-transporting ATPase activity, rotational mechanism;K02154

Manes.11G140200.v6.12.111611 1.07834 0.0018 up yes pfam09801 SYS1 Integral membrane protein S linking to the trans Golgi network. Members of this family are integral membrane proteins involved in protein trafficking between the late Golgi and endosome. They may also serve as a receptor for ADP-ribosylation factor-related protein 1 (ARFRP1). Sys1p is a small integral membrane protein with four predicted transmembrane domains that localizes to the Trans Golgi network TGN in yeast and human cells.. . GO:0019784|NEDD8-specific protease activity;K08597

Manes.11G140400.v6.10.5708343 -0.80886 3E-07 down no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0005886|plasma membrane;. .

Manes.11G140500.v6.13.2244666 1.68906 1E-16 up yes pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.11G140700.v6.10.4995166 ####### 6E-05 down yes pfam01974 tRNA_int_endotRNA intron endonuclease, catalytic C-terminal domain. Members of this family cleave pre tRNA at the 5' and 3' splice sites to release the intron EC:3.1.27.9.GO:0006397|mRNA processing;GO:0006388|tRNA splicing, via endonucleolytic cleavage and ligation;GO:0005634|nucleus;GO:0016829|lyase activity;GO:0003676|nucleic acid binding;GO:0000213|tRNA-intron endonuclease activity;K15322

Manes.11G141100.v6.10.7294845 ####### 0.0073 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0006417|regulation of translation;GO:0005743|mitochondrial inner membrane;GO:0005759|mitochondrial matrix;GO:0005761|mitochondrial ribosome;GO:0005525|GTP binding;.

Manes.11G141400.v6.10.8334991 -0.26275 0.1119 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0042254|ribosome biogenesis;GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0016787|hydrolase activity;GO:0003723|RNA binding;K14540

Manes.11G141500.v6.12.1728734 1.1196 1E-17 up yes pfam09810 Exo5 Exonuclease V - a 5' deoxyribonuclease. Exonuclease V is a monomeric 5' deoxyribonuclease that is localized in the nucleus. It degrades single-stranded, but not double-stranded, DNA from the 5'-end, and the products are dinucleotides, except the 3'-terminal tri- and tetranucleotides, which are not degraded. The initial hydrolytic cut of exonuclease V on the dephosphorylated substrate produces a mixture of dinucleoside monophosphates and trinucleoside diphosphates. The enzyme is processive in action. Exo5 is specific for single-stranded DNA and does not hydrolyze RNA. However, Exo5 has the capacity to slide across 5' double-stranded DNA or 5' RNA sequences and resume cutting two nucleotides downstream of the double-stranded-to-single-stranded junction or RNA-to-DNA junction, respectively.. GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0045145|single-stranded DNA 5'-3' exodeoxyribonuclease activity;K17815

Manes.11G141800.v6.10.6638212 -0.59113 0.0027 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.11G142200.v6.16.7547578 2.7559 5E-94 up yes pfam00441 Acyl-CoA_dh_1Acyl-CoA dehydrogenase, C-terminal domain. C-terminal domain of Acyl-CoA dehydrogenase is an all-alpha, four helical up-and-down bundle.GO:1902198|3-methylbut-2-enoyl-CoA(4-) metabolic process;GO:1902196|isovaleryl-CoA(4-) catabolic process;GO:0006552|leucine catabolic process;GO:0005739|mitochondrion;GO:0050660|flavin adenine dinucleotide binding;GO:0008470|isovaleryl-CoA dehydrogenase activity;K00253

Manes.11G142300.v6.10.4210518 ####### 1E-25 down yes pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0010158|abaxial cell fate specification;GO:0009734|auxin-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0010050|vegetative phase change;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G142400.v6.14.7660349 2.25279 0.0309 up yes pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0009817|defense response to fungus, incompatible interaction;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G142800.v6.1Inf Inf 0.3951 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009908|flower development;GO:0009835|fruit ripening;GO:0010150|leaf senescence;GO:0009825|multidimensional cell growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G143300.v6.1Inf Inf 0.8798 up no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.11G143500.v6.10.3234663 -1.62831 0.1823 down no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.11G143600.v6.1Inf Inf 0.2217 up no pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.11G144000.v6.19.4943817 3.24707 0.0439 up no pfam06830 Root_cap Root cap. The cells at the periphery of the root cap are continuously sloughed off from the root into the mucilage, and are thought to be programmed to die.This family represents a conserved region approximately 60 residues in length within plant root cap proteins, which may be involved in the process.. . . .

Manes.11G144200.v6.11.1051406 1.44E-01 0.2034 up no pfam00069 Pkinase Protein kinase domain.GO:0006468|protein phosphorylation;GO:0009615|response to virus;GO:0016032|viral process;. GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K07359

Manes.11G144300.v6.11.7251317 7.87E-01 3E-06 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. GO:0005634|nucleus;. .

Manes.11G144400.v6.12.0237515 1.01703 9E-18 up yes pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0080144|amino acid homeostasis;GO:0009737|response to abscisic acid;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.11G144800.v6.10.2099269 -2.25204 2E-08 down yes pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.11G144900.v6.10.7928546 -0.33487 0.0038 down no pfam13848 Thioredoxin_6Thioredoxin-like domain.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005774|vacuolar membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.11G145000.v6.10.4229104 ####### 2E-15 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G145500.v6.12.7960509 1.48339 6E-18 up yes pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.11G145600.v6.13.4165681 1.77255 0.0026 up yes pfam05007 Mannosyl_transMannosyltransferase (PIG-M). PIG-M has a DXD motif. The DXD motif is found in many glycosyltransferases that utilize nucleotide sugars. It is thought that the motif is involved in the binding of a manganese ion that is required for association of the enzymes with nucleotide sugar substrates.. . . .

Manes.11G145800.v6.11.4646052 5.51E-01 2E-06 up no pfam03164 Mon1 Trafficking protein Mon1. Members of this family have been called SAND proteins although these proteins do not contain a SAND domain. In Saccharomyces cerevisiae a protein complex of Mon1 and Ccz1 functions with the small GTPase Ypt7 to mediate vesicle trafficking to the vacuole. The Mon1/Ccz1 complex is conserved in eukaryotic evolution and members of this family (previously known as DUF254) are distant homologues to domains of known structure that assemble into cargo vesicle adapter (AP) complexes. describes orthologues in Fugu rubripes.GO:0009306|protein secretion;GO:0016192|vesicle-mediated transport;GO:0005623|cell;. .

Manes.11G146000.v6.10.9227236 ####### 0.3403 down no pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0009855|determination of bilateral symmetry;GO:0010014|meristem initiation;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0010089|xylem development;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09338

Manes.11G146100.v6.1NA NA NA -- no pfam12767 SAGA-Tad1 Transcriptional regulator of RNA polII, SAGA, subunit. The yeast SAGA complex is a multifunctional coactivator that regulates transcription by RNA polymerase II. It is formed of five major modular subunits and shows a high degree of structural conservation to human TFTC and STAGA. The complex can also be conceived of as consisting of two histone-fold-containing core subunits, and this family is one of these. As a family it is likely to carry binding regions for interactions with a number of the other components of the complex.. . . .

Manes.11G146400.v6.190.197687 6.49502 7E-188 up yes pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006464|cellular protein modification process;GO:0000398|mRNA splicing, via spliceosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0031386|protein tag;K13113

Manes.11G146500.v6.10.6989647 -0.51671 0.0002 down no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G146600.v6.10.3353744 -1.57616 5E-26 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.11G146800.v6.10.4179956 ####### 0.0013 down yes pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.11G147100.v6.11.4498289 5.36E-01 0.001 up no pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.. . . .

Manes.11G147300.v6.10.219618 -2.18693 5E-32 down yes pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0030552|cAMP binding;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;K05391

Manes.11G147400.v6.10.4675549 -1.09679 3E-16 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0010089|xylem development;GO:0012505|endomembrane system;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.11G147500.v6.10.4666015 -1.09974 2E-20 down yes pfam14624 Vwaint VWA / Hh protein intein-like. VWA-Hint proteins carry this conserved domain of around 300 residues, now named the Vwaint domain. Such proteins do not seem to have a signal peptide for secretion. Generally, this domain lies between the N-terminal VWA domain and the more C-terminal 'Vint'-type Hint domain. The exact function of this domain is not known.. . . K07114

Manes.11G147600.v6.10.3368915 -1.56964 4E-06 down yes pfam02601 Exonuc_VII_LExonuclease VII, large subunit. This family consist of exonuclease VII, large subunit EC:3.1.11.6 This enzyme catalyses exonucleolytic cleavage in either 5'->3' or 3'->5' direction to yield 5'-phosphomononucleotides. This exonuclease VII enzyme is composed of one large subunit and 4 small ones.. . . .

Manes.11G148300.v6.1NA NA NA -- no pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.11G148400.v6.113.226288 3.72534 3E-06 up yes pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.11G148600.v6.10.1638578 -2.60948 9E-32 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. . . .

Manes.11G148800.v6.10.6135643 -0.70471 0.0041 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G148900.v6.12.4217343 1.27604 0.1714 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.11G149200.v6.10.8435051 -0.24553 0.0678 down no pfam13921 Myb_DNA-bind_6Myb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.11G149300.v6.10.408544 -1.29144 7E-11 down yes pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.11G149400.v6.14.9224245 2.29937 7E-19 up yes pfam13207 AAA_17 AAA domain. . . . .

Manes.11G149600.v6.10.3146436 -1.66821 2E-09 down yes pfam05140 ResB ResB-like family. This family includes both ResB and cytochrome c biogenesis proteins. Mutations in ResB indicate that they are essential for growth. ResB is predicted to be a transmembrane protein.. . . .

Manes.11G149800.v6.1Inf Inf 0.8798 up no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0006814|sodium ion transport;GO:0016021|integral component of membrane;GO:0005451|monovalent cation:proton antiporter activity;GO:0016746|transferase activity, transferring acyl groups;.

Manes.11G150100.v6.10.4919809 -1.02333 1E-05 down yes pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.11G150300.v6.12.628982 1.39E+00 1E-26 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;K13525

Manes.11G150900.v6.10.1815768 -2.46135 3E-13 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.11G151200.v6.10.5627708 ####### 0.0068 down no pfam01120 Alpha_L_fucosAlpha-L-fucosidase.GO:0005975|carbohydrate metabolic process;GO:0006516|glycoprotein catabolic process;GO:0048046|apoplast;GO:0005773|vacuole;GO:0004560|alpha-L-fucosidase activity;K01206

Manes.11G151300.v6.1Inf Inf 0.0623 up no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16298

Manes.11G151400.v6.11.7083416 0.7726 2E-09 up no pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0005829|cytosol;GO:0000815|ESCRT III complex;GO:0005770|late endosome;. K12193

Manes.11G151900.v6.10.1462178 ####### 8E-45 down yes pfam07795 DUF1635 Protein of unknown function (DUF1635). The members of this family include sequences that are parts of hypothetical proteins expressed by plant species. The region in question is about 170 amino acids long.. . . .

Manes.11G152000.v6.10.4180232 ####### 6E-21 down yes pfam01068 DNA_ligase_A_MATP dependent DNA ligase domain. This domain belongs to a more diverse superfamily, including pfam01331 and pfam01653.GO:0007049|cell cycle;GO:0051301|cell division;GO:0071897|DNA biosynthetic process;GO:0080111|DNA demethylation;GO:0051103|DNA ligation involved in DNA repair;GO:0006310|DNA recombination;GO:0006260|DNA replication;GO:0006302|double-strand break repair;GO:0006273|lagging strand elongation;GO:0000012|single strand break repair;GO:0005737|cytoplasm;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003910|DNA ligase (ATP) activity;GO:0046872|metal ion binding;K10747

Manes.11G152300.v6.1Inf Inf 0.8764 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0071369|cellular response to ethylene stimulus;GO:0071281|cellular response to iron ion;GO:0071732|cellular response to nitric oxide;GO:0034756|regulation of iron ion transport;GO:0006355|regulation of transcription, DNA-templated;GO:0010039|response to iron ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G152400.v6.10.3751056 ####### 3E-21 down yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G152500.v6.10.4046205 ####### 1E-26 down yes pfam03948 Ribosomal_L9_CRibosomal protein L9, C-terminal domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0000311|plastid large ribosomal subunit;GO:0044822|poly(A) RNA binding;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02939

Manes.11G152600.v6.1Inf Inf 0.8798 up no pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.11G153000.v6.11.494586 0.57975 7E-07 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0043044|ATP-dependent chromatin remodeling;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0051225|spindle assembly;GO:0072553|terminal button organization;GO:0006351|transcription, DNA-templated;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0000790|nuclear chromatin;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0016581|NuRD complex;GO:0043234|protein complex;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0000980|RNA polymerase II distal enhancer sequence-specific DNA binding;GO:0001103|RNA polymerase II repressing transcription factor binding;GO:0008134|transcription factor binding;GO:0008270|zinc ion binding;K11643

Manes.11G153300.v6.11.6786325 0.74729 5E-11 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0008356|asymmetric cell division;GO:0048854|brain morphogenesis;GO:0048749|compound eye development;GO:0007398|ectoderm development;GO:0030718|germ-line stem cell population maintenance;GO:0007476|imaginal disc-derived wing morphogenesis;GO:0002121|inter-male aggressive behavior;GO:0046331|lateral inhibition;GO:0031987|locomotion involved in locomotory behavior;GO:0007616|long-term memory;GO:0007498|mesoderm development;GO:0007399|nervous system development;GO:0042048|olfactory behavior;GO:0030707|ovarian follicle cell development;GO:0007422|peripheral nervous system development;GO:0045747|positive regulation of Notch signaling pathway;GO:0051260|protein homooligomerization;GO:0008104|protein localization;GO:0000209|protein polyubiquitination;GO:0045314|regulation of compound eye photoreceptor development;GO:0008593|regulation of Notch signaling pathway;GO:0046532|regulation of photoreceptor cell differentiation;GO:0007423|sensory organ development;GO:0016360|sensory organ precursor cell fate determinationGO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:1901981|phosphatidylinositol phosphate binding;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;K01931

Manes.11G153500.v6.11.8009759 8.49E-01 4E-06 up no pfam02029 Caldesmon Caldesmon. . . . .

Manes.11G154000.v6.11.5049769 0.58974 2E-07 up no pfam10475 DUF2450 Protein of unknown function N-terminal domain (DUF2450). This protein is found in eukaryotes but its function is not known. The C-terminal part of some members is DUF2451.GO:0032456|endocytic recycling;GO:0015031|protein transport;GO:1990745|EARP complex;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0055037|recycling endosome;. .

Manes.11G154100.v6.12.3344921 1.22311 2E-26 up yes pfam00637 Clathrin Region in Clathrin and VPS. Each region is about 140 amino acids long. The regions are composed of multiple alpha helical repeats. They occur in the arm region of the Clathrin heavy chain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0005622|intracellular;GO:0008270|zinc ion binding;.

Manes.11G154800.v6.12.483004 1.31209 1E-23 up yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.11G155000.v6.12.2075372 1.14E+00 2E-07 up yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0047634|agmatine N4-coumaroyltransferase activity;.

Manes.11G155100.v6.10.8272865 ####### 0.0397 down no pfam00069 Pkinase Protein kinase domain.GO:0007059|chromosome segregation;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0006397|mRNA processing;GO:0045071|negative regulation of viral genome replication;GO:0045070|positive regulation of viral genome replication;GO:0006468|protein phosphorylation;GO:0050684|regulation of mRNA processing;GO:0048024|regulation of mRNA splicing, via spliceosome;GO:0008380|RNA splicing;GO:0035092|sperm chromatin condensation;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0044822|poly(A) RNA binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K15409

Manes.11G155200.v6.12.3067006 1.20583 6E-13 up yes pfam03825 Nuc_H_symportNucleoside H+ symporter.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.11G155300.v6.10.1687074 -2.5674 0.0001 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.11G155400.v6.10.4000691 -1.32168 2E-05 down yes pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0006071|glycerol metabolic process;GO:0006629|lipid metabolic process;GO:0016021|integral component of membrane;GO:0008374|O-acyltransferase activity;GO:0046027|phospholipid:diacylglycerol acyltransferase activity;K00679

Manes.11G155800.v6.10.3637359 -1.45904 3E-07 down yes pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;.

Manes.11G157000.v6.14.368348 2.13E+00 2E-39 up yes pfam08324 PUL PUL domain. The PUL (PLAP, Ufd3p and Lub1p) domain is a novel alpha-helical Ub-associated domain. It directly binds to Cdc48, a chaperone-like AAA ATPase that collects ubiquitylated substrates.. . . .

Manes.11G157400.v6.10.3132282 -1.67471 3E-22 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0098702|adenine import across plasma membrane;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0098710|guanine import across plasma membrane;GO:0035344|hypoxanthine transport;GO:0098721|uracil import across plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015207|adenine transmembrane transporter activity;GO:0015208|guanine transmembrane transporter activity;GO:0015294|solute:cation symporter activity;GO:0015210|uracil transmembrane transporter activity;.

Manes.11G157600.v6.10.6865137 ####### 5E-05 down no pfam01246 Ribosomal_L24eRibosomal protein L24e.GO:0042254|ribosome biogenesis;GO:0022625|cytosolic large ribosomal subunit;GO:0005730|nucleolus;. K02896



Manes.11G157800.v6.10.3506243 ####### 2E-13 down yes pfam00757 Furin-like Furin-like cysteine rich region.. . . .

Manes.11G157900.v6.10.1300651 ####### 4E-26 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.11G158200.v6.10.8035695 ####### 0.0084 down no pfam07876 Dabb Stress responsive A/B Barrel Domain. The function of this family is unknown, but it is upregulated in response to salt stress in Populus balsamifera. It is also found at the C-terminus of an fructose 1,6-bisphosphate aldolase from Hydrogenophilus thermoluteolus. Arthrobacter nicotinovorans ORF106 is found in the pA01 plasmid, which encodes genes for molybdopterin uptake and degradation of plant alkaloid nicotine. The structure of one has been solved and the domain forms an a/b barrel dimer. Although there is a clear duplication within the domain it is not obviously detectable in the sequence.. GO:0009507|chloroplast;GO:0046872|metal ion binding;.

Manes.11G158300.v6.10.9181301 -0.12323 0.9606 down no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G159100.v6.10.7742266 ####### 0.0127 down no pfam01125 G10 G10 protein. . GO:0005634|nucleus;. K12873

Manes.11G159500.v6.10.5145186 ####### 0.0173 down no pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0000160|phosphorelay signal transduction system;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004871|signal transducer activity;K14490

Manes.11G159800.v6.10.4562585 ####### 2E-14 down yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.GO:0006974|cellular response to DNA damage stimulus;GO:0009438|methylglyoxal metabolic process;. GO:0016616|oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;K19265

Manes.11G160000.v6.10.6461923 -0.62996 0.0022 down no pfam11977 RNase_Zc3h12aZc3h12a-like Ribonuclease NYN domain. This domain is found in the Zc3h12a protein which has shown to be a ribonuclease that controls the stability of a set of inflammatory genes. It has been suggested that this domain belongs to the PIN domain superfamily. This domain has also been identified as part of the NYN domain family.GO:0006397|mRNA processing;GO:0090501|RNA phosphodiester bond hydrolysis;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0043144|snoRNA processing;GO:0001682|tRNA 5'-leader removal;GO:0005634|nucleus;GO:0004526|ribonuclease P activity;K18213

Manes.11G160100.v6.11.8236374 0.86682 4E-10 up no pfam07993 NAD_binding_4Male sterility protein. This family represents the C-terminal region of the male sterility protein in a number of arabidopsis and drosophila. A sequence-related jojoba acyl CoA reductase is also included.GO:0006629|lipid metabolic process;GO:0035336|long-chain fatty-acyl-CoA metabolic process;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010345|suberin biosynthetic process;GO:0043231|intracellular membrane-bounded organelle;GO:0080019|fatty-acyl-CoA reductase (alcohol-forming) activity;GO:0050062|long-chain-fatty-acyl-CoA reductase activity;K13356

Manes.11G160700.v6.11.4985184 5.84E-01 2E-06 up no pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.11G160800.v6.10.2631606 -1.92598 3E-17 down yes pfam00777 Glyco_transf_29Glycosyltransferase family 29 (sialyltransferase). Members of this family belong to glycosyltransferase family 29.GO:0006054|N-acetylneuraminate metabolic process;GO:0006486|protein glycosylation;GO:0006487|protein N-linked glycosylation;GO:0006468|protein phosphorylation;GO:0097503|sialylation;GO:0070062|extracellular exosome;GO:0032580|Golgi cisterna membrane;GO:0030173|integral component of Golgi membrane;GO:0016020|membrane;GO:0003836|beta-galactoside (CMP) alpha-2,3-sialyltransferase activity;K00780

Manes.11G160900.v6.149.692445 5.63495 4E-29 up yes pfam00644 PARP Poly(ADP-ribose) polymerase catalytic domain. Poly(ADP-ribose) polymerase catalyses the covalent attachment of ADP-ribose units from NAD+ to itself and to a limited number of other DNA binding proteins, which decreases their affinity for DNA. Poly(ADP-ribose) polymerase is a regulatory component induced by DNA damage. The carboxyl-terminal region is the most highly conserved region of the protein. Experiments have shown that a carboxyl 40 kDa fragment is still catalytically active.GO:0006471|protein ADP-ribosylation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003950|NAD+ ADP-ribosyltransferase activity;K10798

Manes.11G162000.v6.12.6660181 1.41469 1E-21 up yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0005576|extracellular region;GO:0005634|nucleus;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.11G162600.v6.10.733399 ####### 0.0194 down no pfam11250 DUF3049 Protein of unknown function (DUF3049). This eukaryotic family of proteins has no known function.. . . .

Manes.11G163000.v6.11.7514906 0.80858 0.0004 up no pfam10328 7TM_GPCR_SrxSerpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.11G163100.v6.14.4401066 2.15059 0.3318 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.11G163300.v6.10.5784178 -0.78982 1E-07 down no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.11G163500.v6.15.3705929 2.42508 1E-19 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.11G163600.v6.11.6382185 7.12E-01 2E-06 up no pfam00957 SynaptobrevinSynaptobrevin.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0009651|response to salt stress;GO:0006906|vesicle fusion;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08515

Manes.11G163700.v6.11.7980904 0.84647 0.0044 up no pfam05834 Lycopene_cyclLycopene cyclase protein. This family consists of lycopene beta and epsilon cyclase proteins. Carotenoids with cyclic end groups are essential components of the photosynthetic membranes in all plants, algae, and cyanobacteria. These lipid-soluble compounds protect against photo-oxidation, harvest light for photosynthesis, and dissipate excess light energy absorbed by the antenna pigments. The cyclisation of lycopene (psi, psi-carotene) is a key branch point in the pathway of carotenoid biosynthesis. Two types of cyclic end groups are found in higher plant carotenoids: the beta and epsilon rings. Carotenoids with two beta rings are ubiquitous, and those with one beta and one epsilon ring are common; however, carotenoids with two epsilon rings are rare.GO:0016117|carotenoid biosynthetic process;GO:0009509|chromoplast;GO:0052727|capsanthin synthase activity;GO:0052728|capsorubin synthase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.11G163800.v6.11.7400247 0.79911 5E-09 up no pfam06258 Mito_fiss_Elm1Mitochondrial fission ELM1. In plants, this family is involved in mitochondrial fission. It binds to dynamin-related proteins and plays a role in their relocation from the cytosol to mitochondrial fission sites. Its function in bacteria is unknown.GO:0000266|mitochondrial fission;GO:0005741|mitochondrial outer membrane;. .

Manes.11G163900.v6.16.6059611 2.72E+00 0.0287 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0071555|cell wall organization;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.11G164000.v6.11.7702644 0.82396 6E-13 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0032496|response to lipopolysaccharide;. GO:0004843|ubiquitin-specific protease activity;.

Manes.11G164300.v6.10.8073375 ####### 0.0099 down no pfam05450 Nicastrin Nicastrin. Nicastrin and presenilin are two major components of the gamma-secretase complex, which executes the intramembrane proteolysis of type I integral membrane proteins such as the amyloid precursor protein (APP) and Notch. Nicastrin is synthesized in fibroblasts and neurons as an endoglycosidase-H-sensitive glycosylated precursor protein (immature nicastrin) and is then modified by complex glycosylation in the Golgi apparatus and by sialylation in the trans-Golgi network (mature nicastrin). A region featured in this family has a fold similar to human transferrin receptor (TfR) and a bacterial aminopeptidase. It is implicated in the pathogenesis of Alzheimer's disease.GO:0031648|protein destabilization;GO:0043254|regulation of protein complex assembly;GO:0009966|regulation of signal transduction;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.11G164500.v6.15.6566971 2.49996 1E-29 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.11G164600.v6.10.6563048 ####### 0.0003 down no pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.11G164800.v6.145.551844 5.51E+00 1E-161 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;.

Manes.11G165000.v6.11.6660989 0.73647 0.0054 up no pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0042742|defense response to bacterium;GO:0000289|nuclear-transcribed mRNA poly(A) tail shortening;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0006355|regulation of transcription, DNA-templated;GO:0090503|RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0006351|transcription, DNA-templated;GO:0030014|CCR4-NOT complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0000175|3'-5'-exoribonuclease activity;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K12581

Manes.11G165300.v6.11.5050412 0.5898 2E-05 up no pfam02319 E2F_TDP E2F/DP family winged-helix DNA-binding domain. This family contains the transcription factor E2F and its dimerization partners TDP1 and TDP2, which stimulate E2F-dependent transcription. E2F binds to DNA as a homodimer or as a heterodimer in association with TDP1/2, the heterodimer having increased binding efficiency. The crystal structure of an E2F4-DP2-DNA complex shows that the DNA-binding domains of the E2F and DP proteins both have a fold related to the winged-helix DNA-binding motif. Recognition of the central c/gGCGCg/c sequence of the consensus DNA-binding site is symmetric, and amino acids that contact these bases are conserved among all known E2F and DP proteins.GO:0007049|cell cycle;GO:0008284|positive regulation of cell proliferation;GO:0051446|positive regulation of meiotic cell cycle;GO:0045893|positive regulation of transcription, DNA-templated;GO:0051302|regulation of cell division;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005667|transcription factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K06620

Manes.12G000400.v6.11.5866058 0.66594 9E-09 up no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0046856|phosphatidylinositol dephosphorylation;. GO:0046872|metal ion binding;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.12G000500.v6.10.5448273 -0.87613 9E-11 down no pfam00728 Glyco_hydro_20Glycosyl hydrolase family 20, catalytic domain. This domain has a TIM barrel fold.GO:0005975|carbohydrate metabolic process;GO:0005618|cell wall;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0004563|beta-N-acetylhexosaminidase activity;GO:0015929|hexosaminidase activity;K12373

Manes.12G000900.v6.1Inf Inf 0.4066 up no pfam09916 DUF2145 Uncharacterized protein conserved in bacteria (DUF2145). This domain, found in various hypothetical prokaryotic proteins, has no known function.. . . .

Manes.12G001000.v6.11.3787518 4.63E-01 7E-05 up no pfam04825 Rad21_Rec8_NN terminus of Rad21 / Rec8 like protein. This family represents a conserved N-terminal region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.GO:0051301|cell division;GO:0070601|centromeric sister chromatid cohesion;GO:0007067|mitotic nuclear division;GO:0007062|sister chromatid cohesion;GO:0000775|chromosome, centromeric region;GO:0000228|nuclear chromosome;. K06670

Manes.12G003100.v6.10.6144642 -0.7026 1E-06 down no pfam00472 RF-1 RF-1 domain. This domain is found in peptide chain release factors such as RF-1 and RF-2, and a number of smaller proteins of unknown function. This domain contains the peptidyl-tRNA hydrolase activity. The domain contains a highly conserved motif GGQ, where the glutamine is thought to coordinate the water that mediates the hydrolysis.GO:0009657|plastid organization;GO:0006396|RNA processing;GO:0006415|translational termination;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016149|translation release factor activity, codon specific;.

Manes.12G003700.v6.10.9097985 -0.13638 0.7756 down no pfam00314 Thaumatin Thaumatin family.. . . .

Manes.12G003800.v6.11.8501308 0.88763 0.1688 up no pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.12G004000.v6.10.454198 -1.13861 6E-19 down yes pfam00364 Biotin_lipoyl Biotin-requiring enzyme. This family covers two Prosite entries, the conserved lysine residue binds biotin in one group and lipoic acid in the other. Note that the HMM does not currently recognize the Glycine cleavage system H proteins.GO:0006633|fatty acid biosynthetic process;GO:0009317|acetyl-CoA carboxylase complex;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0003989|acetyl-CoA carboxylase activity;K02160

Manes.12G004200.v6.11.9448196 9.60E-01 5E-17 up no pfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0044267|cellular protein metabolic process;GO:0006488|dolichol-linked oligosaccharide biosynthetic process;GO:0006112|energy reserve metabolic process;GO:0006002|fructose 6-phosphate metabolic process;GO:0006541|glutamine metabolic process;GO:0043687|post-translational protein modification;GO:0006487|protein N-linked glycosylation;GO:0018279|protein N-linked glycosylation via asparagine;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0006047|UDP-N-acetylglucosamine metabolic process;GO:0005829|cytosol;GO:0030246|carbohydrate binding;GO:0004360|glutamine-fructose-6-phosphate transaminase (isomerizing) activity;K00820

Manes.12G004300.v6.12.0704502 1.04994 5E-16 up yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.12G004700.v6.10.5466627 -0.87128 0.0027 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0005739|mitochondrion;. .

Manes.12G005000.v6.10.7936559 -0.33341 0.0038 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.12G005100.v6.10.7733795 -0.37075 0.0091 down no pfam08719 DUF1768 Domain of unknown function (DUF1768). This is a domain of unknown function. It is alpha helical in structure. The GO annotation for this protein suggests it is involved in nematode larval development and has a positive regulation on growth rate.GO:1901135|carbohydrate derivative metabolic process;GO:0009658|chloroplast organization;GO:0046443|FAD metabolic process;GO:0009644|response to high light intensity;GO:0009231|riboflavin biosynthetic process;GO:0009507|chloroplast;GO:0008703|5-amino-6-(5-phosphoribosylamino)uracil reductase activity;GO:0008835|diaminohydroxyphosphoribosylaminopyrimidine deaminase activity;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;GO:0050661|NADP binding;GO:0008270|zinc ion binding;.

Manes.12G005200.v6.11.3868737 0.47184 4E-05 up no pfam02020 W2 eIF4-gamma/eIF5/eIF2-epsilon. This domain of unknown function is found at the C-terminus of several translation initiation factors.GO:0030154|cell differentiation;GO:0007399|nervous system development;GO:0016020|membrane;. .

Manes.12G005500.v6.11.7175179 7.80E-01 5E-11 up no pfam00293 NUDIX NUDIX domain.GO:0015995|chlorophyll biosynthetic process;GO:0050992|dimethylallyl diphosphate biosynthetic process;GO:0008299|isoprenoid biosynthetic process;GO:0015979|photosynthesis;. GO:0016787|hydrolase activity;GO:0004452|isopentenyl-diphosphate delta-isomerase activity;.

Manes.12G006500.v6.13.1419117 1.65164 2E-15 up yes pfam08740 BCS1_N BCS1 N terminal. This domain is found at the N terminal of the mitochondrial ATPase BSC1. It encodes the import and intramitochondrial sorting for the protein.. . . .

Manes.12G006600.v6.12.947344 1.56E+00 6E-42 up yes pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0006635|fatty acid beta-oxidation;GO:0070062|extracellular exosome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0016853|isomerase activity;GO:0005102|receptor binding;K12663

Manes.12G006700.v6.133.66419 5.07314 7E-164 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0071215|cellular response to abscisic acid stimulus;GO:0071470|cellular response to osmotic stress;GO:0071446|cellular response to salicylic acid stimulus;GO:0010150|leaf senescence;GO:0015770|sucrose transport;GO:0005887|integral component of plasma membrane;GO:0008515|sucrose transmembrane transporter activity;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.12G006800.v6.12.0295888 1.02119 2E-16 up yes pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.12G007100.v6.10.6277134 -0.67182 0.0012 down no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.12G007600.v6.10.5444076 ####### 2E-10 down no pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5GO:0009399|nitrogen fixation;GO:0006808|regulation of nitrogen utilization;. GO:0008773|[protein-PII] uridylyltransferase activity;GO:0016597|amino acid binding;GO:0008081|phosphoric diester hydrolase activity;K00990

Manes.12G007700.v6.10.6871642 -0.54127 0.0002 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009653|anatomical structure morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G007800.v6.1NA NA NA -- no pfam12070 DUF3550 Protein of unknown function (DUF3550/UPF0682). This family of proteins is functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 249 to 606 amino acids in length.. . . .

Manes.12G008200.v6.10.7647668 -0.38691 0.0513 down no pfam13102 Phage_int_SAM_5Phage integrase SAM-like domain. A family of uncharacterized proteins found by clustering human gut metagenomic sequences. This family appears related to the N-terminal domain of phage integrases.. . . .

Manes.12G008400.v6.10.382093 ####### 2E-16 down yes pfam14033 DUF4246 Protein of unknown function (DUF4246). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and fungi. Proteins in this family are typically between 392 and 644 amino acids in length.. . . .

Manes.12G008500.v6.11.5668164 0.64784 0.0009 up no pfam09657 Cas_Csx8 CRISPR-associated protein Csx8 (Cas_Csx8). Clusters of short DNA repeats with nonhomologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This entry describes proteins of unknown function which are encoded in the midst of a cas gene operon.. . . .

Manes.12G008600.v6.12.7970668 1.48391 7E-33 up yes pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0019752|carboxylic acid metabolic process;GO:0030149|sphingolipid catabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0016831|carboxy-lyase activity;GO:0030170|pyridoxal phosphate binding;GO:0008117|sphinganine-1-phosphate aldolase activity;K01634

Manes.12G008700.v6.19.5029832 3.25E+00 7E-23 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0010055|atrichoblast differentiation;GO:0048527|lateral root development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0043620|regulation of DNA-templated transcription in response to stress;GO:0032107|regulation of response to nutrient levels;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.12G008900.v6.10.3628353 -1.46261 2E-16 down yes pfam04104 DNA_primase_lrgEukaryotic and archaeal DNA primase, large subunit. DNA primase is the polymerase that synthesizes small RNA primers for the Okazaki fragments made during discontinuous DNA replication. DNA primase is a heterodimer of two subunits, the small subunit Pri1 (48 kDa in yeast), and the large subunit Pri2 (58 kDa in the yeast S. cerevisiae). The large subunit of DNA primase forms interactions with the small subunit and the structure implicates that it is not directly involved in catalysis, but plays roles in correctly positioning the primase/DNA complex, and in the transfer of RNA to DNA polymerase.. GO:1990077|primosome complex;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;.

Manes.12G009100.v6.10.5833425 -0.77758 0.0397 down no pfam09678 Caa3_CtaG Cytochrome c oxidase caa3 assembly factor (Caa3_CtaG). Members of this family are the CtaG protein required for assembly of active cytochrome c oxidase of the caa3 type, as found in Bacillus subtilis.. . . .

Manes.12G009300.v6.13.16629 1.66E+00 9E-29 up yes pfam00124 Photo_RC Photosynthetic reaction centre protein.. . . .

Manes.12G009400.v6.1252.88393 7.98233 6E-188 up yes pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.12G009900.v6.13.3380649 1.74E+00 5E-40 up yes pfam06624 RAMP4 Ribosome associated membrane protein RAMP4. This family consists of several ribosome associated membrane protein RAMP4 (or SERP1) sequences. Stabilisation of membrane proteins in response to stress involves the concerted action of a rescue unit in the ER membrane comprised of SERP1/RAMP4, other components of the translocon, and molecular chaperones in the ER.GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.12G010500.v6.13.7359125 1.90E+00 7E-58 up yes pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0045948|positive regulation of translational initiation;GO:0005737|cytoplasm;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;GO:0043022|ribosome binding;.

Manes.12G010600.v6.15.3393229 2.41666 9E-45 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0042335|cuticle development;GO:0050832|defense response to fungus;GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.12G010800.v6.11.5646814 6.46E-01 0.0318 up no pfam01997 Translin Translin family. Members of this family include Translin that interacts with DNA and forms a ring around the DNA. This family also includes human translin-associated protein X, which was found to interact with translin with yeast two-hybrid screen.. . . .

Manes.12G011000.v6.10.894949 -0.16012 0.2322 down no pfam04359 DUF493 Protein of unknown function (DUF493). This domain is likely to act in a regulatory capacity like pfam01842 domains. This domain has a remarkable property in that the C-terminal residue of every protein in the family lies up in the alignment. This suggests that the C-terminal residue plays some important functional role (Bateman A pers obs).. . . .

Manes.12G011300.v6.10.8954603 ####### 0.2158 down no pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.12G011500.v6.12.8894279 1.53078 9E-38 up yes pfam05755 REF Rubber elongation factor protein (REF). This family consists of the highly related rubber elongation factor (REF), small rubber particle protein (SRPP) and stress-related protein (SRP) sequences. REF and SRPP are released from the rubber particle membrane into the cytosol during osmotic lysis of the sedimentable organelles (lutoids). The exact function of this family is unknown.. GO:0005773|vacuole;. .

Manes.12G011600.v6.10.8837919 ####### 0.6935 down no pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.GO:0042138|meiotic DNA double-strand break formation;GO:0007126|meiotic nuclear division;GO:0051598|meiotic recombination checkpoint;GO:0051177|meiotic sister chromatid cohesion;GO:0048477|oogenesis;GO:0060629|regulation of homologous chromosome segregation;GO:0007283|spermatogenesis;GO:0007130|synaptonemal complex assembly;GO:0005694|chromosome;GO:0005634|nucleus;. .

Manes.12G011900.v6.10.7457503 ####### 0.0026 down no pfam06552 TOM20_plantPlant specific mitochondrial import receptor subunit TOM20. This family consists of several plant specific mitochondrial import receptor subunit TOM20 (translocase of outer membrane 20 kDa subunit) proteins. Most mitochondrial proteins are encoded by the nuclear genome, and are synthesized in the cytosol. TOM20 is a general import receptor that binds to mitochondrial pre-sequences in the early step of protein import into the mitochondria.GO:0045040|protein import into mitochondrial outer membrane;GO:0016021|integral component of membrane;GO:0005742|mitochondrial outer membrane translocase complex;. .

Manes.12G012000.v6.13.7688761 1.91E+00 5E-20 up yes pfam10163 EnY2 Transcription factor e(y)2. EnY2 is a small transcription factor which is combined in a complex with the TAFII40 protein. The protein is conserved from paramecium to humans.GO:0016578|histone deubiquitination;GO:0006406|mRNA export from nucleus;GO:0045893|positive regulation of transcription, DNA-templated;GO:0015031|protein transport;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0071819|DUBm complex;GO:0005643|nuclear pore;GO:0000124|SAGA complex;GO:0070390|transcription export complex 2;GO:0003713|transcription coactivator activity;.

Manes.12G012100.v6.10.0392776 -4.67015 2E-08 down yes pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.. . . .

Manes.12G012500.v6.11.8950861 0.92226 9E-08 up no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G012600.v6.12.6322853 1.39632 1E-19 up yes pfam04389 Peptidase_M28Peptidase family M28.GO:0001541|ovarian follicle development;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.12G012900.v6.10.5525562 ####### 0.0071 down no pfam03193 DUF258 Protein of unknown function, DUF258.. . GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;K06949

Manes.12G013200.v6.12.3830453 1.25281 0.0022 up yes pfam00709 Adenylsucc_syntAdenylosuccinate synthetase.. . . .

Manes.12G013700.v6.16.2370364 2.64086 2E-06 up yes pfam14363 AAA_assoc Domain associated at C-terminal with AAA. This domain is found in association with the AAA family, pfam00004.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.12G014200.v6.1#NAME? #NAME? 1 down no pfam11882 DUF3402 Domain of unknown function (DUF3402). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 350 to 473 amino acids in length. This domain is found associated with pfam07923.. . . .

Manes.12G014900.v6.10.8057214 ####### 0.0097 down no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0004316|3-oxoacyl-[acyl-carrier-protein] reductase (NADPH) activity;GO:0051287|NAD binding;.

Manes.12G015200.v6.10.1209836 -3.04712 5E-23 down yes pfam04042 DNA_pol_E_BDNA polymerase alpha/epsilon subunit B. This family contains a number of DNA polymerase subunits.  The B subunit of the DNA polymerase alpha plays an essential role at the initial stage of DNA replication in S. cerevisiae and is phosphorylated in a cell cycle-dependent manner. DNA polymerase epsilon is essential for cell viability and chromosomal DNA replication in budding yeast. In addition, DNA polymerase epsilon may be involved in DNA repair and cell-cycle checkpoint control. The enzyme consists of at least four subunits in mammalian cells as well as in yeast. The largest subunit of DNA polymerase epsilon is responsible for polymerase epsilon is responsible for polymerase activity. In mouse, the DNA polymerase epsilon subunit B is the second largest subunit of the DNA polymerase. A part of the N-terminal was found to be responsible for the interaction with SAP18. Experimental evidence suggests that this subunit may recruit histone deacetylase to the replication fork to modify the chromatin structure.GO:0006260|DNA replication;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;K02321

Manes.12G015500.v6.10.4099522 ####### 5E-22 down yes pfam02800 Gp_dh_C Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. C-terminal domain is a mixed alpha/antiparallel beta fold.GO:0006006|glucose metabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004365|glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;.

Manes.12G015600.v6.18.8303499 3.14E+00 9E-85 up yes pfam06522 B12D NADH-ubiquinone reductase complex 1 MLRQ subunit. The MLRQ subunit of mitochondrial NADH-ubiquinone reductase complex I is nuclear and is found in plants, insects, fungi and higher metazoans. It appears to act within the membrane and, in mammals, is highly expressed in muscle and neural tissue, indicative of a role in ATP generation.. . . .

Manes.12G015700.v6.10.5353149 -0.90154 0.0011 down no pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.. GO:0048046|apoplast;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010290|chlorophyll catabolite transmembrane transporter activity;GO:0015431|glutathione S-conjugate-exporting ATPase activity;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.12G015800.v6.10.4996404 -1.00104 0.003 down yes pfam02301 HORMA HORMA domain. The HORMA (for Hop1p, Rev7p and MAD2) domain has been suggested to recognize chromatin states that result from DNA adducts, double stranded breaks or non-attachment to the spindle and acts as an adaptor that recruits other proteins. MAD2 is a spindle checkpoint protein which prevents progression of the cell cycle upon detection of a defect in mitotic spindle integrity.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0007094|mitotic spindle assembly checkpoint;GO:0007346|regulation of mitotic cell cycle;GO:0010369|chromocenter;GO:0000777|condensed chromosome kinetochore;GO:0005737|cytoplasm;GO:0000776|kinetochore;GO:0005828|kinetochore microtubule;GO:0005635|nuclear envelope;GO:0005634|nucleus;GO:0005876|spindle microtubule;. .

Manes.12G015900.v6.10.2972583 -1.75021 0.0003 down yes pfam11564 BpuJI_N Restriction endonuclease BpuJI - N terminal. BpuJI is a restriction endonuclease which recognizes the asymmetric sequence 5'-CCCGT and cuts at multiple sites in the surrounding area of the target sequence. This family of proteins is the N terminal domain of BpuJI which has DNA recognition functions. The recognition domain has two subdomains D1 and D2. The recognition of the target sequence occurs through major groove contacts of amino acids on the helix-turn-helix region and the N-terminal arm.. . . .

Manes.12G016100.v6.10.4516554 -1.14671 4E-17 down yes pfam09588 YqaJ YqaJ-like viral recombinase domain. This protein family is found in many different bacterial species but is of viral origin. The protein forms an oligomer and functions as a processive alkaline exonuclease that digests linear double-stranded DNA in a Mg(2+)-dependent reaction, It has a preference for 5'-phosphorylated DNA ends. It thus forms part of the two-component SynExo viral recombinase functional unit.. . . .

Manes.12G017300.v6.13.5296114 1.81951 2E-16 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0009507|chloroplast;. .

Manes.12G017700.v6.11.8386003 0.87861 0.0038 up no pfam14950 DUF4502 Domain of unknown function (DUF4502). This family of proteins is found in eukaryotes. Proteins in this family are typically between 181 and 876 amino acids in length.. . . .



Manes.12G018200.v6.11.5933693 6.72E-01 4E-09 up no pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.. . . .

Manes.12G018700.v6.15.7833798 2.53191 2E-21 up yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.12G019000.v6.16.4547441 2.69036 4E-41 up yes pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.12G019200.v6.10.500003 -0.99999 4E-15 down no pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0006457|protein folding;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;K09497

Manes.12G019400.v6.10.3716686 -1.42791 5E-16 down yes pfam01237 Oxysterol_BPOxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.12G019500.v6.10.7827449 ####### 0.0022 down no pfam05285 SDA1 SDA1. This family consists of several SDA1 protein homologues. SDA1 is a Saccharomyces cerevisiae protein which is involved in the control of the actin cytoskeleton. The protein is essential for cell viability and is localized in the nucleus.GO:0030036|actin cytoskeleton organization;GO:0015031|protein transport;GO:0042273|ribosomal large subunit biogenesis;GO:0000055|ribosomal large subunit export from nucleus;GO:0005730|nucleolus;. K14856

Manes.12G019800.v6.11.0914781 0.12628 0.8359 up no pfam00112 Peptidase_C1Papain family cysteine protease.. GO:0005788|endoplasmic reticulum lumen;GO:0008234|cysteine-type peptidase activity;.

Manes.12G019900.v6.10.7162811 -0.4814 0.0008 down no pfam09805 Nop25 Nucleolar protein 12 (25kDa). Members of this family of proteins are part of the yeast nuclear pore complex-associated pre-60S ribosomal subunit. The family functions as a highly conserved exonuclease that is required for the 5'-end maturation of 5.8S and 25S rRNAs, demonstrating that 5'-end processing also has a redundant pathway. Nop25 binds late pre-60S ribosomes, accompanying them from the nucleolus to the nuclear periphery; and there is evidence for both physical and functional links between late 60S subunit processing and export.. . . .

Manes.12G020000.v6.10.2618071 -1.93342 6E-09 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G020300.v6.17.2967325 2.86725 4E-123 up yes pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.12G020700.v6.11.710226 0.77419 4E-10 up no pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.12G021000.v6.13.0507657 1.61E+00 0.2137 up no pfam05067 Mn_catalase Manganese containing catalase. Catalases are important antioxidant metalloenzymes that catalyse disproportionation of hydrogen peroxide, forming dioxygen and water. Two families of catalases are known, one having a heme cofactor, and this family that is a structurally distinct family containing non-heme manganese.. . . .

Manes.12G021100.v6.10.3958845 -1.33685 6E-14 down yes pfam02073 Peptidase_M29Thermophilic metalloprotease (M29).. . . .

Manes.12G021200.v6.10.9034004 -0.14656 0.2086 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G021500.v6.10.6474519 ####### 0.3772 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.12G021600.v6.10.2627308 ####### 5E-20 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.. GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0004560|alpha-L-fucosidase activity;GO:0016788|hydrolase activity, acting on ester bonds;K01206

Manes.12G022000.v6.114.345025 3.84248 3E-57 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.12G022100.v6.14.5662336 2.191 2E-28 up yes pfam11013 DUF2851 Protein of unknown function (DUF2851). This bacterial family of proteins has no known function.. . . .

Manes.12G022300.v6.1#NAME? #NAME? 1 down no pfam10268 Tmemb_161ABPredicted transmembrane protein 161AB. Transmemb_161AB is a family of conserved proteins found from worms to humans. Members are putative transmembrane proteins but otherwise the function is not known.. . . .

Manes.12G022400.v6.10.4674897 -1.09699 2E-15 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.12G022900.v6.10.6833277 ####### 0.0016 down no pfam10996 Beta-Casp Beta-Casp domain. The beta-CASP domain is found C terminal to the beta-lactamase domain in pre-mRNA 3'-end-processing endonuclease. The active site of this enzyme is located at the interface of these two domains.GO:0016180|snRNA processing;GO:0032039|integrator complex;. K13146

Manes.12G023100.v6.10.476981 -1.068 8E-17 down yes pfam00564 PB1 PB1 domain. . . . .

Manes.12G023200.v6.10.3452409 ####### 7E-27 down yes pfam01384 PHO4 Phosphate transporter family. This family includes PHO-4 from Neurospora crassa which is a is a Na(+)-phosphate symporter. This family also contains the leukaemia virus receptor.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0009673|low-affinity phosphate transmembrane transporter activity;GO:0015293|symporter activity;K14640

Manes.12G023300.v6.10.6566428 -0.60682 2E-05 down no pfam00828 Ribosomal_L18eRibosomal protein L18e/L15. This family includes eukaryotic L18 as well as prokaryotic L15.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02900

Manes.12G023700.v6.12.1236473 1.08654 2E-21 up yes pfam01179 Cu_amine_oxidCopper amine oxidase, enzyme domain. Copper amine oxidases are a ubiquitous and novel group of quinoenzymes that catalyse the oxidative deamination of primary amines to the corresponding aldehydes, with concomitant reduction of molecular oxygen to hydrogen peroxide. The enzymes are dimers of identical 70-90 kDa subunits, each of which contains a single copper ion and a covalently bound cofactor formed by the post-translational modification of a tyrosine side chain to 2,4,5-trihydroxyphenylalanine quinone (TPQ). This family corresponds to the catalytic domain of the enzyme.GO:0009308|amine metabolic process;. GO:0052595|aliphatic-amine oxidase activity;GO:0052594|aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0005507|copper ion binding;GO:0052596|phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0008131|primary amine oxidase activity;GO:0048038|quinone binding;GO:0052593|tryptamine:oxygen oxidoreductase (deaminating) activity;.

Manes.12G023900.v6.12.4390232 1.29E+00 1E-15 up yes pfam08238 Sel1 Sel1 repeat. This short repeat is found in the Sel1 protein. It is related to TPR repeats.. . . .

Manes.12G024100.v6.10.4894234 ####### 4E-13 down yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;GO:0042853|L-alanine catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005777|peroxisome;GO:0008453|alanine-glyoxylate transaminase activity;GO:0047958|glycine:2-oxoglutarate aminotransferase activity;GO:0004021|L-alanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K14272

Manes.12G024300.v6.11.3626269 0.44639 0.0002 up no pfam00591 Glycos_transf_3Glycosyl transferase family, a/b domain. This family includes anthranilate phosphoribosyltransferase (TrpD), thymidine phosphorylase. All these proteins can transfer a phosphorylated ribose substrate.GO:0000162|tryptophan biosynthetic process;. GO:0004048|anthranilate phosphoribosyltransferase activity;GO:0000287|magnesium ion binding;.

Manes.12G024900.v6.12.4401356 1.28696 5E-20 up yes pfam05314 Baculo_ODV-E27Baculovirus occlusion-derived virus envelope protein EC27. This family consists of several baculovirus occlusion-derived virus envelope proteins (EC27 or E27). The ODV-E27 protein has distinct functional characteristics compared to cellular and viral cyclins. Depending on the cdk protein, and perhaps other viral or cellular proteins yet to be described, the kinase-EC27 complex may have either cyclin B- or D-like activity.GO:0016042|lipid catabolic process;GO:0034638|phosphatidylcholine catabolic process;GO:0019433|triglyceride catabolic process;GO:0005576|extracellular region;GO:0016020|membrane;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0005509|calcium ion binding;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;GO:0004620|phospholipase activity;GO:0004806|triglyceride lipase activity;.

Manes.12G025300.v6.11.1276525 0.17332 0.584 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G025400.v6.12.4870509 1.31444 5E-23 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0010193|response to ozone;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G025500.v6.10.5531032 ####### 5E-07 down no pfam01209 Ubie_methyltranubiE/COQ5 methyltransferase family.GO:0032259|methylation;GO:0042372|phylloquinone biosynthetic process;GO:0009507|chloroplast;GO:0052624|2-phytyl-1,4-naphthoquinone methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K03183

Manes.12G025700.v6.11.2627391 3.37E-01 0.122 up no pfam15037 IL17_R_N Interleukin-17 receptor extracellular region. This domain is found at the N-terminus (extracellular region) of interleukin-17 receptor C and Interleukin-17 receptor E. This is the presumed ligand-binding domain. Human putative interleukin-17 receptor E-like consists only of this domain.. . . .

Manes.12G025800.v6.10.7271126 -0.45975 0.0015 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.12G025900.v6.10.4433533 -1.17347 2E-14 down yes pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G026000.v6.10.5941267 ####### 2E-08 down no pfam08442 ATP-grasp_2 ATP-grasp domain.GO:0006629|lipid metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003878|ATP citrate synthase activity;.

Manes.12G026100.v6.10.8725134 -0.19675 0.1231 down no pfam09439 SRPRB Signal recognition particle receptor beta subunit. The beta subunit of the signal recognition particle receptor (SRP) is a transmembrane GTPase which anchors the alpha subunit to the endoplasmic reticulum membrane.GO:0007264|small GTPase mediated signal transduction;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;K12272

Manes.12G026300.v6.10.6986057 ####### 0.0013 down no pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.12G026500.v6.1Inf Inf 0.8764 up no pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G027100.v6.10.161252 ####### 1E-90 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.12G027200.v6.12.0725253 1.05E+00 4E-20 up yes pfam00613 PI3Ka Phosphoinositide 3-kinase family, accessory domain (PIK domain). PIK domain is conserved in all PI3 and PI4-kinases. Its role is unclear but it has been suggested to be involved in substrate presentation.GO:0048015|phosphatidylinositol-mediated signaling;GO:0005622|intracellular;GO:0016303|1-phosphatidylinositol-3-kinase activity;GO:0005524|ATP binding;K00914

Manes.12G027300.v6.11.8997138 9.26E-01 4E-16 up no pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07937

Manes.12G027500.v6.13.2432701 1.70E+00 4E-13 up yes pfam03630 Fumble Fumble. Fumble is required for cell division in Drosophila. Mutants lacking fumble exhibit abnormalities in bipolar spindle organisation, chromosome segregation, and contractile ring formation. Analyses have demonstrated that encodes three protein isoforms, all of which contain a domain with high similarity to the pantothenate kinases of A. nidulans and mouse. A role of fumble in membrane synthesis has been proposed.GO:0015937|coenzyme A biosynthetic process;. GO:0005524|ATP binding;GO:0004594|pantothenate kinase activity;K09680

Manes.12G027600.v6.17.3263687 2.8731 8E-118 up yes pfam02713 DUF220 Domain of unknown function DUF220. This is family consists of a region in several Arabidopsis thaliana hypothetical proteins none of which have any known function. The aligned region contains two cysteine residues.. . . .

Manes.12G027800.v6.12.7718643 1.47086 1E-36 up yes pfam13905 Thioredoxin_8Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.GO:0045454|cell redox homeostasis;GO:0009860|pollen tube growth;GO:0010183|pollen tube guidance;GO:0080092|regulation of pollen tube growth;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0047134|protein-disulfide reductase activity;K17609

Manes.12G028400.v6.10.6571354 -0.60574 2E-05 down no pfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009570|chloroplast stroma;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;.

Manes.12G028700.v6.10.3243788 ####### 0.0071 down yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.12G028800.v6.10.2677509 -1.90104 4E-31 down yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.12G029300.v6.16.7073809 2.74575 3E-51 up yes pfam00487 FA_desaturaseFatty acid desaturase.. . . .

Manes.12G029400.v6.17.3917495 2.88592 3E-127 up yes pfam01966 HD HD domain. HD domains are metal dependent phosphohydrolases.GO:0051607|defense response to virus;. GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.12G029700.v6.12.1826298 1.12607 4E-19 up yes pfam01733 Nucleoside_tranNucleoside transporter. This is a family of nucleoside transporters. In mammalian cells nucleoside transporters transport nucleoside across the plasma membrane and are essential for nucleotide synthesis via the salvage pathways for cells that lack their own de novo synthesis pathways. Also in this family is mouse and human nucleolar protein HNP36, a protein of unknown function; although it has been hypothesised to be a plasma membrane nucleoside transporter.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005337|nucleoside transmembrane transporter activity;K15014

Manes.12G029900.v6.135.941395 5.16757 2E-114 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010029|regulation of seed germination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.12G030100.v6.13.5694453 1.84E+00 5E-47 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. GO:0005759|mitochondrial matrix;GO:0004029|aldehyde dehydrogenase (NAD) activity;K00128

Manes.12G030600.v6.13.2875086 1.71699 2E-48 up yes pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.12G031400.v6.12.0984996 1.07E+00 7E-21 up yes pfam04109 APG9 Autophagy protein Apg9. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg9 plays a direct role in the formation of the cytoplasm to vacuole targeting and autophagic vesicles, possibly serving as a marker for a specialized compartment essential for these vesicle-mediated alternative targeting pathways.GO:0031152|aggregation involved in sorocarp development;GO:0019954|asexual reproduction;GO:0000045|autophagosome assembly;GO:0044805|late nucleophagy;GO:0040011|locomotion;GO:0000422|mitophagy;GO:0006909|phagocytosis;GO:0042331|phototaxis;GO:0034727|piecemeal microautophagy of nucleus;GO:0034497|protein localization to pre-autophagosomal structure;GO:0015031|protein transport;GO:0009617|response to bacterium;GO:0031153|slug development involved in sorocarp development;GO:0031288|sorocarp morphogenesis;GO:0005776|autophagosome;GO:0030659|cytoplasmic vesicle membrane;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0000407|pre-autophagosomal structure;GO:0034045|pre-autophagosomal structure membrane;. K17907

Manes.12G032300.v6.11.2807686 0.35701 0.0015 up no pfam11708 Slu7 Pre-mRNA splicing Prp18-interacting factor. The spliceosome, an assembly of snRNAs (U1, U2, U4/U6, and U5) and proteins, catalyses the excision of introns from pre-mRNAs in two successive trans-esterification reactions. Step 2 depends upon integral spliceosome constituents such as U5 snRNA and Prp8 and non-spliceosomal proteins Prp16, Slu7, Prp18, and Prp22. ATP hydrolysis by the DEAH-box enzyme Prp16 promotes a conformational change in the spliceosome that leads to protection of the 3'ss from targeted RNase H cleavage. This change, which probably reflects binding of the 3'ss PyAG in the catalytic centre of the spliceosome, requires the ordered recruitment of Slu7, Prp18, and Prp22 to the spliceosome. There is a close functional relationship between Prp8, Prp18, and Slu7, and Prp18 interacts with Slu7, so that together they recruit Prp22 to the spliceosome. Most members of the family carry a zinc-finger of the CCHC-type upstream of this domain.GO:0006397|mRNA processing;GO:0008284|positive regulation of cell proliferation;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003727|single-stranded RNA binding;GO:0008270|zinc ion binding;K12819

Manes.12G032800.v6.11.2078113 2.72E-01 0.0196 up no pfam02463 SMC_N RecF/RecN/SMC N terminal domain. This domain is found at the N terminus of SMC proteins. The SMC (structural maintenance of chromosomes) superfamily proteins have ATP-binding domains at the N- and C-termini, and two extended coiled-coil domains separated by a hinge in the middle. The eukaryotic SMC proteins form two kind of heterodimers: the SMC1/SMC3 and the SMC2/SMC4 types. These heterodimers constitute an essential part of higher order complexes, which are involved in chromatin and DNA dynamics.   This family also includes the RecF and RecN proteins that are involved in DNA metabolizm and recombination.GO:0051301|cell division;GO:0007059|chromosome segregation;GO:0006281|DNA repair;GO:0051321|meiotic cell cycle;GO:0007064|mitotic sister chromatid cohesion;GO:0008278|cohesin complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003682|chromatin binding;.

Manes.12G033100.v6.12.0925663 1.07E+00 7E-16 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.12G033300.v6.10.644934 -0.63278 0.0002 down no pfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0005975|carbohydrate metabolic process;. GO:0019146|arabinose-5-phosphate isomerase activity;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;K06041

Manes.12G033400.v6.11.0344012 0.0488 0.6664 up no pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0016568|chromatin modification;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11446

Manes.12G033500.v6.15.6750303 2.50463 6E-25 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009734|auxin-activated signaling pathway;GO:0048527|lateral root development;GO:0010072|primary shoot apical meristem specification;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G033800.v6.12.4070999 1.2673 9E-22 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0006810|transport;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016887|ATPase activity;K12608

Manes.12G034000.v6.10.3454847 -1.53331 3E-11 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0008356|asymmetric cell division;GO:0090610|bundle sheath cell fate specification;GO:0009630|gravitropism;GO:0048366|leaf development;GO:0051457|maintenance of protein location in nucleus;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G034200.v6.11.923431 9.44E-01 2E-12 up no pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;. K12192

Manes.12G034800.v6.10.3740772 -1.41859 1E-11 down yes pfam08442 ATP-grasp_2 ATP-grasp domain.GO:0046686|response to cadmium ion;GO:0006099|tricarboxylic acid cycle;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0004775|succinate-CoA ligase (ADP-forming) activity;K01900

Manes.12G034900.v6.11.4803582 5.66E-01 0.0008 up no pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.. . . .

Manes.12G035200.v6.11.6086213 6.86E-01 2E-09 up no pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0010150|leaf senescence;GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0080096|phosphatidate-sterol O-acyltransferase activity;GO:0004607|phosphatidylcholine-sterol O-acyltransferase activity;GO:0080095|phosphatidylethanolamine-sterol O-acyltransferase activity;.

Manes.12G035400.v6.10.0371747 ####### 4E-100 down yes pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009834|plant-type secondary cell wall biogenesis;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0046872|metal ion binding;K10683

Manes.12G035700.v6.10.2521229 ####### 1E-40 down yes pfam03767 Acid_phosphat_BHAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.. . GO:0003993|acid phosphatase activity;.

Manes.12G035800.v6.11.3874745 0.47246 0.0292 up no pfam00559 Vif Retroviral Vif (Viral infectivity) protein. Human immunodeficiency virus type 1 (HIV-1) Vif is required for productive infection of T lymphocytes and macrophages. Virions produced in the absence of Vif have abnormal core morphology and those produced in primary T cells carry immature core proteins and low levels of mature capsid.. . . .

Manes.12G036400.v6.113.234176 3.7262 4E-22 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0009636|response to toxic substance;GO:0010224|response to UV-B;GO:0043231|intracellular membrane-bounded organelle;GO:0050502|cis-zeatin O-beta-D-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0050403|trans-zeatin O-beta-D-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;K13496

Manes.12G037500.v6.12.0411535 1.03E+00 5E-15 up yes pfam13414 TPR_11 TPR repeat. . . . .

Manes.12G037600.v6.111.701676 3.55E+00 1E-170 up yes pfam06101 DUF946 Plant protein of unknown function (DUF946). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.GO:0015031|protein transport;GO:0016021|integral component of membrane;. .

Manes.12G037800.v6.13.2778733 1.71276 2E-43 up yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.12G038000.v6.10.4870802 -1.03777 1E-10 down yes pfam03912 Psb28 Psb28 protein. Psb28 is a 13 kDa soluble protein that is directly assembled in dimeric PSII supercomplexes. The negatively charged N-terminal region is essential for this process. This protein was formerly known as PsbW, but PsbW is now reserved for pfam07123.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009654|photosystem II oxygen evolving complex;. K08903

Manes.12G038600.v6.10.3221822 ####### 5E-21 down yes pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0006559|L-phenylalanine catabolic process;GO:0009611|response to wounding;. GO:1990055|phenylacetaldehyde synthase activity;GO:0030170|pyridoxal phosphate binding;GO:0004837|tyrosine decarboxylase activity;K01592

Manes.12G039100.v6.10.7023006 -0.50984 8E-05 down no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.GO:0006069|ethanol oxidation;GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0051903|S-(hydroxymethyl)glutathione dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.12G039400.v6.10.4573023 ####### 8E-16 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G039800.v6.10.5003618 ####### 0.0106 down no pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0009851|auxin biosynthetic process;GO:0009742|brassinosteroid mediated signaling pathway;GO:0055114|oxidation-reduction process;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K11816

Manes.12G040000.v6.10.3354618 ####### 4E-19 down yes pfam02427 PSI_PsaE Photosystem I reaction centre subunit IV / PsaE. PsaE is a 69 amino acid polypeptide from photosystem I present on the stromal side of the thylakoid membrane. The structure is comprised of a well-defined five-stranded beta-sheet similar to SH3 domains.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009538|photosystem I reaction center;. .

Manes.12G040300.v6.11.870697 9.04E-01 3E-11 up no pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009585|red, far-red light phototransduction;GO:0080167|response to karrikin;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G040700.v6.1Inf Inf 0.2198 up no pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. . . .

Manes.12G041000.v6.10.2371246 -2.07628 9E-48 down yes pfam12452 DUF3685 Protein of unknown function (DUF3685). This domain family is found in bacteria and eukaryotes, and is approximately 190 amino acids in length. There are two completely conserved residues (L and D) that may be functionally important.. . . .

Manes.12G041400.v6.11.6876911 0.75505 3E-11 up no pfam00957 SynaptobrevinSynaptobrevin.GO:0006887|exocytosis;GO:0015031|protein transport;GO:0006906|vesicle fusion;GO:0009507|chloroplast;GO:0005768|endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08511

Manes.12G041700.v6.10.2558803 ####### 8E-14 down yes pfam01594 UPF0118 Domain of unknown function DUF20. This transmembrane region is found in putative permeases and predicted transmembrane proteins it has no known function. It is not clear what source suggested that these proteins may be permeases and this information should be treated with caution.. . . .

Manes.12G041900.v6.10.5705297 -0.80963 9E-06 down no pfam06003 SMN Survival motor neuron protein (SMN). This family consists of several eukaryotic survival motor neuron (SMN) proteins. The Survival of Motor Neurons (SMN) protein, the product of the spinal muscular atrophy-determining gene, is part of a large macromolecular complex (SMN complex) that functions in the assembly of spliceosomal small nuclear ribonucleoproteins (snRNPs). The SMN complex functions as a specificity factor essential for the efficient assembly of Sm proteins on U snRNAs and likely protects cells from illicit, and potentially deleterious, non-specific binding of Sm proteins to RNAs.. . . .

Manes.12G042100.v6.10.625643 ####### 0.0001 down no pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12624

Manes.12G042400.v6.11.3387442 0.42088 0.0005 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.



Manes.12G042700.v6.10.1046776 ####### 1E-24 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;.

Manes.12G042800.v6.12.7306628 1.44925 0.0537 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G043100.v6.14.6240812 2.20917 3E-30 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0008270|zinc ion binding;.

Manes.12G043800.v6.11.2676031 0.3421 0.0226 up no pfam04438 zf-HIT HIT zinc finger. This presumed zinc finger contains up to 6 cysteine residues that could coordinate zinc. The domain is named after the HIT protein. This domain is also found in the Thyroid receptor interacting protein 3 (TRIP-3), which specifically interacts with the ligand binding domain of the thyroid receptor.GO:0006355|regulation of transcription, DNA-templated;GO:0005622|intracellular;GO:0046872|metal ion binding;GO:0046966|thyroid hormone receptor binding;.

Manes.12G044200.v6.10.6430347 -0.63703 0.1183 down no pfam14967 FAM70 FAM70 protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 241 and 349 amino acids in length. The function of this family is unknown.. . . .

Manes.12G045200.v6.10.7449623 ####### 0.0069 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.12G045900.v6.10.5138711 ####### 3E-14 down no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.12G046000.v6.15.6637309 2.50175 3E-37 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0009846|pollen germination;GO:0009845|seed germination;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.12G046100.v6.17.1328223 2.83447 2E-17 up yes pfam13372 Alginate_exp Alginate export. This domain forms an 18-stranded beta-barrel pore which is likely to act as an alginate export channel.. . . .

Manes.12G046200.v6.10.5930511 ####### 7E-07 down no pfam01594 UPF0118 Domain of unknown function DUF20. This transmembrane region is found in putative permeases and predicted transmembrane proteins it has no known function. It is not clear what source suggested that these proteins may be permeases and this information should be treated with caution.GO:0006281|DNA repair;GO:0007143|female meiotic division;GO:0007140|male meiosis;GO:0009555|pollen development;GO:0010165|response to X-ray;GO:0005634|nucleus;. .

Manes.12G046900.v6.12.2039476 1.14E+00 1E-23 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051865|protein autoubiquitination;GO:0070979|protein K11-linked ubiquitination;GO:0070936|protein K48-linked ubiquitination;GO:0085020|protein K6-linked ubiquitination;GO:0070534|protein K63-linked ubiquitination;GO:0090234|regulation of kinetochore assembly;GO:0090169|regulation of spindle assembly;GO:0046685|response to arsenic-containing substance;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016605|PML body;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0031491|nucleosome binding;GO:0032184|SUMO polymer binding;GO:0008134|transcription factor binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.12G047100.v6.13.3865665 1.75982 2E-29 up yes pfam01988 VIT1 VIT family. This family includes the vacuolar Fe2+/Mn2+ uptake transporter, Ccc1 and the vacuolar iron transporter VIT1.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.12G047300.v6.10.8496614 ####### 0.1253 down no pfam01194 RNA_pol_N RNA polymerases N / 8 kDa subunit.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03007

Manes.12G047700.v6.10.2466784 -2.0193 1E-06 down yes pfam05152 DUF705 Protein of unknown function (DUF705). This family contains several uncharacterized Baculovirus proteins.. . . .

Manes.12G048000.v6.115.060792 3.91273 4E-130 up yes pfam07897 DUF1675 Protein of unknown function (DUF1675). The members of this family are sequences derived from hypothetical plant proteins of unknown function. One member of this family is annotated as a putative RNA-binding protein, but no evidence was found to support this.. GO:0005634|nucleus;. .

Manes.12G048100.v6.111.774682 3.56E+00 3E-22 up yes pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.12G048200.v6.111.345353 3.50E+00 2E-10 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071456|cellular response to hypoxia;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;.

Manes.12G048300.v6.1Inf Inf 0.8798 up no pfam01151 ELO GNS1/SUR4 family. Members of this family are involved in long chain fatty acid elongation systems that produce the 26-carbon precursors for ceramide and sphingolipid synthesis. Predicted to be integral membrane proteins, in eukaryotes they are probably located on the endoplasmic reticulum. Yeast ELO3 affects plasma membrane H+-ATPase activity, and may act on a glucose-signaling pathway that controls the expression of several genes that are transcriptionally regulated by glucose such as PMA1.. . . .

Manes.12G048400.v6.15.9032354 2.56151 1E-05 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.12G049100.v6.15.3970675 2.43E+00 6E-19 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.12G049300.v6.117.164178 4.10E+00 6E-129 up yes pfam00606 Glycoprotein_BHerpesvirus Glycoprotein B. This family of proteins contains a transmembrane region.. . . .

Manes.12G049700.v6.16.1833296 2.62838 5E-39 up yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.12G050000.v6.11.3385741 0.4207 0.0018 up no pfam13602 ADH_zinc_N_2Zinc-binding dehydrogenase.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.12G050900.v6.10.5878816 ####### 3E-06 down no pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0048868|pollen tube development;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G051000.v6.10.2701581 -1.88812 2E-15 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G051100.v6.1NA NA NA -- no pfam01840 TCL1_MTCP1TCL1/MTCP1 family. Two related oncogenes, TCL-1 and MTCP-1, are overexpressed in T cell prolymphocytic leukaemias as a result of chromosomal rearrangements that involve the translocation of one T cell receptor gene to either chromosome 14q32 or Xq28. This family contains two repeated motifs that form a single globular domain.. . . .

Manes.12G051600.v6.16.8498536 2.78E+00 6E-36 up yes pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0006979|response to oxidative stress;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0019901|protein kinase binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G051700.v6.10.5883314 ####### 1E-08 down no pfam01655 Ribosomal_L32eRibosomal protein L32. This family includes ribosomal protein L32 from eukaryotes and archaebacteria.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0003735|structural constituent of ribosome;K02912

Manes.12G051800.v6.11.982487 9.87E-01 3E-09 up no pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0009734|auxin-activated signaling pathway;GO:0055114|oxidation-reduction process;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.12G052200.v6.10.2660278 -1.91035 3E-33 down yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.12G052500.v6.10.3743635 -1.41749 3E-09 down yes pfam09401 NSP10 RNA synthesis protein NSP10. Non-structural protein 10 (NSP10) is involved in RNA synthesis. it is synthesized as a polyprotein whose cleavage generates many non-structural proteins. NSP10 contains two zinc binding motifs and forms two anti-parallel helices which are stacked against an irregular beta sheet.  A cluster of basic residues on the protein surface suggests a nucleic acid-binding function.GO:0007267|cell-cell signaling;GO:0010052|guard cell differentiation;GO:2000123|positive regulation of stomatal complex development;GO:2000038|regulation of stomatal complex development;GO:0010374|stomatal complex development;GO:0010375|stomatal complex patterning;GO:0048046|apoplast;. .

Manes.12G052700.v6.16.5802777 2.72E+00 1E-32 up yes pfam07314 DUF1461 Protein of unknown function (DUF1461). This family contains a number of hypothetical bacterial proteins of unknown function approximately 200 residues long. These are possibly integral membrane proteins.GO:0009143|nucleoside triphosphate catabolic process;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0042802|identical protein binding;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0032556|pyrimidine deoxyribonucleotide binding;GO:0016462|pyrophosphatase activity;K16904

Manes.12G052800.v6.1NA NA NA -- no pfam07458 SPAN-X Sperm protein associated with nucleus, mapped to X chromosome. This family contains human sperm proteins associated with the nucleus and mapped to the X chromosome (SPAN-X) (approximately 100 residues long). SPAN-X proteins are cancer-testis antigens (CTAs), and thus represent potential targets for cancer immunotherapy because they are widely distributed in tumors but not in normal tissues, except testes. They are highly insoluble, acidic, and polymorphic.. . . .

Manes.12G053700.v6.10.4444157 -1.17002 2E-10 down yes pfam10192 GpcrRhopsn4Rhodopsin-like GPCR transmembrane domain. This region of 270 amino acids is the seven transmembrane alpha-helical domains included within five GPCRRHODOPSN4 motifs of a G-protein-coupled-receptor (GPCR) protein, conserved from nematodes to humans. GPCRs are integral membrane receptors whose intracellular actions are mediated by signalling pathways involving G proteins and downstream secondary messengers.. . . .

Manes.12G054000.v6.10.4829634 -1.05001 1E-08 down yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0048046|apoplast;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005504|fatty acid binding;GO:0043621|protein self-association;GO:0008270|zinc ion binding;.

Manes.12G054100.v6.13.0137254 1.59E+00 2E-15 up yes pfam12681 Glyoxalase_2 Glyoxalase-like domain. This domain is related to the Glyoxalase domain pfam00903.. GO:0005829|cytosol;. .

Manes.12G054200.v6.10.5915379 ####### 3E-08 down no pfam09887 DUF2114 Uncharacterized protein conserved in archaea (DUF2114). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.12G054400.v6.10.20561 -2.28202 4E-62 down yes pfam02181 FH2 Formin Homology 2 Domain.GO:0030036|actin cytoskeleton organization;GO:0045010|actin nucleation;GO:0051016|barbed-end actin filament capping;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0003779|actin binding;GO:0051015|actin filament binding;.

Manes.12G054700.v6.16.738969 2.75253 1E-13 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;K13691

Manes.12G054800.v6.12.3095492 1.20761 0.464 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G055000.v6.18.6615404 3.11E+00 0.0457 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G055100.v6.12.2983298 1.20059 0.3351 up no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G055200.v6.11.8354065 8.76E-01 2E-12 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G055400.v6.10.48218 -1.05236 7E-13 down yes pfam01059 Oxidored_q5_NNADH-ubiquinone oxidoreductase chain 4, amino terminus.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. .

Manes.12G055500.v6.10.3560881 -1.48969 3E-11 down yes pfam01728 FtsJ FtsJ-like methyltransferase. This family consists of FtsJ from various bacterial and archaeal sources FtsJ is a methyltransferase, but actually has no effect on cell division. FtsJ's substrate is the 23S rRNA. The 1.5 A crystal structure of FtsJ in complex with its cofactor S-adenosylmethionine revealed that FtsJ has a methyltransferase fold. This family also includes the N terminus of flaviviral NS5 protein. It has been hypothesised that the N-terminal domain of NS5 is a methyltransferase involved in viral RNA capping.GO:0006364|rRNA processing;. GO:0008168|methyltransferase activity;GO:0003723|RNA binding;K06442

Manes.12G055600.v6.10.4955502 -1.0129 1E-06 down yes pfam02605 PsaL Photosystem I reaction centre subunit XI. This family consists of the photosystem I reaction centre subunit XI, PsaL, from plants and bacteria. PsaL is one of the smaller subunits in photosystem I with only two transmembrane alpha helices and interacts closely with PsaI.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009538|photosystem I reaction center;GO:0010287|plastoglobule;GO:0009579|thylakoid;. K02699

Manes.12G055800.v6.11.0816267 0.1132 0.8968 up no pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.12G055900.v6.1Inf Inf 0.0611 up no pfam03887 YfbU YfbU domain. This presumed domain is about 160 residues long. It is found in archaebacteria and eubacteria. In Corynebacterium glutamicum ycg4L it is associated with a helix-turn-helix domain. This suggests that this may be a ligand binding domain.. . . .

Manes.12G056400.v6.10.725754 ####### 0.0031 down no pfam01409 tRNA-synt_2dtRNA synthetases class II core domain (F). Other tRNA synthetase sub-families are too dissimilar to be included. This family includes only phenylalanyl-tRNA synthetases. This is the core catalytic domain.GO:0006432|phenylalanyl-tRNA aminoacylation;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004826|phenylalanine-tRNA ligase activity;GO:0000049|tRNA binding;K01889

Manes.12G056700.v6.12.2891039 1.19E+00 7E-23 up yes pfam08325 WLM WLM domain. This is a predicted metallopeptidase domain called WLM (Wss1p-like metalloproteases). These are linked to the Ub-system by virtue of fusions with the UB-binding PUG (PUB), Ub-like, and Little Finger domains. More specifically, genetic evidence implicates the WLM family in de-SUMOylation.GO:0006974|cellular response to DNA damage stimulus;GO:0016925|protein sumoylation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008237|metallopeptidase activity;GO:0008270|zinc ion binding;.

Manes.12G057100.v6.10.9672095 ####### 0.7175 down no pfam06011 TRP Transient receptor potential (TRP) ion channel. This family of proteins are transient receptor potential (TRP) ion channels.   They are essential for cellular viability and are involved in cell growth and cell wall synthesis. The genes for these proteins are homologous to polycystic kidney disease related ion channel genes.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.12G057800.v6.11.4021284 4.88E-01 0.0004 up no pfam04188 Mannosyl_trans2Mannosyltransferase (PIG-V)). This is a family of eukaryotic ER membrane proteins that are involved in the synthesis of glycosylphosphatidylinositol (GPI), a glycolipid that anchors many proteins to the eukaryotic cell surface. Proteins in this family are involved in transferring the second mannose in the biosynthetic pathway of GPI.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;. K13344

Manes.12G058200.v6.11.9222936 9.43E-01 1E-06 up no pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.. . . .

Manes.12G058700.v6.10.3996001 -1.32337 7E-23 down yes pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.. . . .

Manes.12G059000.v6.10.3799437 -1.39614 8E-07 down yes pfam05891 Methyltransf_PKAdoMet dependent proline di-methyltransferase. This protein is expressed in the tail neuron PVT and in uterine cells in C. elegans [worm-base]. In Saccharomyces cerevisiae this is AdoMet dependent proline di-methyltransferase. This enzyme catalyses the di-methylation of ribosomal proteins Rpl12 and Rps25 at N-terminal proline residues. The methyltransferases described here specifically recognize the N-terminal X-Pro-Lys sequence motif, and they may account for nearly all previously described eukaryotic protein N-terminal methylation reactions. A number of other yeast and human proteins also share the recognition motif and may be similarly modified. As with other methyltransferases, this family carries the characteristic GxGxG motif.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G059200.v6.10.6831322 -0.54976 3E-05 down no pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.GO:0009932|cell tip growth;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0048046|apoplast;GO:0005618|cell wall;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.12G059300.v6.10.7965824 ####### 0.0088 down no pfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;. GO:0008168|methyltransferase activity;.

Manes.12G059500.v6.11.5448302 0.62745 8E-05 up no pfam00305 LipoxygenaseLipoxygenase. GO:0031408|oxylipin biosynthetic process;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0016702|oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;.

Manes.12G060200.v6.1Inf Inf 0.1002 up no pfam00001 7tm_1 7 transmembrane receptor (rhodopsin family). This family contains, amongst other G-protein-coupled receptors (GCPRs), members of the opsin family, which have been considered to be typical members of the rhodopsin superfamily. They share several motifs, mainly the seven transmembrane helices, GCPRs of the rhodopsin superfamily. All opsins bind a chromophore, such as 11-cis-retinal. The function of most opsins other than the photoisomerases is split into two steps: light absorption and G-protein activation. Photoisomerases, on the other hand, are not coupled to G-proteins - they are thought to generate and supply the chromophore that is used by visual opsins.. . . .

Manes.12G060300.v6.10.3893064 -1.36102 0.0004 down yes pfam02115 Rho_GDI RHO protein GDP dissociation inhibitor.GO:0009932|cell tip growth;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0005094|Rho GDP-dissociation inhibitor activity;K12462

Manes.12G060400.v6.10.3967174 -1.33382 2E-13 down yes pfam02115 Rho_GDI RHO protein GDP dissociation inhibitor.GO:0009932|cell tip growth;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0005094|Rho GDP-dissociation inhibitor activity;K12462

Manes.12G060500.v6.10.1401806 -2.83464 1E-63 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. .

Manes.12G060800.v6.10.5741282 ####### 1E-06 down no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0030054|cell junction;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0031410|cytoplasmic vesicle;GO:0045296|cadherin binding;GO:0005096|GTPase activator activity;.

Manes.12G060900.v6.10.5831132 ####### 2E-06 down no pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G061300.v6.11.5495067 6.32E-01 0.0003 up no pfam05603 DUF775 Protein of unknown function (DUF775). This family consists of several eukaryotic proteins of unknown function.. . . .

Manes.12G061800.v6.11.5431006 0.62583 2E-05 up no pfam04241 DUF423 Protein of unknown function (DUF423). This family of proteins with unknown function is a possible integral membrane protein from Caenorhabditis elegans. This family of proteins has GO references indicating the protein is involved in nematode larval development and is a positive regulator of growth rate.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G062100.v6.11.6217872 0.69758 6E-09 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009863|salicylic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;K18834

Manes.12G062500.v6.11.6867921 7.54E-01 1E-09 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. GO:0009506|plasmodesma;. .

Manes.12G062600.v6.1NA NA NA -- no pfam12937 F-box-like F-box-like. This is an F-box-like family.. GO:0009506|plasmodesma;. .

Manes.12G062800.v6.10.5760661 -0.79569 6E-10 down no pfam00587 tRNA-synt_2btRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0006435|threonyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004829|threonine-tRNA ligase activity;K01868

Manes.12G062900.v6.14.5628517 2.19E+00 2E-13 up yes pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.12G063200.v6.16.1476059 2.62E+00 3E-10 up yes pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.12G063300.v6.15.3295484 2.41401 3E-82 up yes pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.12G064300.v6.11.6308131 0.70559 6E-10 up no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.12G064400.v6.10.5943145 ####### 5E-09 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.12G064500.v6.10.5099076 ####### 4E-16 down no pfam10150 RNase_E_G Ribonuclease E/G family. Ribonuclease E and Ribonuclease G are related enzymes that cleave a wide variety of RNAs.GO:0006396|RNA processing;GO:0009570|chloroplast stroma;GO:0004519|endonuclease activity;GO:0004540|ribonuclease activity;GO:0003723|RNA binding;GO:2001070|starch binding;.

Manes.12G064600.v6.11.314288 0.39428 0.0265 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.12G064700.v6.10.350279 -1.51342 0.0012 down yes pfam14184 YrvL Regulatory protein YrvL. YrvL prevents expression and activity of the YrvI sigma factor. It may function as an anti-sigma factor. . . .

Manes.12G064800.v6.10.8862871 ####### 0.8308 down no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009554|megasporogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G064900.v6.10.462645 ####### 6E-05 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.12G065100.v6.10.3521783 ####### 5E-05 down yes pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009740|gibberellic acid mediated signaling pathway;GO:0016567|protein ubiquitination;GO:0009937|regulation of gibberellic acid mediated signaling pathway;GO:0048831|regulation of shoot system development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.12G065200.v6.10.7830411 -0.35284 0.0068 down no pfam11926 DUF3444 Domain of unknown function (DUF3444). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 210 amino acids in length. This domain is found associated with pfam00226. This domain has two conserved sequence motifs: FSH and FSH.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.12G065300.v6.10.2637342 ####### 2E-55 down yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.12G065600.v6.12.5336566 1.34E+00 2E-07 up yes pfam04739 AMPKBI 5'-AMP-activated protein kinase beta subunit, interation domain. This region is found in the beta subunit of the 5'-AMP-activated protein kinase complex, and its yeast homologues Sip1, Sip2 and Gal83, which are found in the SNF1 kinase complex. This region is sufficient for interaction of this subunit with the kinase complex, but is not solely responsible for the interaction, and the interaction partner is not known. The isoamylase N-terminal domain (pfam02922) is sometimes found in proteins belonging to this family.GO:0005975|carbohydrate metabolic process;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;. GO:0005524|ATP binding;.

Manes.12G065800.v6.11.6986472 7.64E-01 2E-07 up no pfam05060 MGAT2 N-acetylglucosaminyltransferase II (MGAT2). UDP-N-acetyl-D-glucosamine:alpha-6-D-mannoside beta-1,2-N- acetylglucosaminyltransferase II (EC 2.4.1.143) (GnT II/MGAT2) is a Golgi resident enzyme that catalyses an essential step in the biosynthetic pathway leading from high mannose to complex N-linked oligosaccharides. Mutations in the MGAT2 gene lead to congenital disorder of glycosylation (CDG IIa). CDG IIa patients have an increased bleeding tendency, unrelated to coagulation factors.GO:0009312|oligosaccharide biosynthetic process;GO:0006487|protein N-linked glycosylation;GO:0018279|protein N-linked glycosylation via asparagine;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0016021|integral component of membrane;GO:0008455|alpha-1,6-mannosylglycoprotein 2-beta-N-acetylglucosaminyltransferase activity;GO:0030246|carbohydrate binding;K00736

Manes.12G066100.v6.10.7867957 ####### 0.0083 down no pfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.12G066200.v6.10.8639662 ####### 0.1378 down no pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.12G066300.v6.11.6192176 6.95E-01 6E-07 up no pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.12G066400.v6.12.4434374 1.29E+00 6E-05 up yes pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.12G066500.v6.10.7640116 ####### 0.0031 down no pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.GO:0000467|exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0034661|ncRNA catabolic process;GO:0070651|nonfunctional rRNA decay;GO:0071042|nuclear polyadenylation-dependent mRNA catabolic process;GO:0071035|nuclear polyadenylation-dependent rRNA catabolic process;GO:0071038|nuclear polyadenylation-dependent tRNA catabolic process;GO:0033621|nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0000178|exosome (RNase complex);GO:0000176|nuclear exosome (RNase complex);GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0000175|3'-5'-exoribonuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12591

Manes.12G066700.v6.1Inf Inf 4E-08 up yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;.

Manes.12G067400.v6.110.885549 3.44434 7E-48 up yes pfam00104 Hormone_recepLigand-binding domain of nuclear hormone receptor. This all helical domain is involved in binding the hormone in these receptors.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G067900.v6.10.2728265 ####### 2E-51 down yes pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;.

Manes.12G068300.v6.10.8438919 -0.24487 0.063 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0009505|plant-type cell wall;GO:0003756|protein disulfide isomerase activity;K09584

Manes.12G069000.v6.13.7574027 1.91E+00 1E-38 up yes pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0003723|RNA binding;.

Manes.12G069100.v6.10.3646198 ####### 0.0002 down yes pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. . . .

Manes.12G069300.v6.13.6007743 1.84831 3E-22 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009693|ethylene biosynthetic process;GO:0009835|fruit ripening;. GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K05933

Manes.12G069400.v6.10.2739548 -1.86799 0.0684 down no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. . . .

Manes.12G069600.v6.10.3960275 -1.33633 1E-17 down yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.12G069700.v6.10.2538843 ####### 3E-38 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.12G069800.v6.13.2357424 1.6941 2E-47 up yes pfam10101 DUF2339 Predicted membrane protein (DUF2339). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.12G070100.v6.10.3979312 -1.32941 8E-06 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005215|transporter activity;.

Manes.12G070200.v6.11.4618006 0.54775 0.001 up no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. . . .

Manes.12G070600.v6.10.1795907 -2.47722 2E-15 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.12G072800.v6.15.6825333 2.50653 8E-98 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G072900.v6.1115.51447 6.85193 9E-262 up yes pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0009653|anatomical structure morphogenesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0051403|stress-activated MAPK cascade;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0046872|metal ion binding;.

Manes.12G073000.v6.10.3231574 ####### 1E-33 down yes pfam07876 Dabb Stress responsive A/B Barrel Domain. The function of this family is unknown, but it is upregulated in response to salt stress in Populus balsamifera. It is also found at the C-terminus of an fructose 1,6-bisphosphate aldolase from Hydrogenophilus thermoluteolus. Arthrobacter nicotinovorans ORF106 is found in the pA01 plasmid, which encodes genes for molybdopterin uptake and degradation of plant alkaloid nicotine. The structure of one has been solved and the domain forms an a/b barrel dimer. Although there is a clear duplication within the domain it is not obviously detectable in the sequence.. . . .

Manes.12G073200.v6.10.6620996 -0.59488 0.0029 down no pfam13589 HATPase_c_3Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents, additionally, the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0007569|cell aging;GO:0051457|maintenance of protein location in nucleus;GO:0048147|negative regulation of fibroblast proliferation;GO:0018105|peptidyl-serine phosphorylation;GO:0009791|post-embryonic development;GO:0006468|protein phosphorylation;GO:0050821|protein stabilization;GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0016605|PML body;GO:0008270|zinc ion binding;.

Manes.12G073700.v6.10.4245758 ####### 1E-10 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.12G074000.v6.11.8334593 8.75E-01 1E-09 up no pfam00800 PDT Prephenate dehydratase. This protein is involved in Phenylalanine biosynthesis. This protein catalyses the decarboxylation of prephenate to phenylpyruvate.GO:0009094|L-phenylalanine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0047769|arogenate dehydratase activity;GO:0004664|prephenate dehydratase activity;K05359

Manes.12G074200.v6.1Inf Inf 0.1921 up no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.GO:0042214|terpene metabolic process;GO:0016114|terpenoid biosynthetic process;GO:0005737|cytoplasm;GO:0052579|(+)-pulegone reductase, (+)-isomenthone as substrate, activity;GO:0052580|(+)-pulegone reductase, (-)-menthone as substrate, activity;GO:0070402|NADPH binding;GO:0008270|zinc ion binding;.

Manes.12G074300.v6.12.083475 1.06E+00 2E-09 up yes pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.12G074500.v6.10.5144862 ####### 6E-06 down no pfam02965 Met_synt_B12Vitamin B12 dependent methionine synthase, activation domain.. . . .

Manes.12G074900.v6.10.5684659 ####### 0.0396 down no pfam00505 HMG_box HMG (high mobility group) box.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0003677|DNA binding;.

Manes.12G075000.v6.10.3989041 -1.32589 8E-18 down yes pfam00347 Ribosomal_L6Ribosomal protein L6.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02933

Manes.12G075600.v6.10.6268348 ####### 6E-09 down no pfam01852 START START domain.GO:0048497|maintenance of floral organ identity;GO:0006351|transcription, DNA-templated;GO:0010090|trichome morphogenesis;GO:0005634|nucleus;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G076000.v6.12.7112893 1.43898 0.0012 up yes pfam00463 ICL Isocitrate lyase family.GO:0006097|glyoxylate cycle;GO:0006099|tricarboxylic acid cycle;GO:0009514|glyoxysome;GO:0004451|isocitrate lyase activity;GO:0046872|metal ion binding;.

Manes.12G076300.v6.10.3505323 ####### 6E-31 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0042538|hyperosmotic salinity response;GO:0009409|response to cold;GO:0009269|response to desiccation;GO:0006979|response to oxidative stress;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.12G076400.v6.10.2214015 ####### 4E-08 down yes pfam02181 FH2 Formin Homology 2 Domain.GO:0030041|actin filament polymerization;GO:0045010|actin nucleation;GO:0009960|endosperm development;GO:0048317|seed morphogenesis;GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0009524|phragmoplast;GO:0003779|actin binding;.

Manes.12G076800.v6.10.1000813 -3.32076 1E-98 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;.

Manes.12G077200.v6.10.3493882 ####### 3E-09 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.12G077400.v6.10.312668 -1.6773 2E-28 down yes pfam00136 DNA_pol_B DNA polymerase family B. This region of DNA polymerase B appears to consist of more than one structural domain, possibly including elongation, DNA-binding and dNTP binding activities.GO:0006260|DNA replication;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K02327

Manes.12G077500.v6.10.409919 ####### 0.0004 down yes pfam12730 ABC2_membrane_4ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.12G078100.v6.13.8090846 1.93E+00 5E-47 up yes pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G078800.v6.10.3063628 ####### 4E-09 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.12G079100.v6.19.9956392 3.32E+00 1E-33 up yes pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G080700.v6.11.0187594 2.68E-02 0.8121 up no pfam12906 RINGv RING-variant domain.. . . .

Manes.12G081100.v6.1Inf Inf 0.8798 up no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.12G081200.v6.10.7639959 ####### 0.0008 down no pfam03468 XS XS domain. The XS (rice gene X and SGS3) domain is found in a family of plant proteins including gene X and SGS3. SGS3 is thought to be involved in post-transcriptional gene silencing (PTGS). This domain contains a conserved aspartate residue that may be functionally important. The XS domain has recently been predicted to possess an RRM-like RNA-binding domain by fold recognition.GO:0031047|gene silencing by RNA;GO:0050688|regulation of defense response to virus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.12G081500.v6.11.8703074 0.90328 1E-09 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.12G081800.v6.10.2742405 ####### 9E-11 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.12G081900.v6.10.3312196 -1.59414 3E-15 down yes pfam09591 DUF2463 Protein of unknown function (DUF2463). This protein is found in eukaryotic, parasitic microsporidia. Its function is unknown.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.12G082000.v6.1Inf Inf 0.0006 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.12G082200.v6.11.0913965 1.26E-01 0.7699 up no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.12G082500.v6.10.321707 -1.63618 8E-21 down yes pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.. GO:0005789|endoplasmic reticulum membrane;. .

Manes.12G082600.v6.1Inf Inf 0.1154 up no pfam15498 Dendrin Nephrin and CD2AP-binding protein, Dendrin. Dendrin is a family of eukaryotic proteins found in the podocytes of the kidneys. Dendrin, originally identified in telencephalic dendrites, is a constituent of the slit diaphragm, SD, complex of podocytes, where it directly binds to nephrin and CD2AP. Kidney podocytes and their slit diaphragms (SDs) form the final barrier to urinary protein loss. SD proteins also participate in intracellular signalling pathways. Dendrin appears to prevent programmed cell death (apoptosis) through its binding to nephrin. The SD protein nephrin serves as a component of a signalling complex that directly links podocyte junctional integrity to actin cytoskeletal dynamics. Thus, dendrin is identified as an SD family with proapoptotic signalling properties that accumulates in the podocyte nucleus in response to glomerular injury.. . . .

Manes.12G082700.v6.11.3212899 4.02E-01 0.3947 up no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.12G082900.v6.11.2449494 3.16E-01 0.0057 up no pfam05131 Pep3_Vps18 Pep3/Vps18/deep orange family. This region is found in a number of protein identified as involved in golgi function and vacuolar sorting. The molecular function of this region is unknown. The members of this family contain a C-terminal ring finger domain.GO:0045176|apical protein localization;GO:0015721|bile acid and bile salt transport;GO:0007032|endosome organization;GO:0008333|endosome to lysosome transport;GO:0043485|endosome to pigment granule transport;GO:0048069|eye pigmentation;GO:0006886|intracellular protein transport;GO:0007040|lysosome organization;GO:0060036|notochord cell vacuolation;GO:0007634|optokinetic behavior;GO:0048757|pigment granule maturation;GO:0035542|regulation of SNARE complex assembly;GO:0006904|vesicle docking involved in exocytosis;GO:0030897|HOPS complex;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0030674|protein binding, bridging;GO:0008270|zinc ion binding;.

Manes.12G083000.v6.10.5148413 ####### 5E-06 down no pfam00001 7tm_1 7 transmembrane receptor (rhodopsin family). This family contains, amongst other G-protein-coupled receptors (GCPRs), members of the opsin family, which have been considered to be typical members of the rhodopsin superfamily. They share several motifs, mainly the seven transmembrane helices, GCPRs of the rhodopsin superfamily. All opsins bind a chromophore, such as 11-cis-retinal. The function of most opsins other than the photoisomerases is split into two steps: light absorption and G-protein activation. Photoisomerases, on the other hand, are not coupled to G-proteins - they are thought to generate and supply the chromophore that is used by visual opsins.. . . .

Manes.12G083300.v6.11.7731393 8.26E-01 8E-12 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.. GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004714|transmembrane receptor protein tyrosine kinase activity;.

Manes.12G084200.v6.10.3334987 ####### 8E-18 down yes pfam14424 Toxin-deaminaseThe BURPS668_1122 family of deaminases. A member of the nucleic acid/nucleotide deaminase superfamily prototyped by Burkholderia BURPS668_1122. Members of this family are found as toxins in polymorphic toxin systems in a wide range of bacteria and in the eukaryote Perkinsus. Members of this family typically possess a DxE catalytic motif in Helix-2 of the core fold instead of the more common C[H]xE motif. The Perkinsus versions are predicted to be inactive.. . . .

Manes.12G084300.v6.10.3239792 -1.62603 7E-15 down yes pfam10230 DUF2305 Uncharacterized conserved protein (DUF2305). This family of proteins is conserved from plants to humans. The function is unknown.. . . .

Manes.12G085100.v6.10.5557853 ####### 6E-10 down no pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0034969|histone arginine methylation;GO:0019918|peptidyl-arginine methylation, to symmetrical-dimethyl arginine;GO:0010220|positive regulation of vernalization response;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008469|histone-arginine N-methyltransferase activity;GO:0008276|protein methyltransferase activity;K02516

Manes.12G085200.v6.11.3436346 0.42614 0.0006 up no pfam00097 zf-C3HC4 Zinc finger, C3HC4 type (RING finger). The C3HC4 type zinc-finger (RING finger) is a cysteine-rich domain of 40 to 60 residues that coordinates two zinc ions, and has the consensus sequence: C-X2-C-X(9-39)-C-X(1-3)-H-X(2-3)-C-X2-C-X(4-48)-C-X2-C where X is any amino acid. Many proteins containing a RING finger play a key role in the ubiquitination pathway.GO:0051301|cell division;GO:0007093|mitotic cell cycle checkpoint;GO:0007067|mitotic nuclear division;GO:0019941|modification-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0005634|nucleus;GO:0016605|PML body;GO:0016874|ligase activity;GO:0000166|nucleotide binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10644

Manes.12G085400.v6.10.1265584 -2.98212 0.0008 down yes pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.12G085500.v6.11.655381 0.72716 9E-08 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0009644|response to high light intensity;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.12G085900.v6.1Inf Inf 0.3951 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.12G086400.v6.10.6020288 -0.7321 1E-05 down no pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.. GO:0016021|integral component of membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;. K17081

Manes.12G087000.v6.11.6951323 0.7614 3E-07 up no pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0043234|protein complex;. K13347

Manes.12G087300.v6.13.2229735 1.69E+00 7E-13 up yes pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.. . . .

Manes.12G088000.v6.10.4419656 -1.17799 5E-06 down yes pfam05694 SBP56 56kDa selenium binding protein (SBP56). This family consists of several eukaryotic selenium binding proteins as well as three sequences from archaea. The exact function of this protein is unknown although it is thought that SBP56 participates in late stages of intra-Golgi protein transport. The Lotus japonicus homologue of SBP56, LjSBP is thought to have more than one physiological role and can be implicated in controlling the oxidation/reduction status of target proteins, in vesicular Golgi transport.. . . .

Manes.12G088200.v6.10.3540445 -1.498 5E-15 down yes pfam00034 Cytochrom_CCytochrome c. The Pfam entry does not include all Prosite members. The cytochrome 556 and cytochrome c' families are not included. All these are now in a new clan together. The C-terminus of DUF989, pfam06181, has now been merged into this family.GO:0055114|oxidation-reduction process;GO:0005758|mitochondrial intermembrane space;GO:0070469|respiratory chain;GO:0009055|electron carrier activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.12G088300.v6.1NA NA NA -- no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.12G088800.v6.123.581318 4.56E+00 0.0258 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G089700.v6.10.1448454 ####### 6E-27 down yes pfam02405 Permease Permease. This domain functions as a permease. In a hypothetical protein from Neisseria it is involved in L-glutamate import into the cell. In Arabidopsis ABC transporter I family member 14 it is involved in lipid transfer within the cell.. . . .

Manes.12G089800.v6.10.1606683 -2.63784 3E-67 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:1900056|negative regulation of leaf senescence;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.12G090400.v6.10.3763793 -1.40974 1E-24 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.12G090800.v6.14.2966201 2.10E+00 6E-05 up yes pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . . .

Manes.12G091100.v6.1Inf Inf 0.4066 up no pfam05878 Phyto_Pns9_10Phytoreovirus nonstructural protein Pns9/Pns10. This family consists of the Phytoreovirus nonstructural proteins Pns9 and Pns10. The function of this family is unknown.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;. .

Manes.12G091400.v6.10.1519677 ####### 2E-08 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;. .

Manes.12G091500.v6.10.1745428 -2.51835 3E-17 down yes pfam03131 bZIP_Maf bZIP Maf transcription factor. Maf transcription factors contain a conserved basic region leucine zipper (bZIP) domain, which mediates their dimerization and DNA binding property. Thus, this family is probably related to pfam00170. This family also includes the DNA_binding domain of Skn-1, this domain lacks the leucine zipper found in other bZip domains, and binds DNA is a monomer.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G092000.v6.10.5652409 -0.82306 8E-05 down no pfam05296 TAS2R Mammalian taste receptor protein (TAS2R). This family consists of several forms of mammalian taste receptor proteins (TAS2Rs). TAS2Rs are G protein-coupled receptors expressed in subsets of taste receptor cells of the tongue and palate epithelia and are organized in the genome in clusters. The proteins are genetically linked to loci that influence bitter perception in mice and humans.. . . .

Manes.12G092100.v6.10.6600056 -0.59945 4E-05 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.12G092600.v6.10.5450379 -0.87557 8E-07 down no pfam03942 DTW DTW domain. This presumed domain is found in bacterial and eukaryotic proteins. Its function is unknown. The domain contains multiple conserved motifs including a DTXW motif that this domain has been named after.. . . K05812

Manes.12G092800.v6.11.5996465 0.67775 2E-09 up no pfam01756 ACOX Acyl-CoA oxidase. This is a family of Acyl-CoA oxidases EC:1.3.3.6. Acyl-coA oxidase converts acyl-CoA into trans-2- enoyl-CoA.GO:0006635|fatty acid beta-oxidation;GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0033540|fatty acid beta-oxidation using acyl-CoA oxidase;GO:0055088|lipid homeostasis;GO:0051791|medium-chain fatty acid metabolic process;GO:0005777|peroxisome;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K00232

Manes.12G093000.v6.121.161016 4.40334 0.0004 up yes pfam10328 7TM_GPCR_SrxSerpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.12G093600.v6.10.3763397 -1.40989 2E-18 down yes pfam14693 Ribosomal_TL5_CRibosomal protein TL5, C-terminal domain. This family contains the C-terminal domain of ribosomal protein TL5. The N-terminal domain, which binds to 5S rRNA, is contained in family Ribosomal_L25p, pfam01386. Full length (N- and C-terminal domain) homologues of TL5 are also known as CTC proteins. TL5 or CTC are not found in Eukarya or Archaea. In some Bacteria, including Escherichia coli, this ribosomal subunit occurs as a single domain protein (named Ribosomal subunit L25), where the only domain is homologous to TL5 N-terminal domain (hence included in family pfam01386). The function of the C-terminal domain of TLC is at present unknown.GO:0006412|translation;GO:0005840|ribosome;GO:0008097|5S rRNA binding;GO:0003735|structural constituent of ribosome;K02897

Manes.12G094300.v6.1Inf Inf 0.3951 up no pfam05659 RPW8 Arabidopsis broad-spectrum mildew resistance protein RPW8. This family consists of several broad-spectrum mildew resistance proteins from Arabidopsis thaliana. Plant disease resistance (R) genes control the recognition of specific pathogens and activate subsequent defence responses. The Arabidopsis thaliana locus Resistance To Powdery Mildew 8 (RPW8) contains two naturally polymorphic, dominant R genes, RPW8.1 and RPW8.2, which individually control resistance to a broad range of powdery mildew pathogens. They induce localized, salicylic acid-dependent defences similar to those induced by R genes that control specific resistance. Apparently, broad-spectrum resistance mediated by RPW8 uses the same mechanisms as specific resistance.. . . .

Manes.12G094500.v6.1Inf Inf 0.8798 up no . . . . . . .

Manes.12G094600.v6.10.2300862 ####### 4E-34 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005615|extracellular space;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.12G094800.v6.11.164741 0.22001 0.1253 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G095000.v6.1Inf Inf 0.1921 up no pfam00400 WD40 WD domain, G-beta repeat.. . . .

Manes.12G095100.v6.1Inf Inf 0.3951 up no pfam01526 DDE_Tnp_Tn3Tn3 transposase DDE domain. This family includes transposases of Tn3, Tn21, Tn1721, Tn2501, Tn3926 transposons from E-coli. The specific binding of the Tn3 transposase to DNA has been demonstrated. Sequence analysis has suggested that the invariant triad of Asp689, Asp765, Glu895 (numbering as in Tn3) may correspond to the D-D-35-E motif previously implicated in the catalysis of numerous transposases.. . . .

Manes.12G095400.v6.10.45685 ####### 1E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G095700.v6.15.1771606 2.37216 3E-22 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016788|hydrolase activity, acting on ester bonds;GO:0080030|methyl indole-3-acetate esterase activity;GO:0080032|methyl jasmonate esterase activity;K08233

Manes.12G096300.v6.10.7458775 -0.42299 0.0028 down no pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.



Manes.12G096700.v6.10.4089499 -1.29 8E-14 down yes pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.12G097200.v6.10.5343064 -0.90426 2E-06 down no pfam01716 MSP Manganese-stabilizing protein / photosystem II polypeptide. This family consists of the 33 KDa photosystem II polypeptide from the oxygen evolving complex (OEC) of plants and cyanobacteria. The protein is also known as the manganese-stabilizing protein as it is associated with the manganese complex of the OEC and may provide the ligands for the complex.GO:0015979|photosynthesis;GO:0042549|photosystem II stabilization;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0016021|integral component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.12G097500.v6.10.2510211 -1.99412 4E-09 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.12G098100.v6.11.9336124 0.9513 2E-06 up no pfam07690 MFS_1 Major Facilitator Superfamily.. . . .

Manes.12G098400.v6.11.7067989 7.71E-01 3E-06 up no pfam10241 KxDL Uncharacterized conserved protein. This is a family of short proteins which are conserved over a region of 80 residues. There is a characteristic KxDL motif towards the C-terminus. The function is unknown.. . . .

Manes.12G098600.v6.10.4275619 -1.22579 1E-23 down yes pfam00348 polyprenyl_syntPolyprenyl synthetase.GO:0016117|carotenoid biosynthetic process;GO:0045337|farnesyl diphosphate biosynthetic process;GO:0033384|geranyl diphosphate biosynthetic process;GO:0033386|geranylgeranyl diphosphate biosynthetic process;GO:0009507|chloroplast;GO:0004161|dimethylallyltranstransferase activity;GO:0004311|farnesyltranstransferase activity;GO:0004337|geranyltranstransferase activity;GO:0046872|metal ion binding;.

Manes.12G098800.v6.13.7139708 1.89296 7E-13 up yes pfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.12G099800.v6.10.5022851 ####### 2E-07 down no pfam00685 Sulfotransfer_1Sulfotransferase domain.. . . .

Manes.12G100400.v6.1Inf Inf 0.8798 up no pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.. . . .

Manes.12G100500.v6.10.6585932 ####### 4E-07 down no pfam12371 DUF3651 Protein of unknown function (DUF3651). This domain family is found in eukaryotes, and is approximately 70 amino acids in length. This family is frequently annotated as a membrane protein but there is little associated literature to back this up.GO:0002682|regulation of immune system process;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0016020|membrane;. .

Manes.12G100700.v6.10.2747148 -1.86399 0.0005 down yes pfam02892 zf-BED BED zinc finger.. . . .

Manes.12G100900.v6.11.6932625 7.60E-01 0.0015 up no pfam03189 Otopetrin Otopetrin. . . . .

Manes.12G101000.v6.11.740564 0.79955 2E-07 up no pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G101200.v6.11.1958741 2.58E-01 0.0276 up no pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblin. . . .

Manes.12G101300.v6.1Inf Inf 0.4066 up no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.12G101900.v6.11.9138127 9.36E-01 1E-13 up no pfam02037 SAP SAP domain. The SAP (after SAF-A/B, Acinus and PIAS) motif is a putative DNA/RNA binding domain found in diverse nuclear and cytoplasmic proteins.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.12G102000.v6.10.6469393 ####### 1E-07 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G102100.v6.10.5450709 ####### 8E-07 down no pfam11019 DUF2608 Protein of unknown function (DUF2608). This family is conserved in Bacteria. The function is not known.. . . .

Manes.12G102400.v6.11.0533635 0.075 0.5623 up no pfam14296 O-ag_pol_WzyO-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. . . .

Manes.12G102500.v6.13.8650641 1.95049 0.0007 up yes pfam05758 Ycf1 Ycf1. The chloroplast genomes of most higher plants contain two giant open reading frames designated ycf1 and ycf2. Although the function of Ycf1 is unknown, it is known to be an essential gene.. . . .

Manes.12G102700.v6.12.6927406 1.42908 0.0054 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G102900.v6.10.1613473 ####### 2E-28 down yes pfam10776 DUF2600 Protein of unknown function (DUF2600). This is a bacterial family of proteins. Some members in the family are annotated as YtpB however currently no function is known.. . . .

Manes.12G103000.v6.11.6614717 0.73246 2E-06 up no pfam07698 7TM-7TMR_HD7TM receptor with intracellular HD hydrolase. These bacterial 7TM receptor proteins have an intracellular pfam01966. This entry corresponds to the 7 helix transmembrane domain. These proteins also contain an N-terminal extracellular domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G103600.v6.13.0516437 1.61E+00 6E-06 up yes pfam00069 Pkinase Protein kinase domain.GO:0000919|cell plate assembly;GO:0006952|defense response;GO:0005856|cytoskeleton;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.12G104500.v6.12.4360453 1.28454 3E-07 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.12G104600.v6.10.7599018 ####### 0.0016 down no pfam05290 Baculo_IE-1 Baculovirus immediate-early protein (IE-0). The Autographa californica multinucleocapsid nuclear polyhedrosis virus (AcMNPV) ie-1 gene product (IE-1) is thought to play a central role in stimulating early viral transcription. IE-1 has been demonstrated to activate several early viral gene promoters and to negatively regulate the promoters of two other AcMNPV regulatory genes, ie-0 and ie-2. It is thought that that IE-1 negatively regulates the expression of certain genes by binding directly, or as part of a complex, to promoter regions containing a specific IE-1-binding motif (5'-ACBYGTAA-3') near their mRNA start sites.GO:0006629|lipid metabolic process;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008081|phosphoric diester hydrolase activity;.

Manes.12G104900.v6.1Inf Inf 2E-09 up yes pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.12G105100.v6.1Inf Inf 0.4066 up no pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.12G105300.v6.1Inf Inf 0.8764 up no pfam08031 BBE Berberine and berberine like. This domain is found in the berberine bridge and berberine bridge- like enzymes which are involved in the biosynthesis of numerous isoquinoline alkaloids. They catalyse the transformation of the N-methyl group of (S)-reticuline into the C-8 berberine bridge carbon of (S)-scoulerine.. GO:0005576|extracellular region;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.12G105600.v6.1NA NA NA -- no pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.. . . .

Manes.12G106300.v6.10.5696939 -0.81174 2E-08 down no pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.. . . .

Manes.12G106800.v6.11.6278055 7.03E-01 8E-07 up no pfam09750 DRY_EERY Alternative splicing regulator. This entry represents the conserved N-terminal region of SWAP (suppressor-of-white-apricot protein) proteins. This region contains two highly conserved motifs, viz: DRY and EERY, which appear to be the sites for alternative splicing of exons 2 and 3 of the SWAP mRNA. These proteins are thus thought to be involved in auto-regulation of pre-mRNA splicing. Most family members are associated with two Surp domains pfam01805 and an Arginine- serine-rich binding region towards the C-terminus.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;. K13168

Manes.12G107100.v6.10.2167693 -2.20577 6E-34 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.12G107600.v6.10.6883589 ####### 0.0009 down no pfam03360 Glyco_transf_43Glycosyltransferase family 43.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015018|galactosylgalactosylxylosylprotein 3-beta-glucuronosyltransferase activity;GO:0042285|xylosyltransferase activity;.

Manes.12G107800.v6.10.207611 -2.26805 0.0047 down yes pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G107900.v6.11.7854554 0.83629 1E-09 up no pfam03248 Rer1 Rer1 family. RER1 family protein are involved in involved in the retrieval of some endoplasmic reticulum membrane proteins from the early golgi compartment. The C terminus of yeast Rer1p interacts with a coatomer complex.GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.12G108400.v6.12.3332835 1.22E+00 5E-22 up yes pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.GO:0042147|retrograde transport, endosome to Golgi;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005770|late endosome;GO:0005634|nucleus;GO:0016491|oxidoreductase activity;.

Manes.12G108500.v6.11.1582524 0.21195 0.1308 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.12G109100.v6.10.6135212 ####### 0.0026 down no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009640|photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G109900.v6.11.1650121 2.20E-01 1 up no pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0006952|defense response;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.12G110100.v6.12.4734004 1.31E+00 3E-10 up yes pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.12G110300.v6.10.5444772 ####### 1E-04 down no pfam10343 DUF2419 Protein of unknown function (DUF2419). This is a family of conserved proteins found from plants to humans. The function is not known. A few members are annotated as being cobyrinic acid a,c-diamide synthetase but this could not be confirmed.. . . .

Manes.12G110400.v6.10.6395328 -0.64491 3E-05 down no pfam10343 DUF2419 Protein of unknown function (DUF2419). This is a family of conserved proteins found from plants to humans. The function is not known. A few members are annotated as being cobyrinic acid a,c-diamide synthetase but this could not be confirmed.. . . .

Manes.12G110500.v6.10.4968201 -1.0092 1E-05 down yes pfam03069 FmdA_AmdAAcetamidase/Formamidase family. This family includes amidohydrolases of formamide EC:3.5.1.49 and acetamide. Methylophilus methylotrophus fmdA forms a homotrimer suggesting all the members of this family also do.. . GO:0004328|formamidase activity;.

Manes.12G110700.v6.1NA NA NA -- no pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.12G111300.v6.10.3443037 -1.53825 8E-37 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.12G111400.v6.10.4667494 -1.09928 4E-08 down yes pfam00363 Casein Casein. . . . .

Manes.12G111500.v6.10.4359594 ####### 1E-07 down yes pfam12222 PNGaseA Peptide N-acetyl-beta-D-glucosaminyl asparaginase amidase A. This family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 558 and 775 amino acids in length. There is a conserved TGG sequence motif. PNGase A is a protein which cleaves glycopeptides.. . . .

Manes.12G112100.v6.11.0674772 0.09421 0.5175 up no pfam06799 DUF1230 Protein of unknown function (DUF1230). This family consists of several hypothetical plant and photosynthetic bacterial proteins of around 160 residues in length. The function of this family is unknown although looking at the species distribution the protein may play a part in photosynthesis.. GO:0009507|chloroplast;. .

Manes.12G112300.v6.1Inf Inf 0.034 up no pfam10714 LEA_6 Late embryogenesis abundant protein 18. This is a family of late embryogenesis-abundant proteins There is high accumulation of this protein in dry seeds, and in the roots of full-grown plants in response to dehydration and ABA (abscisic acid application) treatments. This LEA protein disappears after germination. It accumulates in growing regions of well irrigated hypocotyls and meristems suggesting a role in seedling growth resumption on rehydration. As a group the LEA proteins are highly hydrophilic, contain a high percentage of glycine residues, lack Cys and Trp residues and do not coagulate upon exposure to high temperature, and for these reasons are considered to be members of a group of proteins called hydrophilins. Expression of the protein is negatively regulated during etiolating growth, particularly in roots, in contrast to its expression patterns during normal growth.. . . .

Manes.12G112400.v6.13.510522 1.81169 2E-37 up yes pfam15298 AJAP1_PANP_CAJAP1/PANP C-terminus. This family includes the C-terminus of adherens junction-associated protein 1 (AJAP1) and of PILR-associating neural protein (PANP). AJAP1 inhibits cell adhesion and migration. PANP is a ligand for the immune inhibitory receptor paired immunoglobulin-like type 2 receptor alpha.. . . .

Manes.12G112500.v6.12.6556858 1.41E+00 1E-15 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.12G113000.v6.10.3103678 -1.68795 1E-10 down yes pfam10328 7TM_GPCR_SrxSerpentine type 7TM GPCR chemoreceptor Srx. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srx is part of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.12G113300.v6.10.9771086 -0.03341 0.7673 down no pfam02181 FH2 Formin Homology 2 Domain.. GO:0005618|cell wall;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0003779|actin binding;.

Manes.12G113400.v6.10.0477237 ####### 1E-45 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0042023|DNA endoreduplication;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18811

Manes.12G113500.v6.11.0997354 1.37E-01 0.2428 up no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006810|transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0015085|calcium ion transmembrane transporter activity;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.12G113700.v6.10.6790422 -0.55843 0.0608 down no pfam03251 Tymo_45kd_70kdTymovirus 45/70Kd protein. Tymoviruses are single stranded RNA viruses. This family includes a protein of unknown function that has been named based on its molecular weight. Tymoviruses such as the ononis yellow mosaic tymovirus encode only three proteins. Of these two are overlapping this protein overlaps a larger ORF that is thought to be the polymerase.. . . .

Manes.12G113900.v6.10.3082308 ####### 5E-08 down yes . . . . . . .

Manes.12G114100.v6.10.339303 ####### 8E-27 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0008356|asymmetric cell division;GO:0055072|iron ion homeostasis;GO:0048366|leaf development;GO:0045930|negative regulation of mitotic cell cycle;GO:0009956|radial pattern formation;GO:0032350|regulation of hormone metabolic process;GO:0006351|transcription, DNA-templated;GO:0005769|early endosome;GO:0005770|late endosome;GO:0005634|nucleus;GO:0055037|recycling endosome;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G114400.v6.10.236253 ####### 1E-14 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.12G114500.v6.10.4634066 -1.10965 0.0077 down yes pfam13943 WPP WPP domain. . GO:0005794|Golgi apparatus;GO:0005635|nuclear envelope;GO:0016363|nuclear matrix;. .

Manes.12G114700.v6.10.4429185 ####### 5E-13 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G115000.v6.10.6743865 ####### 0.0011 down no pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0051301|cell division;GO:0007059|chromosome segregation;GO:0007067|mitotic nuclear division;GO:0007264|small GTPase mediated signal transduction;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0005525|GTP binding;K07955

Manes.12G115500.v6.10.5667284 ####### 0.0019 down no pfam07895 DUF1673 Protein of unknown function (DUF1673). This family contains hypothetical proteins of unknown function expressed by two archaeal species.. . . .

Manes.12G115700.v6.15.2379438 2.39E+00 2E-40 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.12G115900.v6.17.1937187 2.84674 1E-71 up yes pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.GO:0009725|response to hormone;GO:0009744|response to sucrose;GO:0016021|integral component of membrane;GO:0004872|receptor activity;K07297

Manes.12G116000.v6.10.9558978 ####### 0.6783 down no pfam05637 Glyco_transf_34galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.12G116400.v6.10.6273732 ####### 7E-05 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0000917|barrier septum assembly;. GO:0005525|GTP binding;GO:0046872|metal ion binding;.

Manes.12G116500.v6.1Inf Inf 0.0001 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.12G116600.v6.10.3407041 -1.55341 0.0008 down yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.12G116900.v6.12.2418993 1.16E+00 2E-18 up yes pfam06873 SerH Cell surface immobilisation antigen SerH. This family consists of several cell surface immobilisation antigen SerH proteins which seem to be specific to Tetrahymena thermophila. The SerH locus of Tetrahymena thermophila is one of several paralogous loci with genes encoding variants of the major cell surface protein known as the immobilisation antigen (i-ag).. GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;.

Manes.12G117000.v6.11.3266836 0.40782 0.0339 up no pfam14034 Spore_YtrH Sporulation protein YtrH. This family of proteins is involved in sporulation. It may contribute to the formation and stability of the thick peptidoglycan layer between the two membranes of the spore, known as the cortex. In Bacillus subtilis its expression is regulated by sigma-E.. . . .

Manes.12G117200.v6.1NA NA NA -- no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.12G117300.v6.120.936336 4.38794 2E-07 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G117800.v6.10.6970069 -0.52076 0.0067 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009908|flower development;GO:0010492|maintenance of shoot apical meristem identity;GO:0042127|regulation of cell proliferation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.12G117900.v6.10.5751599 ####### 0.0002 down no pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.GO:0042742|defense response to bacterium;GO:0009755|hormone-mediated signaling pathway;GO:0060548|negative regulation of cell death;GO:0031348|negative regulation of defense response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G118000.v6.12.0272741 1.01954 7E-16 up yes pfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.12G118200.v6.10.3024679 ####### 7E-09 down yes pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;. K16302

Manes.12G118300.v6.10.8045849 ####### 0.0235 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0046872|metal ion binding;.

Manes.12G118400.v6.10.6186453 -0.69282 5E-08 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. GO:0009535|chloroplast thylakoid membrane;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. .

Manes.12G118700.v6.10.716102 ####### 3E-05 down no pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;.

Manes.12G118900.v6.10.5967671 ####### 0.0003 down no pfam00146 NADHdh NADH dehydrogenase.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.12G119300.v6.11.362425 0.44618 0.0445 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009559|embryo sac central cell differentiation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043078|polar nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G119500.v6.1Inf Inf 0.2025 up no pfam07716 bZIP_2 Basic region leucine zipper.. . . .

Manes.12G119600.v6.10.3071162 ####### 6E-45 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0048437|floral organ development;GO:0048229|gametophyte development;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0010075|regulation of meristem growth;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0043621|protein self-association;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G119800.v6.11.8745985 0.90658 2E-05 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0043966|histone H3 acetylation;GO:0051568|histone H3-K4 methylation;GO:0043984|histone H4-K16 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0034968|histone lysine methylation;GO:0031175|neuron projection development;GO:0035948|positive regulation of gluconeogenesis by positive regulation of transcription from RNA polymerase II promoter;GO:0001501|skeletal system development;GO:0006351|transcription, DNA-templated;GO:0005671|Ada2/Gcn5/Ada3 transcription activator complex;GO:0000123|histone acetyltransferase complex;GO:0035097|histone methyltransferase complex;GO:0071339|MLL1 complex;GO:0005634|nucleus;GO:0048188|Set1C/COMPASS complex;GO:0046972|histone acetyltransferase activity (H4-K16 specific);GO:0043995|histone acetyltransferase activity (H4-K5 specific);GO:0043996|histone acetyltransferase activity (H4-K8 specific);GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0035064|methylated histone binding;K14963

Manes.12G119900.v6.10.451577 ####### 5E-05 down yes pfam00225 Kinesin Kinesin motor domain.GO:0051301|cell division;GO:0007019|microtubule depolymerization;GO:0007018|microtubule-based movement;GO:0000278|mitotic cell cycle;GO:0000070|mitotic sister chromatid segregation;GO:0051302|regulation of cell division;GO:0000235|astral microtubule;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0035371|microtubule plus-end;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008574|ATP-dependent microtubule motor activity, plus-end-directed;GO:0019894|kinesin binding;GO:0003774|motor activity;.

Manes.12G120300.v6.11.4528101 0.53885 0.0006 up no pfam01207 Dus Dihydrouridine synthase (Dus). Members of this family catalyse the reduction of the 5,6-double bond of a uridine residue on tRNA. Dihydrouridine modification of tRNA is widely observed in prokaryotes and eukaryotes, and also in some archae. Most dihydrouridines are found in the D loop of t-RNAs. The role of dihydrouridine in tRNA is currently unknown, but may increase conformational flexibility of the tRNA. It is likely that different family members have different substrate specificities, which may overlap. Dus 1 from Saccharomyces cerevisiae acts on pre-tRNA-Phe, while Dus 2 acts on pre-tRNA-Tyr and pre-tRNA-Leu. Dus 1 is active as a single subunit, requiring NADPH or NADH, and is stimulated by the presence of FAD. Some family members may be targeted to the mitochondria and even have a role in mitochondria.GO:0060548|negative regulation of cell death;GO:1904030|negative regulation of cyclin-dependent protein kinase activity;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005739|mitochondrion;GO:0003725|double-stranded RNA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0004860|protein kinase inhibitor activity;GO:0017150|tRNA dihydrouridine synthase activity;K05543



Manes.12G120400.v6.12.0821629 1.06E+00 5E-19 up yes pfam10607 CLTH CTLH/CRA C-terminal to LisH motif domain. RanBPM is a scaffolding protein and is important in regulating cellular function in both the immune system and the nervous system. This domain is at the C-terminus of the proteins and is the binding domain for the CRA motif (for CT11-RanBPM), which is comprised of approximately 100 amino acids at the C terminal of RanBPM. It was found to be important for the interaction of RanBPM with fragile X mental retardation protein (FMRP), but its functional significance has yet to be determined. This region contains CTLH and CRA domains annotated by SMART; however, these may be a single domain, and it is refereed to as a C-terminal to LisH motif.. . . .

Manes.12G120800.v6.10.4732399 ####### 6E-18 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G120900.v6.10.949538 ####### 0.616 down no pfam01899 MNHE Na+/H+ ion antiporter subunit. Subunit of a Na+/H+ Prokaryotic antiporter complex.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.12G121800.v6.10.5307464 ####### 1E-09 down no pfam00464 SHMT Serine hydroxymethyltransferase.GO:0042742|defense response to bacterium;GO:0009814|defense response, incompatible interaction;GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0009853|photorespiration;GO:0019684|photosynthesis, light reaction;GO:0009626|plant-type hypersensitive response;GO:0009697|salicylic acid biosynthetic process;GO:0035999|tetrahydrofolate interconversion;GO:0048046|apoplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0022626|cytosolic ribosome;GO:0005759|mitochondrial matrix;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010319|stromule;GO:0004372|glycine hydroxymethyltransferase activity;GO:0008266|poly(U) RNA binding;GO:0030170|pyridoxal phosphate binding;K00600

Manes.12G121900.v6.10.4538032 ####### 5E-08 down yes pfam06044 DRP Dam-replacing family. Dam-replacing protein (DRP) is an restriction endonuclease that is flanked by pseudo-transposable small repeat elements. The replacement of Dam-methylase by DRP allows phase variation through slippage-like mechanisms in several pathogenic isolates of Neisseria meningitidis.. . . .

Manes.12G122200.v6.1Inf Inf 0.3951 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;.

Manes.12G122400.v6.11.8175739 0.86201 0.0179 up no pfam05502 Dynactin_p62Dynactin p62 family. Dynactin is a multi-subunit complex and a required cofactor for most, or all, of the cellular processes powered by the microtubule-based motor cytoplasmic dynein. p62 binds directly to the Arp1 subunit of dynactin.GO:0045824|negative regulation of innate immune response;GO:0034097|response to cytokine;. GO:0008270|zinc ion binding;.

Manes.12G122800.v6.1Inf Inf 0.2166 up no pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G122900.v6.10.6582777 -0.60323 0.0056 down no pfam05634 APO_RNA-bindAPO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.12G123000.v6.10.3822344 -1.38747 3E-11 down yes pfam01094 ANF_receptorReceptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;.

Manes.12G123900.v6.1Inf Inf 0.8764 up no pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G124000.v6.10.4098329 -1.28689 3E-26 down yes pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.12G124300.v6.11.3366931 0.41867 0.0939 up no pfam13292 DXP_synthase_N1-deoxy-D-xylulose-5-phosphate synthase. This family contains 1-deoxyxylulose-5-phosphate synthase (DXP synthase), an enzyme which catalyses the thiamine pyrophosphoate-dependent acyloin condensation reaction between carbon atoms 2 and 3 of pyruvate and glyceraldehyde 3-phosphate, to yield 1-deoxy-D- xylulose-5-phosphate, a precursor in the biosynthetic pathway to isoprenoids, thiamine (vitamin B1), and pyridoxol (vitamin B6).GO:0052865|1-deoxy-D-xylulose 5-phosphate biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0008661|1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0046872|metal ion binding;K01662

Manes.12G124500.v6.1Inf Inf 0.2025 up no pfam00139 Lectin_legB Legume lectin domain.. . GO:0005537|mannose binding;GO:0046872|metal ion binding;.

Manes.12G124600.v6.10.7816417 -0.35542 0.0162 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G124800.v6.17.8301041 2.97E+00 0.0081 up yes pfam12400 DUF3661 Vaculolar membrane protein. This domain family is found in eukaryotes, and is typically between 123 and 138 amino acids in length.. . . .

Manes.12G124900.v6.10.2139323 -2.22477 0.0039 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.12G125400.v6.10.9280122 -0.10778 0.4896 down no pfam00069 Pkinase Protein kinase domain.GO:0071369|cellular response to ethylene stimulus;GO:0009814|defense response, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009623|response to parasitic fungus;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0012505|endomembrane system;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G125700.v6.10.4449502 -1.16828 1E-19 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.12G126100.v6.11.3111086 3.91E-01 0.0049 up no pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.12G126200.v6.11.6312542 0.70598 2E-08 up no pfam12689 Acid_PPase Acid Phosphatase. This family contains phosphatase enzymes and other proteins of the HAD superfamily. It includes MDP-1 which is a eukaryotic magnesium-dependent acid phosphatase.. GO:0070062|extracellular exosome;GO:0046872|metal ion binding;GO:0004725|protein tyrosine phosphatase activity;K17619

Manes.12G126300.v6.11.7710966 0.82464 4E-11 up no pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0010020|chloroplast fission;GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009526|plastid envelope;. .

Manes.12G126800.v6.10.7549308 -0.40558 0.0005 down no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0030154|cell differentiation;GO:0048438|floral whorl development;GO:0009910|negative regulation of flower development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0017148|negative regulation of translation;GO:0009266|response to temperature stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000900|translation repressor activity, nucleic acid binding;.

Manes.12G126900.v6.10.5990832 -0.73917 1E-09 down no pfam00225 Kinesin Kinesin motor domain.GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0000911|cytokinesis by cell plate formation;GO:0007018|microtubule-based movement;GO:0000913|preprophase band assembly;GO:0016032|viral process;GO:0009504|cell plate;GO:0009941|chloroplast envelope;GO:0005694|chromosome;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;.

Manes.12G127200.v6.1#NAME? #NAME? 2E-05 down yes pfam13813 MBOAT_2 Membrane bound O-acyl transferase family.GO:0016127|sterol catabolic process;GO:0034434|sterol esterification;GO:0016021|integral component of membrane;GO:0047196|long-chain-alcohol O-fatty-acyltransferase activity;.

Manes.12G127900.v6.1Inf Inf 0.8764 up no pfam03030 H_PPase Inorganic H+ pyrophosphatase. The H+ pyrophosphatase is an transmembrane proton pump involved in establishing the H+ electrochemical potential difference between the vacuole lumen and the cell cytosol. Vacuolar-type H(+)-translocating inorganic pyrophosphatases have long been considered to be restricted to plants and to a few species of photo-trophic bacteria. However, in recent investigations, these pyrophosphatases have been found in organisms as disparate as thermophilic Archaea and parasitic protists.. GO:0005739|mitochondrion;. .

Manes.12G128000.v6.10.2554595 ####### 6E-10 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. .

Manes.12G128300.v6.10.3465512 -1.52886 2E-07 down yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.12G128700.v6.1Inf Inf 0.002 up yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G128900.v6.19.7820325 3.29013 4E-76 up yes pfam12334 rOmpB Rickettsia outer membrane protein B. This domain family is found in bacteria, and is approximately 220 amino acids in length. The family is found in association with pfam03797. This family is the middle region of one of the outer membrane proteins of Rickettsia which is involved in adhesion to eukaryotic cells for uptake.. . . .

Manes.12G129400.v6.10.5193476 ####### 8E-06 down no pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0071555|cell wall organization;GO:0070879|fungal-type cell wall beta-glucan metabolic process;GO:0000272|polysaccharide catabolic process;GO:0000935|barrier septum;GO:0005576|extracellular region;GO:0046557|glucan endo-1,6-beta-glucosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;GO:0046872|metal ion binding;.

Manes.12G129700.v6.10.6951247 -0.52466 1E-05 down no pfam00926 DHBP_synthase3,4-dihydroxy-2-butanone 4-phosphate synthase. 3,4-Dihydroxy-2-butanone 4-phosphate is biosynthesized from ribulose 5-phosphate and serves as the biosynthetic precursor for the xylene ring of riboflavin. Sometimes found as a bifunctional enzyme with pfam00925.GO:0009231|riboflavin biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0008686|3,4-dihydroxy-2-butanone-4-phosphate synthase activity;GO:0005525|GTP binding;GO:0003935|GTP cyclohydrolase II activity;GO:0046872|metal ion binding;K14652

Manes.12G129900.v6.146.468501 5.53818 1E-18 up yes pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.12G130400.v6.15.2006777 2.3787 8E-08 up yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.12G130600.v6.12.1685816 1.11675 6E-22 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.12G131100.v6.12.7819512 1.4761 2E-18 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.12G131200.v6.113.431387 3.74754 1E-35 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.12G131400.v6.17.6122714 2.92833 3E-104 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0010588|cotyledon vascular tissue pattern formation;GO:0080051|cutin transport;GO:0015908|fatty acid transport;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0010222|stem vascular tissue pattern formation;GO:0009897|external side of plasma membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0015245|fatty acid transporter activity;GO:0042803|protein homodimerization activity;.

Manes.12G131500.v6.15.505102 2.46077 1E-09 up yes pfam04054 Not1 CCR4-Not complex component, Not1. The Ccr4-Not complex is a global regulator of transcription that affects genes positively and negatively and is thought to regulate transcription factor TFIID.. . . .

Manes.12G131900.v6.13.2300999 1.69E+00 4E-14 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0009909|regulation of flower development;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.12G132200.v6.10.7953619 -0.33032 0.0077 down no pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.. GO:0009507|chloroplast;. .

Manes.12G133600.v6.11.1556901 2.09E-01 1 up no pfam09323 DUF1980 Domain of unknown function (DUF1980). Members of this family are found in a set of prokaryotic hypothetical proteins. Their exact function, has not, as yet, been defined.. . . .

Manes.12G134000.v6.1Inf Inf 0.1136 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.12G134100.v6.10.4978482 ####### 3E-06 down yes pfam07986 TBCC Tubulin binding cofactor C. Members of this family are involved in the folding pathway of tubulins and form a beta helix structure.GO:0000902|cell morphogenesis;GO:0000226|microtubule cytoskeleton organization;GO:0007023|post-chaperonin tubulin folding pathway;GO:0007021|tubulin complex assembly;GO:0005737|cytoplasm;. .

Manes.12G134200.v6.11.5017327 5.87E-01 8E-07 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0008234|cysteine-type peptidase activity;GO:0036459|ubiquitinyl hydrolase activity;K11842

Manes.12G134500.v6.10.403214 -1.31038 2E-14 down yes pfam06837 Fijivirus_P9-2Fijivirus P9-2 protein. This family consists of several Fijivirus specific P9-2 proteins from Rice black streaked dwarf virus (RBSDV) and Fiji disease virus. The function of this family is unknown.. . . .

Manes.12G134700.v6.10.4549384 -1.13626 3E-21 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0010588|cotyledon vascular tissue pattern formation;GO:0010305|leaf vascular tissue pattern formation;GO:0010087|phloem or xylem histogenesis;GO:0080022|primary root development;GO:0016567|protein ubiquitination;GO:0048367|shoot system development;. . .

Manes.12G134900.v6.11.4076076 4.93E-01 0.0001 up no pfam04142 Nuc_sug_transpNucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.GO:1903857|negative regulation of cytokinin dehydrogenase activity;GO:1903070|negative regulation of ER-associated ubiquitin-dependent protein catabolic process;GO:0010584|pollen exine formation;GO:1902183|regulation of shoot apical meristem development;GO:0015739|sialic acid transport;GO:0015789|UDP-N-acetylgalactosamine transport;GO:1990569|UDP-N-acetylglucosamine transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015136|sialic acid transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;GO:0005463|UDP-N-acetylgalactosamine transmembrane transporter activity;K15272

Manes.12G135300.v6.1Inf Inf 0.8798 up no pfam14287 DUF4368 Domain of unknown function (DUF4368). This domain family is found in bacteria, and is approximately 70 amino acids in length. The family is found in association with pfam00239 and pfam07508. There is a single completely conserved residue G that may be functionally important.. . . .

Manes.12G135400.v6.10.357744 ####### 1E-22 down yes pfam13266 DUF4057 Protein of unknown function (DUF4057). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 279 and 322 amino acids in length.GO:0080111|DNA demethylation;GO:0006281|DNA repair;GO:0005634|nucleus;GO:0035514|DNA demethylase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.12G136200.v6.10.9530316 -0.0694 0.6578 down no pfam02630 SCO1-SenC SCO1/SenC. This family is involved in biogenesis of respiratory and photosynthetic systems. SCO1 is required for a post-translational step in the accumulation of subunits COXI and COXII of cytochrome c oxidase. SenC is required for optimal cytochrome c oxidase activity and maximal induction of genes encoding the light-harvesting and reaction centre complexes of R. capsulatus.GO:0055070|copper ion homeostasis;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K07152

Manes.12G137000.v6.16.2814981 2.65111 3E-62 up yes pfam01756 ACOX Acyl-CoA oxidase. This is a family of Acyl-CoA oxidases EC:1.3.3.6. Acyl-coA oxidase converts acyl-CoA into trans-2- enoyl-CoA.GO:0006635|fatty acid beta-oxidation;GO:0009514|glyoxysome;GO:0003995|acyl-CoA dehydrogenase activity;GO:0003997|acyl-CoA oxidase activity;GO:0050660|flavin adenine dinucleotide binding;.

Manes.12G137200.v6.12.5716742 1.36271 0.0027 up yes pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0030154|cell differentiation;GO:0010588|cotyledon vascular tissue pattern formation;GO:0046855|inositol phosphate dephosphorylation;GO:0048016|inositol phosphate-mediated signaling;GO:0032957|inositol trisphosphate metabolic process;GO:0010305|leaf vascular tissue pattern formation;GO:0046856|phosphatidylinositol dephosphorylation;GO:0010067|procambium histogenesis;GO:0009737|response to abscisic acid;GO:0010051|xylem and phloem pattern formation;GO:0005622|intracellular;GO:0046030|inositol trisphosphate phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.12G137300.v6.1NA NA NA -- no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. GO:0005615|extracellular space;. .

Manes.12G137500.v6.10.4527624 -1.14317 0.042 down no pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0071555|cell wall organization;GO:0070879|fungal-type cell wall beta-glucan metabolic process;GO:0000272|polysaccharide catabolic process;GO:0000935|barrier septum;GO:0005576|extracellular region;GO:0046557|glucan endo-1,6-beta-glucosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;GO:0046872|metal ion binding;K01210

Manes.12G138500.v6.12.7027073 1.43441 7E-06 up yes pfam07732 Cu-oxidase_3Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0008447|L-ascorbate oxidase activity;K00423

Manes.12G138700.v6.11.0653057 9.13E-02 0.4331 up no pfam09731 Mitofilin Mitochondrial inner membrane protein. Mitofilin controls mitochondrial cristae morphology. Mitofilin is enriched in the narrow space between the inner boundary and the outer membranes, where it forms a homotypic interaction and assembles into a large multimeric protein complex. The first 78 amino acids contain a typical amino-terminal-cleavable mitochondrial presequence rich in positive-charged and hydroxylated residues and a membrane anchor domain. In addition, it has three centrally located coiled coil domains.. . . .

Manes.12G138800.v6.10.4322064 -1.21021 1E-22 down yes pfam00168 C2 C2 domain. GO:0009306|protein secretion;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;.

Manes.12G138900.v6.12.086078 1.06079 5E-20 up yes pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.12G139700.v6.13.3022379 1.72344 3E-28 up yes pfam11882 DUF3402 Domain of unknown function (DUF3402). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is typically between 350 to 473 amino acids in length. This domain is found associated with pfam07923.. . . .

Manes.12G140000.v6.1NA NA NA -- no pfam06139 BphX BphX-like. Family of bacterial proteins located in the phenyl dioxygenase (bph) operon. The function of this family is unknown.. . . .

Manes.12G140700.v6.10.1707841 -2.54975 0.014 down yes pfam02854 MIF4G MIF4G domain. MIF4G is named after Middle domain of eukaryotic initiation factor 4G (eIF4G). Also occurs in NMD2p and CBP80. The domain is rich in alpha-helices and may contain multiple alpha-helical repeats. In eIF4G, this domain binds eIF4A, eIF3, RNA and DNA.GO:0071230|cellular response to amino acid stimulus;GO:0034260|negative regulation of GTPase activity;GO:0006607|NLS-bearing protein import into nucleus;GO:0042307|positive regulation of protein import into nucleus;GO:0006610|ribosomal protein import into nucleus;GO:0016032|viral process;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0031965|nuclear membrane;GO:0005643|nuclear pore;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005095|GTPase inhibitor activity;GO:0044822|poly(A) RNA binding;GO:0008565|protein transporter activity;GO:0008536|Ran GTPase binding;.

Manes.12G141100.v6.10.6198688 -0.68997 6E-08 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G141400.v6.11.6497867 0.72228 3E-09 up no pfam05474 Semenogelin Semenogelin. This family consists of several mammalian semenogelin (I and II) proteins. Freshly ejaculated human semen has the appearance of a loose gel in which the predominant structural protein components are the seminal vesicle secreted semenogelins (Sg).GO:0006952|defense response;GO:0010150|leaf senescence;GO:0048573|photoperiodism, flowering;GO:0010182|sugar mediated signaling pathway;GO:0009627|systemic acquired resistance;GO:0010090|trichome morphogenesis;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005634|nucleus;. .

Manes.12G141800.v6.12.1927652 1.13275 1E-16 up yes pfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.GO:0060154|cellular process regulating host cell cycle in response to virus;GO:0030163|protein catabolic process;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016021|integral component of membrane;GO:0000151|ubiquitin ligase complex;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0034450|ubiquitin-ubiquitin ligase activity;GO:0008270|zinc ion binding;.

Manes.12G142000.v6.10.4773592 -1.06685 0.014 down yes pfam00335 Tetraspannin Tetraspanin family.. . . .

Manes.12G142400.v6.12.6988149 1.43E+00 1E-22 up yes pfam03195 DUF260 Protein of unknown function DUF260.GO:0071486|cellular response to high light intensity;GO:0071492|cellular response to UV-A;GO:0009765|photosynthesis, light harvesting;GO:0009611|response to wounding;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;.

Manes.12G142900.v6.10.2684712 -1.89716 1E-09 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.12G143000.v6.11.2789993 0.35502 0.0059 up no pfam12803 G-7-MTase mRNA (guanine-7-)methyltransferase (G-7-MTase). The Sendai virus RNA-dependent RNA polymerase complex, which consists of L and P proteins, participates in the synthesis of viral mRNAs that possess a methylated cap structure. The N-terminal of the L protein acts as the RNA-dependent RNA polymerase part of the molecule, family Paramyx_RNA_pol, pfam00946. This domain is the C-terminal part of the L protein and it catalyses cap methylation through its mRNA (guanine-7-)methyltransferase (G-7-MTase) activity.. . . .

Manes.12G143800.v6.10.4856157 -1.04211 3E-17 down yes pfam13718 GNAT_acetyltr_2GNAT acetyltransferase 2. This domain has N-acetyltransferase activity. It has a GCN5-related N-acetyltransferase (GNAT) fold.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008080|N-acetyltransferase activity;K14521

Manes.12G144000.v6.10.3651443 ####### 0.0088 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0048830|adventitious root development;GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0009759|indole glucosinolate biosynthetic process;GO:0009684|indoleacetic acid biosynthetic process;GO:0009682|induced systemic resistance;GO:0040008|regulation of growth;GO:0010114|response to red light;GO:0009641|shade avoidance;GO:0000162|tryptophan biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K11818

Manes.12G144100.v6.10.613729 ####### 0.0273 down no pfam08351 DUF1726 Domain of unknown function (DUF1726). This domain of unknown function is often found at the N-terminus of proteins containing pfam05127. Its fold resembles that of pfam05127, but it does not appear to bind ATP.. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008080|N-acetyltransferase activity;.

Manes.12G144300.v6.10.4824168 ####### 8E-08 down yes pfam06455 NADH5_C NADH dehydrogenase subunit 5 C-terminus. This family represents the C-terminal region of several NADH dehydrogenase subunit 5 proteins and is found in conjunction with pfam00361 and pfam00662.. . . .

Manes.12G144500.v6.10.4694801 -1.09086 7E-15 down yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0009658|chloroplast organization;GO:1901962|S-adenosyl-L-methionine transmembrane transport;GO:0015805|S-adenosyl-L-methionine transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0000095|S-adenosyl-L-methionine transmembrane transporter activity;K15111

Manes.12G144800.v6.10.6036764 ####### 1E-08 down no pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0005496|steroid binding;.

Manes.12G145000.v6.10.7412847 ####### 0.0029 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.12G146200.v6.10.7271935 -0.45959 0.0071 down no pfam04367 DUF502 Protein of unknown function (DUF502). Predicted to be an integral membrane protein.. . . .

Manes.12G146500.v6.12.8880466 1.53009 0.0118 up yes pfam00813 FliP FliP family. . . . .

Manes.12G147100.v6.12.7053952 1.44E+00 4E-32 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0010618|aerenchyma formation;GO:0071327|cellular response to trehalose stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0002213|defense response to insect;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0016042|lipid catabolic process;GO:0006629|lipid metabolic process;GO:0031348|negative regulation of defense response;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009626|plant-type hypersensitive response;GO:1901183|positive regulation of camalexin biosynthetic process;GO:0010942|positive regulation of cell death;GO:1900426|positive regulation of defense response to bacterium;GO:1900367|positive regulation of defense response to insect;GO:0080151|positive regulation of salicylic acid mediated signaling pathway;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:0080142|regulation of salicylic acid biosynthetic process;GO:2000031|regulation ofGO:0098588|bounding membrane of organelle;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016298|lipase activity;GO:0016740|transferase activity;.

Manes.12G147200.v6.126.461459 4.73E+00 6E-28 up yes pfam13520 AA_permease_2Amino acid permease.. GO:0016021|integral component of membrane;GO:0015171|amino acid transmembrane transporter activity;.

Manes.12G147300.v6.10.2650701 -1.91555 4E-32 down yes pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.12G147600.v6.11.0161289 0.02308 0.9106 up no pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.12G148000.v6.10.6959386 -0.52297 0.0077 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;. K13124

Manes.12G148100.v6.10.5401769 ####### 4E-13 down no pfam03552 Cellulose_syntCellulose synthase. Cellulose, an aggregate of unbranched polymers of beta-1,4-linked glucose residues, is the major component of wood and thus paper, and is synthesized by plants, most algae, some bacteria and fungi, and even some animals. The genes that synthesize cellulose in higher plants differ greatly from the well-characterized genes found in Acetobacter and Agrobacterium sp. More correctly designated as 'cellulose synthase catalytic subunits', plant cellulose synthase (CesA) proteins are integral membrane proteins, approximately 1,000 amino acids in length. There are a number of highly conserved residues, including several motifs shown to be necessary for processive glycosyltransferase activity.GO:0016049|cell growth;GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0043622|cortical microtubule organization;GO:0009833|plant-type primary cell wall biogenesis;GO:0010330|cellulose synthase complex;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0016760|cellulose synthase (UDP-forming) activity;GO:0008270|zinc ion binding;K10999

Manes.12G148400.v6.10.2652536 ####### 9E-17 down yes pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.12G148500.v6.10.9863035 -0.0199 0.9112 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. . . .

Manes.12G149700.v6.11.7654304 0.82002 9E-10 up no pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.12G149800.v6.10.3232638 -1.62922 2E-40 down yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.GO:0009809|lignin biosynthetic process;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;K00083



Manes.12G150200.v6.11.6679834 7.38E-01 8E-11 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.12G150900.v6.12.0693049 1.04915 3E-18 up yes pfam10033 ATG13 Autophagy-related protein 13. Members of this family of phosphoproteins are involved in cytoplasm to vacuole transport (Cvt), and more specifically in Cvt vesicle formation. They are probably involved in the switching machinery regulating the conversion between the Cvt pathway and autophagy. Finally, ATG13 is also required for glycogen storage.GO:0006914|autophagy;GO:0015031|protein transport;GO:0034045|pre-autophagosomal structure membrane;. K08331

Manes.12G151000.v6.16.7046218 2.74516 1E-07 up yes pfam01528 Herpes_glycopHerpesvirus glycoprotein M. The herpesvirus glycoprotein M (gM) is an integral membrane protein predicted to contain 8 transmembrane segments. Glycoprotein M is not essential for viral replication.. . . .

Manes.12G151200.v6.10.6487514 ####### 0.0153 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.12G152300.v6.10.6227627 -0.68325 4E-06 down no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.12G152800.v6.10.4608258 -1.11771 2E-05 down yes pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. GO:0009507|chloroplast;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.12G153100.v6.11.0015803 0.00228 0.9847 up no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0080116|glucuronoxylan glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.12G153200.v6.10.2947228 ####### 4E-21 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.12G153700.v6.10.8683782 ####### 0.0858 down no pfam00742 Homoserine_dhHomoserine dehydrogenase.GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009086|methionine biosynthetic process;GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0016597|amino acid binding;GO:0004072|aspartate kinase activity;GO:0005524|ATP binding;GO:0004412|homoserine dehydrogenase activity;GO:0050661|NADP binding;K12524

Manes.12G154600.v6.11626.323 10.6674 2E-09 up yes pfam07794 DUF1633 Protein of unknown function (DUF1633). This family contains sequences derived from a group of hypothetical proteins expressed by Arabidopsis thaliana. These sequences are highly similar and the region concerned is about 100 residues long.. . . .

Manes.12G155100.v6.12.1539987 1.10702 7E-11 up yes pfam01694 Rhomboid Rhomboid family. This family contains integral membrane proteins that are related to Drosophila rhomboid protein. Members of this family are found in bacteria and eukaryotes.   Rhomboid promotes the cleavage of the membrane-anchored TGF-alpha-like growth factor Spitz, allowing it to activate the Drosophila EGF receptor. Analysis has shown that Rhomboid-1 is an intramembrane serine protease.4] (EC:3.4.21.105). Parasite-encoded rhomboid enzymes are also important for invasion of host cells by Toxoplasma and the malaria parasite.. GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;GO:0008270|zinc ion binding;K09651

Manes.12G155300.v6.10.4077459 -1.29426 0.0667 down no pfam02364 Glucan_synthase1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0009556|microsporogenesis;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0010208|pollen wall assembly;GO:0008360|regulation of cell shape;GO:0080092|regulation of pollen tube growth;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.12G155400.v6.11.6092086 0.68635 4E-08 up no pfam07522 DRMBL DNA repair metallo-beta-lactamase. The metallo-beta-lactamase fold contains five sequence motifs. The first four motifs are found in pfam00753 and are common to all metallo-beta-lactamases. The fifth motif appears to be specific to function. This entry represents the fifth motif from metallo-beta-lactamases involved in DNA repair.GO:0000075|cell cycle checkpoint;GO:0006281|DNA repair;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0031848|protection from non-homologous end joining at telomere;GO:0000723|telomere maintenance;GO:0031860|telomeric 3' overhang formation;GO:0031627|telomeric loop formation;GO:0005813|centrosome;GO:0000781|chromosome, telomeric region;GO:0005634|nucleus;GO:0008409|5'-3' exonuclease activity;.

Manes.12G155500.v6.11.7275294 0.78871 4E-12 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0010229|inflorescence development;GO:0042981|regulation of apoptotic process;GO:0040008|regulation of growth;GO:0007346|regulation of mitotic cell cycle;GO:0010103|stomatal complex morphogenesis;GO:0051403|stress-activated MAPK cascade;GO:0010098|suspensor development;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.12G155600.v6.10.4011468 -1.3178 6E-16 down yes pfam00225 Kinesin Kinesin motor domain.GO:0051301|cell division;GO:0007018|microtubule-based movement;GO:0000278|mitotic cell cycle;GO:0090307|mitotic spindle assembly;GO:0006810|transport;GO:0000775|chromosome, centromeric region;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0043515|kinetochore binding;GO:0003777|microtubule motor activity;K11498

Manes.12G155800.v6.10.304936 -1.71342 0.0122 down yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.12G156000.v6.10.2724382 ####### 3E-25 down yes pfam05479 PsaN Photosystem I reaction centre subunit N (PSAN or PSI-N). This family contains several Photosystem I reaction centre subunit N (PSI-N) proteins. The protein has no known function although it is localized in the thylakoid lumen. PSI-N is a small extrinsic subunit at the lumen side and is very likely involved in the docking of plastocyanin.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009522|photosystem I;. .

Manes.12G156200.v6.10.528394 -0.92031 4E-09 down no pfam01062 Bestrophin Bestrophin, RFP-TM, chloride channel. Bestrophin is a 68-kDa basolateral plasma membrane protein expressed in retinal pigment epithelial cells (RPE). It is encoded by the VMD2 gene, which is mutated in Best macular dystrophy, a disease characterized by a depressed light peak in the electrooculogram. VMD2 encodes a 585-amino acid protein with an approximate mass of 68 kDa which has been designated bestrophin. Bestrophin shares homology with the Caenorhabditis elegans RFP gene family, named for the presence of a conserved arginine (R), phenylalanine (F), proline (P), amino acid sequence motif. Bestrophin is a plasma membrane protein, localized to the basolateral surface of RPE cells consistent with a role for bestrophin in the generation or regulation of the EOG light peak. Bestrophin and other RFP family members represent a new class of chloride channels, indicating a direct role for bestrophin in generating the light peak. The VMD2 gene underlying Best disease was shown to represent the first human member of . . . .

Manes.12G156300.v6.11.222901 0.29031 0.0343 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07910

Manes.12G156400.v6.10.3804384 -1.39427 4E-11 down yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.12G156600.v6.10.7501248 ####### 0.0013 down no pfam00459 Inositol_P Inositol monophosphatase family.GO:0009738|abscisic acid-activated signaling pathway;GO:0046854|phosphatidylinositol phosphorylation;GO:0006790|sulfur compound metabolic process;. GO:0008441|3'(2'),5'-bisphosphate nucleotidase activity;GO:0004441|inositol-1,4-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;K15422

Manes.12G157500.v6.10.6579442 ####### 4E-06 down no pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.12G157900.v6.12.2233778 1.15275 0.0164 up yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0032259|methylation;GO:0045335|phagocytic vesicle;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;.

Manes.12G158100.v6.1Inf Inf 0.8842 up no pfam06271 RDD RDD family. This family of proteins contain three highly conserved amino acids: one arginine and two aspartates, hence the name of RDD family. This region contains two predicted transmembrane regions. The arginine occurs at the N terminus of the first helix and the first aspartate occurs in the middle of this helix. The molecular function of this region is unknown. However this region may be involved in transport of an as yet unknown set of ligands (Bateman A pers. obs.).. . . .

Manes.12G158400.v6.10.7881055 ####### 0.0159 down no pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. GO:0005739|mitochondrion;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.12G158700.v6.10.7220951 -0.46974 0.0002 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.12G159400.v6.114.454867 3.85348 1E-17 up yes pfam13520 AA_permease_2Amino acid permease.. GO:0016021|integral component of membrane;GO:0015171|amino acid transmembrane transporter activity;.

Manes.12G159500.v6.13.2496756 1.7003 4E-48 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0010618|aerenchyma formation;GO:0071327|cellular response to trehalose stimulus;GO:0009816|defense response to bacterium, incompatible interaction;GO:0002213|defense response to insect;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0016042|lipid catabolic process;GO:0006629|lipid metabolic process;GO:0031348|negative regulation of defense response;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009626|plant-type hypersensitive response;GO:1901183|positive regulation of camalexin biosynthetic process;GO:0010942|positive regulation of cell death;GO:1900426|positive regulation of defense response to bacterium;GO:1900367|positive regulation of defense response to insect;GO:0080151|positive regulation of salicylic acid mediated signaling pathway;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:0080142|regulation of salicylic acid biosynthetic process;GO:2000031|regulation ofGO:0098588|bounding membrane of organelle;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016298|lipase activity;GO:0016740|transferase activity;.

Manes.13G000500.v6.12.0190605 1.01E+00 6E-08 up yes pfam03405 FA_desaturase_2Fatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0045300|acyl-[acyl-carrier-protein] desaturase activity;GO:0046872|metal ion binding;K03921

Manes.13G000700.v6.10.2107453 -2.24643 5E-44 down yes pfam12253 CAF1A Chromatin assembly factor 1 subunit A. The CAF-1 or chromatin assembly factor-1 consists of three subunits, and this is the first, or A. The A domain is uniquely required for the progression of S phase in mouse cells, independent of its ability to promote histone deposition but dependent on its ability to interact with HP1 - heterochromatin protein 1-rich heterochromatin domains next to centromeres that are crucial for chromosome segregation during mitosis. This HP1-CAF-1 interaction module functions as a built-in replication control for heterochromatin, which, like a control barrier, has an impact on S-phase progression in addition to DNA-based checkpoints.GO:0008283|cell proliferation;GO:0006325|chromatin organization;GO:0006310|DNA recombination;GO:0006260|DNA replication;GO:0000724|double-strand break repair via homologous recombination;GO:0031507|heterochromatin assembly;GO:0048366|leaf development;GO:0006334|nucleosome assembly;GO:0009555|pollen development;GO:0045787|positive regulation of cell cycle;GO:0009934|regulation of meristem structural organization;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0033186|CAF-1 complex;GO:0005634|nucleus;GO:0042393|histone binding;.

Manes.13G000900.v6.10.095804 ####### 0.0002 down yes pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.13G001300.v6.11.5294074 0.61297 6E-08 up no pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.13G001400.v6.10.755548 ####### 0.0004 down no pfam04130 Spc97_Spc98Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.GO:0048229|gametophyte development;GO:0033566|gamma-tubulin complex localization;GO:0000226|microtubule cytoskeleton organization;GO:0090063|positive regulation of microtubule nucleation;GO:0005938|cell cortex;GO:0055028|cortical microtubule;GO:0005737|cytoplasm;GO:0000930|gamma-tubulin complex;GO:0005635|nuclear envelope;GO:0000922|spindle pole;. K16569

Manes.13G001500.v6.12.0922638 1.07E+00 1E-09 up yes pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G001900.v6.110.943254 3.45197 1E-127 up yes pfam02450 LCAT Lecithin:cholesterol acyltransferase. Lecithin:cholesterol acyltransferase (LCAT) is involved in extracellular metabolizm of plasma lipoproteins, including cholesterol.GO:0016042|lipid catabolic process;GO:0005783|endoplasmic reticulum;GO:0031090|organelle membrane;GO:0052740|1-acyl-2-lysophosphatidylserine acylhydrolase activity;GO:0008374|O-acyltransferase activity;GO:0008970|phosphatidylcholine 1-acylhydrolase activity;GO:0052739|phosphatidylserine 1-acylhydrolase activity;.

Manes.13G003100.v6.10.775223 -0.36732 0.0068 down no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. GO:0016020|membrane;GO:0016491|oxidoreductase activity;K11165

Manes.13G003200.v6.10.6257452 -0.67635 0.0006 down no pfam05226 CHASE2 CHASE2 domain. CHASE2 is an extracellular sensory domain, which is present in various classes of transmembrane receptors that are parts of signal transduction pathways in bacteria. Specifically, CHASE2 domains are found in histidine kinases, adenylate cyclases, serine/threonine kinases and predicted diguanylate cyclases/phosphodiesterases. Environmental factors that are recognized by CHASE2 domains are not known at this time.. . . .

Manes.13G003400.v6.13.5022852 1.8083 2E-54 up yes pfam00262 Calreticulin Calreticulin family.GO:0046283|anthocyanin-containing compound metabolic process;GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0042742|defense response to bacterium;GO:0009626|plant-type hypersensitive response;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005789|endoplasmic reticulum membrane;GO:0005509|calcium ion binding;GO:0030246|carbohydrate binding;.

Manes.13G003800.v6.1Inf Inf 0.1194 up no pfam00314 Thaumatin Thaumatin family.GO:0050832|defense response to fungus;GO:0031640|killing of cells of other organism;. . .

Manes.13G003900.v6.1Inf Inf 0.8842 up no pfam00314 Thaumatin Thaumatin family.GO:0031540|regulation of anthocyanin biosynthetic process;GO:0046686|response to cadmium ion;GO:0010224|response to UV-B;GO:0009615|response to virus;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005773|vacuole;. .

Manes.13G004500.v6.11.2667339 3.41E-01 0.7445 up no pfam01380 SIS SIS domain. SIS (Sugar ISomerase) domains are found in many phosphosugar isomerases and phosphosugar binding proteins. SIS domains are also found in proteins that regulate the expression of genes involved in synthesis of phosphosugars. Presumably the SIS domains bind to the end-product of the pathway.GO:0006002|fructose 6-phosphate metabolic process;GO:0006541|glutamine metabolic process;GO:0006487|protein N-linked glycosylation;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0006047|UDP-N-acetylglucosamine metabolic process;. GO:0030246|carbohydrate binding;GO:0004360|glutamine-fructose-6-phosphate transaminase (isomerizing) activity;K00820

Manes.13G004700.v6.11.6782599 7.47E-01 2E-06 up no pfam14543 TAXi_N Xylanase inhibitor N-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylanase.  Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0004190|aspartic-type endopeptidase activity;.

Manes.13G005100.v6.11.946365 0.96078 3E-17 up no pfam02020 W2 eIF4-gamma/eIF5/eIF2-epsilon. This domain of unknown function is found at the C-terminus of several translation initiation factors.GO:0030154|cell differentiation;GO:0007399|nervous system development;GO:0016020|membrane;. .

Manes.13G005200.v6.10.9296303 ####### 0.6708 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G005500.v6.10.2844452 -1.81378 3E-26 down yes pfam13508 Acetyltransf_7Acetyltransferase (GNAT) domain. This domain catalyses N-acetyltransferase reactions.. GO:0009507|chloroplast;GO:0008080|N-acetyltransferase activity;.

Manes.13G006100.v6.10.5093733 -0.9732 0.0487 down no pfam01121 CoaE Dephospho-CoA kinase. This family catalyses the phosphorylation of the 3'-hydroxyl group of dephosphocoenzyme A to form Coenzyme A EC:2.7.1.24. This enzyme uses ATP in its reaction.GO:0015937|coenzyme A biosynthetic process;GO:0009507|chloroplast;GO:0005777|peroxisome;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0004140|dephospho-CoA kinase activity;K00859

Manes.13G006400.v6.10.6455188 -0.63147 0.1576 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G006700.v6.13.9047566 1.97E+00 1E-38 up yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G006800.v6.1210.93783 7.72E+00 4E-52 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0071215|cellular response to abscisic acid stimulus;GO:0071470|cellular response to osmotic stress;GO:0071446|cellular response to salicylic acid stimulus;GO:0010150|leaf senescence;GO:0015770|sucrose transport;GO:0005887|integral component of plasma membrane;GO:0008515|sucrose transmembrane transporter activity;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.13G007000.v6.11.5048155 0.58959 8E-07 up no pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.13G007200.v6.10.6112811 -0.71009 0.3536 down no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.13G007300.v6.11.7222632 0.78431 0.0058 up no pfam01190 Pollen_Ole_e_IPollen proteins Ole e I like.. . . .

Manes.13G007600.v6.10.848365 -0.23724 0.1037 down no pfam01979 Amidohydro_1Amidohydrolase family. This family of enzymes are a a large metal dependent hydrolase superfamily. The family includes Adenine deaminase EC:3.5.4.2 that hydrolyses adenine to form hypoxanthine and ammonia. Adenine deaminases reaction is important for adenine utilisation as a purine and also as a nitrogen source. This family also includes dihydroorotase and N-acetylglucosamine-6-phosphate deacetylases, EC:3.5.1.25 These enzymes catalyse the reaction N-acetyl-D-glucosamine 6-phosphate + H2O <=> D-glucosamine 6-phosphate + acetate. This family includes the catalytic domain of urease alpha subunit. Dihydroorotases (EC:3.5.2.3) are also included.. . GO:0090613|5'-deoxyadenosine deaminase activity;GO:0016810|hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0046872|metal ion binding;K12960

Manes.13G007700.v6.12.2722569 1.18413 0.0012 up yes pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. GO:0005739|mitochondrion;. .

Manes.13G007900.v6.10.7052894 ####### 0.0111 down no pfam04909 Amidohydro_2Amidohydrolase. These proteins are amidohydrolases that are related to pfam01979.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.13G008000.v6.10.4518142 ####### 2E-15 down yes pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0010275|NAD(P)H dehydrogenase complex assembly;GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0006810|transport;GO:0009507|chloroplast;GO:0009533|chloroplast stromal thylakoid;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;GO:0043424|protein histidine kinase binding;K03768

Manes.13G008200.v6.10.4581954 -1.12596 4E-07 down yes pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5GO:0009399|nitrogen fixation;GO:0006808|regulation of nitrogen utilization;. GO:0008773|[protein-PII] uridylyltransferase activity;GO:0016597|amino acid binding;GO:0008081|phosphoric diester hydrolase activity;K00990

Manes.13G008300.v6.11.4497697 0.53582 0.1731 up no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0009653|anatomical structure morphogenesis;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G008500.v6.117.559169 4.13415 1E-35 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.13G008900.v6.11.9583386 0.96963 5E-11 up no pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.13G009300.v6.10.1279024 -2.96688 7E-16 down yes pfam04104 DNA_primase_lrgEukaryotic and archaeal DNA primase, large subunit. DNA primase is the polymerase that synthesizes small RNA primers for the Okazaki fragments made during discontinuous DNA replication. DNA primase is a heterodimer of two subunits, the small subunit Pri1 (48 kDa in yeast), and the large subunit Pri2 (58 kDa in the yeast S. cerevisiae). The large subunit of DNA primase forms interactions with the small subunit and the structure implicates that it is not directly involved in catalysis, but plays roles in correctly positioning the primase/DNA complex, and in the transfer of RNA to DNA polymerase.. GO:1990077|primosome complex;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;.

Manes.13G009500.v6.13.1762165 1.67E+00 0.0002 up yes pfam14724 mit_SMPDaseMitochondrial-associated sphingomyelin phosphodiesterase. The GO annotation for this family indicates that it is a single-pass membrane protein, and it appears to be found in mitochondrial membranes. Sphingolipids play important roles in regulating cellular responses, and although mitochondria contain sphingolipids, direct regulation of their levels in mitochondria or mitochondria-associated membranes is mostly unclear. Sphingomyelin phosphodiesterases catalyse the hydrolysis of sphingomyelin to ceramide and phosphocholine, and these metabolites are involved in signalling pathways.. . . .

Manes.13G009900.v6.12.1179942 1.0827 3E-18 up yes pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.. . . .

Manes.13G010100.v6.10.3286686 ####### 5E-17 down yes pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.13G010500.v6.14.844959 2.27648 2E-59 up yes pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0070417|cellular response to cold;GO:0016036|cellular response to phosphate starvation;GO:0071329|cellular response to sucrose stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0010150|leaf senescence;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0034757|negative regulation of iron ion transport;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0010271|regulation of chlorophyll catabolic process;GO:0009909|regulation of flower development;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009409|response to cold;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phoGO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009884|cytokinin receptor activity;GO:0009927|histidine phosphotransfer kinase activity;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;K14489

Manes.13G010600.v6.11.7253389 7.87E-01 5E-10 up no pfam06624 RAMP4 Ribosome associated membrane protein RAMP4. This family consists of several ribosome associated membrane protein RAMP4 (or SERP1) sequences. Stabilisation of membrane proteins in response to stress involves the concerted action of a rescue unit in the ER membrane comprised of SERP1/RAMP4, other components of the translocon, and molecular chaperones in the ER.. . . .

Manes.13G010700.v6.11.4959666 0.58108 5E-06 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0010305|leaf vascular tissue pattern formation;GO:0010928|regulation of auxin mediated signaling pathway;GO:0060776|simple leaf morphogenesis;. . .

Manes.13G011300.v6.12.5040259 1.32E+00 1E-27 up yes pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;GO:0044822|poly(A) RNA binding;.

Manes.13G011800.v6.10.8084456 ####### 0.061 down no pfam13532 2OG-FeII_Oxy_22OG-Fe(II) oxygenase superfamily.GO:0006281|DNA repair;. GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K10765

Manes.13G012000.v6.10.9454709 -0.0809 0.4622 down no pfam10243 MIP-T3 Microtubule-binding protein MIP-T3. This protein, which interacts with both microtubules and TRAF3 (tumor necrosis factor receptor-associated factor 3), is conserved from worms to humans. The N-terminal region is the microtubule binding domain and is well-conserved; the C-terminal 100 residues, also well-conserved, constitute the coiled-coil region which binds to TRAF3. The central region of the protein is rich in lysine and glutamic acid and carries KKE motifs which may also be necessary for tubulin-binding, but this region is the least well-conserved.. . . .

Manes.13G012100.v6.10.539626 ####### 3E-07 down no pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.13G012200.v6.14.0888383 2.03E+00 3E-63 up yes pfam01753 zf-MYND MYND finger.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.13G012900.v6.1Inf Inf 0.2181 up no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.13G013000.v6.12.4100887 1.27E+00 2E-17 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G013200.v6.11.7378577 0.79731 2E-10 up no pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0010082|regulation of root meristem growth;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.13G013600.v6.13.487121 1.80204 2E-05 up yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.13G013700.v6.11.9974217 9.98E-01 5E-09 up no pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.13G013900.v6.1Inf Inf 0.8798 up no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0009820|alkaloid metabolic process;. GO:0050636|vinorine synthase activity;.

Manes.13G014300.v6.11.0507902 0.07147 0.5504 up no pfam08492 SRP72 SRP72 RNA-binding domain. This region has been identified as the binding site of the SRP72 protein to SRP RNA.GO:0042493|response to drug;GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0005786|signal recognition particle, endoplasmic reticulum targeting;GO:0008312|7S RNA binding;GO:0044822|poly(A) RNA binding;GO:0005047|signal recognition particle binding;K03108

Manes.13G014500.v6.14.1492652 2.05286 0.3323 up no pfam04747 DUF612 Protein of unknown function, DUF612. This family includes several uncharacterized proteins from Caenorhabditis elegans.. . . .

Manes.13G014700.v6.10.6347899 -0.65565 2E-05 down no pfam09588 YqaJ YqaJ-like viral recombinase domain. This protein family is found in many different bacterial species but is of viral origin. The protein forms an oligomer and functions as a processive alkaline exonuclease that digests linear double-stranded DNA in a Mg(2+)-dependent reaction, It has a preference for 5'-phosphorylated DNA ends. It thus forms part of the two-component SynExo viral recombinase functional unit.. . . .

Manes.13G015300.v6.10.8390793 -0.25312 0.1065 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.13G015600.v6.1Inf Inf 0.8798 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.13G015700.v6.11.4269927 0.51298 0.0003 up no pfam02410 OligomerizationOligomerization domain. In yeasts, this domain is required for the oligomerization of ATP synthase subunit 9 into a ring structure.. GO:0005739|mitochondrion;. .

Manes.13G015900.v6.10.0886268 ####### 2E-18 down yes pfam00271 Helicase_C Helicase conserved C-terminal domain. The Prosite family is restricted to DEAD/H helicases, whereas this domain family is found in a wide variety of helicases and helicase related proteins. It may be that this is not an autonomously folding unit, but an integral part of the helicase.GO:0042631|cellular response to water deprivation;GO:0006310|DNA recombination;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0008026|ATP-dependent helicase activity;GO:0003676|nucleic acid binding;K10730

Manes.13G016100.v6.10.5339608 -0.90519 9E-08 down no pfam01494 FAD_binding_3FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0044550|secondary metabolite biosynthetic process;. GO:0004497|monooxygenase activity;K14672

Manes.13G016400.v6.10.344289 -1.53831 1E-04 down yes pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.13G016600.v6.11.073452 1.02E-01 0.4029 up no pfam00406 ADK Adenylate kinase.GO:0046939|nucleotide phosphorylation;GO:0006163|purine nucleotide metabolic process;GO:0005737|cytoplasm;GO:0004017|adenylate kinase activity;GO:0005524|ATP binding;K00939



Manes.13G017000.v6.10.7709242 ####### 0.0082 down no pfam10027 DUF2269 Predicted integral membrane protein (DUF2269). Members of this family of bacterial hypothetical integral membrane proteins have no known function.. . . .

Manes.13G017100.v6.10.3847949 ####### 1E-10 down yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0098656|anion transmembrane transport;GO:0008643|carbohydrate transport;GO:0015780|nucleotide-sugar transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;.

Manes.13G017200.v6.10.8027162 -0.31704 0.0101 down no pfam10358 NT-C2 N-terminal C2 in EEIG1 and EHBP1 proteins. This version of the C2 domain was initally identified in the vertebrate estrogen early-induced gene 1 (EEIG1), and its Drosophila ortholog required for uptake of dsRNA via the endocytotic machinery to induce RNAi silencing. It is also in C.elegans ortholog Sym-3 (SYnthetic lethal with Mec-3) and the mammalian protein EHBP1 (EH domain Binding Protein-1) that regulates endocytotic recycling and two plant proteins, RPG that regulates Rhizobium-directed polar growth and PMI1 (Plastid Movement Impaired 1) that is essential for intracellular movement of chloroplasts in response to blue light.. . . .

Manes.13G018000.v6.10.612357 -0.70756 0.0003 down no pfam14110 DUF4282 Domain of unknown function (DUF4282). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 93 and 155 amino acids in length. There is a single completely conserved residue E that may be functionally important.. GO:0005886|plasma membrane;. .

Manes.13G018200.v6.10.6200834 ####### 6E-07 down no pfam13874 Nup54 Nucleoporin complex subunit 54. This is the human Nup54 subunit of the nucleoporin complex, equivalent to Nup57 of yeast. Nup54, Nup58 and Nup62 all have similar affinities for importin-beta. It seems likely that they are the only FG-repeat nucleoporins of the central channel, and as such they would form a zone of equal affinity spanning the central channel. The diffusion of importin-beta import complexes through the central channel may be a stochastic process as the affinities are similar, whereas movement from cytoplasmic fibrils to the central channel and from the central channel to the nuclear basket would be facilitated by the subtle differences in affinity between them.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;GO:0005730|nucleolus;. K14308

Manes.13G018300.v6.11.2717798 3.47E-01 0.0025 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.13G019200.v6.10.5619571 -0.83147 1E-07 down no pfam06298 PsbY Photosystem II protein Y (PsbY). This family consists of several bacterial and plant photosystem II protein Y (PsbY) sequences. PsbY is a manganese-binding protein that has an L-arginine metabolizing enzyme activity.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0030145|manganese ion binding;.

Manes.13G019400.v6.12.5843863 1.36982 1E-23 up yes pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.13G019600.v6.10.6378636 ####### 2E-07 down no pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0006457|protein folding;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;K09497

Manes.13G019800.v6.11.4891244 5.74E-01 2E-06 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006379|mRNA cleavage;GO:0006397|mRNA processing;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;.

Manes.13G020300.v6.19.2715875 3.21282 0.0444 up no pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.13G021100.v6.11.7777224 0.83003 9E-05 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.13G021200.v6.1Inf Inf 0.0186 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G021300.v6.1Inf Inf 0.034 up no pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .

Manes.13G021500.v6.10.457552 ####### 5E-10 down yes pfam15490 Ten1_2 Telomere-capping, CST complex subunit. Ten1_2 is a family of primarily plant and vertebrate telomere-capping proteins that is evolutionarily related to the mostly fungal family of Ten1, pfam12658.. . . .

Manes.13G021700.v6.111.693777 3.54767 2E-113 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G021800.v6.14.3760211 2.12962 3E-43 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0098542|defense response to other organism;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G022100.v6.10.8456847 -0.24181 0.0365 down no pfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0046379|extracellular polysaccharide metabolic process;GO:0016139|glycoside catabolic process;GO:0046477|glycosylceramide catabolic process;GO:0005995|melibiose catabolic process;GO:0009311|oligosaccharide metabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005576|extracellular region;GO:0004557|alpha-galactosidase activity;GO:0052692|raffinose alpha-galactosidase activity;K07407

Manes.13G022400.v6.10.6202333 ####### 0.0029 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.13G022600.v6.10.3398068 -1.55721 2E-10 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.13G022800.v6.1NA NA NA -- no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.13G023000.v6.11.7191048 0.78166 1E-11 up no pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.13G023100.v6.14.9125266 2.29647 2E-27 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.13G023300.v6.11.3735167 0.45787 0.0009 up no pfam04724 Glyco_transf_17Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.13G023400.v6.10.414931 ####### 4E-05 down yes pfam00248 Aldo_ket_redAldo/keto reductase family. This family includes a number of K+ ion channel beta chain regulatory domains - these are reported to have oxidoreductase activity.. GO:0005829|cytosol;GO:0016491|oxidoreductase activity;.

Manes.13G024000.v6.13.0249854 1.60E+00 0.0319 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0045431|flavonol synthase activity;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0045486|naringenin 3-dioxygenase activity;.

Manes.13G024100.v6.11.36237 0.44612 0.0004 up no pfam13855 LRR_8 Leucine rich repeat.GO:0046777|protein autophosphorylation;. GO:0004674|protein serine/threonine kinase activity;.

Manes.13G024400.v6.12.5749979 1.36E+00 0.0006 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.13G024700.v6.13.5944053 1.84575 2E-46 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0005215|transporter activity;.

Manes.13G024800.v6.16.1890144 2.62971 1E-09 up yes pfam10428 SOG2 RAM signalling pathway protein. SOG2 proteins in Saccharomyces cerevisiae are involved in cell separation and cytokinesis.. . . .

Manes.13G024900.v6.16.1049418 2.61E+00 2E-59 up yes pfam13525 YfiO Outer membrane lipoprotein. This outer membrane lipoprotein carries a TPR-like region towards its N-terminal. YfiO in E.coli is one of three outer membrane lipoproteins that form a multicomponent YaeT complex in the outer membrane of Gram-negative bacteria that is involved in the targeting and folding of beta-barrel outer membrane proteins. YfiO is the only essential lipoprotein component of the complex. It is required for the proper assembly and/or targeting of outer membrane proteins to the outer membrane. Through its interactions with NlpB it maintains the functional integrity of the YaeT complex.. . . .

Manes.13G025000.v6.110.499149 3.3922 9E-35 up yes pfam05504 Spore_GerACSpore germination B3/ GerAC like, C-terminal. The GerAC protein of the Bacillus subtilis spore is required for the germination response to L-alanine. Members of this family are thought to be located in the inner spore membrane. Although the function of this family is unclear, they are likely to encode the components of the germination apparatus that respond directly to this germinant, mediating the spore's response.. . . .

Manes.13G025100.v6.10.5078039 -0.97766 1E-12 down no pfam00828 Ribosomal_L18eRibosomal protein L18e/L15. This family includes eukaryotic L18 as well as prokaryotic L15.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02900

Manes.13G025300.v6.11.2842979 0.36098 0.0065 up no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . . .

Manes.13G025600.v6.11.241613 0.31222 0.0642 up no pfam07248 DUF1431 Protein of unknown function (DUF1431). This family contains a number of Drosophila melanogaster proteins of unknown function. These contain several conserved cysteine residues.. . . .

Manes.13G026100.v6.11.5492127 0.63154 2E-07 up no pfam00928 Adap_comp_subAdaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0030665|clathrin-coated vesicle membrane;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005794|Golgi apparatus;. K12393

Manes.13G026600.v6.10.4119926 -1.27931 3E-09 down yes pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.13G026900.v6.1NA NA NA -- no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0016021|integral component of membrane;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.13G027200.v6.10.6695812 -0.57867 0.0002 down no pfam01209 Ubie_methyltranubiE/COQ5 methyltransferase family.GO:0032259|methylation;GO:0042372|phylloquinone biosynthetic process;GO:0009507|chloroplast;GO:0052624|2-phytyl-1,4-naphthoquinone methyltransferase activity;GO:0008757|S-adenosylmethionine-dependent methyltransferase activity;K03183

Manes.13G027400.v6.13.5807937 1.84028 2E-31 up yes pfam01723 Chorion_1 Chorion protein. This family consists of the chorion superfamily proteins classes A, B, CA, CB and high-cysteine HCB from silk, gypsy and polyphemus moths. The chorion proteins make up the moths egg shell a complex extracellular structure.. . . .

Manes.13G027500.v6.10.4282555 ####### 3E-08 down yes pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G027600.v6.10.2532735 ####### 6E-35 down yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.13G027900.v6.110.238809 3.35598 3E-148 up yes pfam04750 Far-17a_AIG1FAR-17a/AIG1-like protein. This family includes the hamster androgen-induced FAR-17a protein, and its human homologue, the AIG1 protein. The function of these proteins is unknown. This family also includes homologous regions from a number of other metazoan proteins.. . . .

Manes.13G028000.v6.11.6959693 7.62E-01 1E-09 up no pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.13G028100.v6.10.7265367 -0.46089 0.0001 down no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.13G028400.v6.12.2155505 1.14767 2E-14 up yes pfam01470 Peptidase_C15Pyroglutamyl peptidase.. GO:0005829|cytosol;GO:0008234|cysteine-type peptidase activity;GO:0016920|pyroglutamyl-peptidase activity;K01304

Manes.13G028800.v6.10.5378879 -0.89462 4E-08 down no pfam00378 ECH Enoyl-CoA hydratase/isomerase family. This family contains a diverse set of enzymes including: Enoyl-CoA hydratase. Napthoate synthase. Carnitate racemase. 3-hydoxybutyryl-CoA dehydratase. Dodecanoyl-CoA delta-isomerase.GO:0009234|menaquinone biosynthetic process;GO:0042372|phylloquinone biosynthetic process;GO:0005777|peroxisome;GO:0008935|1,4-dihydroxy-2-naphthoyl-CoA synthase activity;GO:0016853|isomerase activity;K01661

Manes.13G028900.v6.11.2586286 0.33185 0.0036 up no pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0006886|intracellular protein transport;GO:0006471|protein ADP-ribosylation;GO:0007264|small GTPase mediated signal transduction;GO:0016192|vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005525|GTP binding;K07937

Manes.13G029200.v6.13.0325266 1.60052 3E-35 up yes pfam03630 Fumble Fumble. Fumble is required for cell division in Drosophila. Mutants lacking fumble exhibit abnormalities in bipolar spindle organisation, chromosome segregation, and contractile ring formation. Analyses have demonstrated that encodes three protein isoforms, all of which contain a domain with high similarity to the pantothenate kinases of A. nidulans and mouse. A role of fumble in membrane synthesis has been proposed.GO:0015937|coenzyme A biosynthetic process;. GO:0005524|ATP binding;GO:0004594|pantothenate kinase activity;K09680

Manes.13G029300.v6.10.5423243 -0.88277 0.0186 down no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0005615|extracellular space;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.13G029400.v6.10.5563391 -0.84596 0.0036 down no pfam03618 Kinase-PPPaseKinase/pyrophosphorylase. This family of regulatory proteins has ADP-dependent kinase and inorganic phosphate-dependent pyrophosphorylase activity.. . . .

Manes.13G029900.v6.10.3566443 ####### 7E-34 down yes pfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009570|chloroplast stroma;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;K01673

Manes.13G030600.v6.10.3682746 ####### 4E-19 down yes pfam03181 BURP BURP domain. The BURP domain is found at the C-terminus of several different plant proteins. It was named after the proteins in which it was first identified: the BNM2 clone-derived protein from Brassica napus; USPs and USP-like proteins; RD22 from Arabidopsis thaliana; and PG1beta from Lycopersicon esculentum. This domain is around 230 amino acid residues long. It possesses the following conserved features: two phenylalanine residues at its N-terminus; two cysteine residues; and four repeated cysteine-histidine motifs, arranged as: CH-X(10)-CH-X(25-27)-CH-X(25-26)-CH, where X can be any amino acid. The function of this domain is unknown.. GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.13G031000.v6.11.5804836 0.66037 2E-07 up no pfam01480 PWI PWI domain. GO:0006397|mRNA processing;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0042981|regulation of apoptotic process;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0044822|poly(A) RNA binding;K12822

Manes.13G031100.v6.12.2451297 1.17E+00 1E-15 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010029|regulation of seed germination;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G031700.v6.12.2617368 1.17743 1E-24 up yes pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.13G032100.v6.10.9969537 -0.0044 0.9874 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G032800.v6.112.431847 3.64E+00 0.0106 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.13G033100.v6.1Inf Inf 0.3951 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G033600.v6.12.1695735 1.12E+00 9E-23 up yes pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. K05765

Manes.13G033800.v6.18.0080612 3.00145 0.0002 up yes pfam11935 DUF3453 Domain of unknown function (DUF3453). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 239 to 261 amino acids in length.. . . .

Manes.13G033900.v6.19.7685241 3.29E+00 1E-07 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.13G034000.v6.11.5145216 0.59886 2E-07 up no pfam11708 Slu7 Pre-mRNA splicing Prp18-interacting factor. The spliceosome, an assembly of snRNAs (U1, U2, U4/U6, and U5) and proteins, catalyses the excision of introns from pre-mRNAs in two successive trans-esterification reactions. Step 2 depends upon integral spliceosome constituents such as U5 snRNA and Prp8 and non-spliceosomal proteins Prp16, Slu7, Prp18, and Prp22. ATP hydrolysis by the DEAH-box enzyme Prp16 promotes a conformational change in the spliceosome that leads to protection of the 3'ss from targeted RNase H cleavage. This change, which probably reflects binding of the 3'ss PyAG in the catalytic centre of the spliceosome, requires the ordered recruitment of Slu7, Prp18, and Prp22 to the spliceosome. There is a close functional relationship between Prp8, Prp18, and Slu7, and Prp18 interacts with Slu7, so that together they recruit Prp22 to the spliceosome. Most members of the family carry a zinc-finger of the CCHC-type upstream of this domain.GO:0006397|mRNA processing;GO:0008284|positive regulation of cell proliferation;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;GO:0003727|single-stranded RNA binding;GO:0008270|zinc ion binding;K12819

Manes.13G034300.v6.1Inf Inf 0.8798 up no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.GO:0051259|protein oligomerization;GO:0042735|protein body;GO:0045735|nutrient reservoir activity;.

Manes.13G034700.v6.11.9580406 9.69E-01 1E-17 up no pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0005829|cytosol;GO:0005769|early endosome;GO:0070062|extracellular exosome;GO:0016020|membrane;. .

Manes.13G035100.v6.10.5985119 ####### 0.0003 down no pfam04852 DUF640 Protein of unknown function (DUF640). This family represents a conserved region found in plant proteins including Resistance protein-like protein.GO:0010492|maintenance of shoot apical meristem identity;GO:0009299|mRNA transcription;GO:0010199|organ boundary specification between lateral organs and the meristem;GO:0048441|petal development;GO:0009886|post-embryonic morphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0048834|specification of petal number;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G035400.v6.10.4527562 ####### 2E-09 down yes pfam04135 Nop10p Nucleolar RNA-binding protein, Nop10p family. Nop10p is a nucleolar protein that is specifically associated with H/ACA snoRNAs. It is essential for normal 18S rRNA production and rRNA pseudouridylation by the ribonucleoprotein particles containing H/ACA snoRNAs (H/ACA snoRNPs). Nop10p is probably necessary for the stability of these RNPs.GO:0010197|polar nucleus fusion;GO:0001522|pseudouridine synthesis;GO:0006364|rRNA processing;GO:0072588|box H/ACA RNP complex;GO:0015030|Cajal body;GO:0005730|nucleolus;GO:0030515|snoRNA binding;.

Manes.13G035700.v6.12.0196752 1.01E+00 1E-14 up yes pfam07933 DUF1681 Protein of unknown function (DUF1681). This family is composed of sequences derived from a number of hypothetical eukaryotic proteins of unknown function.GO:0006897|endocytosis;GO:0006858|extracellular transport;GO:0055085|transmembrane transport;GO:0005576|extracellular region;GO:0016020|membrane;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;.

Manes.13G036900.v6.12.0798903 1.05651 3E-05 up yes pfam01728 FtsJ FtsJ-like methyltransferase. This family consists of FtsJ from various bacterial and archaeal sources FtsJ is a methyltransferase, but actually has no effect on cell division. FtsJ's substrate is the 23S rRNA. The 1.5 A crystal structure of FtsJ in complex with its cofactor S-adenosylmethionine revealed that FtsJ has a methyltransferase fold. This family also includes the N terminus of flaviviral NS5 protein. It has been hypothesised that the N-terminal domain of NS5 is a methyltransferase involved in viral RNA capping.. . . .

Manes.13G037200.v6.10.5230728 -0.93492 1E-14 down no pfam05217 STOP STOP protein. Neurons contain abundant subsets of highly stable microtubules that resist de-polymerising conditions such as exposure to the cold. Stable microtubules are thought to be essential for neuronal development, maintenance, and function. STOP is a major factor responsible for the intriguing stability properties of neuronal microtubules and is important for synaptic plasticity. Additionally knowledge of STOPs function and properties may help in the treatment of neuroleptics in illnesses such as schizophrenia, currently thought to result from synaptic defects.. . . .

Manes.13G037300.v6.10.2795884 -1.83862 2E-09 down yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042742|defense response to bacterium;GO:0042938|dipeptide transport;GO:0042538|hyperosmotic salinity response;GO:0009737|response to abscisic acid;GO:0080052|response to histidine;GO:0009753|response to jasmonic acid;GO:0043201|response to leucine;GO:0080053|response to phenylalanine;GO:0009751|response to salicylic acid;GO:0009611|response to wounding;GO:0042939|tripeptide transport;GO:0016021|integral component of membrane;GO:0042936|dipeptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.13G037400.v6.11.5576428 6.39E-01 3E-05 up no pfam13771 zf-HC5HC2HPHD-like zinc-binding domain. The members of this family are annotated as containing PHD domain, but the zinc-binding region here is not typical of PHD domains. The conformation here is a well-conserved cysteine-histidine rich region spanning 90 residues, where the Cys and His are arranged as HxxC(31)CxxC(6)CxxCxxxxCxxxxHxxC (21)CxxH.GO:0071480|cellular response to gamma radiation;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0000724|double-strand break repair via homologous recombination;GO:0045717|negative regulation of fatty acid biosynthetic process;GO:0035067|negative regulation of histone acetylation;GO:0071158|positive regulation of cell cycle arrest;GO:0035066|positive regulation of histone acetylation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0016567|protein ubiquitination;GO:0042127|regulation of cell proliferation;GO:0010332|response to gamma radiation;GO:0070531|BRCA1-A complex;GO:0031436|BRCA1-BARD1 complex;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10683

Manes.13G038100.v6.10.674212 ####### 0.0007 down no pfam11955 PORR Plant organelle RNA recognition domain. This family, which was previously known as DUF860, has been shown to be a component of group II intron ribonucleoprotein particles in maize chloroplasts. The domain is required for the splicing of the introns with which it associates, and promotes splicing in the context of a heterodimer with the RNase III-domain protein RNC1. All of the members are predicted to localize to mitochondria or chloroplasts. It seems likely that most PORR proteins function in organellar RNA metabolizm.GO:0010102|lateral root morphogenesis;GO:0008285|negative regulation of cell proliferation;. . .

Manes.13G038200.v6.11.4981448 5.83E-01 3E-07 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0030154|cell differentiation;GO:0008285|negative regulation of cell proliferation;GO:0043524|negative regulation of neuron apoptotic process;GO:0021915|neural tube development;GO:1903599|positive regulation of mitophagy;GO:0043552|positive regulation of phosphatidylinositol 3-kinase activity;GO:2000785|regulation of autophagosome assembly;GO:0005776|autophagosome;GO:0005930|axoneme;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0045335|phagocytic vesicle;GO:0031625|ubiquitin protein ligase binding;K17985

Manes.13G038400.v6.11.1303987 0.17683 0.46 up no pfam05899 Cupin_3 Protein of unknown function (DUF861). This family consists of several proteins which seem to be specific to plants and bacteria. The function of this family is unknown.. . . .

Manes.13G038500.v6.10.5901584 -0.76083 7E-11 down no pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.GO:0006069|ethanol oxidation;GO:0005737|cytoplasm;GO:0004022|alcohol dehydrogenase (NAD) activity;GO:0051903|S-(hydroxymethyl)glutathione dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G038700.v6.10.6523206 ####### 4E-07 down no pfam13136 DUF3984 Protein of unknown function (DUF3984). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 393 and 442 amino acids in length.. . . .

Manes.13G038800.v6.11.5148875 5.99E-01 5E-07 up no pfam02141 DENN DENN (AEX-3) domain. DENN (after differentially expressed in neoplastic vs normal cells) is a domain which occurs in several proteins involved in Rab- mediated processes or regulation of MAPK signalling pathways.GO:0043547|positive regulation of GTPase activity;GO:0016021|integral component of membrane;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.13G039000.v6.13.0053014 1.59E+00 2E-33 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0030007|cellular potassium ion homeostasis;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0008281|sulfonylurea receptor activity;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.13G039400.v6.10.2757871 ####### 1E-12 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0042127|regulation of cell proliferation;GO:0010103|stomatal complex morphogenesis;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009897|external side of plasma membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.13G039600.v6.13.0773927 1.62E+00 2E-35 up yes pfam03070 TENA_THI-4TENA/THI-4/PQQC family. Members of this family are found in all the three major phyla of life: archaebacteria, eubacteria, and eukaryotes. In Bacillus subtilis, TENA is one of a number of proteins that enhance the expression of extracellular enzymes, such as alkaline protease, neutral protease and levansucrase. The THI-4 protein, which is involved in thiamine biosynthesis, is also a member of this family. The C-terminal part of these proteins consistently show significant sequence similarity to TENA proteins. This similarity was first noted with the Neurospora crassa THI-4. This family includes bacterial coenzyme PQQ synthesis protein C or PQQC proteins. Pyrroloquinoline quinone (PQQ) is the prosthetic group of several bacterial enzymes,including methanol dehydrogenase of methylotrophs and the glucose dehydrogenase of a number of bacteria. PQQC has been found to be required in the synthesis of PQQ but its function is unclear. The exact molecular function of members of this family is uncertain.. . . .

Manes.13G040900.v6.10.7190462 -0.47584 0.004 down no pfam14288 FKS1_dom1 1,3-beta-glucan synthase subunit FKS1, domain-1. The FKS1_dom1 domain is likely to be the 'Class I' region just N-terminal to the first set of transmembrane helices that is involved in 1,3-beta-glucan synthesis itself. This family is found on proteins with family Glucan_synthase, pfam02364.. . . .

Manes.13G041000.v6.13.4603163 1.7909 1E-45 up yes pfam09511 RNA_lig_T4_1RNA ligase. Members of this family include T4 phage proteins with ATP-dependent RNA ligase activity. Host defence to phage may include cleavage and inactivation of specific tRNA molecules; members of this family act to reverse this RNA damage. The enzyme is adenylated, transiently, on a Lys residue in a motif KXDGSL. This family also includes fungal tRNA ligases that have adenylyltransferase activity. tRNA ligases are enzymes required for the splicing of precursor tRNA molecules containing introns.. . . .

Manes.13G041100.v6.12.1965925 1.13527 3E-22 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0090603|sieve element differentiation;GO:0090602|sieve element enucleation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G041300.v6.10.277509 ####### 0.0001 down yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.13G041400.v6.1NA NA NA -- no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.13G041600.v6.10.7356661 ####### 0.0007 down no pfam00031 Cystatin Cystatin domain. Very diverse family. Attempts to define separate sub-families failed. Typically, either the N-terminal or C-terminal end is very divergent. But splitting into two domains would make very short families. pfam00666 are related to this family but have not been included.. . . .

Manes.13G041700.v6.12.8481647 1.51003 0.0036 up yes pfam05617 Prolamin_likeProlamin-like. Both DUF784 and DUF1278 members are found to be expressed in the plant embryo sac and are regulated by the Myb98 transcription factor. Computational analysis has revealed that they are homologous to the plant prolamin superfamily (Protease inhibitor-seed storage-LTP family, pfam00234). In contrast to the typical prolamin members that have eight conserved Cys residues forming four pairs of disulfide bonds, both DUF784 and DUF1278 domains only contain six conserved Cys residues that may form three pairs of disulfide bonds. These two domains may have potential functions in lipid transfer or protection during plant embryo sac development and reproduction. This family has been merged with the DUF1278 family.. . . .



Manes.13G041900.v6.10.2671779 ####### 6E-08 down yes pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0009851|auxin biosynthetic process;GO:0009742|brassinosteroid mediated signaling pathway;GO:0055114|oxidation-reduction process;. GO:0050660|flavin adenine dinucleotide binding;GO:0004497|monooxygenase activity;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;K11816

Manes.13G042200.v6.11.4569785 0.54298 0.1144 up no pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0006952|defense response;. GO:0004364|glutathione transferase activity;K00799

Manes.13G042500.v6.10.2797023 -1.83804 1E-08 down yes pfam06090 Ins_P5_2-kin Inositol-pentakisphosphate 2-kinase. This is a family of inositol-pentakisphosphate 2-kinases (EC 2.7.1.158) (also known as inositol 1,3,4,5,6-pentakisphosphate 2-kinase, Ins(1,3,4,5,6)P5 2-kinase) and InsP5 2-kinase). This enzyme phosphorylates Ins(1,3,4,5,6)P5 to form Ins(1,2,3,4,5,6)P6 (also known as InsP6 or phytate). InsP6 is involved in many processes such as mRNA export, nonhomologous end-joining, endocytosis and ion channel regulation.. . . .

Manes.13G042600.v6.10.5579035 -0.84191 1E-11 down no pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.13G042800.v6.10.4903717 ####### 3E-18 down yes pfam12348 CLASP_N CLASP N terminal. This region is found at the N terminal of CLIP-associated proteins (CLASPs).  CLASPs are widely conserved microtubule plus-end-tracking proteins that regulate the stability of dynamic microtubules. In yeast, Drosophila, and Xenopus, a single CLASP orthologue is present. In mammals, a second paralogue (CLASP2) exists which has some functional overlap with CLASP1.GO:0051301|cell division;GO:0016049|cell growth;GO:0043622|cortical microtubule organization;GO:0007067|mitotic nuclear division;GO:0007026|negative regulation of microtubule depolymerization;GO:0050821|protein stabilization;GO:0005938|cell cortex;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005876|spindle microtubule;GO:0051010|microtubule plus-end binding;K16578

Manes.13G043400.v6.10.0827492 ####### 2E-19 down yes pfam03399 SAC3_GANPSAC3/GANP/Nin1/mts3/eIF-3 p25 family. This large family includes diverse proteins involved in large complexes. The alignment contains one highly conserved negatively charged residue and one highly conserved positively charged residue that are probably important for the function of these proteins. The family includes the yeast nuclear export factor Sac3, and mammalian GANP/MCM3-associated proteins, which facilitate the nuclear localisation of MCM3, a protein that associates with chromatin in the G1 phase of the cell-cycle. The 26S protease (or 26S proteasome) is responsible for degrading ubiquitin conjugates. It consists of 19S regulatory complexes associated with the ends of 20S proteasomes. The 19S regulatory complex is composed of about 20 different polypeptides and confers ATP-dependence and substrate specificity to the 26S enzyme. The conserved region occurs at the C-terminal of the Nin1-like regulatory subunit. This family includes several eukaryotic translation initiation factor 3 subunit 11 (eIF-3 p25). . . .

Manes.13G043600.v6.11.0754002 0.10487 0.7752 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G043700.v6.10.3051226 -1.71254 1E-16 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G043800.v6.10.1718424 -2.54084 2E-07 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.13G043900.v6.10.1194504 -3.06552 2E-14 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;.

Manes.13G044000.v6.17.8781478 2.97786 2E-10 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0010582|floral meristem determinacy;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G044100.v6.11.6163428 6.93E-01 1E-09 up no pfam03033 Glyco_transf_28Glycosyltransferase family 28 N-terminal domain. The glycosyltransferase family 28 includes monogalactosyldiacylglycerol synthase (EC 2.4.1.46) and UDP-N-acetylglucosamine transferase (EC 2.4.1.-). This N-terminal domain contains the acceptor binding site and likely membrane association site. This family also contains a large number of proteins that probably have quite distinct activities.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0030259|lipid glycosylation;GO:0048316|seed development;GO:0016126|sterol biosynthetic process;GO:0016125|sterol metabolic process;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0051507|beta-sitosterol UDP-glucosyltransferase activity;GO:0016906|sterol 3-beta-glucosyltransferase activity;K05841

Manes.13G044300.v6.12.898824 1.53547 4E-41 up yes pfam07800 DUF1644 Protein of unknown function (DUF1644). This family consists of sequences found in a number of hypothetical plant proteins of unknown function. The region of interest contains nine highly conserved cysteine residues and is approximately 160 amino acids in length, and is probably a zinc-binding domain.. . . .

Manes.13G044500.v6.10.0829475 ####### 3E-15 down yes pfam13414 TPR_11 TPR repeat. GO:0010438|cellular response to sulfur starvation;GO:0006792|regulation of sulfur utilization;GO:0005634|nucleus;. .

Manes.13G044700.v6.10.6651495 ####### 3E-05 down no pfam05021 NPL4 NPL4 family. The HRD4 gene was identical to NPL4, a gene previously implicated in nuclear transport. Using a diverse set of substrates and direct ubiquitination assays, analysis revealed that HRD4/NPL4 is required for a poorly characterized step in ER-associated degradation after ubiquitination of target proteins but before their recognition by the 26S proteasome. Npl4p physically associates with Cdc48p via Ufd1p to form a Cdc48p-Ufd1p-Npl4p complex. The Cdc48-Ufd1-Npl4 complex functions in the recognition of several polyubiquitin-tagged proteins and facilitates their presentation to the 26S proteasome for processive degradation or even more specific processing.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.13G045000.v6.10.3156403 -1.66365 2E-24 down yes pfam12452 DUF3685 Protein of unknown function (DUF3685). This domain family is found in bacteria and eukaryotes, and is approximately 190 amino acids in length. There are two completely conserved residues (L and D) that may be functionally important.. . . .

Manes.13G045100.v6.10.5855916 ####### 0.0003 down no pfam12231 Rif1_N Rap1-interacting factor 1 N terminal. This domain family is found in eukaryotes, and is typically between 135 and 146 amino acids in length. Rif1 is a protein which interacts with Rap1 to regulate telomere length. Interaction with telomeres limits their length. The N terminal region contains many HEAT- and ARMADILLO- type repeats. These are helical folds which form extended curved proteins or RNA interface surfaces.. . . .

Manes.13G045300.v6.12.2736468 1.19E+00 2E-18 up yes pfam06027 DUF914 Eukaryotic protein of unknown function (DUF914). This family consists of several hypothetical proteins of unknown function. Some of the sequences in this family are annotated as being putative membrane proteins.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. K15289

Manes.13G045400.v6.17.2299302 2.85398 4E-93 up yes pfam05903 Peptidase_C97PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0008233|peptidase activity;.

Manes.13G045700.v6.10.5473205 -0.86954 0.0002 down no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.13G046000.v6.10.7801234 -0.35823 0.0516 down no pfam00572 Ribosomal_L13Ribosomal protein L13.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0003735|structural constituent of ribosome;K02872

Manes.13G046300.v6.13.1695999 1.6643 3E-14 up yes pfam11277 Med24_N Mediator complex subunit 24 N-terminal. This subunit of the Mediator complex appears to be conserved only from insects to humans. It is essential for correct retinal development in fish. Subunit composition of the mediator contributes to the control of differentiation in the vertebrate CNS as there are divergent functions of the mediator subunits Crsp34/Med27, Trap100/Med24, and Crsp150/Med14.. . . .

Manes.13G046400.v6.11.452002 5.38E-01 1E-05 up no pfam04113 Gpi16 Gpi16 subunit, GPI transamidase component. GPI (glycosyl phosphatidyl inositol) transamidase is a multi-protein complex. Gpi16, Gpi8 and Gaa1 for a sub-complex of the GPI transamidase. GPI transamidase that adds glycosylphosphatidylinositols (GPIs) to newly synthesized proteins. Gpi16 is an essential N-glycosylated transmembrane glycoprotein. Gpi16 is largely found on the lumenal side of the ER. It has a single C-terminal transmembrane domain and a small C-terminal, cytosolic extension with an ER retrieval motif.GO:0016255|attachment of GPI anchor to protein;GO:0051402|neuron apoptotic process;GO:0030182|neuron differentiation;GO:0005737|cytoplasm;GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0042765|GPI-anchor transamidase complex;GO:0016020|membrane;. K05292

Manes.13G046800.v6.11.5234535 6.07E-01 0.0002 up no pfam10408 Ufd2P_core Ubiquitin elongating factor core. This is the most conserved part of the core region of Ufd2P ubiquitin elongating factor or E4, running from helix alpha-11 to alpha-38. It consists of 31 helices of variable length connected by loops of variable size forming a compact unit; the helical packing pattern of the compact unit consists of five structural repeats that resemble tandem Armadillo (ARM) repeats. This domain is involved in ubiquitination as it binds Cdc48p and escorts ubiquitinated proteins from Cdc48p to the proteasome for degradation. The core is structurally similar to the nuclear transporter protein importin-alpha. The core is associated with the U-box at the C-terminus, pfam04564, which has ligase activity.GO:0006281|DNA repair;GO:0007143|female meiotic division;GO:0007140|male meiosis;GO:0009555|pollen development;GO:0010165|response to X-ray;GO:0005634|nucleus;. .

Manes.13G046900.v6.11.298346 3.77E-01 0.005 up no pfam03188 Cytochrom_B561Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0006281|DNA repair;GO:0007143|female meiotic division;GO:0007140|male meiosis;GO:0009555|pollen development;GO:0010165|response to X-ray;GO:0005634|nucleus;. .

Manes.13G047500.v6.11.950583 0.96391 1E-16 up no pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.13G047600.v6.10.300633 -1.73392 7E-10 down yes pfam09335 SNARE_assocSNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. . . .

Manes.13G047900.v6.10.9050605 -0.14391 0.2757 down no pfam10510 PIG-S Phosphatidylinositol-glycan biosynthesis class S protein. PIG-S is one of several key, core, components of the glycosylphosphatidylinositol (GPI) trans-amidase complex that mediates GPI anchoring in the endoplasmic reticulum. Anchoring occurs when a protein's C-terminal GPI attachment signal peptide is replaced with a pre-assembled GPI. Mammalian GPITransamidase consists of at least five components: Gaa1, Gpi8, PIG-S, PIG-T, and PIG-U, all five of which are required for function. It is possible that Gaa1, Gpi8, PIG-S, and PIG-T form a tightly associated core that is only weakly associated with PIG-U. The exact function of PIG-S is unclear.GO:0016255|attachment of GPI anchor to protein;GO:0042765|GPI-anchor transamidase complex;. K05291

Manes.13G048400.v6.10.2222697 -2.16962 5E-26 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0010187|negative regulation of seed germination;GO:1901959|positive regulation of cutin biosynthetic process;GO:0045723|positive regulation of fatty acid biosynthetic process;GO:0040008|regulation of growth;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000981|RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.13G048600.v6.10.4118595 -1.27978 8E-07 down yes pfam12698 ABC2_membrane_3ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.13G048800.v6.10.7217926 ####### 0.0015 down no pfam05627 AvrRpt-cleavageCleavage site for pathogenic type III effector avirulence factor Avr. This domain is conserved in small families of otherwise unrelated proteins in both mono-cots and di-cots, suggesting that it has a conserved, plant-specific function. It is found both in the plant RIN4 (resistance R membrane-bound host-target protein) where it appears to contribute to the binding of the protein to both RCS (AvrRpt2 auto-cleavage site) and AvrB, the virulence factor from the infecting bacterium. The cleavage site for the AvrRpt2 avirulence protein would appear to be the sequence motifs VPQFGDW and LPKFGEW, both of which are highly conserved within the domain.GO:0010204|defense response signaling pathway, resistance gene-independent;GO:0009816|defense response to bacterium, incompatible interaction;GO:0034051|negative regulation of plant-type hypersensitive response;GO:0009626|plant-type hypersensitive response;GO:0006468|protein phosphorylation;GO:0002237|response to molecule of bacterial origin;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. K13456

Manes.13G049000.v6.12.2050759 1.14083 8E-21 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0030521|androgen receptor signaling pathway;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051865|protein autoubiquitination;GO:0070979|protein K11-linked ubiquitination;GO:0070936|protein K48-linked ubiquitination;GO:0085020|protein K6-linked ubiquitination;GO:0070534|protein K63-linked ubiquitination;GO:0090234|regulation of kinetochore assembly;GO:0090169|regulation of spindle assembly;GO:0046685|response to arsenic-containing substance;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016605|PML body;GO:0050681|androgen receptor binding;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0031491|nucleosome binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0032184|SUMO polymer binding;GO:0003713|transcription coactivator activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G049100.v6.10.5544548 -0.85086 6E-09 down no pfam01643 Acyl-ACP_TEAcyl-ACP thioesterase. This family consists of various acyl-acyl carrier protein (ACP) thioesterases (TE) these terminate fatty acyl group extension via hydrolysing an acyl group on a fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0016297|acyl-[acyl-carrier-protein] hydrolase activity;GO:0016295|myristoyl-[acyl-carrier-protein] hydrolase activity;GO:0004320|oleoyl-[acyl-carrier-protein] hydrolase activity;GO:0016296|palmitoyl-[acyl-carrier-protein] hydrolase activity;K10782

Manes.13G049200.v6.10.4269996 -1.22769 4E-14 down yes pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.. . . .

Manes.13G049400.v6.11.4432167 0.52929 0.0004 up no pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0009653|anatomical structure morphogenesis;GO:0000917|barrier septum assembly;GO:0030154|cell differentiation;GO:0007067|mitotic nuclear division;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000978|RNA polymerase II core promoter proximal region sequence-specific DNA binding;GO:0000982|transcription factor activity, RNA polymerase II core promoter proximal region sequence-specific binding;GO:0000981|RNA polymerase II transcription factor activity, sequence-specific DNA binding;.

Manes.13G049500.v6.11.5284387 0.61206 0.0023 up no pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.. . . .

Manes.13G049600.v6.10.7907276 -0.33875 0.0115 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G049700.v6.10.5887278 -0.76433 5E-09 down no pfam08186 Wound_ind Wound-inducible basic protein family. This family consists of the wound-inducible basic proteins from plants. The metabolic activities of plants are dramatically altered upon mechanical injury or pathogen attack. A large number of proteins accumulates at wound or infection sites, such as the wound-inducible basic proteins. These proteins are small, 47 amino acids in length, has no signal peptides and are hydrophilic and basic.. . . .

Manes.13G050000.v6.10.8600529 -0.2175 0.0636 down no pfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.13G050200.v6.112.581956 3.65E+00 0.0001 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G050600.v6.16.3047133 2.65643 0.0004 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.13G050900.v6.11.4644625 5.50E-01 3E-05 up no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000079|regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0006355|regulation of transcription, DNA-templated;. . .

Manes.13G051600.v6.12.1798372 1.12422 0.0299 up yes pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.13G051700.v6.11.5917507 0.67061 4E-08 up no pfam05542 DUF760 Protein of unknown function (DUF760). This family contains several uncharacterized plant proteins.. . . .

Manes.13G052200.v6.10.4572721 -1.12888 1E-09 down yes pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0048868|pollen tube development;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.13G052300.v6.10.2798702 -1.83717 3E-09 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G052400.v6.10.6496709 -0.62222 0.0008 down no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009738|abscisic acid-activated signaling pathway;GO:0071215|cellular response to abscisic acid stimulus;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G052500.v6.10.6466433 -0.62896 0.0002 down no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009266|response to temperature stimulus;. GO:0051087|chaperone binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K09561

Manes.13G052700.v6.15.674989 2.50E+00 4E-20 up yes pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0009734|auxin-activated signaling pathway;GO:0055114|oxidation-reduction process;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.13G052900.v6.1Inf Inf 6E-05 up yes pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0009734|auxin-activated signaling pathway;GO:0055114|oxidation-reduction process;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;.

Manes.13G053100.v6.1Inf Inf 0.4282 up no pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.13G053200.v6.12.4440132 1.29E+00 7E-25 up yes pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.13G053300.v6.10.4742244 ####### 0.003 down yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.13G053500.v6.10.1833466 -2.44735 1E-35 down yes pfam09401 NSP10 RNA synthesis protein NSP10. Non-structural protein 10 (NSP10) is involved in RNA synthesis. it is synthesized as a polyprotein whose cleavage generates many non-structural proteins. NSP10 contains two zinc binding motifs and forms two anti-parallel helices which are stacked against an irregular beta sheet.  A cluster of basic residues on the protein surface suggests a nucleic acid-binding function.GO:0007267|cell-cell signaling;GO:0010052|guard cell differentiation;GO:2000123|positive regulation of stomatal complex development;GO:2000038|regulation of stomatal complex development;GO:0010374|stomatal complex development;GO:0010375|stomatal complex patterning;GO:0048046|apoplast;. .

Manes.13G053600.v6.17.3489619 2.87754 3E-28 up yes pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0032556|pyrimidine deoxyribonucleotide binding;K16904

Manes.13G053700.v6.10.5285499 -0.91989 3E-07 down no pfam02325 YGGT YGGT family. This family consists of a repeat found in conserved hypothetical integral membrane proteins. The function of this region and the proteins which possess it is unknown.. GO:0009507|chloroplast;GO:0016020|membrane;. .

Manes.13G054300.v6.10.4032766 -1.31016 0.0003 down yes pfam15362 Enamelin Enamelin. ENAMELIN is involved in the mineralisation and structural organisation of enamel. It is necessary for the extension of enamel during the secretory stage of dental enamel formation. The proteins are expressed in teeth, particularly in odontoblasts, ameloblasts and cementoblasts.. . . .

Manes.13G054500.v6.10.6590965 -0.60144 7E-05 down no pfam00307 CH Calponin homology (CH) domain. The CH domain is found in both cytoskeletal proteins and signal transduction proteins. The CH domain is involved in actin binding in some members of the family. However in calponins there is evidence that the CH domain is not involved in its actin binding activity. Most member proteins have from two to four copies of the CH domain, however some proteins such as calponin have only a single copy.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.13G054600.v6.10.1334732 -2.90538 2E-50 down yes pfam14572 Pribosyl_synthPhosphoribosyl synthetase-associated domain. This family includes several examples of enzymes from class EC:2.7.6.1, phosphoribosyl-pyrophosphate transferase.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G054800.v6.12.8669671 1.51953 5E-24 up yes pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.13G055100.v6.11.0728095 0.10139 0.4465 up no pfam04857 CAF1 CAF1 family ribonuclease. The major pathways of mRNA turnover in eukaryotes initiate with shortening of the polyA tail. CAF1 encodes a critical component of the major cytoplasmic deadenylase in yeast. Both Caf1p is required for normal mRNA deadenylation in vivo and localizes to the cytoplasm. Caf1p copurifies with a Ccr4p-dependent polyA-specific exonuclease activity. Some members of this family include and inserted RNA binding domain pfam01424. This family of proteins is related to other exonucleases pfam00929 (Bateman A pers. obs.). The crystal structure of Saccharomyces cerevisiae Pop2 has been resolved at 2.3 Angstrom#resolution.GO:0006397|mRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004535|poly(A)-specific ribonuclease activity;GO:0003723|RNA binding;K01148

Manes.13G055400.v6.10.9840774 ####### 0.9012 down no pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.. GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.13G056100.v6.10.888791 ####### 0.1382 down no pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.13G056600.v6.120.193099 4.33579 1E-13 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.13G057500.v6.11.0388612 5.50E-02 0.7836 up no pfam13855 LRR_8 Leucine rich repeat.. . . .

Manes.13G057600.v6.11.7420227 0.80076 3E-09 up no pfam01213 CAP_N Adenylate cyclase associated (CAP) N terminal.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;. K13344

Manes.13G058100.v6.10.6505355 ####### 2E-05 down no pfam03446 NAD_binding_2NAD binding domain of 6-phosphogluconate dehydrogenase. The NAD binding domain of 6-phosphogluconate dehydrogenase adopts a Rossmann fold.GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0003858|3-hydroxybutyrate dehydrogenase activity;GO:0030267|glyoxylate reductase (NADP) activity;GO:0051287|NAD binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;K18121

Manes.13G058200.v6.10.8277743 ####### 0.0569 down no pfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0016798|hydrolase activity, acting on glycosyl bonds;GO:0046872|metal ion binding;K03575

Manes.13G058300.v6.10.6973227 ####### 8E-05 down no pfam11210 DUF2996 Protein of unknown function (DUF2996). This family of proteins has no known function.. . . .

Manes.13G058400.v6.11.7314645 0.79199 3E-12 up no pfam14402 7TM_transglut7 transmembrane helices usually fused to an inactive transglutaminase. A family of seven transmembrane helices fused to an inactive transglutaminase domain. The transglutaminase domain is predicted to be extracellularly located. Members of this family are associated in gene neighborhoods with a pepsin-like peptidase and an ATP-grasp of the RimK-family. The ATP-grasp is predicted to modify the 7TM protein or a cofactor that interacts with it.. . . .

Manes.13G058500.v6.10.5654669 ####### 6E-05 down no pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.13G058700.v6.10.5970675 -0.74403 3E-08 down no pfam00889 EF_TS Elongation factor TS.. GO:0005739|mitochondrion;GO:0003746|translation elongation factor activity;.

Manes.13G058900.v6.10.2976949 ####### 7E-19 down yes pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;.

Manes.13G059100.v6.10.1695839 ####### 1E-53 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016132|brassinosteroid biosynthetic process;GO:0006879|cellular iron ion homeostasis;GO:0006826|iron ion transport;GO:0007275|multicellular organismal development;GO:0009647|skotomorphogenesis;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0008199|ferric iron binding;GO:0020037|heme binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0010012|steroid 22-alpha hydroxylase activity;K12639

Manes.13G059300.v6.10.6725078 -0.57238 0.099 down no pfam00507 Oxidored_q4 NADH-ubiquinone/plastoquinone oxidoreductase, chain 3.. . . .

Manes.13G059500.v6.14.642563 2.21E+00 3E-10 up yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.13G059600.v6.1Inf Inf 0.4066 up no pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.13G059700.v6.11.6701317 0.73996 1E-06 up no pfam04178 Got1 Got1/Sft2-like family. Traffic through the yeast Golgi complex depends on a member of the syntaxin family of SNARE proteins, Sed5, present in early Golgi cisternae. Got1 is thought to facilitate Sed5-dependent fusion events. This is a family of sequences derived from eukaryotic proteins. They are similar to a region of a SNARE-like protein required for traffic through the Golgi complex, SFT2 protein. This is a conserved protein with four putative transmembrane helices, thought to be involved in vesicular transport in later Golgi compartments.GO:0015031|protein transport;GO:0042147|retrograde transport, endosome to Golgi;GO:0000139|Golgi membrane;GO:0000138|Golgi trans cisterna;GO:0016021|integral component of membrane;. .

Manes.13G060000.v6.128.670958 4.84152 1E-62 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.13G060100.v6.10.3853023 ####### 6E-23 down yes pfam06338 ComK ComK protein. This family consists of several bacterial ComK proteins. The ComK protein of Bacillus subtilis positively regulates the transcription of several late competence genes as well as comK itself. It has been found that ClpX plays an important role in the regulation of ComK at the post-transcriptional level.. . . .

Manes.13G060600.v6.17.0184128 2.81114 6E-124 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;GO:0001676|long-chain fatty acid metabolic process;GO:0009941|chloroplast envelope;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;K01897

Manes.13G060700.v6.10.4990626 -1.00271 1E-15 down yes pfam07690 MFS_1 Major Facilitator Superfamily.. . . .

Manes.13G060800.v6.10.7725995 -0.37221 0.0012 down no pfam09273 Rubis-subs-bindRubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.. GO:0009507|chloroplast;GO:0030785|[ribulose-bisphosphate carboxylase]-lysine N-methyltransferase activity;.

Manes.13G061200.v6.10.5687268 -0.81419 1E-10 down no pfam00108 Thiolase_N Thiolase, N-terminal domain. Thiolase is reported to be structurally related to beta-ketoacyl synthase (pfam00109), and also chalcone synthase.GO:0008299|isoprenoid biosynthetic process;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0016125|sterol metabolic process;GO:0005829|cytosol;GO:0005777|peroxisome;GO:0005886|plasma membrane;GO:0003985|acetyl-CoA C-acetyltransferase activity;GO:0046872|metal ion binding;K00626

Manes.13G061400.v6.10.8326277 -0.26426 0.1806 down no pfam00293 NUDIX NUDIX domain.GO:0006979|response to oxidative stress;. GO:0047631|ADP-ribose diphosphatase activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0000210|NAD+ diphosphatase activity;.

Manes.13G061500.v6.11.3954543 0.48073 0.0029 up no pfam13418 Kelch_4 Galactose oxidase, central domain.GO:0019762|glucosinolate catabolic process;GO:0080028|nitrile biosynthetic process;GO:0005829|cytosol;. .

Manes.13G061900.v6.10.3527856 -1.50314 0.0159 down yes pfam04931 DNA_pol_phiDNA polymerase phi. This family includes the fifth essential DNA polymerase in yeast EC:2.7.7.7. Pol5p is localized exclusively to the nucleolus and binds near or at the enhancer region of rRNA-encoding DNA repeating units.. . . .

Manes.13G062100.v6.10.9427947 -0.08498 0.5425 down no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;. GO:0008270|zinc ion binding;.



Manes.13G062200.v6.13.8739993 1.95E+00 5E-05 up yes pfam03185 CaKB Calcium-activated potassium channel, beta subunit.. . . .

Manes.13G062300.v6.10.6410308 -0.64153 3E-08 down no pfam02781 G6PD_C Glucose-6-phosphate dehydrogenase, C-terminal domain.GO:0006006|glucose metabolic process;GO:0006098|pentose-phosphate shunt;GO:0009507|chloroplast;GO:0004345|glucose-6-phosphate dehydrogenase activity;GO:0050661|NADP binding;K00036

Manes.13G062600.v6.10.3489212 -1.51903 2E-24 down yes pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.13G062900.v6.10.6000257 -0.7369 2E-05 down no pfam15376 DUF4603 Domain of unknown function (DUF4603). This protein family is a domain of unknown function. In particular, this domain lies at the C-terminal end of a protein found in eukaryotes.. . . .

Manes.13G063000.v6.1Inf Inf 0.8764 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.13G063100.v6.10.4591348 -1.12301 0.0797 down no pfam01827 FTH FTH domain. This presumed domain is likely to be a protein-protein interaction module. It is found in many proteins from C. elegans. The domain is found associated with the F-box pfam00646. This domain is named FTH after FOG-2 homology domain.. . . .

Manes.13G063500.v6.11.6835559 0.75151 9E-08 up no pfam03106 WRKY WRKY DNA -binding domain.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009863|salicylic acid mediated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;K18834

Manes.13G063700.v6.12.301179 1.20237 3E-21 up yes pfam04241 DUF423 Protein of unknown function (DUF423). This family of proteins with unknown function is a possible integral membrane protein from Caenorhabditis elegans. This family of proteins has GO references indicating the protein is involved in nematode larval development and is a positive regulator of growth rate.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.13G063800.v6.10.3156668 ####### 1E-40 down yes pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0070417|cellular response to cold;GO:0009736|cytokinin-activated signaling pathway;GO:0007275|multicellular organismal development;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0034757|negative regulation of iron ion transport;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0010271|regulation of chlorophyll catabolic process;GO:0009909|regulation of flower development;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009636|response to toxic substance;GO:0009414|response to water deprivation;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009884|cytokinin receptor activity;GO:0009927|histidine phosphotransfer kinase activity;GO:0042802|identical protein binding;GO:0019900|kinase binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;K14489

Manes.13G064000.v6.10.0759985 -3.71788 8E-23 down yes pfam00265 TK Thymidine kinase.GO:0071897|DNA biosynthetic process;. GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004797|thymidine kinase activity;.

Manes.13G064100.v6.10.5289564 -0.91878 1E-14 down no pfam00831 Ribosomal_L29Ribosomal L29 protein.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.13G064300.v6.1Inf Inf 0.2183 up no pfam13499 EF-hand_7 EF-hand domain pair.. . . .

Manes.13G064600.v6.11.3668262 4.51E-01 9E-05 up no pfam01176 eIF-1a Translation initiation factor 1A / IF-1. This family includes both the eukaryotic translation factor eIF-1A and the bacterial translation initiation factor IF-1.. . GO:0003743|translation initiation factor activity;.

Manes.13G064700.v6.10.3959309 ####### 3E-23 down yes pfam12706 Lactamase_B_2Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.GO:0042780|tRNA 3'-end processing;GO:0034414|tRNA 3'-trailer cleavage, endonucleolytic;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0042781|3'-tRNA processing endoribonuclease activity;GO:0046872|metal ion binding;K00784

Manes.13G064900.v6.11.9012109 9.27E-01 1E-12 up no pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.GO:0009738|abscisic acid-activated signaling pathway;GO:0009734|auxin-activated signaling pathway;GO:0000188|inactivation of MAPK activity;GO:0035556|intracellular signal transduction;GO:0043407|negative regulation of MAP kinase activity;GO:0006470|protein dephosphorylation;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0005634|nucleus;GO:0033549|MAP kinase phosphatase activity;GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;K04459

Manes.13G065400.v6.10.2877972 ####### 3E-08 down yes pfam00561 Abhydrolase_1alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0002213|defense response to insect;GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;GO:0004806|triglyceride lipase activity;.

Manes.13G065600.v6.10.4591036 -1.12311 0.0005 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G065900.v6.10.6952679 ####### 0.0036 down no pfam14724 mit_SMPDaseMitochondrial-associated sphingomyelin phosphodiesterase. The GO annotation for this family indicates that it is a single-pass membrane protein, and it appears to be found in mitochondrial membranes. Sphingolipids play important roles in regulating cellular responses, and although mitochondria contain sphingolipids, direct regulation of their levels in mitochondria or mitochondria-associated membranes is mostly unclear. Sphingomyelin phosphodiesterases catalyse the hydrolysis of sphingomyelin to ceramide and phosphocholine, and these metabolites are involved in signalling pathways.. . . .

Manes.13G066200.v6.10.4479582 -1.15856 1E-14 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.13G066600.v6.10.6384939 -0.64726 0.0001 down no pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005215|transporter activity;.

Manes.13G066800.v6.11.6403167 0.71397 3E-09 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.13G067000.v6.16.2630168 2.65E+00 2E-79 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0015293|symporter activity;.

Manes.13G067300.v6.12.0275675 1.01975 8E-18 up yes pfam08059 SEP SEP domain. The SEP domain is named after Saccharomyces cerevisiae Shp1, Drosophila melanogaster eyes closed gene (eyc), and vertebrate p47. In p47, the SEP domain has been shown to bind to and inhibit the cysteine protease cathepsin L. Most SEP domains are succeeded closely by a UBX domain.GO:0000045|autophagosome assembly;GO:0007030|Golgi organization;GO:0061025|membrane fusion;GO:0031468|nuclear envelope reassembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051117|ATPase binding;GO:0008599|protein phosphatase type 1 regulator activity;GO:0043130|ubiquitin binding;K14012

Manes.13G067500.v6.10.9944009 ####### 0.9446 down no pfam01603 B56 Protein phosphatase 2A regulatory B subunit (B56 family). Protein phosphatase 2A (PP2A) is a major intracellular protein phosphatase that regulates multiple aspects of cell growth and metabolizm. The ability of this widely distributed heterotrimeric enzyme to act on a diverse array of substrates is largely controlled by the nature of its regulatory B subunit. There are multiple families of B subunits (See also pfam01240), this family is called the B56 family.GO:0006555|methionine metabolic process;GO:0031348|negative regulation of defense response;GO:0090342|regulation of cell aging;GO:0007165|signal transduction;GO:0010090|trichome morphogenesis;GO:0000159|protein phosphatase type 2A complex;GO:0008266|poly(U) RNA binding;GO:0008601|protein phosphatase type 2A regulator activity;K11584

Manes.13G067600.v6.10.1915756 ####### 9E-38 down yes pfam05899 Cupin_3 Protein of unknown function (DUF861). This family consists of several proteins which seem to be specific to plants and bacteria. The function of this family is unknown.. . . .

Manes.13G067900.v6.10.2403545 -2.05676 1E-04 down yes pfam01773 Nucleos_tra2_NNa+ dependent nucleoside transporter N-terminus. This family consists of nucleoside transport proteins. Rat CNT 2 is a purine-specific Na+-nucleoside cotransporter localized to the bile canalicular membrane. Rat CNT 1 is a a Na+-dependent nucleoside transporter selective for pyrimidine nucleosides and adenosine it also transports the anti-viral nucleoside analogues AZT and ddC. This alignment covers the N terminus of this family. . . .

Manes.13G068000.v6.12.1270081 1.08883 5E-18 up yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.13G068300.v6.11.5980578 0.67632 1E-08 up no pfam03152 UFD1 Ubiquitin fusion degradation protein UFD1. Post-translational ubiquitin-protein conjugates are recognized for degradation by the ubiquitin fusion degradation (UFD) pathway. Several proteins involved in this pathway have been identified. This family includes UFD1, a 40kD protein that is essential for vegetative cell viability. The human UFD1 gene is expressed at high levels during embryogenesis, especially in the eyes and in the inner ear primordia and is thought to be important in the determination of ectoderm-derived structures, including neural crest cells. In addition, this gene is deleted in the CATCH-22 (cardiac defects, abnormal facies, thymic hypoplasia, cleft palate and hypocalcaemia with deletions on chromosome 22) syndrome. This clinical syndrome is associated with a variety of developmental defects, all characterized by microdeletions on 22q11.2. Two such developmental defects are the DiGeorge syndrome OMIM:188400, and the velo-cardio- facial syndrome OMIM:145410. Several of the abnormalities assocGO:0071712|ER-associated misfolded protein catabolic process;GO:0030970|retrograde protein transport, ER to cytosol;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0036501|UFD1-NPL4 complex;GO:0034098|VCP-NPL4-UFD1 AAA ATPase complex;GO:0036435|K48-linked polyubiquitin binding;K14016

Manes.13G069500.v6.11.3494162 0.43234 0.007 up no pfam02681 DUF212 Divergent PAP2 family. This family is related to the pfam01569 family (personal obs: C Yeats).. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K09775

Manes.13G069600.v6.142.282685 5.40E+00 2E-190 up yes pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0009653|anatomical structure morphogenesis;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0030587|sorocarp development;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0051403|stress-activated MAPK cascade;GO:0005938|cell cortex;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0046872|metal ion binding;.

Manes.13G069800.v6.10.3534618 -1.50037 2E-12 down yes pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.13G070300.v6.10.1937747 -2.36755 0.0037 down yes pfam06578 YscK YOP proteins translocation protein K (YscK). This family consists of several YscK proteins. The function of this protein is unknown but it belongs to an operon involved in the secretion of Yop proteins across bacterial membranes.. . . .

Manes.13G070400.v6.11.7107645 7.75E-01 3E-11 up no pfam00330 Aconitase Aconitase family (aconitate hydratase).GO:0006101|citrate metabolic process;GO:0006097|glyoxylate cycle;GO:0006102|isocitrate metabolic process;GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0006099|tricarboxylic acid cycle;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003994|aconitate hydratase activity;GO:0005524|ATP binding;GO:0005507|copper ion binding;K01681

Manes.13G070500.v6.11.6419104 0.71538 8E-10 up no pfam01094 ANF_receptorReceptor family ligand binding region. This family includes extracellular ligand binding domains of a wide range of receptors. This family also includes the bacterial amino acid binding proteins of known structure.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;K05387

Manes.13G070700.v6.115.182148 3.9243 2E-122 up yes pfam08477 Miro Miro-like protein. Mitochondrial Rho proteins (Miro-1 and Miro-2), are atypical Rho GTPases. They have a unique domain organisation, with tandem GTP-binding domains and two EF hand domains (pfam00036), that may bind calcium. They are also larger than classical small GTPases. It has been proposed that they are involved in mitochondrial homeostasis and apoptosis.GO:0034613|cellular protein localization;GO:0006886|intracellular protein transport;GO:0007067|mitotic nuclear division;GO:0010973|positive regulation of barrier septum assembly;GO:0032482|Rab protein signal transduction;GO:0031028|septation initiation signaling;GO:0044732|mitotic spindle pole body;GO:0005525|GTP binding;GO:0003924|GTPase activity;K06682

Manes.13G072000.v6.10.6098075 ####### 9E-10 down no pfam10317 7TM_GPCR_SrdSerpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.13G072500.v6.1NA NA NA -- no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.13G073100.v6.10.8096371 -0.30465 0.038 down no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0046872|metal ion binding;.

Manes.13G073500.v6.1Inf Inf 0.0039 up yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.13G073600.v6.10.4199163 -1.25183 6E-12 down yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G073800.v6.129.382686 4.88E+00 1E-267 up yes pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G074000.v6.14.3470158 2.12E+00 8E-55 up yes pfam04646 DUF604 Protein of unknown function, DUF604. This family includes a conserved region found in several uncharacterized plant proteins.. . . .

Manes.13G074300.v6.10.2657415 -1.9119 3E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G074900.v6.10.5163245 ####### 6E-09 down no pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.13G075000.v6.10.4742429 ####### 3E-11 down yes pfam03999 MAP65_ASE1Microtubule associated protein (MAP65/ASE1 family).GO:0000911|cytokinesis by cell plate formation;GO:0052096|formation by symbiont of syncytium involving giant cell for nutrient acquisition from host;GO:0000226|microtubule cytoskeleton organization;GO:0046785|microtubule polymerization;GO:0007067|mitotic nuclear division;GO:0000280|nuclear division;GO:0009624|response to nematode;GO:0055028|cortical microtubule;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0008017|microtubule binding;K16732

Manes.13G075400.v6.10.3323492 ####### 3E-18 down yes pfam13414 TPR_11 TPR repeat. . GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;. .

Manes.13G075900.v6.10.3354712 -1.57574 0.0015 down yes pfam10322 7TM_GPCR_SruSerpentine type 7TM GPCR chemoreceptor Sru. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sru is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.13G076900.v6.12.2580763 1.17509 3E-20 up yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0009644|response to high light intensity;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.13G077600.v6.10.861954 ####### 0.0825 down no pfam05230 MASE2 MASE2 domain. Predicted integral membrane sensory domain found in histidine kinases, diguanylate cyclases and other bacterial signaling proteins.GO:0006952|defense response;GO:0010150|leaf senescence;GO:0048573|photoperiodism, flowering;GO:0010182|sugar mediated signaling pathway;GO:0009627|systemic acquired resistance;GO:0010090|trichome morphogenesis;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005634|nucleus;. .

Manes.13G077900.v6.10.6957378 ####### 0.0005 down no pfam04034 DUF367 Domain of unknown function (DUF367).GO:0030490|maturation of SSU-rRNA;. . K09140

Manes.13G079000.v6.11.8785673 0.90963 7E-14 up no pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;GO:0005886|plasma membrane;. .

Manes.13G079100.v6.12.2271321 1.15519 6E-05 up yes pfam00909 Ammonium_transpAmmonium Transporter Family.. GO:0016021|integral component of membrane;GO:0008519|ammonium transmembrane transporter activity;K03320

Manes.13G079500.v6.10.2044144 ####### 3E-39 down yes pfam01425 Amidase Amidase. GO:0042742|defense response to bacterium;GO:0070291|N-acylethanolamine metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;GO:0047412|N-(long-chain-acyl)ethanolamine deacylase activity;.

Manes.13G080300.v6.10.9729477 -0.03957 0.7895 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.. GO:0005829|cytosol;GO:0019003|GDP binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.13G081100.v6.112.514588 3.64554 1E-20 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009738|abscisic acid-activated signaling pathway;GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0009749|response to glucose;GO:0006970|response to osmotic stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G082200.v6.14.5523577 2.18661 2E-05 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.13G082300.v6.10.4530639 -1.14221 4E-11 down yes pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0009507|chloroplast;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.13G082500.v6.10.7086973 -0.49676 0.022 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.13G082800.v6.13.5158795 1.81389 1E-09 up yes pfam00266 Aminotran_5 Aminotransferase class-V. This domain is found in amino transferases, and other enzymes including cysteine desulphurase EC:4.4.1.-.GO:0006534|cysteine metabolic process;. GO:0031071|cysteine desulfurase activity;GO:0030170|pyridoxal phosphate binding;K11717

Manes.13G083400.v6.11.5245441 6.08E-01 3E-07 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0045893|positive regulation of transcription, DNA-templated;GO:0009962|regulation of flavonoid biosynthetic process;GO:0009644|response to high light intensity;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G083500.v6.11.349826 4.33E-01 0.0002 up no pfam14500 MMS19_N Dos2-interacting transcription regulator of RNA-Pol-II. This domain, along with the C-terminal part, pfam12460, is an essential component of a silencing complex in fission yeast that contains Dos2, Rik1, Mms19 and Cdc20 (the catalytic subunit of DNA polymerase-epsilon). This complex regulates RNA polymerase II (RNA Pol II) activity in heterochromatin and is required for DNA replication and heterochromatin assembly.GO:0016567|protein ubiquitination;. . .

Manes.13G083900.v6.10.7969351 ####### 0.0071 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006968|cellular defense response;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;GO:0003724|RNA helicase activity;K13179

Manes.13G084400.v6.13.6769912 1.88E+00 5E-59 up yes pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.13G085000.v6.10.6327116 ####### 3E-08 down no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006310|DNA recombination;GO:0045951|positive regulation of mitotic recombination;GO:0046686|response to cadmium ion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.13G085800.v6.10.3550501 ####### 3E-26 down yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.13G086400.v6.10.509125 -0.97391 2E-11 down no pfam00022 Actin Actin. GO:0051301|cell division;GO:0009733|response to auxin;GO:0009416|response to light stimulus;GO:0009611|response to wounding;GO:0048364|root development;GO:0010053|root epidermal cell differentiation;GO:0048767|root hair elongation;GO:0009845|seed germination;GO:0005618|cell wall;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005200|structural constituent of cytoskeleton;K10355

Manes.13G086500.v6.10.7492908 ####### 0.0005 down no pfam00988 CPSase_sm_chainCarbamoyl-phosphate synthase small chain, CPSase domain. The carbamoyl-phosphate synthase domain is in the amino terminus of protein. Carbamoyl-phosphate synthase catalyses the ATP-dependent synthesis of carbamyl-phosphate from glutamine or ammonia and bicarbonate. This important enzyme initiates both the urea cycle and the biosynthesis of arginine and/or pyrimidines. The carbamoyl-phosphate synthase (CPS) enzyme in prokaryotes is a heterodimer of a small and large chain. The small chain promotes the hydrolysis of glutamine to ammonia, which is used by the large chain to synthesize carbamoyl phosphate. See pfam00289. The small chain has a GATase domain in the carboxyl terminus. See pfam00117.GO:0006207|'de novo' pyrimidine nucleobase biosynthetic process;GO:0044205|'de novo' UMP biosynthetic process;GO:0006526|arginine biosynthetic process;GO:0016036|cellular response to phosphate starvation;GO:0006541|glutamine metabolic process;GO:0000050|urea cycle;GO:0005951|carbamoyl-phosphate synthase complex;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004088|carbamoyl-phosphate synthase (glutamine-hydrolyzing) activity;.

Manes.13G086600.v6.10.4793054 ####### 6E-18 down yes pfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;. .

Manes.13G086700.v6.10.455875 ####### 2E-19 down yes pfam00069 Pkinase Protein kinase domain.GO:0006952|defense response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0005496|steroid binding;.

Manes.13G087400.v6.11.7264647 7.88E-01 0.0036 up no pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.13G087800.v6.12.0912273 1.06435 4E-14 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.13G088000.v6.11.4414882 5.28E-01 9E-06 up no pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . .

Manes.13G088100.v6.12.1103863 1.07751 1E-06 up yes pfam03043 Herpes_UL87Herpesvirus UL87 family. Members of this family are functionally uncharacterized. This family groups together EBV BcRF1, HSV-6 U58, HVS-1 24 and HCMV UL87. The proteins range from 575 to 950 amino acids in length.. . . .

Manes.13G088200.v6.11.5047918 0.58956 2E-06 up no pfam01252 Peptidase_A8Signal peptidase (SPase) II.. . . .

Manes.13G088500.v6.10.9279759 ####### 0.3771 down no pfam12906 RINGv RING-variant domain.. . . .

Manes.13G088700.v6.10.8325054 -0.26447 0.0226 down no pfam00762 FerrochelataseFerrochelatase.GO:0006783|heme biosynthetic process;GO:0009507|chloroplast;GO:0004325|ferrochelatase activity;.

Manes.13G088900.v6.10.3587561 -1.47892 2E-14 down yes pfam01746 tRNA_m1G_MTtRNA (Guanine-1)-methyltransferase. This is a family of tRNA (Guanine-1)-methyltransferases EC:2.1.1.31. In E.coli K12 this enzyme catalyses the conversion of a guanosine residue to N1-methylguanine in position 37, next to the anticodon, in tRNA.GO:0030488|tRNA methylation;GO:0002939|tRNA N1-guanine methylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0052905|tRNA (guanine(9)-N(1))-methyltransferase activity;K15445

Manes.13G089300.v6.10.3995672 -1.32349 5E-25 down yes pfam01019 G_glu_transpeptGamma-glutamyltranspeptidase.GO:0006751|glutathione catabolic process;GO:0006979|response to oxidative stress;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0003840|gamma-glutamyltransferase activity;GO:0016756|glutathione gamma-glutamylcysteinyltransferase activity;GO:0036374|glutathione hydrolase activity;K18592

Manes.13G089400.v6.10.9847482 ####### 0.8423 down no pfam00202 Aminotran_3 Aminotransferase class-III.GO:0019544|arginine catabolic process to glutamate;GO:0009853|photorespiration;GO:0046686|response to cadmium ion;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0008453|alanine-glyoxylate transaminase activity;GO:0030170|pyridoxal phosphate binding;GO:0008270|zinc ion binding;K00827

Manes.13G089500.v6.1Inf Inf 0.8764 up no pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.13G089700.v6.13.9399555 1.98E+00 5E-13 up yes pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0042742|defense response to bacterium;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14431

Manes.13G089800.v6.11.5989316 6.77E-01 0.0481 up no pfam00721 TMV_coat Virus coat protein (TMV like). This family contains coat proteins from tobamoviruses, hordeiviruses, Tobraviruses, Furoviruses and Potyviruses.GO:0051028|mRNA transport;GO:0006611|protein export from nucleus;GO:0005737|cytoplasm;GO:0005643|nuclear pore;GO:0005634|nucleus;GO:0005049|nuclear export signal receptor activity;K18460

Manes.13G090200.v6.1Inf Inf 0.8764 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0048507|meristem development;GO:0048481|ovule development;GO:0048441|petal development;GO:0009827|plant-type cell wall modification;GO:0009860|pollen tube growth;GO:0009886|post-embryonic morphogenesis;GO:0080155|regulation of double fertilization forming a zygote and endosperm;GO:0009909|regulation of flower development;GO:0048316|seed development;GO:0048443|stamen development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G090300.v6.10.3720367 ####### 4E-20 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0061077|chaperone-mediated protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0006810|transport;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0005737|cytoplasm;GO:0009579|thylakoid;GO:0005528|FK506 binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.13G090600.v6.10.7230199 -0.46789 6E-05 down no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G090700.v6.1Inf Inf 0.8764 up no . . . . . . .

Manes.13G091100.v6.15.1444292 2.36301 2E-66 up yes pfam07994 NAD_binding_5Myo-inositol-1-phosphate synthase. This is a family of myo-inositol-1-phosphate synthases. Inositol-1-phosphate catalyses the conversion of glucose-6- phosphate to inositol-1-phosphate, which is then dephosphorylated to inositol. Inositol phosphates play an important role in signal transduction.GO:0006021|inositol biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0005737|cytoplasm;GO:0004512|inositol-3-phosphate synthase activity;.

Manes.13G091900.v6.10.1304457 -2.93848 3E-06 down yes pfam13414 TPR_11 TPR repeat. GO:0009734|auxin-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0045454|cell redox homeostasis;GO:0010305|leaf vascular tissue pattern formation;GO:0006970|response to osmotic stress;GO:0005623|cell;. .



Manes.13G092100.v6.13.5977709 1.8471 5E-20 up yes pfam00561 Abhydrolase_1alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052891|aliphatic (S)-hydroxynitrile lyase activity;GO:0052892|aromatic (S)-hydroxynitrile lyase activity;.

Manes.13G092800.v6.1Inf Inf 0.4066 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0052891|aliphatic (S)-hydroxynitrile lyase activity;GO:0052892|aromatic (S)-hydroxynitrile lyase activity;.

Manes.13G093300.v6.11.9619563 0.97229 1E-17 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0071472|cellular response to salt stress;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0045595|regulation of cell differentiation;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.13G093400.v6.1Inf Inf 0.4066 up no pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.13G093500.v6.10.5944542 -0.75036 0.0042 down no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.13G093900.v6.1Inf Inf 0.3951 up no pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;.

Manes.13G094300.v6.11.5849511 0.66444 7E-08 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G094500.v6.11.6070657 6.84E-01 9E-07 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0046464|acylglycerol catabolic process;GO:0060292|long term synaptic depression;GO:0030336|negative regulation of cell migration;GO:0009395|phospholipid catabolic process;GO:0046889|positive regulation of lipid biosynthetic process;GO:2000124|regulation of endocannabinoid signaling pathway;GO:0032281|AMPA glutamate receptor complex;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0047372|acylglycerol lipase activity;GO:0004620|phospholipase activity;K13700

Manes.13G094800.v6.10.6042337 -0.72682 6E-05 down no pfam06333 Med13_C Mediator complex subunit 13 C-terminal. Mediator is a large complex of up to 33 proteins that is conserved from plants through fungi to humans - the number and representation of individual subunits varying with species. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Med13 is part of the ancillary kinase module, together with Med12, CDK8 and CycC, which in yeast is implicated in transcriptional repression, though most of this activity is likely attributable to the CDK8 kinase. The large Med12 and Med13 proteins are required for specific developmental processes in Drosophila, zebrafish, and Caenorhabditis elegans but their biochemical functions are not understood.. . . .

Manes.13G095000.v6.1NA NA NA -- no pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.13G095100.v6.10.3282801 -1.607 5E-18 down yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.13G095500.v6.10.8275777 -0.27303 0.0717 down no pfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. . . .

Manes.13G096100.v6.10.3545339 -1.496 8E-15 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.13G096400.v6.12.4868957 1.31E+00 8E-11 up yes pfam05147 LANC_like Lanthionine synthetase C-like protein. Lanthionines are thioether bridges that are putatively generated by dehydration of Ser and Thr residues followed by addition of cysteine residues within the peptide. This family contains the lanthionine synthetase C-like proteins 1 and 2 which are related to the bacterial lanthionine synthetase components C (LanC). LANCL1 (P40 seven-transmembrane-domain protein) and LANCL2 (testes-specific adriamycin sensitivity protein) are thought to be peptide-modifying enzyme components in eukaryotic cells. Both proteins are produced in large quantities in the brain and testes and may have role in the immune surveillance of these organs. Lanthionines are found in lantibiotics, which are peptide-derived, post-translationally modified antimicrobials produced by several bacterial strains. This region contains seven internal repeats.. GO:0019898|extrinsic component of membrane;. .

Manes.13G096600.v6.11.8640613 0.89845 2E-14 up no pfam04791 LMBR1 LMBR1-like membrane protein. Members of this family are integral membrane proteins that are around 500 residues in length. LMBR1 is not involved in preaxial polydactyly, as originally thought. Vertebrate members of this family may play a role in limb development. A member of this family has been shown to be a lipocalin membrane receptor. GO:0016021|integral component of membrane;. .

Manes.13G096700.v6.131.982614 5.00E+00 2E-06 up yes pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.13G097300.v6.14.3355835 2.11623 6E-06 up yes pfam02050 FliJ Flagellar FliJ protein.. . . .

Manes.13G097400.v6.112.263086 3.61625 4E-55 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.13G097900.v6.13.0239173 1.60E+00 7E-11 up yes pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.13G098000.v6.118.84796 4.23634 2E-184 up yes pfam11914 DUF3432 Domain of unknown function (DUF3432). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 100 amino acids in length. This domain is found associated with pfam00096. This domain has two conserved sequence motifs: YPSPV and PSP.. . . .

Manes.13G098200.v6.11.4544493 0.54047 4E-05 up no pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.GO:0051567|histone H3-K9 methylation;GO:0010482|regulation of epidermal cell division;GO:0048765|root hair cell differentiation;GO:0010026|trichome differentiation;GO:0005829|cytosol;. .

Manes.13G098600.v6.112.529997 3.65E+00 0.0015 up yes pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.13G098700.v6.11.55724 6.39E-01 1E-07 up no pfam01663 Phosphodiest Type I phosphodiesterase / nucleotide pyrophosphatase. This family consists of phosphodiesterases, including human plasma-cell membrane glycoprotein PC-1 / alkaline phosphodiesterase i / nucleotide pyrophosphatase (nppase). These enzymes catalyse the cleavage of phosphodiester and phosphosulfate bonds in NAD, deoxynucleotides and nucleotide sugars. Also in this family is ATX an autotaxin, tumor cell motility-stimulating protein which exhibits type I phosphodiesterases activity. The alignment encompasses the active site. Also present with in this family is 60-kDa Ca2+-ATPase form F. odoratum.GO:0006501|C-terminal protein lipidation;GO:0044267|cellular protein metabolic process;GO:0006506|GPI anchor biosynthetic process;GO:0043687|post-translational protein modification;GO:0016254|preassembly of GPI anchor in ER membrane;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0051267|CP2 mannose-ethanolamine phosphotransferase activity;GO:0016780|phosphotransferase activity, for other substituted phosphate groups;K05310

Manes.13G099300.v6.10.6254944 -0.67693 0.0005 down no pfam14159 CAAD CAAD domains of cyanobacterial aminoacyl-tRNA synthetase. This domain is present in aminoacyl-tRNA synthetases (aaRSs), enzymes that couple tRNAs to their cognate amino acids. aaRSs from cyanobacteria containing the CAAD (for cyanobacterial aminoacyl-tRNA synthetases appended domain) protein domains are localized in the thylakoid membrane. The domain bears two putative transmembrane helices and is present in glutamyl-, isoleucyl-, leucyl-, and valyl-tRNA synthetases, the latter of which has probably recruited the domain more than once during evolution.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. .

Manes.13G100300.v6.12.0539839 1.04E+00 1E-19 up yes pfam05992 SbmA_BacA SbmA/BacA-like family. The Rhizobium meliloti bacA gene encodes a function that is essential for bacterial differentiation into bacteroids within plant cells in the symbiosis between R. meliloti and alfalfa. An Escherichia coli homolog of BacA, SbmA, is implicated in the uptake of microcins and bleomycin. This family is likely to be a subfamily of the ABC transporter family.. . . .

Manes.13G100500.v6.10.6592059 -0.6012 0.0076 down no pfam13414 TPR_11 TPR repeat. . . . .

Manes.13G100700.v6.10.4422806 ####### 1E-16 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.13G101200.v6.10.4215572 ####### 6E-14 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. GO:0016021|integral component of membrane;GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.13G101800.v6.10.7190742 -0.47579 0.0066 down no pfam00588 SpoU_methylaseSpoU rRNA Methylase family. This family of proteins probably use S-AdoMet.GO:0006396|RNA processing;. GO:0003723|RNA binding;GO:0008173|RNA methyltransferase activity;K03437

Manes.13G102000.v6.10.6000589 -0.73682 0.0001 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;K10406

Manes.13G102300.v6.10.3558583 -1.49063 0.0018 down yes pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.. . GO:0046029|mannitol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G102800.v6.13.5002354 1.80745 1E-12 up yes pfam06045 Rhamnogal_lyaseRhamnogalacturonate lyase family. Rhamnogalacturonate lyase (EC:4.2.2.-) degrades the rhamnogalacturonan I (RG-I) backbone of pectin. This family contains mainly members from plants, but also contains the plant pathogen Erwinia chrysanthemi.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0016837|carbon-oxygen lyase activity, acting on polysaccharides;K18195

Manes.13G103400.v6.1Inf Inf 0.8764 up no pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G103700.v6.1Inf Inf 0.8764 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;.

Manes.13G103800.v6.10.7167318 ####### 0.002 down no pfam00464 SHMT Serine hydroxymethyltransferase.GO:0042742|defense response to bacterium;GO:0009814|defense response, incompatible interaction;GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0009853|photorespiration;GO:0019684|photosynthesis, light reaction;GO:0009626|plant-type hypersensitive response;GO:0009697|salicylic acid biosynthetic process;GO:0035999|tetrahydrofolate interconversion;GO:0048046|apoplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0022626|cytosolic ribosome;GO:0005759|mitochondrial matrix;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010319|stromule;GO:0004372|glycine hydroxymethyltransferase activity;GO:0008266|poly(U) RNA binding;GO:0030170|pyridoxal phosphate binding;K00600

Manes.13G103900.v6.13.1307038 1.65E+00 5E-44 up yes pfam01432 Peptidase_M3Peptidase family M3. This is the Thimet oligopeptidase family, large family of mammalian and bacterial oligopeptidases that cleave medium sized peptides. The group also contains mitochondrial intermediate peptidase which is encoded by nuclear DNA but functions within the mitochondria to remove the leader sequence.. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0005759|mitochondrial matrix;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K01414

Manes.13G104000.v6.12.297854 1.20E+00 0.8536 up no pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.13G104300.v6.10.383139 -1.38406 2E-14 down yes pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0005975|carbohydrate metabolic process;GO:0005578|proteinaceous extracellular matrix;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0009044|xylan 1,4-beta-xylosidase activity;.

Manes.13G104400.v6.10.2494362 -2.00326 2E-05 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G104700.v6.10.2911979 ####### 9E-42 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G105100.v6.10.3837155 -1.38189 6E-09 down yes pfam05300 DUF737 Protein of unknown function (DUF737). This family consists of several uncharacterized mammalian proteins of unknown function.. . . .

Manes.13G105600.v6.10.8668439 ####### 0.1883 down no pfam12854 PPR_1 PPR repeat. This family matches additional variants of the PPR repeat that were not captured by the model for pfam01535. The exact function is not known.. . . .

Manes.13G105700.v6.14.5251209 2.18E+00 0.3224 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G106200.v6.10.3322208 -1.58979 1E-24 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0010102|lateral root morphogenesis;GO:0046777|protein autophosphorylation;GO:0010468|regulation of gene expression;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G106300.v6.10.1355391 ####### 5E-97 down yes pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;.

Manes.13G106400.v6.10.1057936 ####### 5E-09 down yes pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.13G106600.v6.112.542177 3.64872 4E-22 up yes pfam09346 SMI1_KNR4 SMI1 / KNR4 family (SUKH-1). Proteins in this family are involved in the regulation of 1,3-beta-glucan synthase activity and cell-wall formation. Genome contextual information showed that SMI1 are primary immunity proteins in bacterial toxin systems.. . . .

Manes.13G106700.v6.10.7292647 -0.45549 0.0011 down no pfam02046 COX6A Cytochrome c oxidase subunit VIa.. GO:0005751|mitochondrial respiratory chain complex IV;GO:0005739|mitochondrion;GO:0004129|cytochrome-c oxidase activity;.

Manes.13G107300.v6.11.7409534 8.00E-01 0.5051 up no pfam11437 Vanabin-2 Vanadium-binding protein 2. The Vanadium binding protein, Vanabin2, contains four alpha-helices connected by nine disulphide bonds. Vanadium accumulates in Ascidians however the biological reason remains unclear.. . . .

Manes.13G108100.v6.10.2542172 -1.97587 5E-10 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.13G108400.v6.10.483467 ####### 1E-11 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.13G108500.v6.10.6780987 ####### 3E-05 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14810

Manes.13G108700.v6.10.3329541 -1.5866 1E-15 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G108800.v6.10.429462 -1.2194 8E-09 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009908|flower development;GO:0010492|maintenance of shoot apical meristem identity;GO:0042127|regulation of cell proliferation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09285

Manes.13G108900.v6.1Inf Inf 0.0545 up no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006654|phosphatidic acid biosynthetic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0000329|fungal-type vacuole membrane;GO:0005794|Golgi apparatus;GO:0005739|mitochondrion;GO:0000140|acylglycerone-phosphate reductase activity;K06123

Manes.13G109000.v6.10.8210145 ####### 0.0147 down no pfam13911 AhpC-TSA_2AhpC/TSA antioxidant enzyme. This family contains proteins related to alkyl hydro-peroxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0009507|chloroplast;. .

Manes.13G109400.v6.13.6169725 1.85E+00 4E-19 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G110100.v6.10.2795195 ####### 4E-07 down yes pfam09586 YfhO Bacterial membrane protein YfhO. This protein is a conserved membrane protein. The yfhO gene is transcribed in Difco sporulation medium and the transcription is affected by the YvrGHb two-component system. Some members of this family have been annotated as glycosyl transferases of the PMT family.. . . .

Manes.13G110200.v6.10.4265215 -1.22931 1E-13 down yes pfam06068 TIP49 TIP49 C-terminus. This family consists of the C-terminal region of several eukaryotic and archaeal RuvB-like 1 (Pontin or TIP49a) and RuvB-like 2 (Reptin or TIP49b) proteins. The N-terminal domain contains the pfam00004 domain. In zebrafish, the liebeskummer (lik) mutation, causes development of hyperplastic embryonic hearts. lik encodes Reptin, a component of a DNA-stimulated ATPase complex. Beta-catenin and Pontin, a DNA-stimulated ATPase that is often part of complexes with Reptin, are in the same genetic pathways. The Reptin/Pontin ratio serves to regulate heart growth during development, at least in part via the beta-catenin pathway. TBP-interacting protein 49 (TIP49) was originally identified as a TBP-binding protein, and two related proteins are encoded by individual genes, tip49a and b. Although the function of this gene family has not been elucidated, they are supposed to play a critical role in nuclear events because they interact with various kinds of nuclear factors and have DNA helicase activitieGO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0071339|MLL1 complex;GO:0000812|Swr1 complex;GO:0005524|ATP binding;GO:0043141|ATP-dependent 5'-3' DNA helicase activity;.

Manes.13G110300.v6.10.3830211 -1.3845 8E-26 down yes pfam05637 Glyco_transf_34galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.13G110400.v6.10.8602476 -0.21718 0.1273 down no pfam03006 HlyIII Haemolysin-III related. Members of this family are integral membrane proteins. This family includes a protein with hemolytic activity from Bacillus cereus. It has been proposed that YOL002c encodes a Saccharomyces cerevisiae protein that plays a key role in metabolic pathways that regulate lipid and phosphate metabolizm. In eukaryotes, members are seven-transmembrane pass molecules found to encode functional receptors with a broad range of apparent ligand specificities, including progestin and adipoQ receptors, and hence have been named PAQR proteins. The mammalian members include progesterone binding proteins. Unlike the case with GPCR receptor proteins, the evolutionary ancestry of the members of this family can be traced back to the Archaea.GO:0009725|response to hormone;GO:0009744|response to sucrose;GO:0016021|integral component of membrane;GO:0004872|receptor activity;K07297

Manes.13G110600.v6.1#NAME? #NAME? 0.2358 down no pfam01657 Stress-antifungSalt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0009737|response to abscisic acid;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005773|vacuole;. .

Manes.13G110700.v6.10.6538793 ####### 0.0004 down no pfam05287 PMG PMG protein. This family consists of several mouse anagen-specific protein mKAP13 (PMG1 and PMG2). PMG1 and 2 contain characteristic repeats reminiscent of the keratin-associated proteins (KAPs). Both genes are expressed in growing hair follicles in skin as well as in sebaceous and eccrine sweat glands. Interestingly, expression is also detected in the mammary epithelium where it is limited to the onset of the pubertal growth phase and is independent of ovarian hormones. Their broad, developmentally controlled expression pattern, together with their unique amino acid composition, demonstrate that pmg-1 and pmg-2 constitute a novel KAP gene family participating in the differentiation of all epithelial cells forming the epidermal appendages.. . . .

Manes.13G110900.v6.11.0954036 1.31E-01 0.2693 up no pfam04800 ETC_C1_NDUFA4ETC complex I subunit conserved region. Family of pankaryotic NADH-ubiquinone oxidoreductase subunits (EC:1.6.5.3) (EC:1.6.99.3) from complex I of the electron transport chain initially identified in Neurospora crassa as a 21 kDa protein.GO:0009631|cold acclimation;GO:0022900|electron transport chain;GO:0006970|response to osmotic stress;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0050897|cobalt ion binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;K03937

Manes.13G111300.v6.10.8269902 ####### 0.0183 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0042793|transcription from plastid promoter;GO:0009507|chloroplast;. .

Manes.13G111500.v6.10.5034384 ####### 2E-10 down no pfam04616 Glyco_hydro_43Glycosyl hydrolases family 43. The glycosyl hydrolase family 43 contains members that are arabinanase. Rabinanases hydrolyses the alpha-1,5-linked L-arabinofuranoside backbone of plant cell wall arabinans. The structure of arabinanase Arb43A from Cellvibrio japonicus reveals a five-bladed beta-propeller fold. A long V-shaped groove, partially enclosed at one end, forms a single extended substrate-binding surface across the face of the propeller.. . . .

Manes.13G111600.v6.10.2858011 ####### 5E-20 down yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0008356|asymmetric cell division;GO:0055072|iron ion homeostasis;GO:0048366|leaf development;GO:0045930|negative regulation of mitotic cell cycle;GO:0009956|radial pattern formation;GO:0032350|regulation of hormone metabolic process;GO:0006351|transcription, DNA-templated;GO:0005769|early endosome;GO:0005770|late endosome;GO:0005634|nucleus;GO:0055037|recycling endosome;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G111900.v6.13.4597223 1.79E+00 2E-45 up yes pfam01583 APS_kinase Adenylylsulphate kinase. Enzyme that catalyses the phosphorylation of adenylylsulphate to 3'-phosphoadenylylsulfate. This domain contains an ATP binding P-loop motif.GO:0019344|cysteine biosynthetic process;GO:0070814|hydrogen sulfide biosynthetic process;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;.

Manes.13G112000.v6.10.5367527 -0.89767 2E-05 down no pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.13G112100.v6.10.6813654 ####### 0.0001 down no pfam00467 KOW KOW motif. This family has been extended to coincide with ref. The KOW (Kyprides, Ouzounis, Woese) motif is found in a variety of ribosomal proteins and NusG.GO:0009409|response to cold;GO:0006412|translation;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0003735|structural constituent of ribosome;K02898

Manes.13G112200.v6.10.5508223 ####### 0.0031 down no pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006810|transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0015085|calcium ion transmembrane transporter activity;GO:0005388|calcium-transporting ATPase activity;GO:0005516|calmodulin binding;GO:0046872|metal ion binding;K01537

Manes.13G112800.v6.13.0949025 1.63E+00 1E-06 up yes pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.13G113300.v6.10.6213221 -0.68659 0.0425 down no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.13G113400.v6.10.3205252 -1.64149 2E-28 down yes pfam11899 DUF3419 Protein of unknown function (DUF3419). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 398 to 802 amino acids in length.. . . .

Manes.13G113500.v6.10.3407977 -1.55301 1E-33 down yes pfam00636 Ribonuclease_3Ribonuclease III domain.GO:0006397|mRNA processing;GO:0016075|rRNA catabolic process;GO:0006364|rRNA processing;GO:0008033|tRNA processing;GO:0005737|cytoplasm;GO:0046872|metal ion binding;GO:0004525|ribonuclease III activity;GO:0019843|rRNA binding;K03685

Manes.13G113700.v6.12.3303459 1.22054 8E-09 up yes pfam00887 ACBP Acyl CoA binding protein.GO:0006810|transport;GO:0005615|extracellular space;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.13G113900.v6.10.3014389 -1.73006 3E-25 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.13G114000.v6.10.2655661 -1.91286 7E-45 down yes pfam10222 DUF2152 Uncharacterized conserved protein (DUF2152). This is a family of proteins conserved from worms to humans. Its function is unknown.. . . .

Manes.13G114200.v6.12.1890416 1.13E+00 0.8558 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009704|de-etiolation;GO:0009640|photomorphogenesis;GO:0080167|response to karrikin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.13G114300.v6.1#NAME? #NAME? 1 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;.

Manes.13G114700.v6.11.5988045 6.77E-01 2E-07 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0009704|de-etiolation;GO:0009640|photomorphogenesis;GO:0080167|response to karrikin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.13G114800.v6.13.2318817 1.69E+00 0.1518 up no pfam09170 STN1_2 CST, Suppressor of cdc thirteen homolog, complex subunit STN1. STN1 is a component of the CST complex, a complex that binds to single-stranded DNA and is required for protecting telomeres from DNA degradation. The CST complex binds single-stranded DNA with high affinity in a sequence-independent manner, while isolated subunits bind DNA with low affinity on their own. In addition to telomere protection, the CST complex probably has a more general role in DNA metabolizm at non-telomeric sites.. . . .

Manes.13G115000.v6.10.3252198 ####### 1E-19 down yes pfam04828 GFA Glutathione-dependent formaldehyde-activating enzyme.. . . .

Manes.13G115100.v6.10.3184043 ####### 3E-09 down yes pfam10324 7TM_GPCR_SrwSerpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.13G115200.v6.16.1208629 2.61E+00 3E-32 up yes pfam14580 LRR_9 Leucine-rich repeat.GO:0006281|DNA repair;GO:0035518|histone H2A monoubiquitination;GO:0006289|nucleotide-excision repair;GO:0000718|nucleotide-excision repair, DNA damage removal;GO:0051865|protein autoubiquitination;GO:0000209|protein polyubiquitination;GO:0006290|pyrimidine dimer repair;GO:0009411|response to UV;GO:0070914|UV-damage excision repair;GO:0030054|cell junction;GO:0031465|Cul4B-RING E3 ubiquitin ligase complex;GO:0005654|nucleoplasm;GO:0043234|protein complex;GO:0003684|damaged DNA binding;GO:0003677|DNA binding;K10140

Manes.13G115800.v6.11.3217503 0.40245 0.0006 up no pfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.13G116400.v6.10.5191569 ####### 4E-06 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:1900865|chloroplast RNA modification;GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.13G116500.v6.11.8544906 8.91E-01 7E-09 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0045444|fat cell differentiation;GO:0016575|histone deacetylation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0043627|response to estrogen;GO:0006351|transcription, DNA-templated;GO:0000118|histone deacetylase complex;GO:0005667|transcription factor complex;GO:0003682|chromatin binding;GO:0003677|DNA binding;GO:0003714|transcription corepressor activity;K04508



Manes.13G116600.v6.12.1755425 1.12138 2E-21 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0009820|alkaloid metabolic process;. GO:0047037|salutaridine reductase (NADPH) activity;.

Manes.13G116900.v6.11.9277853 0.94694 7E-06 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.13G117000.v6.13.323401 1.73E+00 1E-16 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.13G117200.v6.1Inf Inf 0.1921 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.13G117800.v6.14.5456373 2.18448 5E-05 up yes pfam00107 ADH_zinc_NZinc-binding dehydrogenase.GO:0009809|lignin biosynthetic process;. GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.13G118000.v6.12.0947099 1.06675 0.7057 up no pfam11041 DUF2612 Protein of unknown function (DUF2612). This is a phage protein family expressed from a range of Proteobacteria species. The function is not known.. . . .

Manes.13G118400.v6.13.3708336 1.75E+00 2E-29 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:2000022|regulation of jasmonic acid mediated signaling pathway;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0046686|response to cadmium ion;GO:0010200|response to chitin;GO:0009723|response to ethylene;GO:0009739|response to gibberellin;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.13G118500.v6.10.5925086 ####### 3E-06 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G118600.v6.10.5467115 ####### 2E-05 down no pfam03271 EB1 EB1-like C-terminal motif. This motif is found at the C-terminus of proteins that are related to the EB1 protein. The EB1 proteins contain an N-terminal CH domain pfam00307. The human EB1 protein was originally discovered as a protein interacting with the C-terminus of the APC protein. This interaction is often disrupted in colon cancer, due to deletions affecting the APC C-terminus. Several EB1 orthologues are also included in this family. The interaction between EB1 and APC has been shown to have a potent synergistic effect on microtubule polymerization. Neither of EB1 or APC alone has this effect. It is thought that EB1 targets APC to the + ends of microtubules, where APC promotes microtubule polymerization. This process is regulated by APC phosphorylation by Cdc2, which disrupts APC-EB1 binding. Human EB1 protein can functionally substitute for the yeast EB1 homologue Mal3. In addition, Mal3 can substitute for human EB1 in promoting microtubule polymerization with APC.GO:0051301|cell division;GO:0030865|cortical cytoskeleton organization;GO:0007067|mitotic nuclear division;GO:0009652|thigmotropism;GO:0005618|cell wall;GO:0005874|microtubule;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0008017|microtubule binding;K10436

Manes.13G118700.v6.1NA NA NA -- no pfam01994 Trm56 tRNA ribose 2'-O-methyltransferase, aTrm56. This family is an aTrm56 that catalyses the 2'-O-methylation of the cytidine residue in archaeal tRNA, using S-adenosyl-L-methionine. Biochemical assays showed that aTrm56 forms a dimer and prefers the L-shaped tRNA to the lambda form as its substrate. aTrm56 consists of the SPOUT domain, which contains the characteristic deep trefoil knot for AdoMet binding, and a unique C-terminal beta-hairpin.. . . .

Manes.13G119100.v6.10.5665583 -0.8197 3E-08 down no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.13G119200.v6.12.1563469 1.11E+00 2E-09 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;.

Manes.13G120200.v6.11.5244341 0.60827 6E-08 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0009793|embryo development ending in seed dormancy;GO:0016925|protein sumoylation;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;K10577

Manes.13G120500.v6.10.5485666 ####### 6E-10 down no pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0045454|cell redox homeostasis;GO:0009507|chloroplast;. .

Manes.13G120800.v6.11.5547223 0.63666 3E-06 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0035871|protein K11-linked deubiquitination;GO:0044313|protein K6-linked deubiquitination;. GO:0004843|ubiquitin-specific protease activity;K13717

Manes.13G121100.v6.10.6748974 -0.56726 2E-05 down no pfam03598 CdhC CO dehydrogenase/acetyl-CoA synthase complex beta subunit.. . . .

Manes.13G121300.v6.10.5229364 -0.93529 6E-12 down no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.. . GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;.

Manes.13G121800.v6.1NA NA NA -- no pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.13G122300.v6.12.5583515 1.35521 0.1079 up no pfam03087 DUF241 Arabidopsis protein of unknown function. This family represents a number of Arabidopsis proteins. Their functions are unknown.. . . .

Manes.13G122500.v6.10.7763575 ####### 0.0025 down no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0030154|cell differentiation;GO:0009294|DNA mediated transformation;GO:0009908|flower development;GO:0016571|histone methylation;GO:0009965|leaf morphogenesis;GO:0045857|negative regulation of molecular function, epigenetic;GO:0006349|regulation of gene expression by genetic imprinting;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0031519|PcG protein complex;GO:0018024|histone-lysine N-methyltransferase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0003727|single-stranded RNA binding;K11430

Manes.13G122900.v6.10.121702 ####### 2E-15 down yes pfam00136 DNA_pol_B DNA polymerase family B. This region of DNA polymerase B appears to consist of more than one structural domain, possibly including elongation, DNA-binding and dNTP binding activities.GO:0071897|DNA biosynthetic process;GO:0006270|DNA replication initiation;GO:0006269|DNA replication, synthesis of RNA primer;GO:0006261|DNA-dependent DNA replication;GO:0006303|double-strand break repair via nonhomologous end joining;GO:0006273|lagging strand elongation;GO:0006272|leading strand elongation;GO:0005658|alpha DNA polymerase:primase complex;GO:0005634|nucleus;GO:0008408|3'-5' exonuclease activity;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0003896|DNA primase activity;GO:0003887|DNA-directed DNA polymerase activity;GO:0046872|metal ion binding;GO:0001882|nucleoside binding;GO:0000166|nucleotide binding;.

Manes.13G123000.v6.10.5007594 ####### 3E-08 down no pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G123100.v6.10.627994 ####### 0.0041 down no pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0006629|lipid metabolic process;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0008081|phosphoric diester hydrolase activity;.

Manes.13G123200.v6.10.3424073 -1.54621 5E-08 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.13G123800.v6.10.4686469 ####### 0.0118 down yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;GO:0005615|extracellular space;GO:0046872|metal ion binding;GO:0004806|triglyceride lipase activity;.

Manes.13G123900.v6.11.3712224 0.45546 6E-05 up no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.13G124100.v6.13.0830966 1.62E+00 4E-28 up yes pfam00498 FHA FHA domain. The FHA (Forkhead-associated) domain is a phosphopeptide binding motif.GO:0009688|abscisic acid biosynthetic process;GO:0009507|chloroplast;GO:0016020|membrane;GO:0052663|antheraxanthin epoxidase activity;GO:0009540|zeaxanthin epoxidase [overall] activity;GO:0052662|zeaxanthin epoxidase activity;.

Manes.13G124500.v6.173.684002 6.20E+00 0 up yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G124900.v6.11.6628001 7.34E-01 2E-08 up no pfam13499 EF-hand_7 EF-hand domain pair.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005509|calcium ion binding;.

Manes.13G125300.v6.12.5774501 1.37E+00 1E-12 up yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.13G125400.v6.12.0740066 1.05E+00 0.3657 up no pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.13G125800.v6.10.7258646 ####### 0.0121 down no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. . GO:0003824|catalytic activity;K15634

Manes.13G126000.v6.10.770915 -0.37536 0.0013 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G126100.v6.10.1735479 -2.52659 1E-79 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006703|estrogen biosynthetic process;GO:0006633|fatty acid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0004303|estradiol 17-beta-dehydrogenase activity;.

Manes.13G126500.v6.1Inf Inf 0.4066 up no pfam05110 AF-4 AF-4 proto-oncoprotein. This family consists of AF4 (Proto-oncogene AF4) and FMR2 (Fragile X E mental retardation syndrome) nuclear proteins. These proteins have been linked to human diseases such as acute lymphoblastic leukaemia and mental retardation. The family also contains a Drosophila AF4 protein homologue Lilliputian which contains an AT-hook domain. Lilliputian represents a novel pair-rule gene that acts in cytoskeleton regulation, segmentation and morphogenesis in Drosophila.. . . .

Manes.13G126800.v6.10.3572331 -1.48506 0.0001 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:1900865|chloroplast RNA modification;GO:0010588|cotyledon vascular tissue pattern formation;GO:0048366|leaf development;GO:0010305|leaf vascular tissue pattern formation;GO:0006397|mRNA processing;GO:0010087|phloem or xylem histogenesis;GO:0009507|chloroplast;GO:0046872|metal ion binding;GO:0003723|RNA binding;.

Manes.13G127000.v6.10.644691 ####### 2E-06 down no pfam00557 Peptidase_M24Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0031365|N-terminal protein amino acid modification;GO:0070084|protein initiator methionine removal;GO:0009737|response to abscisic acid;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.13G127100.v6.10.4655709 ####### 3E-19 down yes pfam02234 CDI Cyclin-dependent kinase inhibitor. Cell cycle progression is negatively controlled by cyclin-dependent kinases inhibitors (CDIs). CDIs are involved in cell cycle arrest at the G1 phase.GO:0007050|cell cycle arrest;GO:0045736|negative regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0001673|male germ cell nucleus;GO:0005654|nucleoplasm;GO:0004861|cyclin-dependent protein serine/threonine kinase inhibitor activity;.

Manes.13G127200.v6.1Inf Inf 0.8764 up no pfam12950 TaqI_C TaqI-like C-terminal specificity domain. This domain is found at the C-terminus of the TaqI protein and is involved in DNA-binding and substrate recognition.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.13G127400.v6.10.2878351 ####### 1E-09 down yes pfam15327 Tankyrase_bdg_CTankyrase binding protein C terminal domain. This protein domain family is found at the C-terminal end of the Tankyrase binding protein in eukaryotes. The precise function of this protein is still unknown. However, it is known interacts with the enzyme tankyrase, a telomeric poly(ADP-ribose) polymerase, by binding to it. Tankyrin catalyses poly(ADP-ribose) chain formation onto proteins. More specifically, it binds to the ankyrin domain in tankyrase. The protein domain is approximately 170 amino acids in length and contains two conserved sequence motifs: FPG and LKA.. . . .

Manes.13G127700.v6.12.7423553 1.46E+00 4E-11 up yes pfam13499 EF-hand_7 EF-hand domain pair.. GO:0005739|mitochondrion;GO:0005509|calcium ion binding;K13448

Manes.13G127800.v6.10.3105784 ####### 6E-15 down yes pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.13G128300.v6.11.8042055 0.85136 1E-12 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007623|circadian rhythm;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G128400.v6.12.1849716 1.12761 7E-23 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.13G128600.v6.10.7585665 -0.39865 0.0008 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G128900.v6.1Inf Inf 1E-09 up yes pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.GO:0071786|endoplasmic reticulum tubular network organization;GO:0012505|endomembrane system;GO:0005789|endoplasmic reticulum membrane;GO:0071782|endoplasmic reticulum tubular network;GO:0071458|integral component of cytoplasmic side of endoplasmic reticulum membrane;. .

Manes.13G129200.v6.11.4088284 0.4945 0.0005 up no pfam07855 DUF1649 Protein of unknown function (DUF1649). This family is made up of sequences derived from hypothetical eukaryotic proteins of unknown function.. . . .

Manes.13G129300.v6.10.5592437 ####### 0.0786 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;.

Manes.13G129700.v6.12.9438151 1.56E+00 6E-18 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;.

Manes.13G129800.v6.114.002806 3.80764 9E-136 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0008152|metabolic process;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;. GO:0016298|lipase activity;GO:0080031|methyl salicylate esterase activity;.

Manes.13G129900.v6.12.1164551 1.08E+00 2E-21 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016788|hydrolase activity, acting on ester bonds;GO:0080030|methyl indole-3-acetate esterase activity;GO:0080032|methyl jasmonate esterase activity;K08233

Manes.13G130000.v6.11.4953289 0.58046 0.0018 up no pfam14695 LINES_C Lines C-terminus. This family represents the C-terminus of protein lines. In Drosophila this protein is involved in embryonic segmentation and may function as a transcriptional regulator.. . . .

Manes.13G130100.v6.10.6147291 ####### 4E-07 down no pfam14296 O-ag_pol_WzyO-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.GO:0051028|mRNA transport;GO:0006913|nucleocytoplasmic transport;GO:0015031|protein transport;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14307

Manes.13G130200.v6.1Inf Inf 0.8798 up no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0009607|response to biotic stimulus;. GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.13G130500.v6.10.5987807 -0.7399 1E-05 down no pfam10497 zf-4CXXC_R1Zinc-finger domain of monoamine-oxidase A repressor R1. R1 is a transcription factor repressor that inhibits monoamine oxidase A gene expression. This domain is a four-CXXC zinc finger putative DNA-binding domain found at the C-terminal end of R1. The domain carries 12 cysteines of which four pairs are of the CXXC type.GO:0008284|positive regulation of cell proliferation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;. .

Manes.13G130700.v6.10.3226654 ####### 1E-08 down yes pfam02897 Peptidase_S9_NProlyl oligopeptidase, N-terminal beta-propeller domain. This unusual 7-stranded beta-propeller domain protects the catalytic triad of prolyl oligopeptidase (see pfam00326), excluding larger peptides and proteins from proteolysis in the cytosol.. . GO:0004252|serine-type endopeptidase activity;GO:0070008|serine-type exopeptidase activity;K01354

Manes.13G131200.v6.10.749902 -0.41523 0.3976 down no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071281|cellular response to iron ion;GO:0098542|defense response to other organism;GO:0042343|indole glucosinolate metabolic process;GO:0044550|secondary metabolite biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;K00517

Manes.13G131300.v6.10.7057649 ####### 0.0007 down no pfam04884 DUF647 Vitamin B6 photo-protection and homoeostasis. In plants, this domain plays a role in auxin-transport, plant growth and development and appears to be expressed by all cells in the plant as well as in plastids. The family has been shown to play a role in vitamin B6 photo-protection and homoeostasis in plants.. GO:0016021|integral component of membrane;. .

Manes.13G132100.v6.10.3843791 -1.3794 3E-21 down yes . . . . . . .

Manes.13G132200.v6.10.8050484 ####### 0.0102 down no pfam13414 TPR_11 TPR repeat. . . . .

Manes.13G132400.v6.10.2259481 ####### 2E-48 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.13G132700.v6.10.2509639 ####### 8E-34 down yes pfam01716 MSP Manganese-stabilizing protein / photosystem II polypeptide. This family consists of the 33 KDa photosystem II polypeptide from the oxygen evolving complex (OEC) of plants and cyanobacteria. The protein is also known as the manganese-stabilizing protein as it is associated with the manganese complex of the OEC and may provide the ligands for the complex.GO:0015979|photosynthesis;GO:0042549|photosystem II stabilization;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0016021|integral component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0005509|calcium ion binding;.

Manes.13G133100.v6.10.3164557 ####### 0.0069 down yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.13G133200.v6.10.7724184 -0.37255 0.0066 down no pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in ti. . . .

Manes.13G133500.v6.11.5724084 6.53E-01 2E-08 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G133600.v6.11.8725329 9.05E-01 8E-09 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G133900.v6.10.583389 ####### 1E-05 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.13G134100.v6.10.4182799 -1.25746 7E-16 down yes pfam02033 RBFA Ribosome-binding factor A.. . . .

Manes.13G134200.v6.10.2910321 ####### 3E-35 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.13G134300.v6.11.2179902 2.85E-01 0.0132 up no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.. GO:0005694|chromosome;GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.13G134400.v6.10.4912034 ####### 3E-18 down yes pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0016567|protein ubiquitination;. . .

Manes.13G134800.v6.13.1246899 1.64E+00 0.552 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0002752|cell surface pattern recognition receptor signaling pathway;GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0042742|defense response to bacterium;GO:0009817|defense response to fungus, incompatible interaction;GO:0032491|detection of molecule of fungal origin;GO:0032499|detection of peptidoglycan;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0035556|intracellular signal transduction;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0010200|response to chitin;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:2001080|chitosan binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0042803|protein homodimerization activity;GO:0043621|protein self-association;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13429

Manes.13G134900.v6.11.0101056 1.45E-02 0.9667 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0071323|cellular response to chitin;GO:0071219|cellular response to molecule of bacterial origin;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0008061|chitin binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.13G135600.v6.11.1927493 2.54E-01 0.0848 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0006914|autophagy;GO:0016567|protein ubiquitination;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10666

Manes.13G135900.v6.14.2205683 2.07744 3E-30 up yes pfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.13G136100.v6.10.6164906 -0.69785 4E-08 down no pfam05055 DUF677 Protein of unknown function (DUF677). This family consists of AT14A like proteins from Arabidopsis thaliana. At14a has a small domain that has sequence similarities to integrins from fungi, insects and humans. Transcripts of At14a are found in all Arabidopsis tissues and localizes partly to the plasma membrane.. GO:0016021|integral component of membrane;GO:0005777|peroxisome;. .

Manes.13G136200.v6.10.515649 -0.95554 2E-10 down no pfam03345 DDOST_48kDOligosaccharyltransferase 48 kDa subunit beta. Members of this family are involved in asparagine-linked protein glycosylation. In particular, dolichyl-diphosphooligosaccharide-protein glycosyltransferase (DDOST), also known as oligosaccharyltransferase EC:2.4.1.119, transfers the high-mannose sugar GlcNAc(2)-Man(9)-Glc(3) from a dolichol-linked donor to an asparagine acceptor in a consensus Asn-X-Ser/Thr motif. In most eukaryotes, the DDOST complex is composed of three subunits, which in humans are described as a 48kD subunit, ribophorin I, and ribophorin II. However, the yeast DDOST appears to consist of six subunits (alpha, beta, gamma, delta, epsilon, zeta). The yeast beta subunit is a 45kD polypeptide, previously discovered as the Wbp1 protein, with known sequence similarity to the human 48kD subunit and the other orthologues. This family includes the 48kD-like subunits from several eukaryotes; it also includes the yeast DDOST beta subunit Wbp1.GO:0009664|plant-type cell wall organization;GO:0018279|protein N-linked glycosylation via asparagine;GO:0009826|unidimensional cell growth;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005730|nucleolus;GO:0008250|oligosaccharyltransferase complex;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004579|dolichyl-diphosphooligosaccharide-protein glycotransferase activity;K12670

Manes.13G136300.v6.11.8613802 8.96E-01 1E-14 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0045116|protein neddylation;GO:0016567|protein ubiquitination;GO:0009733|response to auxin;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0019788|NEDD8 transferase activity;K10579

Manes.13G136500.v6.10.6554217 ####### 1E-07 down no pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0003677|DNA binding;.

Manes.13G136800.v6.132.143873 5.00647 1E-36 up yes pfam00046 Homeobox Homeobox domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.13G136900.v6.12.3266387 1.22E+00 2E-26 up yes pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0010629|negative regulation of gene expression;GO:0090342|regulation of cell aging;GO:0010310|regulation of hydrogen peroxide metabolic process;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09060

Manes.13G137200.v6.136.871648 5.20444 7E-15 up yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0033095|aleurone grain;GO:0005773|vacuole;GO:0045735|nutrient reservoir activity;.

Manes.13G137500.v6.11.4057811 0.49137 4E-05 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.13G137600.v6.10.5674636 ####### 4E-12 down no pfam01450 IlvC Acetohydroxy acid isomeroreductase, catalytic domain. Acetohydroxy acid isomeroreductase catalyses the conversion of acetohydroxy acids into dihydroxy valerates. This reaction is the second in the synthetic pathway of the essential branched side chain amino acids valine and isoleucine.GO:0009097|isoleucine biosynthetic process;GO:0046686|response to cadmium ion;GO:0009099|valine biosynthetic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005507|copper ion binding;GO:0004455|ketol-acid reductoisomerase activity;K00053

Manes.13G137900.v6.11.4947466 0.5799 1E-05 up no pfam07933 DUF1681 Protein of unknown function (DUF1681). This family is composed of sequences derived from a number of hypothetical eukaryotic proteins of unknown function.GO:0006897|endocytosis;GO:0015031|protein transport;GO:0030125|clathrin vesicle coat;GO:0005905|coated pit;GO:0005622|intracellular;GO:0005886|plasma membrane;. .

Manes.13G138000.v6.12.1692907 1.12E+00 8E-23 up yes pfam05088 Bac_GDH Bacterial NAD-glutamate dehydrogenase. This family consists of several bacterial proteins which are closely related to NAD-glutamate dehydrogenase found in Streptomyces clavuligerus. Glutamate dehydrogenases (GDHs) are a broadly distributed group of enzymes that catalyse the reversible oxidative deamination of glutamate to ketoglutarate and ammonia.. . . .

Manes.13G138300.v6.10.4326461 -1.20874 8E-15 down yes pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G138600.v6.10.335233 ####### 4E-09 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .



Manes.13G138700.v6.11.9394735 0.95567 4E-17 up no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0009294|DNA mediated transformation;GO:0045931|positive regulation of mitotic cell cycle;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.13G138800.v6.11.602072 6.80E-01 9E-08 up no pfam04305 DUF455 Protein of unknown function (DUF455).. . . .

Manes.13G138900.v6.13.1100092 1.64E+00 2E-32 up yes pfam08435 Calici_coat_CCalicivirus coat protein C-terminal. This is the calicivirus coat protein (pfam00915) C-terminal region.. . . .

Manes.13G139000.v6.1136.03242 7.09E+00 3E-121 up yes pfam05262 Borrelia_P83 Borrelia P83/100 protein. This family consists of several Borrelia P83/P100 antigen proteins.. . . .

Manes.13G139300.v6.11.0172389 0.02466 1 up no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0007568|aging;GO:0009817|defense response to fungus, incompatible interaction;GO:0010623|developmental programmed cell death;GO:0080187|floral organ senescence;GO:0010150|leaf senescence;GO:0009626|plant-type hypersensitive response;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0009733|response to auxin;GO:0009735|response to cytokinin;GO:0009750|response to fructose;GO:0009749|response to glucose;GO:0009744|response to sucrose;GO:0010224|response to UV-B;GO:1990169|stress response to copper ion;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0010282|senescence-associated vacuole;GO:0004197|cysteine-type endopeptidase activity;.

Manes.13G140000.v6.10.6401945 -0.64342 5E-06 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. . GO:0005525|GTP binding;GO:0003924|GTPase activity;K06207

Manes.13G140100.v6.10.5755978 ####### 8E-08 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.13G140300.v6.10.6268732 ####### 0.0143 down no pfam07047 OPA3 Optic atrophy 3 protein (OPA3). This family consists of several optic atrophy 3 (OPA3) proteins. OPA3 deficiency causes type III 3-methylglutaconic aciduria (MGA) in humans. This disease manifests with early bilateral optic atrophy, spasticity, extrapyramidal dysfunction, ataxia, and cognitive deficits, but normal longevity.GO:0007626|locomotory behavior;GO:0050881|musculoskeletal movement;GO:0031413|regulation of buoyancy;GO:0005739|mitochondrion;. .

Manes.13G140400.v6.10.6348804 -0.65544 0.0418 down no pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G140600.v6.10.1433194 ####### 3E-17 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G140900.v6.12.0420248 1.03E+00 1E-05 up yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.13G141000.v6.12.0245246 1.01758 5E-18 up yes pfam15229 POM121 POM121 family.. . . .

Manes.13G141200.v6.10.0694223 ####### 3E-22 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;. .

Manes.13G141300.v6.10.4057307 ####### 5E-12 down yes pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.. GO:0016021|integral component of membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;. K17081

Manes.13G141700.v6.10.4506723 -1.14985 0.0882 down no pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.13G142200.v6.10.379939 -1.39616 7E-24 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:1900056|negative regulation of leaf senescence;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G142600.v6.10.8800894 ####### 0.1673 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006370|7-methylguanosine mRNA capping;GO:0045292|mRNA cis splicing, via spliceosome;GO:0000398|mRNA splicing, via spliceosome;GO:0031053|primary miRNA processing;GO:0016070|RNA metabolic process;GO:0000394|RNA splicing, via endonucleolytic cleavage and ligation;GO:0005737|cytoplasm;GO:0005845|mRNA cap binding complex;GO:0005846|nuclear cap binding complex;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0000339|RNA cap binding;K12883

Manes.13G142700.v6.10.4658839 -1.10196 8E-05 down yes pfam09561 RE_HpaII HpaII restriction endonuclease. This family includes the HpaII (recognizes and cleaves C^CGG) restriction endonuclease.. . . .

Manes.13G143400.v6.12.6621991 1.41E+00 5E-24 up yes pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0006520|cellular amino acid metabolic process;GO:0010189|vitamin E biosynthetic process;. GO:0004838|L-tyrosine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;K00815

Manes.13G143500.v6.119.792512 4.30688 2E-88 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0016020|membrane;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.13G143600.v6.13.1036961 1.63E+00 3E-25 up yes pfam13246 Hydrolase_like2Putative hydrolase of sodium-potassium ATPase alpha subunit. This is a putative hydrolase of the sodium-potassium ATPase alpha subunit.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0004012|phospholipid-translocating ATPase activity;K01530

Manes.13G143700.v6.10.8778092 -0.18802 0.5925 down no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0010187|negative regulation of seed germination;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G143800.v6.1Inf Inf 0.3951 up no pfam11912 DUF3430 Protein of unknown function (DUF3430). This family of proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 209 to 265 amino acids in length.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.13G144200.v6.10.4769276 -1.06816 3E-15 down yes pfam12214 TPX2_importinCell cycle regulated microtubule associated protein. This domain is found in eukaryotes. This domain is typically between 127 to 182 amino acids in length. This domain is found associated with pfam06886. This domain is found in the protein TPX2 (a.k.a p100) which is involved in cell cycling. It is only expressed between the start of the S phase and completion of cytokinesis. The microtubule-associated protein TPX2 has been reported to be crucial for mitotic spindle formation. This domain is close to the C terminal of TPX2. The protein importin alpha regulates the activity of TPX2 by binding to the nuclear localisation signal in this domain.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005874|microtubule;GO:0005654|nucleoplasm;GO:0009524|phragmoplast;GO:0005819|spindle;. K16812

Manes.13G144400.v6.14.647557 2.22E+00 1E-17 up yes pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010321|regulation of vegetative phase change;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G144700.v6.12.6112076 1.38472 0.1064 up no pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.13G145200.v6.10.2558157 -1.96682 0.0107 down yes pfam00596 Aldolase_II Class II Aldolase and Adducin N-terminal domain. This family includes class II aldolases and adducins which have not been ascribed any enzymatic function.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0043715|2,3-diketo-5-methylthiopentyl-1-phosphate enolase activity;GO:0043716|2-hydroxy-3-keto-5-methylthiopentenyl-1-phosphate phosphatase activity;GO:0043874|acireductone synthase activity;GO:0000287|magnesium ion binding;GO:0046570|methylthioribulose 1-phosphate dehydratase activity;GO:0008270|zinc ion binding;K16054

Manes.13G145800.v6.10.6071494 ####### 0.0037 down no pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.13G146200.v6.10.4323319 -1.20979 2E-16 down yes pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.13G146300.v6.10.0410665 ####### 6E-65 down yes pfam12906 RINGv RING-variant domain.. . . .

Manes.13G146400.v6.11.4804977 0.56608 8E-07 up no pfam00520 Ion_trans Ion transport protein. This family contains Sodium, Potassium, Calcium ion channels. This family is 6 transmembrane helices in which the last two helices flank a loop which determines ion selectivity. In some sub-families (e.g. Na channels) the domain is repeated four times, whereas in others (e.g. K channels) the protein forms as a tetramer in the membrane. A bacterial structure of the protein is known for the last two helices but is not the Pfam family due to it lacking the first four helicesGO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0034220|ion transmembrane transport;GO:0086010|membrane depolarization during action potential;GO:0080141|regulation of jasmonic acid biosynthetic process;GO:0010119|regulation of stomatal movement;GO:0009845|seed germination;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005509|calcium ion binding;GO:0005245|voltage-gated calcium channel activity;K16900

Manes.13G146700.v6.12.4332916 1.28291 2E-29 up yes pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.13G147200.v6.12.4463204 1.29061 2E-29 up yes pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.13G147300.v6.11.8159075 0.86069 1E-11 up no pfam13639 zf-RING_2 Ring finger domain.. . . .

Manes.13G147500.v6.11.777365 0.82974 3E-12 up no pfam00335 Tetraspannin Tetraspanin family.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.13G147600.v6.1NA NA NA -- no pfam05880 Fiji_64_capsidFijivirus 64 kDa capsid protein. This family consists of several Fijivirus 64 kDa capsid proteins.. . . .

Manes.13G147700.v6.10.5477733 -0.86835 9E-14 down no pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0071555|cell wall organization;GO:0019953|sexual reproduction;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009506|plasmodesma;. .

Manes.13G147800.v6.14.1392148 2.05E+00 9E-55 up yes pfam05147 LANC_like Lanthionine synthetase C-like protein. Lanthionines are thioether bridges that are putatively generated by dehydration of Ser and Thr residues followed by addition of cysteine residues within the peptide. This family contains the lanthionine synthetase C-like proteins 1 and 2 which are related to the bacterial lanthionine synthetase components C (LanC). LANCL1 (P40 seven-transmembrane-domain protein) and LANCL2 (testes-specific adriamycin sensitivity protein) are thought to be peptide-modifying enzyme components in eukaryotic cells. Both proteins are produced in large quantities in the brain and testes and may have role in the immune surveillance of these organs. Lanthionines are found in lantibiotics, which are peptide-derived, post-translationally modified antimicrobials produced by several bacterial strains. This region contains seven internal repeats.. GO:0019898|extrinsic component of membrane;GO:0046872|metal ion binding;.

Manes.13G148000.v6.11.4260015 0.51198 0.0004 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.13G148100.v6.11.560867 0.64235 1E-08 up no pfam06424 PRP1_N PRP1 splicing factor, N-terminal. This domain is specific to the N-terminal part of the prp1 splicing factor, which is involved in mRNA splicing (and possibly also poly(A)+ RNA nuclear export and cell cycle progression). This domain is specific to the N terminus of the RNA splicing factor encoded by prp1. It is involved in mRNA splicing and possibly also poly(A)and RNA nuclear export and cell cycle progression.GO:0000398|mRNA splicing, via spliceosome;GO:2000630|positive regulation of miRNA metabolic process;GO:2000636|positive regulation of primary miRNA processing;GO:0009409|response to cold;GO:0080188|RNA-directed DNA methylation;GO:0009845|seed germination;GO:0015030|Cajal body;GO:0005634|nucleus;GO:0005681|spliceosomal complex;. K12855

Manes.13G148300.v6.179.052962 6.30475 0 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:2000070|regulation of response to water deprivation;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.13G148400.v6.115.275995 3.93319 8E-209 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.13G149400.v6.10.6073851 -0.71932 9E-05 down no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.13G149500.v6.10.215976 ####### 2E-28 down yes pfam03321 GH3 GH3 auxin-responsive promoter.GO:0009864|induced systemic resistance, jasmonic acid mediated signaling pathway;GO:0009694|jasmonic acid metabolic process;GO:2000030|regulation of response to red or far red light;GO:0009733|response to auxin;GO:0009416|response to light stimulus;GO:0010046|response to mycotoxin;GO:0010224|response to UV-B;GO:0009611|response to wounding;. GO:0080123|jasmonate-amino synthetase activity;K14506

Manes.13G149800.v6.10.4226561 -1.24244 5E-05 down yes pfam15376 DUF4603 Domain of unknown function (DUF4603). This protein family is a domain of unknown function. In particular, this domain lies at the C-terminal end of a protein found in eukaryotes.. . . .

Manes.13G150100.v6.10.7072499 -0.49971 8E-05 down no pfam04144 SCAMP SCAMP family. In vertebrates, secretory carrier membrane proteins (SCAMPs) 1-3 constitute a family of putative membrane-trafficking proteins composed of cytoplasmic N-terminal sequences with NPF repeats, four central transmembrane regions (TMRs), and a cytoplasmic tail. SCAMPs probably function in endocytosis by recruiting EH-domain proteins to the N-terminal NPF repeats but may have additional functions mediated by their other sequences.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0030658|transport vesicle membrane;. .

Manes.13G150600.v6.12.007226 1.01E+00 1E-15 up yes pfam00131 Metallothio Metallothionein.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.13G150900.v6.10.6799528 -0.55649 0.0005 down no pfam07837 FTCD_N Formiminotransferase domain, N-terminal subdomain. The formiminotransferase (FT) domain of formiminotransferase- cyclodeaminase (FTCD) forms a homodimer, and each protomer comprises two subdomains. The N-terminal subdomain is made up of a six-stranded mixed beta-pleated sheet and five alpha helices, which are arranged on the external surface of the beta sheet. This, in turn, faces the beta-sheet of the C-terminal subdomain to form a double beta-sheet layer. The two subdomains are separated by a short linker sequence, which is not thought to be any more flexible than the remainder of the molecule. The substrate is predicted to form a number of contacts with residues found in both the N-terminal and C-terminal subdomains.. . . .

Manes.13G151300.v6.10.4279997 -1.22432 1E-17 down yes pfam11578 DUF3237 Protein of unknown function (DUF3237). This family of proteins has no known function. . . .

Manes.13G151400.v6.12.212115 1.15E+00 9E-24 up yes pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0055114|oxidation-reduction process;GO:0005743|mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005777|peroxisome;GO:0005509|calcium ion binding;GO:0050660|flavin adenine dinucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.13G151800.v6.10.7293925 -0.45523 1 down no pfam03223 V-ATPase_C V-ATPase subunit C.. . . .

Manes.13G151900.v6.11.7181651 0.78087 1E-11 up no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.13G152300.v6.11.5288768 6.12E-01 0.1084 up no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.13G152600.v6.118.140039 4.18E+00 9E-05 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.13G152700.v6.10.2930822 -1.77062 2E-18 down yes pfam06075 DUF936 Plant protein of unknown function (DUF936). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.13G153000.v6.10.3981473 ####### 9E-13 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".GO:0007066|female meiosis sister chromatid cohesion;GO:0007065|male meiosis sister chromatid cohesion;GO:0007275|multicellular organismal development;GO:0007131|reciprocal meiotic recombination;GO:0005634|nucleus;. .

Manes.13G153100.v6.10.6118655 -0.70871 3E-09 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.13G153400.v6.10.658041 ####### 0.0039 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0005739|mitochondrion;. .

Manes.13G153700.v6.12.6117448 1.38501 2E-31 up yes pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.13G154500.v6.1NA NA NA -- no pfam11467 LEDGF Lens epithelium-derived growth factor (LEDGF). LEDGF is a chromatin-associated protein that protects cells from stress-induced apoptosis. It is the binding partner of HIV-1 integrase in human cells. The integrase binding domain (IBD) of LEDGF is a compact right-handed bundle composed of five alpha-helices. The residues essential for the interaction with the integrase are present in the inter-helical loop regions of the bundle structure.. . . .

Manes.14G000100.v6.10.7118063 -0.49044 4E-05 down no pfam01852 START START domain.GO:0008203|cholesterol metabolic process;GO:0015914|phospholipid transport;GO:0005737|cytoplasm;GO:0031210|phosphatidylcholine binding;GO:0008525|phosphatidylcholine transporter activity;.

Manes.14G000200.v6.11.6825428 0.75064 5E-11 up no pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;.

Manes.14G000600.v6.11.5195369 0.60363 4E-07 up no pfam08214 KAT11 Histone acetylation protein. Histone acetylation is required in many cellular processes including transcription, DNA repair, and chromatin assembly. This family contains the fungal KAT11 protein (previously known as RTT109) which is required for H3K56 acetylation. Loss of KAT11 results in the loss of H3K56 acetylation, both on bulk histone and on chromatin. KAT11 and H3K56 acetylation appear to correlate with actively transcribed genes and associate with the elongating form of Pol II in yeast. This family also incorporates the p300/CBP histone acetyltransferase domain which has different catalytic properties and cofactor regulation to KAT11.GO:0009908|flower development;GO:0006473|protein acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0004402|histone acetyltransferase activity;GO:0003712|transcription cofactor activity;GO:0008270|zinc ion binding;.

Manes.14G001000.v6.11.2988338 0.37722 0.0009 up no pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.14G002200.v6.10.2975432 ####### 3E-36 down yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0005783|endoplasmic reticulum;GO:0016020|membrane;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.14G002300.v6.10.5093364 -0.97331 3E-15 down no pfam06858 NOG1 Nucleolar GTP-binding protein 1 (NOG1). This family represents a conserved region of approximately 60 residues in length within nucleolar GTP-binding protein 1 (NOG1). In S. cerevisiae, the NOG1 gene has been shown to be essential for cell viability, suggesting that NOG1 may play an important role in nucleolar functions. Family members include eukaryotic, bacterial and archaeal proteins.GO:0042254|ribosome biogenesis;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005525|GTP binding;K06943

Manes.14G002500.v6.10.1909448 ####### 2E-18 down yes pfam00939 Na_sulph_sympSodium:sulfate symporter transmembrane region. There are also some members in this family that do not match the Prosite motif, and belong to the subfamily SODIT1.GO:0015742|alpha-ketoglutarate transport;GO:0019676|ammonia assimilation cycle;GO:0071423|malate transmembrane transport;GO:0015729|oxaloacetate transport;GO:1902356|oxaloacetate(2-) transmembrane transport;GO:0009624|response to nematode;GO:0006814|sodium ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009534|chloroplast thylakoid;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0015139|alpha-ketoglutarate transmembrane transporter activity;GO:0015140|malate transmembrane transporter activity;GO:0015131|oxaloacetate transmembrane transporter activity;.

Manes.14G002800.v6.14.37797 2.13026 7E-36 up yes pfam02341 RcbX RbcX protein. The RBCX protein has been identified as having a possible chaperone-like function. The rbcX gene is juxtaposed to and cotranscribed with rbcL and rbcS encoding RuBisCO in Anabaena sp. CA. RbcX has been shown to possess a chaperone-like function assisting correct folding of RuBisCO in Escherichia coli expression studies and is needed for RuBisCO to reach its maximal activity.. . . .

Manes.14G002900.v6.11.3930317 4.78E-01 0.0001 up no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0043484|regulation of RNA splicing;GO:0008380|RNA splicing;GO:0005654|nucleoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003727|single-stranded RNA binding;K12898

Manes.14G003100.v6.13.0735918 1.61993 4E-42 up yes pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0009793|embryo development ending in seed dormancy;GO:0055046|microgametogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009555|pollen development;GO:0048316|seed development;GO:0010262|somatic embryogenesis;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K08064

Manes.14G003400.v6.10.6025226 -0.73091 2E-08 down no pfam01077 NIR_SIR Nitrite and sulphite reductase 4Fe-4S domain. Sulphite and nitrite reductases are vital in the biosynthetic assimilation of sulphur and nitrogen, respectfully. They are also both important for the dissimilation of oxidized anions for energy transduction.GO:0006323|DNA packaging;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006275|regulation of DNA replication;GO:0019424|sulfide oxidation, using siroheme sulfite reductase;GO:0042644|chloroplast nucleoid;GO:0009570|chloroplast stroma;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0050311|sulfite reductase (ferredoxin) activity;.

Manes.14G003900.v6.12.4504728 1.29E+00 2E-21 up yes pfam01513 NAD_kinase ATP-NAD kinase. Members of this family include ATP-NAD kinases EC:2.7.1.23, which catalyses the phosphorylation of NAD to NADP utilizing ATP and other nucleoside triphosphates as well as inorganic polyphosphate as a source of phosphorus. Also includes NADH kinases EC:2.7.1.86.GO:0019674|NAD metabolic process;GO:0006741|NADP biosynthetic process;. GO:0005524|ATP binding;GO:0003951|NAD+ kinase activity;GO:0042736|NADH kinase activity;.

Manes.14G004100.v6.14.1860524 2.07E+00 5E-30 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0080167|response to karrikin;GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.14G004400.v6.11.2867305 0.36371 0.0017 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0006417|regulation of translation;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0016607|nuclear speck;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.14G004500.v6.10.6275442 -0.67221 0.3282 down no pfam03341 Pox_mRNA-capPoxvirus mRNA capping enzyme, small subunit. The small subunit of the poxvirus mRNA capping enzyme has been found to have a structure which suggests that it started life as an RNA cap 2-prime O-methyltransferase. It has subsequently evolved to a catalytically inactive form that has been retained in order to help stabilize the large subunit, D1, and to enhance its methyltransferase activity through an allosteric mechanism.. . . .

Manes.14G004700.v6.10.3562045 -1.48922 1E-31 down yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.14G005300.v6.10.5817505 -0.78153 5E-11 down no pfam03435 Saccharop_dhSaccharopine dehydrogenase. This family comprised of three structural domains that can not be separated in the linear sequence. In some organisms this enzyme is found as a bifunctional polypeptide with lysine ketoglutarate reductase. The saccharopine dehydrogenase can also function as a saccharopine reductase.. . . .

Manes.14G005500.v6.10.7794592 ####### 0.0491 down no pfam02926 THUMP THUMP domain. The THUMP domain is named after after thiouridine synthases, methylases and PSUSs. The THUMP domain consists of about 110 amino acid residues. The structure of ThiI reveals that the THUMP has a fold unlike that of previously characterized RNA-binding domains. It is predicted that this domain is an RNA-binding domain The THUMP domain probably functions by delivering a variety of RNA modification enzymes to their targets.. . GO:0003723|RNA binding;K06963

Manes.14G005700.v6.10.4626719 -1.11194 9E-21 down yes pfam13519 VWA_2 von Willebrand factor type A domain.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0010007|magnesium chelatase complex;GO:0005524|ATP binding;GO:0016851|magnesium chelatase activity;K03404

Manes.14G005800.v6.11.0264189 0.03762 0.7636 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0009952|anterior/posterior pattern specification;GO:0007420|brain development;GO:0006338|chromatin remodeling;GO:0001892|embryonic placenta development;GO:0007492|endoderm development;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0016589|NURF complex;GO:0043565|sequence-specific DNA binding;GO:0008134|transcription factor binding;GO:0008270|zinc ion binding;K11728

Manes.14G006300.v6.12.1342699 1.09E+00 0.0004 up yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.14G006400.v6.11.6103555 0.68738 4E-09 up no pfam13832 zf-HC5HC2H_2PHD-zinc-finger like domain.. GO:0005634|nucleus;GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.14G006500.v6.1Inf Inf 0.4252 up no pfam03754 DUF313 Domain of unknown function (DUF313). Family of proteins from Arabidopsis thaliana with uncharacterized function.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G006800.v6.10.3275966 -1.61001 5E-34 down yes pfam13249 Prenyltrans_2Prenyltransferase-like.GO:0019745|pentacyclic triterpenoid biosynthetic process;. GO:0042300|beta-amyrin synthase activity;.

Manes.14G007100.v6.12.6397411 1.4004 0.0667 up no pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.14G007200.v6.10.7386245 -0.43709 0.0572 down no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.. . . .

Manes.14G007300.v6.111.216215 3.48751 0.0483 up no pfam00628 PHD PHD-finger. PHD folds into an interleaved type of Zn-finger chelating 2 Zn ions in a similar manner to that of the RING and FYVE domains. Several PHD fingers have been identified as binding modules of methylated histone H3.GO:0016568|chromatin modification;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;GO:0008270|zinc ion binding;.

Manes.14G007600.v6.10.8044985 -0.31384 0.0102 down no pfam02652 Lactate_permL-lactate permease. L-lactate permease is an integral membrane protein probably involved in L-lactate transport.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .



Manes.14G007700.v6.1Inf Inf 8E-31 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. . . .

Manes.14G008100.v6.11.4191373 5.05E-01 4E-05 up no pfam08555 DUF1754 Eukaryotic family of unknown function (DUF1754). This is a eukaryotic protein family of unknown function.GO:0006915|apoptotic process;GO:0007049|cell cycle;GO:0005634|nucleus;. K13120

Manes.14G008200.v6.11.4983201 0.58335 3E-07 up no pfam00006 ATP-synt_ab ATP synthase alpha/beta family, nucleotide-binding domain. This family includes the ATP synthase alpha and beta subunits, the ATP synthase associated with flagella and the termination factor Rho.GO:0015991|ATP hydrolysis coupled proton transport;GO:0046034|ATP metabolic process;GO:0033180|proton-transporting V-type ATPase, V1 domain;GO:0005524|ATP binding;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.14G008500.v6.10.4170787 ####### 2E-10 down yes pfam07891 DUF1666 Protein of unknown function (DUF1666). These sequences are derived from hypothetical plant proteins of unknown function. The region in question is approximately 250 residues long.. . . .

Manes.14G009200.v6.11.1728613 2.30E-01 0.0576 up no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0008670|2,4-dienoyl-CoA reductase (NADPH) activity;K13237

Manes.14G009400.v6.10.6393037 ####### 0.0002 down no pfam01466 Skp1 Skp1 family, dimerization domain.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;. K03094

Manes.14G009500.v6.12.2239512 1.15313 1E-22 up yes pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G010000.v6.12.1008536 1.07E+00 7E-11 up yes pfam00564 PB1 PB1 domain. . . . .

Manes.14G011200.v6.10.4858462 -1.04143 5E-16 down yes pfam07540 NOC3p Nucleolar complex-associated protein. Nucleolar complex-associated protein (Noc3p) is conserved in eukaryotes and has essential roles in replication and rRNA processing in Saccharomyces cerevisiae.GO:0007517|muscle organ development;GO:0019216|regulation of lipid metabolic process;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003682|chromatin binding;K14834

Manes.14G011400.v6.15.7445981 2.52221 8E-24 up yes pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.. . . .

Manes.14G011700.v6.12.2111082 1.14477 7E-08 up yes pfam13414 TPR_11 TPR repeat. GO:0030154|cell differentiation;GO:0007517|muscle organ development;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;. .

Manes.14G011900.v6.1Inf Inf 0.0109 up yes pfam04632 FUSC Fusaric acid resistance protein family. This family includes a conserved region found in two proteins associated with fusaric acid resistance, from Burkholderia cepacia and Klebsiella oxytoca. These proteins are likely to be membrane transporter proteins.. . . .

Manes.14G012100.v6.10.1016759 ####### 2E-16 down yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.. . . .

Manes.14G012200.v6.10.2986502 -1.74347 0.0121 down yes pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.14G012400.v6.1Inf Inf 0.2025 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009805|coumarin biosynthetic process;GO:0010421|hydrogen peroxide-mediated programmed cell death;GO:0009699|phenylpropanoid biosynthetic process;. GO:0051213|dioxygenase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;K06892

Manes.14G013200.v6.10.3281244 ####### 8E-37 down yes pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.14G013300.v6.11.6532704 7.25E-01 3E-10 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048573|photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G013500.v6.10.0944792 -3.40386 3E-05 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0032502|developmental process;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G013700.v6.10.1233058 -3.01969 2E-112 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.14G014500.v6.10.6279176 -0.67135 1E-06 down no pfam09239 Topo-VIb_transTopoisomerase VI B subunit, transducer. Members of this family adopt a structure consisting of a four-stranded beta-sheet backed by three alpha-helices, the last of which is over 50 amino acids long and extends from the body of the protein by several turns. This domain has been proposed to mediate intersubunit communication by structurally transducing signals from the ATP binding and hydrolysis domains to the DNA binding and cleavage domains of the gyrase holoenzyme.GO:0000902|cell morphogenesis;GO:0042023|DNA endoreduplication;GO:0006265|DNA topological change;GO:0007389|pattern specification process;GO:0009741|response to brassinosteroid;GO:0006412|translation;GO:0010026|trichome differentiation;GO:0009330|DNA topoisomerase complex (ATP-hydrolyzing);GO:0005634|nucleus;GO:0015935|small ribosomal subunit;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003918|DNA topoisomerase type II (ATP-hydrolyzing) activity;GO:0042802|identical protein binding;GO:0003735|structural constituent of ribosome;.

Manes.14G014700.v6.10.39003 -1.35834 4E-13 down yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0033907|beta-D-fucosidase activity;GO:0004565|beta-galactosidase activity;GO:0080083|beta-gentiobiose beta-glucosidase activity;GO:0008422|beta-glucosidase activity;GO:0047701|beta-L-arabinosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;K01188

Manes.14G015600.v6.10.5376314 ####### 2E-13 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.14G015700.v6.10.4892075 -1.03148 5E-05 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.14G015900.v6.11.4039134 0.48945 2E-05 up no pfam09770 PAT1 Topoisomerase II-associated protein PAT1. Members of this family are necessary for accurate chromosome transmission during cell division.. . . .

Manes.14G016100.v6.13.3154746 1.72922 4E-07 up yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.. . . .

Manes.14G016200.v6.10.8645405 -0.20999 0.0665 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0016607|nuclear speck;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14325

Manes.14G017000.v6.1Inf Inf 0.3951 up no pfam14700 RPOL_N DNA-directed RNA polymerase N-terminal. This is the N-terminal domain of DNA-directed RNA polymerase. This domain has a role in interaction with regions of upstream promoter DNA and the nascent RNA chain, leading to the processivity of the enzyme. In order to make mRNA transcripts the RNA polymerase undergoes a transition from the initiation phase (which only makes short fragments of RNA) to an elongation phase. This domain undergoes a structural change in the transition from initiation to elongation phase. The structural change results in abolition of the promoter binding site, creation of a channel accommodating the heteroduplex in the active site and formation of an exit tunnel which the RNA transcript passes through after peeling off the heteroduplex.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K10908

Manes.14G017200.v6.11.9436803 9.59E-01 0.1076 up no pfam10110 GPDPase_membMembrane domain of glycerophosphoryl diester phosphodiesterase. Members of this family comprise the membrane domain of the prokaryotic enzyme glycerophosphoryl diester phosphodiesterase.. . . .

Manes.14G017800.v6.12.6801686 1.42232 2E-18 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17506

Manes.14G018000.v6.11.4558668 5.42E-01 0.0002 up no pfam10604 Polyketide_cyc2Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.14G018100.v6.10.5997561 ####### 2E-10 down no pfam01434 Peptidase_M41Peptidase family M41.GO:0010304|PSII associated light-harvesting complex II catabolic process;GO:0009408|response to heat;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0005524|ATP binding;GO:0004176|ATP-dependent peptidase activity;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.14G018200.v6.11.5115121 5.96E-01 7E-07 up no pfam13893 RRM_5 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins.GO:0006397|mRNA processing;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0043484|regulation of RNA splicing;GO:0006417|regulation of translation;GO:0008380|RNA splicing;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0000932|cytoplasmic mRNA processing body;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.14G018500.v6.10.6882625 ####### 8E-06 down no pfam04539 Sigma70_r3 Sigma-70 region 3. Region 3 forms a discrete compact three helical domain within the sigma-factor. Region is not normally involved in the recognition of promoter DNA, but as some specific bacterial promoters containing an extended -10 promoter element, residues within region 3 play an important role. Region 3 primarily is involved in binding the core RNA polymerase in the holoenzyme.GO:0071483|cellular response to blue light;GO:0009658|chloroplast organization;GO:0006352|DNA-templated transcription, initiation;GO:0010207|photosystem II assembly;GO:0045893|positive regulation of transcription, DNA-templated;GO:2001141|regulation of RNA biosynthetic process;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0001053|plastid sigma factor activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0016987|sigma factor activity;K03093

Manes.14G018600.v6.10.189681 -2.39835 1E-05 down yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G019100.v6.11.2903552 3.68E-01 0.0015 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G019500.v6.12.2818093 1.19018 2E-15 up yes pfam15600 Imm39 Immunity protein 39. A predicted immunity protein with an alpha+beta fold and a conserved DxEA motif and arginine residue. Proteins containing this domain are present in bacterial polymorphic toxin systems as an immediate gene neighbor of the toxin gene, which usually contains toxin domains of the Tox-ColD family.. . . .

Manes.14G019600.v6.11.5781852 6.58E-01 2E-07 up no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:1990714|hydroxyproline O-galactosyltransferase activity;.

Manes.14G019700.v6.19.3569026 3.23E+00 1E-121 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.. GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0008559|xenobiotic-transporting ATPase activity;.

Manes.14G019800.v6.10.4559882 ####### 4E-16 down yes pfam11341 DUF3143 Protein of unknown function (DUF3143). This family of proteins has no known function.. . . .

Manes.14G019900.v6.10.7545822 -0.40625 0.0032 down no pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006633|fatty acid biosynthetic process;GO:0006096|glycolytic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0048316|seed development;GO:0010431|seed maturation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.14G020200.v6.10.4949561 -1.01463 2E-09 down yes pfam08000 bPH_1 Bacterial PH domain. This family contains many bacterial hypothetical proteins. The structures of PDB:3HSA, and PDB:3DCX, show similarities to the PH or pleckstrin homology domain. First evidence of PH-like domains in bacteria suggests role in cell envelope stress response.GO:0009738|abscisic acid-activated signaling pathway;GO:0005886|plasma membrane;. .

Manes.14G020300.v6.10.2416821 -2.04882 8E-06 down yes pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.GO:0006873|cellular ion homeostasis;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008308|voltage-gated anion channel activity;.

Manes.14G020600.v6.10.3532716 -1.50115 8E-13 down yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. GO:0005886|plasma membrane;. .

Manes.14G020800.v6.10.3771712 -1.40671 4E-09 down yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0005829|cytosol;GO:0043231|intracellular membrane-bounded organelle;GO:0080045|quercetin 3'-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080046|quercetin 4'-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.14G020900.v6.11.3340072 4.16E-01 0.001 up no pfam04099 Sybindin Sybindin-like family. Sybindin is a physiological syndecan-2 ligand on dendritic spines, the small protrusions on the surface of dendrites that receive the vast majority of excitatory synapses.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0043547|positive regulation of GTPase activity;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030008|TRAPP complex;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.14G021000.v6.10.8445435 ####### 0.1088 down no pfam04716 ETC_C1_NDUFA5ETC complex I subunit conserved region. Family of eukaryotic NADH-ubiquinone oxidoreductase subunits (EC:1.6.5.3) (EC:1.6.99.3) from complex I of the electron transport chain initially identified in Neurospora crassa as a 29.9 kDa protein. The conserved region is found at the N-terminus of the member proteins.GO:0009853|photorespiration;GO:0022904|respiratory electron transport chain;GO:0009507|chloroplast;GO:0016020|membrane;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0045271|respiratory chain complex I;GO:0016651|oxidoreductase activity, acting on NAD(P)H;K03949

Manes.14G021300.v6.10.7074837 -0.49923 0.0001 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G021400.v6.10.6796346 ####### 2E-06 down no pfam07778 CENP-I Mis6. Mis6 is an essential centromere connector protein acting during G1-S phase of the cell cycle. Mis6 is thought to be required for recruiting CENP-A, the centromere- specific histone H3 variant, an important event for centromere function and chromosome segregation during mitosis.. . GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.14G021600.v6.10.7600326 ####### 1 down no pfam01595 DUF21 Domain of unknown function DUF21. This transmembrane region has no known function. Many of the sequences in this family are annotated as hemolysins, however this is due to a similarity to Treponema hyodysenteriae hemolysin C that does not contain this domain. This domain is found in the N-terminus of the proteins adjacent to two intracellular CBS domains pfam00571.. GO:0016021|integral component of membrane;. K16302

Manes.14G021700.v6.10.407698 -1.29443 6E-14 down yes pfam11947 DUF3464 Protein of unknown function (DUF3464). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 137 to 196 amino acids in length.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. .

Manes.14G021800.v6.10.9129164 -0.13145 1 down no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.14G021900.v6.14.1842102 2.06E+00 9E-71 up yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.14G022400.v6.14.316001 2.1097 5E-24 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.14G022900.v6.12.4660189 1.30E+00 2E-21 up yes pfam00003 7tm_3 7 transmembrane sweet-taste receptor of 3 GCPR. This is a domain of seven transmembrane regions that forms the C-terminus of some subclass 3 G-coupled-protein receptors. It is often associated with a downstream cysteine-rich linker domain, NCD3G pfam07562, which is the human sweet-taste receptor, and the N-terminal domain, ANF_receptor pfam01094. The seven TM regions assemble in such a way as to produce a docking pocket into which such molecules as cyclamate and lactisole have been found to bind and consequently confer the taste of sweetness.. . . .

Manes.14G023000.v6.12.3730571 1.25E+00 7E-21 up yes pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with the. . . .

Manes.14G023300.v6.10.6103838 -0.71221 6E-08 down no pfam09180 ProRS-C_1 Prolyl-tRNA synthetase, C-terminal. Members of this family are predominantly found in prokaryotic prolyl-tRNA synthetase. They contain a zinc binding site, and adopt a structure consisting of alpha helices and antiparallel beta sheets arranged in 2 layers, in a beta-alpha-beta-alpha-beta motif.GO:0006433|prolyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004827|proline-tRNA ligase activity;K01881

Manes.14G023500.v6.11.8335736 8.75E-01 2E-09 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G023800.v6.10.4096472 ####### 4E-14 down yes pfam00380 Ribosomal_S9Ribosomal protein S9/S16. This family includes small ribosomal subunit S9 from prokaryotes and S16 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02996

Manes.14G024100.v6.10.6892447 -0.53691 6E-06 down no pfam02416 MttA_Hcf106mttA/Hcf106 family. Members of this protein family are involved in a sec independent translocation mechanism. This pathway has been called the DeltapH pathway in chloroplasts. Members of this family in E.coli are involved in export of redox proteins with a "twin arginine" leader motif.GO:0045038|protein import into chloroplast thylakoid membrane;GO:0009306|protein secretion;GO:0043953|protein transport by the Tat complex;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0033281|TAT protein transport complex;GO:0009977|proton motive force dependent protein transmembrane transporter activity;.

Manes.14G024200.v6.12.1955769 1.13E+00 7E-23 up yes pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. GO:0005886|plasma membrane;. .

Manes.14G024300.v6.10.1018463 ####### 1E-18 down yes pfam03600 CitMHS Citrate transporter.GO:0098656|anion transmembrane transport;GO:0015700|arsenite transport;GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0005887|integral component of plasma membrane;GO:0015446|arsenite-transmembrane transporting ATPase activity;.

Manes.14G024400.v6.11.5562174 6.38E-01 1E-07 up no pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016491|oxidoreductase activity;.

Manes.14G024600.v6.11.8647395 0.89897 4E-15 up no pfam09847 DUF2074 Predicted permease (DUF2074). This domain, found in various archaeal hypothetical proteins, has no known function.. . . .

Manes.14G024800.v6.11.49322 0.57843 6E-06 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004672|protein kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G025000.v6.10.8420536 -0.24802 0.0438 down no pfam01158 Ribosomal_L36eRibosomal protein L36e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02920

Manes.14G025500.v6.117.116722 4.09733 3E-52 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0050832|defense response to fungus;GO:0033611|oxalate catabolic process;GO:0010030|positive regulation of seed germination;GO:0046686|response to cadmium ion;GO:0009735|response to cytokinin;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0050203|oxalate-CoA ligase activity;.

Manes.14G025600.v6.10.5347915 -0.90295 3E-08 down no pfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005730|nucleolus;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K17578

Manes.14G025900.v6.10.4719272 -1.08336 0.0006 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.14G026000.v6.13.2785899 1.71308 1E-06 up yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.14G026100.v6.122.985043 4.52E+00 5E-224 up yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.14G026400.v6.10.2640714 -1.921 4E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G026700.v6.10.7059694 ####### 0.0044 down no pfam00867 XPG_I XPG I-region. GO:0006281|DNA repair;GO:0005634|nucleus;GO:0008821|crossover junction endodeoxyribonuclease activity;GO:0003677|DNA binding;GO:0046872|metal ion binding;K15338

Manes.14G026800.v6.11.77246 8.26E-01 5E-10 up no pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0009535|chloroplast thylakoid membrane;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0020037|heme binding;GO:0005496|steroid binding;K17278

Manes.14G027100.v6.11.880861 0.91139 2E-14 up no pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008327|methyl-CpG binding;.

Manes.14G027200.v6.12.7342403 1.45114 8E-22 up yes pfam00025 Arf ADP-ribosylation factor family. Pfam combines a number of different Prosite families togetherGO:0007369|gastrulation;GO:0043001|Golgi to plasma membrane protein transport;GO:0034067|protein localization to Golgi apparatus;GO:0042147|retrograde transport, endosome to Golgi;GO:0007264|small GTPase mediated signal transduction;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0005525|GTP binding;K07952

Manes.14G027500.v6.11.0172389 2.47E-02 1 up no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.14G027800.v6.148.851868 5.61034 0.0011 up yes pfam01161 PBP Phosphatidylethanolamine-binding protein.GO:0009910|negative regulation of flower development;GO:0005737|cytoplasm;GO:0003712|transcription cofactor activity;.

Manes.14G028700.v6.10.9127886 -0.13165 0.7166 down no pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.14G028800.v6.12.2665148 1.18048 1E-24 up yes pfam01803 LIM_bind LIM-domain binding protein. The LIM-domain binding protein, binds to the LIM domain pfam00412 of LIM homeodomain proteins which are transcriptional regulators of development. Nuclear LIM interactor (NLI) / LIM domain-binding protein 1 (LDB1) is located in the nuclei of neuronal cells during development, it is co-expressed with Isl1 in early motor neuron differentiation and has a suggested role in the Isl1 dependent development of motor neurons. It is suggested that these proteins act synergistically to enhance transcriptional efficiency by acting as co-factors for LIM homeodomain and Otx class transcription factors both of which have essential roles in development. The Drosophila protein Chip is required for segmentation and activity of a remote wing margin enhancer. Chip is a ubiquitous chromosomal factor required for normal expression of diverse genes at many stages of development. It is suggested that Chip cooperates with different LIM domain proteins and other factors to structurally support remote enhancGO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048467|gynoecium development;GO:1901001|negative regulation of response to salt stress;GO:0048481|ovule development;GO:0047484|regulation of response to osmotic stress;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.14G028900.v6.12.5310444 1.33973 0.0094 up yes pfam04209 HgmA homogentisate 1,2-dioxygenase. Homogentisate dioxygenase cleaves the aromatic ring during the metabolic degradation of Phe and Tyr. Homogentisate dioxygenase deficiency causes alkaptonuria. The structure of homogentisate dioxygenase shows that the enzyme forms a hexamer arrangement comprised of a dimer of trimers. The active site iron ion is coordinated near the interface between the trimers.. . . .

Manes.14G029000.v6.10.6918858 ####### 2E-05 down no pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. GO:0005739|mitochondrion;. .

Manes.14G029100.v6.122.195158 4.47217 1E-29 up yes pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.14G029500.v6.10.3084394 -1.69694 0.0002 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0050832|defense response to fungus;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.14G029600.v6.11.1474464 1.98E-01 0.9653 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009631|cold acclimation;GO:0009409|response to cold;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.14G029700.v6.11.7796448 0.83159 0.0003 up no pfam04080 Per1 Per1-like. PER1 is required for GPI-phospholipase A2 activity and is involved in lipid remodelling of GPI-anchored proteins.GO:0006506|GPI anchor biosynthetic process;GO:0006505|GPI anchor metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031227|intrinsic component of endoplasmic reticulum membrane;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.14G029900.v6.11.9159812 0.93808 3E-13 up no pfam10156 Med17 Subunit 17 of Mediator complex. This Mediator complex subunit was formerly known as Srb4 in yeasts or Trap80 in Drosophila and human. The Med17 subunit is located within the head domain and is essential for cell viability to the extent that a mutant strain of cerevisiae lacking it shows all RNA polymerase II-dependent transcription ceasing at non-permissive temperatures.. . . .

Manes.14G030000.v6.12.8939386 1.53303 1E-40 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0046777|protein autophosphorylation;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004672|protein kinase activity;K13412

Manes.14G030100.v6.113.937296 3.80E+00 6E-23 up yes pfam01476 LysM LysM domain. The LysM (lysin motif) domain is about 40 residues long. It is found in a variety of enzymes involved in bacterial cell wall degradation. This domain may have a general peptidoglycan binding function. The structure of this domain is known.. . . .



Manes.14G030200.v6.125.875385 4.69E+00 2E-05 up yes pfam05199 GMC_oxred_CGMC oxidoreductase. This domain found associated with pfam00732.GO:0007267|cell-cell signaling;GO:0009553|embryo sac development;GO:0010430|fatty acid omega-oxidation;GO:0005576|extracellular region;GO:0050660|flavin adenine dinucleotide binding;GO:0046593|mandelonitrile lyase activity;GO:0016614|oxidoreductase activity, acting on CH-OH group of donors;.

Manes.14G030400.v6.10.4637061 -1.10872 3E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G031000.v6.10.9432035 -0.08436 0.5618 down no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.14G031200.v6.10.0992037 ####### 6E-39 down yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0048366|leaf development;GO:0009739|response to gibberellin;GO:0048575|short-day photoperiodism, flowering;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.14G031700.v6.10.3747307 ####### 3E-20 down yes pfam01120 Alpha_L_fucosAlpha-L-fucosidase.GO:0005975|carbohydrate metabolic process;GO:0006516|glycoprotein catabolic process;GO:0048046|apoplast;GO:0005773|vacuole;GO:0004560|alpha-L-fucosidase activity;K01206

Manes.14G031900.v6.12.0656851 1.04662 3E-15 up yes pfam06232 ATS3 Embryo-specific protein 3, (ATS3). Family of plant seed-specific proteins.. . . .

Manes.14G032500.v6.10.6161549 ####### 1E-07 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009058|biosynthetic process;. GO:0030170|pyridoxal phosphate binding;GO:0008483|transaminase activity;K14270

Manes.14G032700.v6.12.0351799 1.02516 5E-10 up yes pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.14G032800.v6.12.4441649 1.28934 8E-09 up yes pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.14G033300.v6.10.4197209 ####### 2E-15 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0061077|chaperone-mediated protein folding;GO:0006334|nucleosome assembly;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005528|FK506 binding;GO:0042393|histone binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.14G033500.v6.10.2061305 -2.27837 4E-40 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G033800.v6.10.5610732 ####### 1E-05 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.14G033900.v6.10.2760154 ####### 3E-35 down yes pfam04674 Phi_1 Phosphate-induced protein 1 conserved region. Family of conserved plant proteins. Conserved region identified in a phosphate-induced protein of unknown function.GO:0080167|response to karrikin;GO:0048046|apoplast;GO:0005615|extracellular space;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;. .

Manes.14G034000.v6.10.4698804 -1.08963 4E-13 down yes pfam04494 TFIID_90kDaWD40 associated region in TFIID subunit. This region, possibly a domain is found in subunits of transcription factor TFIID. The function of this region is unknown.GO:0010207|photosystem II assembly;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0042651|thylakoid membrane;. .

Manes.14G034100.v6.10.1084733 -3.20459 2E-36 down yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.14G034200.v6.10.8865113 ####### 0.27 down no pfam01432 Peptidase_M3Peptidase family M3. This is the Thimet oligopeptidase family, large family of mammalian and bacterial oligopeptidases that cleave medium sized peptides. The group also contains mitochondrial intermediate peptidase which is encoded by nuclear DNA but functions within the mitochondria to remove the leader sequence.. GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0005739|mitochondrion;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K01410

Manes.14G035000.v6.10.7273154 -0.45935 0.0045 down no pfam07086 DUF1352 Protein of unknown function (DUF1352). This family consists of several hypothetical eukaryotic proteins of around 190 residues in length. The function of this family is unknown.. . . .

Manes.14G035200.v6.10.4155486 ####### 0.0005 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.14G035500.v6.10.4541874 ####### 4E-13 down yes pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.GO:0070417|cellular response to cold;GO:0034605|cellular response to heat;GO:0034620|cellular response to unfolded protein;GO:0006457|protein folding;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.14G035700.v6.13.405775 1.77E+00 0.0035 up yes pfam00002 7tm_2 7 transmembrane receptor (Secretin family). This family is known as Family B, the secretin-receptor family or family 2 of the G-protein-coupled receptors (GCPRs).They have been described in many animal species, but not in plants, fungi or prokaryotes. Three distinct sub-families are recognized. Subfamily B1 contains classical hormone receptors, such as receptors for secretin and glucagon, that are all involved in cAMP-mediated signalling pathways. Subfamily B2 contains receptors with long extracellular N-termini, such as the leukocyte cell-surface antigen CD97; calcium-independent receptors for latrotoxin, and brain-specific angiogenesis inhibitors amongst others. Subfamily B3 includes Methuselah and other Drosophila proteins. Other than the typical seven-transmembrane region, characteristic structural features include an amino-terminal extracellular domain involved in ligand binding, and an intracellular loop (IC3) required for specific G-protein coupling.. . . .

Manes.14G035800.v6.11.4668091 0.55268 9E-06 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009626|plant-type hypersensitive response;GO:0034052|positive regulation of plant-type hypersensitive response;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10636

Manes.14G036000.v6.15.2869544 2.40E+00 5E-05 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005739|mitochondrion;. K13993

Manes.14G036300.v6.11.2218338 0.28905 0.59 up no pfam01221 Dynein_light Dynein light chain type 1.GO:0007017|microtubule-based process;GO:0005737|cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0003774|motor activity;K10418

Manes.14G036700.v6.10.8689346 -0.20268 0.1895 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.14G037000.v6.10.6242499 ####### 2E-08 down no pfam00069 Pkinase Protein kinase domain.GO:0051301|cell division;GO:0009755|hormone-mediated signaling pathway;GO:0010067|procambium histogenesis;GO:0046777|protein autophosphorylation;GO:0010223|secondary shoot formation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0001944|vasculature development;GO:0010089|xylem development;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G037800.v6.17.8283845 2.96871 0.0135 up yes pfam15294 Leu_zip Leucine zipper. This family includes Leucine zipper transcription factor-like protein 1 (LZTFL1) and Leucine zipper protein 2 (LUZP2).GO:0007066|female meiosis sister chromatid cohesion;GO:0007065|male meiosis sister chromatid cohesion;GO:0007275|multicellular organismal development;GO:0007131|reciprocal meiotic recombination;GO:0005634|nucleus;. .

Manes.14G039100.v6.13.3727717 1.75393 1E-12 up yes pfam01277 Oleosin Oleosin. . GO:0016021|integral component of membrane;GO:0012511|monolayer-surrounded lipid storage body;. .

Manes.14G039400.v6.12.5386544 1.34406 0.0036 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G039500.v6.11.2134972 2.79E-01 0.014 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;K07874

Manes.14G039900.v6.10.3114316 -1.68301 2E-12 down yes pfam08613 Cyclin Cyclin. This family includes many different cyclin proteins. Members include the G1/S-specific cyclin pas1, and the phosphate system cyclin PHO80/PHO85.GO:0007049|cell cycle;GO:0051301|cell division;. . .

Manes.14G040300.v6.14.0618818 2.02E+00 2E-30 up yes pfam00684 DnaJ_CXXCXGXGDnaJ central domain. The central cysteine-rich (CR) domain of DnaJ proteins contains four repeats of the motif CXXCXGXG where X is any amino acid. The isolated cysteine rich domain folds in zinc dependent fashion. Each set of two repeats binds one unit of zinc. Although this domain has been implicated in substrate binding, no evidence of specific interaction between the isolated DNAJ cysteine rich domain and various hydrophobic peptides has been found.. . . .

Manes.14G040800.v6.13.4212374 1.77E+00 1E-09 up yes pfam07515 DUF1528 Protein of unknown function (DUF1528).. . . .

Manes.14G041000.v6.14.6312049 2.21139 0.1037 up no pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.14G041200.v6.10.6487236 -0.62432 0.33 down no pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.. . . .

Manes.14G041300.v6.11.7591912 0.81491 0.0001 up no pfam00208 ELFV_dehydrogGlutamate/Leucine/Phenylalanine/Valine dehydrogenase.GO:0006520|cellular amino acid metabolic process;GO:0046686|response to cadmium ion;GO:0009651|response to salt stress;GO:0005739|mitochondrion;GO:0005774|vacuolar membrane;GO:0005524|ATP binding;GO:0050897|cobalt ion binding;GO:0005507|copper ion binding;GO:0004352|glutamate dehydrogenase (NAD+) activity;GO:0004353|glutamate dehydrogenase [NAD(P)+] activity;GO:0008270|zinc ion binding;K00261

Manes.14G041600.v6.19.2848843 3.21E+00 0.0444 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0050829|defense response to Gram-negative bacterium;GO:0045490|pectin catabolic process;GO:0009860|pollen tube growth;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0090406|pollen tube;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;K01051

Manes.14G041800.v6.1Inf Inf 0.1921 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0050829|defense response to Gram-negative bacterium;GO:0045490|pectin catabolic process;GO:0009860|pollen tube growth;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0090406|pollen tube;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;K01051

Manes.14G041900.v6.1Inf Inf 0.4066 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0050829|defense response to Gram-negative bacterium;GO:0045490|pectin catabolic process;GO:0009860|pollen tube growth;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009505|plant-type cell wall;GO:0090406|pollen tube;GO:0045330|aspartyl esterase activity;GO:0030599|pectinesterase activity;K01051

Manes.14G042100.v6.10.3739692 ####### 1E-19 down yes pfam01329 Pterin_4a Pterin 4 alpha carbinolamine dehydratase. Pterin 4 alpha carbinolamine dehydratase is also known as DCoH (dimerization cofactor of hepatocyte nuclear factor 1-alpha).GO:0006729|tetrahydrobiopterin biosynthetic process;. GO:0008124|4-alpha-hydroxytetrahydrobiopterin dehydratase activity;K01724

Manes.14G042400.v6.16.5767892 2.72E+00 2E-105 up yes pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0034214|protein hexamerization;GO:0019538|protein metabolic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0042803|protein homodimerization activity;.

Manes.14G043300.v6.10.5730444 -0.80328 3E-10 down no pfam00262 Calreticulin Calreticulin family.GO:0006457|protein folding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005509|calcium ion binding;GO:0030246|carbohydrate binding;K08054

Manes.14G043700.v6.11.5357951 6.19E-01 1E-06 up no pfam03937 Sdh5 Flavinator of succinate dehydrogenase. This family includes the highly conserved mitochondrial and bacterial proteins Sdh5/SDHAF2/SdhE. Both yeast and human Sdh5/SDHAF2 interact with the catalytic subunit of the succinate dehydrogenase (SDH) complex, a component of both the electron transport chain and the tricarboxylic acid cycle. Sdh5 is required for SDH-dependent respiration and for Sdh1 flavination (incorporation of the flavin adenine dinucleotide cofactor). Mutational inactivation of Sdh5 confers tumor susceptibility in humans. Bacterial homologues of Sdh5, termed SdhE, are functionally conserved being required for the flavinylation of SdhA and succinate dehydrogenase activity. Like Sdh5, SdhE interacts with SdhA. Furthermore, SdhE was characterized as a FAD co-factor chaperone that directly binds FAD to facilitate the flavinylation of SdhA. Phylogenetic analysis demonstrates that SdhE/Sdh5 proteins evolved only once in an ancestral alpha-proteobacteria prior to the evolution of the mitochondria and now . . . K09159

Manes.14G044100.v6.10.9918848 ####### 0.9947 down no pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.14G044300.v6.10.2238122 ####### 2E-06 down yes pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.14G044400.v6.11.3437763 4.26E-01 0.0002 up no pfam02373 JmjC JmjC domain, hydroxylase. The JmjC domain belongs to the Cupin superfamily. JmjC-domain proteins may be protein hydroxylases that catalyse a novel histone modification. This is confirmed to be a hydroxylase: the human JmjC protein named Tyw5p unexpectedly acts in the biosynthesis of a hypermodified nucleoside, hydroxy-wybutosine, in tRNA-Phe by catalyzing hydroxylation.GO:0033169|histone H3-K9 demethylation;GO:0060969|negative regulation of gene silencing;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0051213|dioxygenase activity;GO:0032454|histone demethylase activity (H3-K9 specific);GO:0046872|metal ion binding;.

Manes.14G044900.v6.10.8378356 ####### 0.0677 down no pfam10539 Dev_Cell_DeathDevelopment and cell death domain. The DCD domain is found in plant proteins involved in development and cell death. The DCD domain is an approximately 130 amino acid long stretch that contains several mostly invariable motifs. These include a FGLP and a LFL motif at the N-terminus and a PAQV and a PLxE motif towards the C-terminus of the domain. The DCD domain is present in proteins with different architectures. Some of these proteins contain additional recognisable motifs, like the KELCH repeats or the ParB domain.. . . .

Manes.14G045000.v6.13.82184 1.93E+00 2E-45 up yes pfam04059 RRM_2 RNA recognition motif 2.GO:0051321|meiotic cell cycle;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.14G045100.v6.10.1092829 ####### 2E-05 down yes pfam15630 CENP-S Kinetochore component CENP-S. CENP-S is a family of vertebral and fungal kinetochore component proteins. CENP-S complexes with CENP-X to form a stable CENP-T-W-S-X heterotetramer.GO:0051301|cell division;GO:0006974|cellular response to DNA damage stimulus;GO:0006281|DNA repair;GO:0007067|mitotic nuclear division;GO:0031297|replication fork processing;GO:0000712|resolution of meiotic recombination intermediates;GO:0000777|condensed chromosome kinetochore;GO:0071821|FANCM-MHF complex;GO:0043240|Fanconi anaemia nuclear complex;GO:0003682|chromatin binding;GO:0003677|DNA binding;K11511

Manes.14G045500.v6.11.8204238 0.86427 9E-12 up no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0010227|floral organ abscission;GO:0010047|fruit dehiscence;GO:0010150|leaf senescence;GO:0008285|negative regulation of cell proliferation;GO:0045892|negative regulation of transcription, DNA-templated;GO:0048481|ovule development;GO:0009911|positive regulation of flower development;GO:0009737|response to abscisic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G045700.v6.11.9674033 0.97629 8E-12 up no pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0019538|protein metabolic process;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.14G046200.v6.10.3165658 -1.65942 9E-21 down yes pfam01743 PolyA_pol Poly A polymerase head domain. This family includes nucleic acid independent RNA polymerases, such as Poly(A) polymerase, which adds the poly (A) tail to mRNA EC:2.7.7.19. This family also includes the tRNA nucleotidyltransferase that adds the CCA to the 3' of the tRNA EC:2.7.7.25. This family is part of the nucleotidyltransferase superfamily.GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0006276|plasmid maintenance;GO:0009451|RNA modification;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004652|polynucleotide adenylyltransferase activity;GO:0003723|RNA binding;K00970

Manes.14G046600.v6.11.117836 0.16071 0.2215 up no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0009640|photomorphogenesis;GO:0009555|pollen development;GO:0043067|regulation of programmed cell death;GO:0046512|sphingosine biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005773|vacuole;GO:0030170|pyridoxal phosphate binding;GO:0004758|serine C-palmitoyltransferase activity;K00654

Manes.14G046800.v6.12.1149769 1.08E+00 1E-06 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.14G047100.v6.10.7247375 -0.46447 0.0033 down no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;.

Manes.14G047400.v6.10.4254057 -1.23309 1E-07 down yes pfam02953 zf-Tim10_DDPTim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.GO:0015031|protein transport;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0046872|metal ion binding;K17780

Manes.14G047700.v6.15.4181545 2.4378 6E-32 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0015770|sucrose transport;GO:0005887|integral component of plasma membrane;GO:0008515|sucrose transmembrane transporter activity;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.14G048000.v6.11.6225943 6.98E-01 4E-07 up no pfam13881 Rad60-SLD_2Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.14G049600.v6.10.4852514 -1.0432 0.0152 down yes pfam00510 COX3 Cytochrome c oxidase subunit III.. . . .

Manes.14G049900.v6.1Inf Inf 0.8764 up no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0009908|flower development;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G050200.v6.12.1023868 1.07E+00 4E-21 up yes pfam00564 PB1 PB1 domain. . GO:0016021|integral component of membrane;. .

Manes.14G050400.v6.11.9322329 0.95027 6E-14 up no pfam08781 DP Transcription factor DP. DP forms a heterodimer with E2F and regulates genes involved in cell cycle progression. The transcriptional activity of E2F is inhibited by the retinoblastoma protein which binds to the E2F-DP heterodimer and negatively regulates the G1-S transition.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.14G050500.v6.10.8012291 ####### 0.0222 down no pfam01547 SBP_bac_1 Bacterial extracellular solute-binding protein. This family also includes the bacterial extracellular solute-binding protein family POTD/POTF.. GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;. .

Manes.14G050600.v6.17.4385841 2.89503 4E-32 up yes pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.14G050800.v6.15.6900061 2.51E+00 2E-62 up yes pfam11926 DUF3444 Domain of unknown function (DUF3444). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 210 amino acids in length. This domain is found associated with pfam00226. This domain has two conserved sequence motifs: FSH and FSH.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0051087|chaperone binding;K09510

Manes.14G051900.v6.1NA NA NA -- no pfam10553 MSV199 MSV199 domain. This domain was identified by Iyer and colleagues.. . . .

Manes.14G052000.v6.10.5362231 ####### 1E-09 down no pfam00237 Ribosomal_L22Ribosomal protein L22p/L17e. This family includes L22 from prokaryotes and chloroplasts and L17 from eukaryotes.GO:0006412|translation;GO:0015934|large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02880

Manes.14G052300.v6.11.552168 0.63428 4E-08 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0031122|cytoplasmic microtubule organization;GO:0007612|learning;GO:0007613|memory;GO:0051967|negative regulation of synaptic transmission, glutamatergic;GO:0002092|positive regulation of receptor internalization;GO:0030054|cell junction;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0045211|postsynaptic membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008568|microtubule-severing ATPase activity;.

Manes.14G052600.v6.11.1726242 0.22974 1 up no pfam13254 DUF4045 Domain of unknown function (DUF4045). This presumed domain is functionally uncharacterized. This domain family is found in bacteria and eukaryotes, and is typically between 384 and 430 amino acids in length.. . . .

Manes.14G052700.v6.10.4166513 -1.26309 5E-26 down yes pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0004534|5'-3' exoribonuclease activity;GO:0004521|endoribonuclease activity;GO:0003723|RNA binding;GO:0008270|zinc ion binding;K12574

Manes.14G052900.v6.12.9193338 1.55E+00 1E-09 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:1902184|negative regulation of shoot apical meristem development;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;. .

Manes.14G053200.v6.10.6411432 ####### 0.0001 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.14G053300.v6.10.4479741 -1.15851 2E-21 down yes pfam01798 Nop Putative snoRNA binding domain. This family consists of various Pre RNA processing ribonucleoproteins. The function of the aligned region is unknown however it may be a common RNA or snoRNA or Nop1p binding domain. Nop5p (Nop58p) from yeast is the protein component of a ribonucleoprotein protein required for pre-18s rRNA processing and is suggested to function with Nop1p in a snoRNA complex. Nop56p and Nop5p interact with Nop1p and are required for ribosome biogenesis. Prp31p is required for pre-mRNA splicing in S. cerevisiae.GO:0000154|rRNA modification;GO:0006364|rRNA processing;GO:0031428|box C/D snoRNP complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005732|small nucleolar ribonucleoprotein complex;GO:0032040|small-subunit processome;GO:0030515|snoRNA binding;K14564

Manes.14G053800.v6.10.4700793 ####### 4E-11 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0001825|blastocyst formation;GO:0016070|RNA metabolic process;GO:0005730|nucleolus;. K14841

Manes.14G053900.v6.12.5057174 1.32522 5E-22 up yes pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.14G054000.v6.15.1220798 2.36E+00 0.0212 up yes pfam01536 SAM_decarboxAdenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.. . . .

Manes.14G054200.v6.1381.21747 8.57447 1E-33 up yes pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.14G054400.v6.10.5284855 -0.92006 7E-15 down no pfam00575 S1 S1 RNA binding domain. The S1 domain occurs in a wide range of RNA associated proteins. It is structurally similar to cold shock protein which binds nucleic acids. The S1 domain has an OB-fold structure.. . . .

Manes.14G054900.v6.1Inf Inf 0.3951 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0030154|cell differentiation;GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009938|negative regulation of gibberellic acid mediated signaling pathway;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0000989|transcription factor activity, transcription factor binding;K14494

Manes.14G055000.v6.10.2837454 ####### 8E-33 down yes pfam00334 NDK Nucleoside diphosphate kinase.GO:0006241|CTP biosynthetic process;GO:0006183|GTP biosynthetic process;GO:0006228|UTP biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004550|nucleoside diphosphate kinase activity;.

Manes.14G055200.v6.10.4453608 -1.16695 4E-19 down yes pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. GO:0005576|extracellular region;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K08869

Manes.14G055800.v6.11.2775742 3.53E-01 0.0019 up no pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.14G056000.v6.10.6331976 -0.65927 0.0001 down no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0006281|DNA repair;GO:0009507|chloroplast;GO:0005730|nucleolus;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.14G056200.v6.11.9943216 0.9959 3E-09 up no pfam10168 Nup88 Nuclear pore component. Nup88 can be divided into two structural domains; the N-terminal two-thirds of the protein has no obvious structural motifs but is the region for binding to Nup98, one of the components of the nuclear pore. the C-terminal end is a predicted coiled-coil domain. Nup88 is overexpressed in tumor cells.. . . .

Manes.14G056400.v6.10.0612982 ####### 6E-31 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.14G056700.v6.120.497124 4.36E+00 2E-107 up yes pfam00112 Peptidase_C1Papain family cysteine protease.. GO:0016023|cytoplasmic membrane-bounded vesicle;GO:0008234|cysteine-type peptidase activity;K16292

Manes.14G056800.v6.10.557852 -0.84205 0.0039 down no pfam13863 DUF4200 Domain of unknown function (DUF4200). This family is found in eukaryotes. It is a coiled-coil domain of unknwon function.. . . .

Manes.14G056900.v6.11.4896693 0.57499 4E-06 up no pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.GO:0000045|autophagosome assembly;GO:0031154|culmination involved in sorocarp development;GO:0016236|macroautophagy;GO:0030587|sorocarp development;GO:0034274|Atg12-Atg5-Atg16 complex;GO:0000421|autophagosome membrane;GO:0019776|Atg8 ligase activity;K17890

Manes.14G057000.v6.11.7006087 0.76605 6E-10 up no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . GO:0016787|hydrolase activity;.



Manes.14G057500.v6.133.584518 5.06972 1E-22 up yes pfam01135 PCMT Protein-L-isoaspartate(D-aspartate) O-methyltransferase (PCMT).GO:0007568|aging;GO:0006479|protein methylation;GO:0030091|protein repair;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009845|seed germination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004719|protein-L-isoaspartate (D-aspartate) O-methyltransferase activity;.

Manes.14G057600.v6.10.3849828 ####### 5E-24 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0016553|base conversion or substitution editing;GO:0009631|cold acclimation;GO:0045087|innate immune response;GO:0006397|mRNA processing;GO:0009451|RNA modification;GO:0006396|RNA processing;GO:0043489|RNA stabilization;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0030529|ribonucleoprotein complex;GO:0009579|thylakoid;GO:0000166|nucleotide binding;GO:0008266|poly(U) RNA binding;GO:0003723|RNA binding;.

Manes.14G057800.v6.10.4049427 ####### 8E-06 down yes pfam14808 TMEM164 TMEM164 family. This family of proteins is found in eukaryotes. Proteins in this family are typically between 214 and 330 amino acids in length. There are two conserved sequence motifs: LNPCH and DPF.. . . .

Manes.14G057900.v6.10.5893164 -0.76289 4E-10 down no pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.14G058400.v6.10.2862306 -1.80475 2E-28 down yes pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G059500.v6.14.628784 2.21063 1E-78 up yes pfam00069 Pkinase Protein kinase domain.GO:0006397|mRNA processing;GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08287

Manes.14G059800.v6.11.5339295 0.61723 0.4904 up no pfam10342 GPI-anchoredSer-Thr-rich glycosyl-phosphatidyl-inositol-anchored membrane family. Some members of this family appear to be serine- threonine-rich membrane-anchored proteins, anchored by glycosyl-phosphatidylinositol. In A. fumigatus these proteins play a role in fungal cell wall organisation. In Lentinula edodes this family is involved in fruiting body formation, and may have a more general role in signalling in other organisms as it interacts with MAPK. The family is also found in archaea and bacteria.GO:0042128|nitrate assimilation;GO:0015706|nitrate transport;GO:0010167|response to nitrate;GO:0009611|response to wounding;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;.

Manes.14G059900.v6.10.168711 ####### 2E-14 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.14G060100.v6.10.4889146 ####### 8E-18 down yes pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.14G060300.v6.10.569938 -0.81112 4E-08 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.14G060700.v6.13.134723 1.64834 1E-40 up yes pfam00569 ZZ Zinc finger, ZZ type. Zinc finger present in dystrophin, CBP/p300. ZZ in dystrophin binds calmodulin. Putative zinc finger; binding not yet shown. Four to six cysteine residues in its sequence are responsible for coordinating zinc ions, to reinforce the structure.. . . .

Manes.14G060800.v6.12.1893489 1.1305 0.072 up no pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.14G060900.v6.10.8795776 -0.18512 0.1324 down no pfam13855 LRR_8 Leucine rich repeat.GO:0055046|microgametogenesis;GO:0009555|pollen development;. . .

Manes.14G061200.v6.10.2915166 -1.77835 6E-13 down yes pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G061300.v6.10.3847591 ####### 5E-11 down yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G061800.v6.11.4165591 0.50239 5E-05 up no pfam00850 Hist_deacetylHistone deacetylase domain. Histones can be reversibly acetylated on several lysine residues. Regulation of transcription is caused in part by this mechanism. Histone deacetylases catalyse the removal of the acetyl group. Histone deacetylases are related to other proteins.GO:0009793|embryo development ending in seed dormancy;GO:0016458|gene silencing;GO:0016575|histone deacetylation;GO:0016441|posttranscriptional gene silencing;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0009941|chloroplast envelope;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004407|histone deacetylase activity;GO:0032041|NAD-dependent histone deacetylase activity (H3-K14 specific);K06067

Manes.14G062400.v6.10.1797404 ####### 1E-22 down yes pfam04864 Alliinase_C Allinase. Allicin is a thiosulphinate that gives rise to dithiines, allyl sulphides and ajoenes, the three groups of active compounds in Allium species. Allicin is synthesized from sulfoxide cysteine derivatives by alliinase (EC:4.4.1.4), whose C-S lyase activity cleaves C(beta)-S(gamma) bonds. It is thought that this enzyme forms part of a primitive plant defence system.GO:0009851|auxin biosynthetic process;GO:0043562|cellular response to nitrogen levels;GO:0042742|defense response to bacterium;GO:0009908|flower development;GO:0048467|gynoecium development;GO:0048527|lateral root development;GO:0010078|maintenance of root meristem identity;GO:0010087|phloem or xylem histogenesis;GO:0009958|positive gravitropism;GO:0009723|response to ethylene;GO:0048367|shoot system development;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016846|carbon-sulfur lyase activity;GO:0050362|L-tryptophan:2-oxoglutarate aminotransferase activity;GO:0080097|L-tryptophan:pyruvate aminotransferase activity;K16903

Manes.14G062600.v6.11.6681661 7.38E-01 2E-05 up no pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.GO:0043065|positive regulation of apoptotic process;GO:0000381|regulation of alternative mRNA splicing, via spliceosome;GO:0000245|spliceosomal complex assembly;GO:0005634|nucleus;GO:0005681|spliceosomal complex;GO:0003729|mRNA binding;GO:0000166|nucleotide binding;GO:0008270|zinc ion binding;K13094

Manes.14G063300.v6.11.7152587 0.77843 2E-08 up no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005215|transporter activity;.

Manes.14G063400.v6.12.1656394 1.11479 7E-21 up yes pfam04832 SOUL SOUL heme-binding protein. This family represents a group of putative heme-binding proteins. Our family includes archaeal and bacterial homologues.GO:0010917|negative regulation of mitochondrial membrane potential;GO:0035794|positive regulation of mitochondrial membrane permeability;GO:0010940|positive regulation of necrotic cell death;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;. .

Manes.14G063500.v6.10.7404468 ####### 0.0494 down no pfam01150 GDA1_CD39GDA1/CD39 (nucleoside phosphatase) family.GO:0009901|anther dehiscence;GO:0010584|pollen exine formation;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016787|hydrolase activity;.

Manes.14G063800.v6.10.6064811 -0.72147 2E-09 down no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.14G063900.v6.12.2783118 1.18797 0.0051 up yes pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;K03676

Manes.14G064000.v6.10.4153921 ####### 4E-05 down yes pfam00591 Glycos_transf_3Glycosyl transferase family, a/b domain. This family includes anthranilate phosphoribosyltransferase (TrpD), thymidine phosphorylase. All these proteins can transfer a phosphorylated ribose substrate.GO:0000162|tryptophan biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004048|anthranilate phosphoribosyltransferase activity;K00766

Manes.14G064200.v6.11.4521456 5.38E-01 0.0002 up no pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.. . . .

Manes.14G064400.v6.12.3715288 1.25E+00 1E-27 up yes pfam13901 DUF4206 Domain of unknown function (DUF4206). This is a family of cysteine-rich proteins. Many members also carry a pleckstrin-homology domain, pfam00169GO:0035556|intracellular signal transduction;GO:0005622|intracellular;GO:0008270|zinc ion binding;.

Manes.14G064700.v6.10.8764418 -0.19027 0.2414 down no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.14G064800.v6.10.5124411 -0.96454 2E-13 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:1990570|GDP-mannose transmembrane transport;GO:0089722|phosphoenolpyruvate transmembrane transport;GO:0015714|phosphoenolpyruvate transport;GO:0015713|phosphoglycerate transport;GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0009528|plastid inner membrane;GO:0005338|nucleotide-sugar transmembrane transporter activity;GO:0015121|phosphoenolpyruvate:phosphate antiporter activity;GO:0015120|phosphoglycerate transmembrane transporter activity;K15283

Manes.14G065200.v6.11.4487969 0.53486 1E-05 up no pfam03630 Fumble Fumble. Fumble is required for cell division in Drosophila. Mutants lacking fumble exhibit abnormalities in bipolar spindle organisation, chromosome segregation, and contractile ring formation. Analyses have demonstrated that encodes three protein isoforms, all of which contain a domain with high similarity to the pantothenate kinases of A. nidulans and mouse. A role of fumble in membrane synthesis has been proposed.GO:0015937|coenzyme A biosynthetic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004594|pantothenate kinase activity;.

Manes.14G065400.v6.10.7237703 ####### 0.0072 down no pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.GO:0006974|cellular response to DNA damage stimulus;GO:0051321|meiotic cell cycle;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004674|protein serine/threonine kinase activity;K04728

Manes.14G065500.v6.10.4224685 -1.24308 4E-05 down yes pfam00542 Ribosomal_L12Ribosomal protein L7/L12 C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.14G065900.v6.10.614602 -0.70228 4E-08 down no pfam02670 DXP_reductoisom1-deoxy-D-xylulose 5-phosphate reductoisomerase. This is a family of 1-deoxy-D-xylulose 5-phosphate reductoisomerases. This enzyme catalyses the formation of 2-C-methyl-D-erythritol 4-phosphate from 1-deoxy-D-xylulose-5-phosphate in the presence of NADPH. This reaction is part of the terpenoid biosynthesis pathway.GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009570|chloroplast stroma;GO:0030604|1-deoxy-D-xylulose-5-phosphate reductoisomerase activity;GO:0046872|metal ion binding;GO:0070402|NADPH binding;.

Manes.14G066300.v6.10.7277376 ####### 0.0025 down no pfam15156 CLN6 Ceroid-lipofuscinosis neuronal protein 6. This family of proteins is found in eukaryotes. Proteins in this family are typically between 190 and 310 amino acids in length.GO:0071034|CUT catabolic process;GO:0043928|exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0000467|exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035|nuclear polyadenylation-dependent rRNA catabolic process;GO:0071038|nuclear polyadenylation-dependent tRNA catabolic process;GO:0071049|nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0034427|nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071051|polyadenylation-dependent snoRNA 3'-end processing;GO:0034475|U4 snRNA 3'-end processing;GO:0000177|cytoplasmic exosome (RNase complex);GO:0000176|nuclear exosome (RNase complex);GO:0005730|nucleolus;GO:0003723|RNA binding;K03681

Manes.14G066400.v6.10.1785423 -2.48566 2E-40 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G066600.v6.10.5773713 -0.79243 1E-09 down no pfam12014 DUF3506 Domain of unknown function (DUF3506). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 131 to 148 amino acids in length. This domain has a conserved KLTGD sequence motif.GO:0010343|singlet oxygen-mediated programmed cell death;GO:0009507|chloroplast;GO:0042651|thylakoid membrane;. .

Manes.14G068700.v6.10.5894105 ####### 4E-05 down no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005525|GTP binding;K04392

Manes.14G068900.v6.11.4255685 5.12E-01 6E-06 up no pfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the . . . .

Manes.14G069200.v6.10.7958336 -0.32946 0.0045 down no pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005215|transporter activity;.

Manes.14G070200.v6.10.8817773 -0.18151 0.2899 down no pfam05089 NAGLU Alpha-N-acetylglucosaminidase (NAGLU) tim-barrel domain. Alpha-N-acetylglucosaminidase, a lysosomal enzyme required for the stepwise degradation of heparan sulfate. Mutations on the alpha-N-acetylglucosaminidase (NAGLU) gene can lead to Mucopolysaccharidosis type IIIB (MPS IIIB; or Sanfilippo syndrome type B) characterized by neurological dysfunction but relatively mild somatic manifestations. The structure shows that the enzyme is composed of three domains. This central domain has a tim barrel fold.GO:0005975|carbohydrate metabolic process;GO:0021680|cerebellar Purkinje cell layer development;GO:0006027|glycosaminoglycan catabolic process;GO:0030203|glycosaminoglycan metabolic process;GO:0060119|inner ear receptor cell development;GO:0045475|locomotor rhythm;GO:0007040|lysosome organization;GO:0042474|middle ear morphogenesis;GO:0007399|nervous system development;GO:0046548|retinal rod cell development;GO:0044281|small molecule metabolic process;GO:0070062|extracellular exosome;GO:0043202|lysosomal lumen;GO:0005764|lysosome;GO:0004561|alpha-N-acetylglucosaminidase activity;K01205

Manes.14G070500.v6.12.8900208 1.53108 2E-05 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0019285|glycine betaine biosynthetic process from choline;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0009516|leucoplast;GO:0008802|betaine-aldehyde dehydrogenase activity;.

Manes.14G070600.v6.12.3844208 1.25364 0.0003 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0019285|glycine betaine biosynthetic process from choline;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0009516|leucoplast;GO:0008802|betaine-aldehyde dehydrogenase activity;.

Manes.14G070700.v6.10.6381843 ####### 2E-06 down no pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0009298|GDP-mannose biosynthetic process;. GO:0004475|mannose-1-phosphate guanylyltransferase activity;K00966

Manes.14G070800.v6.10.4691299 -1.09194 1E-08 down yes pfam02319 E2F_TDP E2F/DP family winged-helix DNA-binding domain. This family contains the transcription factor E2F and its dimerization partners TDP1 and TDP2, which stimulate E2F-dependent transcription. E2F binds to DNA as a homodimer or as a heterodimer in association with TDP1/2, the heterodimer having increased binding efficiency. The crystal structure of an E2F4-DP2-DNA complex shows that the DNA-binding domains of the E2F and DP proteins both have a fold related to the winged-helix DNA-binding motif. Recognition of the central c/gGCGCg/c sequence of the consensus DNA-binding site is symmetric, and amino acids that contact these bases are conserved among all known E2F and DP proteins.GO:0042023|DNA endoreduplication;GO:0032876|negative regulation of DNA endoreduplication;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005667|transcription factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G071300.v6.10.4035552 -1.30916 2E-05 down yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009736|cytokinin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000156|phosphorelay response regulator activity;K14492

Manes.14G071400.v6.10.2208599 -2.1788 1E-06 down yes pfam02181 FH2 Formin Homology 2 Domain.GO:0045010|actin nucleation;GO:0009932|cell tip growth;GO:0005911|cell-cell junction;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0003779|actin binding;GO:0051015|actin filament binding;GO:0005522|profilin binding;.

Manes.14G071900.v6.11.3723983 0.4567 0.0072 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G072700.v6.11.6028641 0.68065 4E-07 up no pfam14593 PH_3 PH domain. . . . .

Manes.14G072900.v6.11.8136075 0.85886 8E-14 up no pfam00337 Gal-bind_lectinGalactoside-binding lectin. This family contains galactoside binding lectins.   The family also includes enzymes such as human eosinophil lysophospholipase (EC:3.1.1.5).GO:0006486|protein glycosylation;GO:0009507|chloroplast;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.14G073100.v6.11.0037081 0.00534 0.9933 up no pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.. . . .

Manes.14G073300.v6.10.672391 -0.57263 4E-05 down no pfam07995 GSDH Glucose / Sorbosone dehydrogenase. Members of this family are glucose/sorbosone dehydrogenases that possess a beta-propeller fold.GO:0005975|carbohydrate metabolic process;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0016901|oxidoreductase activity, acting on the CH-OH group of donors, quinone or similar compound as acceptor;GO:0048038|quinone binding;.

Manes.14G073400.v6.11.5903659 6.69E-01 7E-09 up no pfam09429 Wbp11 WW domain binding protein 11. The WW domain is a small protein module with a triple-stranded beta-sheet fold. This is a family of WW domain binding proteins.. . . .

Manes.14G073900.v6.10.3332777 -1.5852 3E-27 down yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;K01535

Manes.14G074000.v6.12.9520852 1.56173 1E-40 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:1901349|glucosinolate transport;GO:0090449|phloem glucosinolate loading;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0090448|glucosinolate:proton symporter activity;.

Manes.14G074100.v6.13.9780706 1.99E+00 3E-05 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:1901349|glucosinolate transport;GO:0090449|phloem glucosinolate loading;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0090448|glucosinolate:proton symporter activity;.

Manes.14G074200.v6.10.4068202 ####### 6E-19 down yes pfam00069 Pkinase Protein kinase domain.GO:0030244|cellulose biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G074700.v6.10.592872 -0.75421 3E-09 down no pfam00574 CLP_proteaseClp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.. GO:0009570|chloroplast stroma;GO:0004252|serine-type endopeptidase activity;.

Manes.14G075000.v6.10.9363569 ####### 0.4734 down no pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).. GO:0016021|integral component of membrane;. .

Manes.14G075200.v6.10.4798074 -1.05947 3E-18 down yes pfam00425 Chorismate_bindchorismate binding enzyme. This family includes the catalytic regions of the chorismate binding enzymes anthranilate synthase, isochorismate synthase, aminodeoxychorismate synthase and para-aminobenzoate synthase.GO:0006952|defense response;GO:0042372|phylloquinone biosynthetic process;GO:0009697|salicylic acid biosynthetic process;GO:0009507|chloroplast;GO:0009536|plastid;GO:0008909|isochorismate synthase activity;K02552

Manes.14G075300.v6.12.0244158 1.01751 0.0003 up yes pfam03637 Mob1_phoceinMob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . . .

Manes.14G075500.v6.10.863091 ####### 0.1754 down no pfam12706 Lactamase_B_2Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.GO:0042780|tRNA 3'-end processing;GO:0034414|tRNA 3'-trailer cleavage, endonucleolytic;GO:0008033|tRNA processing;GO:0005634|nucleus;GO:0042781|3'-tRNA processing endoribonuclease activity;GO:0046872|metal ion binding;K00784

Manes.14G075700.v6.12.1650374 1.11E+00 5E-22 up yes pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.. . GO:0004029|aldehyde dehydrogenase (NAD) activity;.

Manes.14G075900.v6.11.1908372 0.25198 0.0277 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006281|DNA repair;GO:0033523|histone H2B ubiquitination;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0000209|protein polyubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10573

Manes.14G076400.v6.10.4181964 -1.25775 7E-08 down yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0016567|protein ubiquitination;GO:0005634|nucleus;. .

Manes.14G076900.v6.10.3122178 ####### 1E-15 down yes pfam03271 EB1 EB1-like C-terminal motif. This motif is found at the C-terminus of proteins that are related to the EB1 protein. The EB1 proteins contain an N-terminal CH domain pfam00307. The human EB1 protein was originally discovered as a protein interacting with the C-terminus of the APC protein. This interaction is often disrupted in colon cancer, due to deletions affecting the APC C-terminus. Several EB1 orthologues are also included in this family. The interaction between EB1 and APC has been shown to have a potent synergistic effect on microtubule polymerization. Neither of EB1 or APC alone has this effect. It is thought that EB1 targets APC to the + ends of microtubules, where APC promotes microtubule polymerization. This process is regulated by APC phosphorylation by Cdc2, which disrupts APC-EB1 binding. Human EB1 protein can functionally substitute for the yeast EB1 homologue Mal3. In addition, Mal3 can substitute for human EB1 in promoting microtubule polymerization with APC.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0009652|thigmotropism;GO:0016032|viral process;GO:0010005|cortical microtubule, transverse to long axis;GO:0005815|microtubule organizing center;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0005876|spindle microtubule;GO:0000922|spindle pole;GO:0008017|microtubule binding;K10436

Manes.14G077100.v6.11.6971726 7.63E-01 3E-09 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010106|cellular response to iron ion starvation;GO:0055072|iron ion homeostasis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G077200.v6.10.2346416 -2.09147 5E-44 down yes pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0008283|cell proliferation;GO:0010229|inflorescence development;GO:0031347|regulation of defense response;GO:0010029|regulation of seed germination;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G077300.v6.10.6071001 ####### 4E-08 down no pfam00956 NAP Nucleosome assembly protein (NAP). NAP proteins are involved in moving histones into the nucleus, nucleosome assembly and chromatin fluidity. They affect the transcription of many genes.GO:0006334|nucleosome assembly;GO:0016444|somatic cell DNA recombination;GO:0005737|cytoplasm;GO:0005634|nucleus;. K11290

Manes.14G077500.v6.119.113888 4.26E+00 4E-31 up yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;GO:0008168|methyltransferase activity;.

Manes.14G077800.v6.15.52975 2.46721 1E-08 up yes pfam04770 ZF-HD_dimerZF-HD protein dimerization region. This family of proteins has are plant transcription factors, and have been named ZF-HD for zinc finger homeodomain proteins, on the basis of similarity to proteins of known structure. This region is thought to be involved in the formation of homo and heterodimers, and may form a zinc finger.GO:0007275|multicellular organismal development;GO:0043392|negative regulation of DNA binding;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0048509|regulation of meristem development;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009735|response to cytokinin;GO:0009739|response to gibberellin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.14G077900.v6.10.2287301 ####### 5E-22 down yes pfam02704 GASA Gibberellin regulated protein. This is the GASA gibberellin regulated cysteine rich protein family. The expression of these proteins is up-regulated by the plant hormone gibberellin, most of these proteins have some role in plant development. There are 12 cysteine residues conserved within the alignment giving the potential for these proteins to posses 6 disulphide bonds.GO:0009740|gibberellic acid mediated signaling pathway;GO:0009750|response to fructose;GO:0009749|response to glucose;GO:0080167|response to karrikin;GO:0009744|response to sucrose;GO:0005576|extracellular region;. .

Manes.14G078500.v6.11.7437071 8.02E-01 9E-11 up no pfam00056 Ldh_1_N lactate/malate dehydrogenase, NAD binding domain. L-lactate dehydrogenases are metabolic enzymes which catalyse the conversion of L-lactate to pyruvate, the last step in anaerobic glycolysis. L-2-hydroxyisocaproate dehydrogenases are also members of the family. Malate dehydrogenases catalyse the interconversion of malate to oxaloacetate. The enzyme participates in the citric acid cycle. L-lactate dehydrogenase is also found as a lens crystallin in bird and crocodile eyes. N-terminus (this family) is a Rossmann NAD-binding fold. C-terminus is an unusual alpha+beta fold.GO:0005975|carbohydrate metabolic process;GO:0009793|embryo development ending in seed dormancy;GO:0006108|malate metabolic process;GO:0009409|response to cold;GO:0009735|response to cytokinin;GO:0006099|tricarboxylic acid cycle;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0009532|plastid stroma;GO:0010319|stromule;GO:0005774|vacuolar membrane;GO:0030060|L-malate dehydrogenase activity;GO:0008746|NAD(P)+ transhydrogenase activity;K00026

Manes.14G078700.v6.10.3554425 -1.49231 4E-30 down yes pfam14750 INTS2 Integrator complex subunit 2. This family of proteins are subunits of the integrator complex involved in snRNA transcription and processing.GO:0015995|chlorophyll biosynthetic process;GO:0033385|geranylgeranyl diphosphate metabolic process;GO:0015979|photosynthesis;GO:0033521|phytyl diphosphate biosynthetic process;GO:0010189|vitamin E biosynthetic process;GO:0009507|chloroplast;GO:0045550|geranylgeranyl reductase activity;GO:0016628|oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor;.

Manes.14G078900.v6.10.497663 -1.00676 0.0062 down yes pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.14G079000.v6.11.1814684 0.24058 0.0346 up no pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G079200.v6.1Inf Inf 0.8842 up no pfam13434 K_oxygenase L-lysine 6-monooxygenase (NADPH-requiring). This is family of Rossmann fold oxidoreductases that catalyses the NADPH-dependent hydroxylation of lysine at the N6 position, EC:1.14.13.59.. . . .

Manes.14G079300.v6.10.7088632 -0.49642 0.0015 down no pfam01844 HNH HNH endonuclease.. . . .

Manes.14G079800.v6.10.3249974 ####### 3E-24 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.14G079900.v6.10.239645 -2.06103 0.0009 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.14G080000.v6.1NA NA NA -- no pfam03395 Pox_P4A Poxvirus P4A protein.. . . .

Manes.14G080200.v6.13.3446395 1.74185 0.0246 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.14G080400.v6.193.423826 6.55E+00 2E-171 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G081100.v6.11.9438923 0.95895 2E-14 up no pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.14G081300.v6.10.4872183 -1.03736 8E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G081800.v6.10.9972007 -0.00404 0.9881 down no pfam05637 Glyco_transf_34galactosyl transferase GMA12/MNN10 family. This family contains a number of glycosyltransferase enzymes that contain a DXD motif. This family includes a number of C. elegans homologues where the DXD is replaced by DXH. Some members of this family are included in glycosyltransferase family 34.GO:0010411|xyloglucan metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;K08238

Manes.14G081900.v6.11.494163 5.79E-01 2E-06 up no pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.. . GO:0004176|ATP-dependent peptidase activity;GO:0008270|zinc ion binding;.

Manes.14G082200.v6.11.4418467 5.28E-01 4E-06 up no pfam02181 FH2 Formin Homology 2 Domain.. . GO:0004721|phosphoprotein phosphatase activity;.

Manes.14G082300.v6.10.2634171 -1.92458 2E-11 down yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G082400.v6.10.0624926 ####### 4E-38 down yes pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .



Manes.14G082600.v6.13.7426818 1.90E+00 9E-20 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G082700.v6.10.2713545 ####### 3E-05 down yes pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0000166|nucleotide binding;K16904

Manes.14G082800.v6.12.4874332 1.31E+00 2E-26 up yes pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.14G082900.v6.10.7682653 ####### 0.2649 down no pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.. . GO:0050660|flavin adenine dinucleotide binding;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;.

Manes.14G083000.v6.11.7317678 0.79225 3E-10 up no pfam13445 zf-RING_UBOXRING-type zinc-finger. This zinc-finger is a typical RING-type of plant ubiquitin ligases.. . . .

Manes.14G083100.v6.11.1467701 1.98E-01 0.8208 up no pfam07839 CaM_bindingPlant calmodulin-binding domain. The sequences featured in this family are found repeated in a number of plant calmodulin-binding proteins and are thought to constitute the calmodulin-binding domains. Binding of the proteins to calmodulin depends on the presence of calcium ions. These proteins are thought to be involved in various processes, such as plant defence responses and stolonisation or tuberization.. . . .

Manes.14G083200.v6.10.2411768 -2.05184 2E-24 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009567|double fertilization forming a zygote and endosperm;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G083300.v6.10.2101072 ####### 5E-12 down yes pfam12783 Sec7_N Guanine nucleotide exchange factor in Golgi transport N-terminal. The full-length Sec7 functions proximally in the secretory pathway as a protein binding scaffold for the coat protein complexes COPII-COPI. The COPII-COPI-protein switch is necessary for maturation of the vesicular-tubular cluster, VTC, intermediate compartments for Golgi compartment biogenesis. This N-terminal domain however does not appear to be binding either of the COP or the ARF.. . . .

Manes.14G083400.v6.10.5511904 ####### 0.0014 down no pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.. . . .

Manes.14G083700.v6.12.2624129 1.17786 0.4358 up no pfam11368 DUF3169 Protein of unknown function (DUF3169). Some members in this family of proteins are annotated as membrane proteins however this cannot be confirmed. Currently there is no known function.. . . .

Manes.14G083800.v6.12.0414456 1.02959 5E-16 up yes pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0000911|cytokinesis by cell plate formation;GO:0061025|membrane fusion;GO:0015031|protein transport;GO:0009737|response to abscisic acid;GO:0009612|response to mechanical stimulus;GO:0051707|response to other organism;GO:0016192|vesicle-mediated transport;GO:0009504|cell plate;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005484|SNAP receptor activity;.

Manes.14G084000.v6.10.6986733 -0.51731 0.0004 down no pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.14G084300.v6.10.7729538 ####### 0.017 down no pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0035556|intracellular signal transduction;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0016301|kinase activity;K00901

Manes.14G084900.v6.11.8655264 9.00E-01 1E-08 up no pfam04004 Leo1 Leo1-like protein. Members of this family are part of the Paf1/RNA polymerase II complex. The Paf1 complex probably functions during the elongation phase of transcription. The Leo1 subunit of the yeast Paf1-complex binds RNA and contributes to complex recruitment. The subunit acts by co-ordinating co-transcriptional chromain modifications and helping recruitment of mRNA 3prime-end processing factors.GO:0048701|embryonic cranial skeleton morphogenesis;GO:0021782|glial cell development;GO:0007507|heart development;GO:0016570|histone modification;GO:0030318|melanocyte differentiation;GO:0014032|neural crest cell development;GO:0032968|positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0021529|spinal cord oligodendrocyte cell differentiation;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0050936|xanthophore differentiation;GO:0016593|Cdc73/Paf1 complex;GO:0005634|nucleus;. K15177

Manes.14G085100.v6.10.2831458 ####### 6E-25 down yes pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0001872|(1->3)-beta-D-glucan binding;GO:0030247|polysaccharide binding;.

Manes.14G085300.v6.10.4273621 -1.22647 2E-05 down yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.14G085700.v6.11.6008623 6.79E-01 3E-07 up no pfam12710 HAD haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0009793|embryo development ending in seed dormancy;GO:0006564|L-serine biosynthetic process;GO:0006563|L-serine metabolic process;GO:0009555|pollen development;GO:0048364|root development;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005509|calcium ion binding;GO:0000287|magnesium ion binding;GO:0004647|phosphoserine phosphatase activity;K01079

Manes.14G085900.v6.10.6737189 -0.56978 0.0003 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0080156|mitochondrial mRNA modification;GO:0009409|response to cold;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0005507|copper ion binding;GO:0003723|RNA binding;K12741

Manes.14G086000.v6.1Inf Inf 0.2166 up no pfam07263 DMP1 Dentin matrix protein 1 (DMP1). This family consists of several mammalian dentin matrix protein 1 (DMP1) sequences. The dentin matrix acidic phosphoprotein 1 (DMP1) gene has been mapped to human chromosome 4q21. DMP1 is a bone and teeth specific protein initially identified from mineralised dentin. DMP1 is primarily localized in the nuclear compartment of undifferentiated osteoblasts. In the nucleus, DMP1 acts as a transcriptional component for activation of osteoblast-specific genes like osteocalcin. During the early phase of osteoblast maturation, Ca(2+) surges into the nucleus from the cytoplasm, triggering the phosphorylation of DMP1 by a nuclear isoform of casein kinase II. This phosphorylated DMP1 is then exported out into the extracellular matrix, where it regulates nucleation of hydroxyapatite. DMP1 is a unique molecule that initiates osteoblast differentiation by transcription in the nucleus and orchestrates mineralised matrix formation extracellularly, at later stages of osteoblast maturation. The D. . . .

Manes.14G086300.v6.1Inf Inf 0.0331 up yes pfam02776 TPP_enzyme_NThiamine pyrophosphate enzyme, N-terminal TPP binding domain.. . GO:0000287|magnesium ion binding;GO:0004737|pyruvate decarboxylase activity;GO:0030976|thiamine pyrophosphate binding;.

Manes.14G086500.v6.10.7668066 ####### 0.0624 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G086600.v6.10.5557089 -0.8476 8E-13 down no pfam14309 DUF4378 Domain of unknown function (DUF4378).GO:0051513|regulation of monopolar cell growth;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0008017|microtubule binding;.

Manes.14G087000.v6.10.5710455 -0.80832 0.0037 down no pfam13418 Kelch_4 Galactose oxidase, central domain.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.14G087100.v6.1Inf Inf 0.2217 up no pfam02508 Rnf-Nqr Rnf-Nqr subunit, membrane protein. This is a family of integral membrane proteins including Rhodobacter-specific nitrogen fixation (rnf) proteins RnfA and RnfE and Na+-translocating NADH:ubiquinone oxidoreductase (Na+-NQR) subunits NqrD and NqrE.. . . .

Manes.14G087500.v6.10.8466652 -0.24014 0.2058 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.14G087800.v6.10.7168453 ####### 0.0135 down no pfam04833 COBRA COBRA-like protein. Family of plant proteins are designated COBRA-like (COBL) proteins. The 12 Arabidopsis members of the family are all GPI-liked. Some members of this family are annotated as phytochelatin synthase, but these annotations are incorrect.GO:0016049|cell growth;GO:0010215|cellulose microfibril organization;GO:0009834|plant-type secondary cell wall biogenesis;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. .

Manes.14G088100.v6.12.7198405 1.44352 3E-23 up yes pfam03214 RGP Reversibly glycosylated polypeptide.GO:0071555|cell wall organization;GO:0030244|cellulose biosynthetic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0016866|intramolecular transferase activity;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.14G088300.v6.1NA NA NA -- no pfam06333 Med13_C Mediator complex subunit 13 C-terminal. Mediator is a large complex of up to 33 proteins that is conserved from plants through fungi to humans - the number and representation of individual subunits varying with species. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Med13 is part of the ancillary kinase module, together with Med12, CDK8 and CycC, which in yeast is implicated in transcriptional repression, though most of this activity is likely attributable to the CDK8 kinase. The large Med12 and Med13 proteins are required for specific developmental processes in Drosophila, zebrafish, and Caenorhabditis elegans but their biochemical functions are not understood.. . . .

Manes.14G088500.v6.16.6357732 2.73026 0.0051 up yes pfam01486 K-box K-box region. The K-box region is commonly found associated with SRF-type transcription factors see pfam00319. The K-box is a possible coiled-coil structure. Possible role in multimer formation.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09264

Manes.14G089100.v6.10.3998878 -1.32233 1E-09 down yes pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.14G089200.v6.10.3154734 -1.66441 8E-14 down yes pfam10261 Scs3p Inositol phospholipid synthesis and fat-storage-inducing TM. This is a family of transmembrane proteins which are variously annotated as possibly being inositol phospholipid synthesis protein and fat-storage-inducing. The members are conserved from yeasts to humans and are localized to the endoplasmic reticulum where they are involved in triglyceride lipid droplet formation.. . . .

Manes.14G089300.v6.11.7135002 0.77695 1E-08 up no pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.14G089400.v6.12.5210917 1.33E+00 1E-15 up yes pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.14G089500.v6.10.916833 ####### 0.2875 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.14G089900.v6.13.3163353 1.72959 4E-13 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0047893|flavonol 3-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080046|quercetin 4'-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;GO:0035251|UDP-glucosyltransferase activity;.

Manes.14G090300.v6.10.9459114 -0.08022 0.5084 down no pfam07946 DUF1682 Protein of unknown function (DUF1682). The members of this family are all hypothetical eukaryotic proteins of unknown function. One member is described as being an adipocyte-specific protein, but no evidence of this was found.. . . .

Manes.14G090500.v6.10.8399489 -0.25163 0.064 down no pfam03909 BSD BSD domain. This domain contains a distinctive -FW- motif. It is found in a family of eukaryotic transcription factors as well as a set of proteins of unknown function.. . . .

Manes.14G090700.v6.11.8800931 9.11E-01 7E-14 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G090800.v6.11.7358719 7.96E-01 0.0002 up no pfam00406 ADK Adenylate kinase.GO:0006207|'de novo' pyrimidine nucleobase biosynthetic process;GO:0006221|pyrimidine nucleotide biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004127|cytidylate kinase activity;GO:0009041|uridylate kinase activity;K13800

Manes.14G091100.v6.10.3067545 -1.70484 1E-10 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G091500.v6.10.4791574 ####### 2E-06 down yes pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.14G091700.v6.10.727369 -0.45924 0.0004 down no pfam00940 RNA_pol DNA-dependent RNA polymerase. This is a family of single chain RNA polymerases.GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;.

Manes.14G092000.v6.14.1819066 2.06E+00 3E-10 up yes pfam13911 AhpC-TSA_2AhpC/TSA antioxidant enzyme. This family contains proteins related to alkyl hydro-peroxide reductase (AhpC) and thiol specific antioxidant (TSA).GO:0055114|oxidation-reduction process;GO:0045670|regulation of osteoclast differentiation;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;GO:0016209|antioxidant activity;.

Manes.14G092100.v6.10.3540688 -1.4979 2E-07 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.14G092600.v6.10.9992957 -0.00102 1 down no pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G092900.v6.11.3609192 4.45E-01 8E-05 up no pfam00393 6PGD 6-phosphogluconate dehydrogenase, C-terminal domain. This family represents the C-terminal all-alpha domain of 6-phosphogluconate dehydrogenase.   The domain contains two structural repeats of 5 helices each.GO:0019521|D-gluconate metabolic process;GO:0006098|pentose-phosphate shunt;GO:0005737|cytoplasm;GO:0050661|NADP binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;.

Manes.14G093300.v6.1Inf Inf 0.8798 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;K01213

Manes.14G093800.v6.10.5395301 -0.89022 6E-06 down no pfam00069 Pkinase Protein kinase domain.GO:0051607|defense response to virus;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G094000.v6.10.4999349 ####### 2E-10 down yes pfam01536 SAM_decarboxAdenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.GO:0006557|S-adenosylmethioninamine biosynthetic process;GO:0008295|spermidine biosynthetic process;GO:0006597|spermine biosynthetic process;. GO:0004014|adenosylmethionine decarboxylase activity;.

Manes.14G094100.v6.10.5157184 -0.95534 5E-09 down no pfam08132 AdoMetDC_leaderS-adenosyl-l-methionine decarboxylase leader peptide. This family consists of the S-adenosyl-l-methionine decarboxylase (AdoMetDC) leader peptides. AdoMetDC is a key regulatory enzymes in the biosynthesis of polyamines. All expressed plant AdoMetDC mRNA 5' leader sequences contain a highly conserved pair of overlapping upstream ORFs (uORFs) that overlap by one base. Sequences of the small uORFs are highly conserved between monocot, dicot and gymnosperm AdoMetDC mRNA species, suggesting a translational regulatory mechanism.. . . .

Manes.14G094300.v6.11.9521558 0.96507 4E-14 up no pfam09991 DUF2232 Predicted membrane protein (DUF2232). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.14G094400.v6.126.578349 4.73E+00 8E-113 up yes pfam05340 DUF740 Protein of unknown function (DUF740). This family consists of several uncharacterized plant proteins of unknown function.. . . .

Manes.14G094500.v6.19.7406693 3.28402 1E-09 up yes pfam06880 DUF1262 Protein of unknown function (DUF1262). This family represents a conserved region within a number of proteins of unknown function that seem to be specific to Arabidopsis thaliana. Note that some family members contain more than one copy of this region.. . . .

Manes.14G095800.v6.15.9953595 2.58385 3E-87 up yes pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.14G096100.v6.19.2335775 3.20689 2E-05 up yes pfam02414 Borrelia_orfABorrelia ORF-A. This protein is encoded by an open reading frame in plasmid borne DNA repeats of Borrelia species. This protein is known as ORF-A. The function of this putative protein is unknown.. . . .

Manes.14G096200.v6.10.1077987 -3.21359 1E-17 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0009610|response to symbiotic fungus;GO:0044403|symbiosis, encompassing mutualism through parasitism;GO:0009507|chloroplast;GO:0005886|plasma membrane;. .

Manes.14G097100.v6.12.9092762 1.54E+00 5E-22 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G097500.v6.1Inf Inf 0.0019 up yes . . . . . . .

Manes.14G097800.v6.10.1348927 ####### 4E-64 down yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0047262|polygalacturonate 4-alpha-galacturonosyltransferase activity;.

Manes.14G097900.v6.10.6155794 -0.69998 2E-06 down no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G098000.v6.12.0227794 1.02E+00 3E-05 up yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009873|ethylene-activated signaling pathway;GO:0048573|photoperiodism, flowering;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09287

Manes.14G098100.v6.10.6431947 ####### 3E-06 down no pfam00557 Peptidase_M24Metallopeptidase family M24. This family contains metallopeptidases. It also contains non-peptidase homologues such as the N terminal domain of Spt16 which is a histone H3-H4 binding module.GO:0031365|N-terminal protein amino acid modification;GO:0070084|protein initiator methionine removal;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0046872|metal ion binding;GO:0070006|metalloaminopeptidase activity;K01265

Manes.14G098200.v6.137.74882 5.23836 3E-07 up yes pfam06351 Allene_ox_cycAllene oxide cyclase. This family consists of several plant specific allene oxide cyclase proteins (EC:5.3.99.6). The allene oxide cyclase (AOC)-catalysed step in jasmonate (JA) biosynthesis is important in the wound response of tomato.GO:0009695|jasmonic acid biosynthetic process;GO:0009620|response to fungus;GO:0009651|response to salt stress;GO:0009507|chloroplast;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0046423|allene-oxide cyclase activity;K10525

Manes.14G098600.v6.11.4874619 0.57285 5E-07 up no pfam11265 Med25_VWAMediator complex subunit 25 von Willebrand factor type A. The overall function of the full-length Med25 is efficiently to coordinate the transcriptional activation of RAR/RXR (retinoic acid receptor/retinoic X receptor) in higher eukaryotic cells. Human Med25 consists of several domains with different binding properties, the N-terminal, VWA domain which is this one, an SD2 domain from residues 229-381, a PTOV(B) or ACID domain from 395-545, an SD2 domain from residues 564-645 and a C-terminal NR box-containing domain (646-650) from 646-747. This VWA or von Willebrand factor type A domain when bound to RAR and the histone acetyltransferase CBP is responsible for recruiting Med1 to the rest of the Mediator complex.GO:0050832|defense response to fungus;GO:0009908|flower development;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031349|positive regulation of defense response;GO:0009911|positive regulation of flower development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003713|transcription coactivator activity;K15168

Manes.14G099000.v6.11.7953513 0.84427 8E-05 up no pfam04515 Choline_transpoPlasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.. GO:0016021|integral component of membrane;. .

Manes.14G099200.v6.16.9226088 2.79132 0.113 up no pfam14401 RLAN RimK-like ATPgrasp N-terminal domain. An uncharacterized alpha+beta fold domain that is mostly fused to a RimK-like ATP-grasp and is found in bacteria and euryarchaea. Members of this family are almost always associated in gene neighborhoods with a GNAT-like acetyltransferase fused to a papain-like petidase. Additionally M20-like peptidases, GCS2, 4Fe-4S Ferredoxins, a distinct metal-sulfur cluster protein and ribosomal proteins are found in the gene neighborhoods. Contextual analysis suggests a role for these in peptide biosynthesis.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G099300.v6.1Inf Inf 0.2233 up no pfam11455 DUF3018 Protein of unknown function (DUF3018). This is a bacterial family of uncharacterized proteins.. . . .

Manes.14G099400.v6.10.3152058 -1.66563 1E-08 down yes pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.14G099500.v6.15.6251831 2.4919 3E-17 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.14G099800.v6.10.1583145 -2.65913 3E-12 down yes pfam11744 ALMT Aluminium activated malate transporter.GO:0098656|anion transmembrane transport;GO:0015743|malate transport;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005253|anion channel activity;.

Manes.14G099900.v6.10.5448803 ####### 1E-06 down no pfam04839 PSRP-3_Ycf65Plastid and cyanobacterial ribosomal protein (PSRP-3 / Ycf65). This small acidic protein is found in 30S ribosomal subunit of cyanobacteria and plant plastids.   In plants it has been named plastid-specific ribosomal protein 3 (PSRP-3), and in cyanobacteria it is named Ycf65. Plastid-specific ribosomal proteins may mediate the effects of nuclear factors on plastid translation. The acidic PSRPs are thought to contribute to protein-protein interactions in the 30S subunit, and are not thought to bind RNA.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.14G100500.v6.10.7240329 -0.46587 0.4283 down no pfam09721 Exosortase_EpsHTransmembrane exosortase (Exosortase_EpsH). Members of this family are designated exosortase, analogous to sortase in cell wall sorting mediated by LPXTG domains in Gram-positive bacteria. The phylogenetic distribution of the proteins in this entry is nearly perfectly correlated with the distribution of the proteins having the PEP-CTERM anchor motif, IPR013424. Members of this entry are integral membrane proteins with eight predicted transmembrane helices in common. Some members of this family have long trailing sequences past the region described by this model. This model does not include the region of the first predicted transmembrane region. The best characterized member is EpsH of Methylobacillus sp. 12S, where it is part of a locus associated with biosynthesis of the exopolysaccharide methanol-an.. . . .

Manes.14G100700.v6.11.0099962 0.01435 0.8598 up no pfam05641 Agenet Agenet domain. This domain is related to the TUDOR domain pfam00567. The function of the agenet domain is unknown. This family currently only matches one of the two Agenet domains in the FMR proteins.. . . .

Manes.14G100900.v6.10.636374 -0.65205 1E-07 down no pfam00198 2-oxoacid_dh2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0006086|acetyl-CoA biosynthetic process from pyruvate;GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0004742|dihydrolipoyllysine-residue acetyltransferase activity;K00627

Manes.14G101000.v6.12.5232926 1.33531 0.0004 up yes pfam08718 GLTP Glycolipid transfer protein (GLTP). GLTP is a cytosolic protein that catalyses the intermembrane transfer of glycolipids.GO:1902389|ceramide 1-phosphate transport;GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005640|nuclear outer membrane;GO:0005886|plasma membrane;GO:1902387|ceramide 1-phosphate binding;GO:1902388|ceramide 1-phosphate transporter activity;GO:0051861|glycolipid binding;GO:0017089|glycolipid transporter activity;GO:0005543|phospholipid binding;GO:0005548|phospholipid transporter activity;.

Manes.14G101100.v6.13.1623531 1.661 4E-09 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.14G101400.v6.17.8467795 2.9721 1E-123 up yes pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.14G102000.v6.11.1657743 0.22129 0.5681 up no pfam06699 PIG-F GPI biosynthesis protein family Pig-F. PIG-F is involved in glycosylphosphatidylinositol (GPI) anchor biosynthesis.. . . .

Manes.14G102100.v6.15.8252369 2.54E+00 3E-74 up yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0009826|unidimensional cell growth;GO:0010025|wax biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.14G102500.v6.1Inf Inf 4E-05 up yes pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.14G102800.v6.11.4449087 0.53098 1E-05 up no pfam14033 DUF4246 Protein of unknown function (DUF4246). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and fungi. Proteins in this family are typically between 392 and 644 amino acids in length.. . . .

Manes.14G103100.v6.11.335388 0.41726 0.0008 up no pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.GO:0007049|cell cycle;GO:0051301|cell division;GO:0016023|cytoplasmic membrane-bounded vesicle;. .

Manes.14G103400.v6.122.585392 4.49732 0.0001 up yes pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.14G103500.v6.11.6731513 7.43E-01 0.0695 up no pfam14339 DUF4394 Domain of unknown function (DUF4394). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 262 and 476 amino acids in length.. . . .

Manes.14G103900.v6.12.2229282 1.15246 1E-09 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;. . .

Manes.14G104000.v6.10.6543665 ####### 0.0001 down no pfam13279 4HBT_2 Thioesterase-like superfamily. This family contains a wide variety of enzymes, principally thioesterases. These enzymes are part of the Hotdog fold superfamily.. . . .

Manes.14G104200.v6.110.255474 3.35832 0.0015 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.14G104400.v6.1Inf Inf 0.8798 up no pfam05451 Phytoreo_PnsPhytoreovirus nonstructural protein Pns10/11. This family consists of Phytoreovirus nonstructural proteins Pns10 and Pns11. Genome segment S11 of rice gall dwarf virus (RGDV), a member of Phytoreovirus encodes a putative protein of 40 kDa that exhibits approximately 37% homology at the amino acid level to the nonstructural proteins Pns10 of rice dwarf and wound tumor viruses, which are other members of Phytoreovirus.. GO:0009570|chloroplast stroma;GO:0005524|ATP binding;.



Manes.14G104900.v6.12.6454619 1.40352 3E-08 up yes pfam13894 zf-C2H2_4 C2H2-type zinc finger. This family contains a number of divergent C2H2 type zinc fingers.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.14G105000.v6.10.9858552 ####### 0.8985 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0009958|positive gravitropism;GO:0042026|protein refolding;GO:0005856|cytoskeleton;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0051087|chaperone binding;GO:0008092|cytoskeletal protein binding;GO:0051082|unfolded protein binding;.

Manes.14G105400.v6.11.2333634 3.03E-01 0.4289 up no pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.14G105500.v6.10.3973359 ####### 1E-12 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G105700.v6.11.4544657 0.54049 2E-06 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0043132|NAD transport;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0015297|antiporter activity;GO:0051724|NAD transporter activity;K15115

Manes.14G106000.v6.12.2612489 1.17712 0.0058 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G106300.v6.12.5481005 1.34942 0.6513 up no pfam10011 DUF2254 Predicted membrane protein (DUF2254). Members of this family of bacterial proteins comprises various hypothetical and putative membrane proteins. Their exact function, has not, as yet, been defined.. . . .

Manes.14G106500.v6.10.3220139 -1.63481 0.015 down yes pfam07722 Peptidase_C26Peptidase C26. These peptidases have gamma-glutamyl hydrolase activity; that is they catalyse the cleavage of the gamma-glutamyl bond in poly-gamma-glutamyl substrates. They are structurally related to pfam00117, but contain extensions in four loops and at the C terminus.GO:0006541|glutamine metabolic process;. GO:0016787|hydrolase activity;K07010

Manes.14G107100.v6.11.5755476 6.56E-01 0.1533 up no pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0009555|pollen development;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G107200.v6.11.6164332 0.69281 1E-08 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.14G107400.v6.1#NAME? #NAME? 0.6535 down no pfam04561 RNA_pol_Rpb2_2RNA polymerase Rpb2, domain 2. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). Rpb2 is the second largest subunit of the RNA polymerase. This domain forms one of the two distinctive lobes of the Rpb2 structure. This domain is also known as the lobe domain. DNA has been demonstrated to bind to the concave surface of the lobe domain, and plays a role in maintaining the transcription bubble. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 1 (DRI).. . . .

Manes.14G107600.v6.10.5166249 -0.95281 5E-09 down no pfam01569 PAP2 PAP2 superfamily. This family includes the enzyme type 2 phosphatidic acid phosphatase (PAP2), Glucose-6-phosphatase EC:3.1.3.9, Phosphatidylglycerophosphatase B EC:3.1.3.27 and bacterial acid phosphatase EC:3.1.3.2. The family also includes a variety of haloperoxidases that function by oxidizing halides in the presence of hydrogen peroxide to form the corresponding hypohalous acids.GO:0016311|dephosphorylation;GO:0009626|plant-type hypersensitive response;GO:0010224|response to UV-B;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.14G107900.v6.1NA NA NA -- no pfam09756 DDRGK DDRGK domain. This is a family of proteins of approximately 300 residues, found in plants and vertebrates. They contain a highly conserved DDRGK motif.. . . .

Manes.14G108100.v6.1Inf Inf 0.8798 up no pfam09438 DUF2017 Domain of unknown function (DUF2017). This is an alpha-helical domain found in gene neighborhoods that contain genes encoding ubiquitin, cysteine synthases and JAB peptidases.. . . .

Manes.14G108200.v6.11.4523784 5.38E-01 0.0016 up no pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.14G108600.v6.16.8738728 2.78E+00 2E-101 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16282

Manes.14G109300.v6.13.3335736 1.73707 1E-40 up yes pfam03034 PSS Phosphatidyl serine synthase. Phosphatidyl serine synthase is also known as serine exchange enzyme. This family represents eukaryotic PSS I and II which are membrane bound proteins which catalyses the replacement of the head group of a phospholipid (phosphotidylcholine or phosphotidylethanolamine) by L-serine.GO:0009556|microsporogenesis;GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0006659|phosphatidylserine biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0003882|CDP-diacylglycerol-serine O-phosphatidyltransferase activity;.

Manes.14G109800.v6.12.8991481 1.54E+00 6E-41 up yes pfam01554 MatE MatE. The MatE domain. GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0015238|drug transmembrane transporter activity;K03327

Manes.14G110300.v6.11.8767376 0.90823 2E-15 up no pfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. . . .

Manes.14G110500.v6.10.5940739 -0.75129 0.0011 down no pfam02684 LpxB Lipid-A-disaccharide synthetase. This is a family of lipid-A-disaccharide synthetases, EC:2.4.2.128. These enzymes catalyse the reaction: UDP-2,3-bis(3-hydroxytetradecanoyl) glucosamine + 2,3-bis(3-hydroxytetradecanoyl)-beta-D-glucosaminyl 1-phosphate <=> UDP + 2,3-bis(3-hydroxytetradecanoyl)-D-glucosaminyl-1,6 -beta-D-2,3-bis(3-hydroxytetradecanoyl)-beta-D-glucosaminyl 1-phosphate. These enzymes catalyse the fist disaccharide step in the synthesis of lipid-A-disaccharide.GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0008915|lipid-A-disaccharide synthase activity;K00748

Manes.14G111000.v6.13.4963102 1.81E+00 3E-05 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.14G111700.v6.11.6432217 0.71653 4E-10 up no pfam05182 Fip1 Fip1 motif. This short motif is about 40 amino acids in length. In the Fip1 protein that is a component of a yeast pre-mRNA polyadenylation factor that directly interacts with poly(A) polymerase. This region of Fip1 is needed for the interaction with the Th1 subunit of the complex and for specific polyadenylation of the cleaved mRNA precursor.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0003723|RNA binding;.

Manes.14G112400.v6.12.8131356 1.49E+00 1E-38 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0080147|root hair cell development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G112700.v6.10.4744523 -1.07566 2E-19 down yes pfam00940 RNA_pol DNA-dependent RNA polymerase. This is a family of single chain RNA polymerases.GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K10908

Manes.14G112800.v6.10.5025044 -0.99279 8E-17 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0007049|cell cycle;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.14G113100.v6.10.6361755 ####### 1E-07 down no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16297

Manes.14G113300.v6.10.8895656 -0.16883 0.4587 down no pfam04108 APG17 Autophagy protein Apg17. Apg17 is required for activating Apg1 protein kinases.. . . .

Manes.14G113700.v6.10.8011682 ####### 0.04 down no pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0009507|chloroplast;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. .

Manes.14G114100.v6.10.5549548 ####### 0.0008 down no pfam01536 SAM_decarboxAdenosylmethionine decarboxylase. This is a family of S-adenosylmethionine decarboxylase (SAMDC) proenzymes. In the biosynthesis of polyamines SAMDC produces decarboxylated S-adenosylmethionine, which serves as the aminopropyl moiety necessary for spermidine and spermine biosynthesis from putrescine. The Pfam alignment contains both the alpha and beta chains that are cleaved to form the active enzyme.GO:0006557|S-adenosylmethioninamine biosynthetic process;GO:0008295|spermidine biosynthetic process;GO:0006597|spermine biosynthetic process;. GO:0004014|adenosylmethionine decarboxylase activity;K01611

Manes.14G114500.v6.10.6709054 ####### 0.0154 down no pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G115300.v6.11.5988921 0.67707 2E-09 up no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0043547|positive regulation of GTPase activity;GO:0043087|regulation of GTPase activity;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005576|extracellular region;GO:0005739|mitochondrion;GO:0005096|GTPase activator activity;.

Manes.14G115500.v6.1NA NA NA -- no pfam06471 NSP11 NSP11. This region of coronavirus polyproteins encodes the NSP11 protein.. . . .

Manes.14G115700.v6.10.0579455 -4.10916 8E-44 down yes pfam03595 SLAC1 Voltage-dependent anion channel. This family of transporters has ten alpha helical transmembrane segments. The structure of a bacterial homologue of SLAC1 shows it to have a trimeric arrangement. The pore is composed of five helices with a conserved Phe residue involved in gating. One homologue, Mae1 from the yeast Schizosaccharomyces pombe, functions as a malate uptake transporter; another, Ssu1 from Saccharomyces cerevisiae and other fungi including Aspergillus fumigatus, is characterized as a sulfite efflux pump; and TehA from Escherichia coli is identified as a tellurite resistance protein by virtue of its association in the tehA/tehB operon. In plants, this family is found in the stomatal guard cells functioning as an anion-transporting pore. Many homologues are incorrectly annotated as tellurite resistance or dicarboxylate transporter (TDT) proteins.. . . .

Manes.14G116000.v6.10.6290903 -0.66866 0.0112 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G116200.v6.10.0953997 -3.38987 6E-42 down yes pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.GO:0070417|cellular response to cold;GO:0009631|cold acclimation;GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0009626|plant-type hypersensitive response;GO:0009627|systemic acquired resistance;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0043621|protein self-association;.

Manes.14G116500.v6.11.7064926 0.77103 1E-08 up no pfam15395 DUF4617 Domain of unknown function (DUF4617). This family of proteins is found in eukaryotes. Proteins in this family are typically between 702 and 1745 amino acids in length.. . . .

Manes.14G116700.v6.12.1399875 1.10E+00 8E-22 up yes pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.14G117000.v6.11.6931205 7.60E-01 3E-11 up no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0005986|sucrose biosynthetic process;. GO:0046524|sucrose-phosphate synthase activity;.

Manes.14G117500.v6.12.9880172 1.58E+00 3E-16 up yes pfam04541 Herpes_U34 Herpesvirus virion protein U34. The virion proteins in this family include membrane phosphoprotein-like proteins such as UL34, Epstein-Barr and R50, from dsDNA viruses, no RNA stage, Herpesvirales. The family Herpes_BFRF1, pfam05900, has been merged in.. . . .

Manes.14G118300.v6.12.7553109 1.46222 1E-19 up yes pfam12678 zf-rbx1 RING-H2 zinc finger. There are 8 cysteine/ histidine residues which are proposed to be the conserved residues involved in zinc binding. The protein, of which this domain is the conserved region, participates in diverse functions relevant to chromosome metabolizm and cell cycle control.. . . .

Manes.14G118800.v6.10.1973044 ####### 9E-26 down yes pfam03662 Glyco_hydro_79nGlycosyl hydrolase family 79, N-terminal domain. Family of endo-beta-N-glucuronidase, or heparanase. Heparan sulfate proteoglycans (HSPGs) play a key role in the self- assembly, insolubility and barrier properties of basement membranes and extracellular matrices. Hence, cleavage of heparan sulfate (HS) affects the integrity and functional state of tissues and thereby fundamental normal and pathological phenomena involving cell migration and response to changes in the extracellular micro-environment. Heparanase degrades HS at specific intra-chain sites. The enzyme is synthesized as a latent approximately 65 kDa protein that is processed at the N-terminus into a highly active approximately 50 kDa form. Experimental evidence suggests that heparanase may facilitate both tumor cell invasion and neovascularization, both critical steps in cancer progression. The enzyme is also involved in cell migration associated with inflammation and autoimmunity.. GO:0005576|extracellular region;GO:0005765|lysosomal membrane;GO:0009505|plant-type cell wall;GO:0004566|beta-glucuronidase activity;.

Manes.14G118900.v6.11.9492026 9.63E-01 0.017 up no pfam01494 FAD_binding_3FAD binding domain. This domain is involved in FAD binding in a number of enzymes.GO:0006144|purine nucleobase metabolic process;GO:0019628|urate catabolic process;. GO:0071949|FAD binding;GO:0016709|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0004846|urate oxidase activity;K16839

Manes.14G119100.v6.10.4785333 ####### 3E-11 down yes pfam06693 DUF1190 Protein of unknown function (DUF1190). This family consists of several hypothetical Enterobacterial proteins of around 212 residues in length and is known as YjfM in Escherichia coli. The function of this family is unknown.. . . .

Manes.14G119500.v6.12.2963533 1.20E+00 3E-21 up yes pfam13414 TPR_11 TPR repeat. GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0007517|muscle organ development;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;. .

Manes.14G120300.v6.10.3416751 ####### 2E-25 down yes pfam08847 DUF1817 Domain of unknown function (DUF1817). Members of this family are functionally uncharacterized.. . . .

Manes.14G120500.v6.10.5288472 ####### 1E-07 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0080167|response to karrikin;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0008168|methyltransferase activity;.

Manes.14G120700.v6.13.6347582 1.86186 4E-23 up yes pfam13567 DUF4131 Domain of unknown function (DUF4131). This domain is frequently found to the N-terminus of the Competence domain, pfam03772.. . . .

Manes.14G120900.v6.11.4056911 4.91E-01 3E-05 up no pfam09658 Cas_Csx9 CRISPR-associated protein (Cas_Csx9). Clusters of short DNA repeats with nonhomologous spacers, which are found at regular intervals in the genomes of phylogenetically distinct prokaryotic species, comprise a family with recognisable features. This family is known as CRISPR (short for Clustered, Regularly Interspaced Short Palindromic Repeats). A number of protein families appear only in association with these repeats and are designated Cas (CRISPR-Associated) proteins. This entry describes archaeal proteins encoded in cas gene regions.. . . .

Manes.14G121000.v6.1#NAME? #NAME? 0.0673 down no pfam13972 TetR Bacterial transcriptional repressor. This family of bacterial transcriptional repressors is characterized by the short approximately 50 amino acid stretch of residues constituting the helix-turn-helix DNA binding motif, around the YRFhY motif. The target proteins that are repressed are involved in the transcriptional control of multi-drug efflux pumps, pathways for the biosynthesis of antibiotics, response to osmotic stress and toxic chemicals, control of catabolic pathways, differentiation processes, and pathogenicity. The regulatory network in which TetR itself is involved is in being released in the presence of tetracycline, binding to the target operator, and repressing tetA transcription.. . . .

Manes.14G121400.v6.10.4473449 -1.16054 1E-13 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006633|fatty acid biosynthetic process;GO:0009813|flavonoid biosynthetic process;GO:0010023|proanthocyanidin biosynthetic process;GO:0006970|response to osmotic stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.14G121900.v6.1#NAME? #NAME? 0.0636 down no pfam03825 Nuc_H_symportNucleoside H+ symporter.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.14G122400.v6.11.3355253 0.41741 0.0007 up no pfam08718 GLTP Glycolipid transfer protein (GLTP). GLTP is a cytosolic protein that catalyses the intermembrane transfer of glycolipids.GO:1902389|ceramide 1-phosphate transport;GO:0005829|cytosol;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0005640|nuclear outer membrane;GO:0005886|plasma membrane;GO:1902387|ceramide 1-phosphate binding;GO:1902388|ceramide 1-phosphate transporter activity;GO:0051861|glycolipid binding;GO:0017089|glycolipid transporter activity;GO:0005543|phospholipid binding;GO:0005548|phospholipid transporter activity;.

Manes.14G123000.v6.11.468373 0.55422 1E-05 up no pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G123300.v6.11.8618915 0.89677 2E-13 up no pfam01412 ArfGap Putative GTPase activating protein for Arf. Putative zinc fingers with GTPase activating proteins (GAPs) towards the small GTPase, Arf. The GAP of ARD1 stimulates GTPase hydrolysis for ARD1 but not ARFs.GO:0006886|intracellular protein transport;GO:0043547|positive regulation of GTPase activity;GO:0005794|Golgi apparatus;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;GO:0005543|phospholipid binding;K12486

Manes.14G123500.v6.111.330985 3.50E+00 4E-66 up yes pfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.14G123600.v6.11.8682695 9.02E-01 2E-12 up no pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. GO:0005794|Golgi apparatus;. .

Manes.14G123800.v6.10.4213105 ####### 1E-07 down yes pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009741|response to brassinosteroid;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G124100.v6.10.9093898 ####### 0.3311 down no pfam03446 NAD_binding_2NAD binding domain of 6-phosphogluconate dehydrogenase. The NAD binding domain of 6-phosphogluconate dehydrogenase adopts a Rossmann fold.GO:0006574|valine catabolic process;GO:0005739|mitochondrion;GO:0008442|3-hydroxyisobutyrate dehydrogenase activity;GO:0051287|NAD binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;K00020

Manes.14G124400.v6.1NA NA NA -- no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.14G124900.v6.11.8065146 8.53E-01 0.0176 up no pfam11992 DUF3488 Domain of unknown function (DUF3488). This presumed domain is functionally uncharacterized. This domain is found in bacteria. This domain is typically between 323 to 339 amino acids in length. This domain is found associated with pfam01841. This domain has a conserved PLW sequence motif. This domain contains 6 transmembrane helices.. . . .

Manes.14G125200.v6.10.3944292 -1.34216 5E-18 down yes pfam01565 FAD_binding_4FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.GO:0006979|response to oxidative stress;GO:0031225|anchored component of membrane;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.14G125600.v6.10.3560862 -1.4897 2E-08 down yes pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0008289|lipid binding;GO:0005215|transporter activity;.

Manes.14G125700.v6.10.3787192 ####### 3E-26 down yes pfam13662 Toprim_4 Toprim domain. The toprim domain is found in a wide variety of enzymes involved in nucleic acid manipulation.GO:0032508|DNA duplex unwinding;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:1990077|primosome complex;GO:0043139|5'-3' DNA helicase activity;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0003896|DNA primase activity;GO:0046872|metal ion binding;GO:0003697|single-stranded DNA binding;K17680

Manes.14G125800.v6.1Inf Inf 0.1921 up no pfam12345 DUF3641 Protein of unknown function (DUF3641). This domain family is found in bacteria and eukaryotes, and is approximately 140 amino acids in length. The family is found in association with pfam04055. This family consists of proteins which are commonly annotated as Radical SAM domains but there is little annotation to back this up.. . . .

Manes.14G125900.v6.1Inf Inf 0.2025 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G126200.v6.10.6569487 -0.60615 1E-05 down no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0030435|sporulation resulting in formation of a cellular spore;GO:0005576|extracellular region;GO:0016491|oxidoreductase activity;.

Manes.14G126800.v6.14.7804922 2.25716 2E-65 up yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0019567|arabinose biosynthetic process;GO:0045227|capsule polysaccharide biosynthetic process;GO:0006012|galactose metabolic process;GO:0009832|plant-type cell wall biogenesis;GO:0033358|UDP-L-arabinose biosynthetic process;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0050662|coenzyme binding;GO:0050373|UDP-arabinose 4-epimerase activity;GO:0003978|UDP-glucose 4-epimerase activity;K12448

Manes.14G126900.v6.10.8349766 -0.26019 0.0478 down no pfam04733 Coatomer_E Coatomer epsilon subunit. This family represents the epsilon subunit of the coatomer complex, which is involved in the regulation of intracellular protein trafficking between the endoplasmic reticulum and the Golgi complex.GO:0015031|protein transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0030663|COPI-coated vesicle membrane;GO:0005774|vacuolar membrane;GO:0005198|structural molecule activity;K17268

Manes.14G127000.v6.10.4775164 -1.06638 8E-15 down yes pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:1903146|regulation of mitophagy;GO:0000387|spliceosomal snRNP assembly;GO:0071013|catalytic step 2 spliceosome;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:0071204|histone pre-mRNA 3'end processing complex;GO:0034709|methylosome;GO:0034719|SMN-Sm protein complex;GO:0005685|U1 snRNP;GO:0005689|U12-type spliceosomal complex;GO:0005687|U4 snRNP;GO:0005683|U7 snRNP;GO:0071208|histone pre-mRNA DCP binding;GO:0044822|poly(A) RNA binding;.

Manes.14G127300.v6.10.2752246 ####### 1E-17 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.14G127400.v6.10.3762011 ####### 4E-12 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0016556|mRNA modification;GO:0009507|chloroplast;. .

Manes.14G127800.v6.19.9936154 3.32101 9E-18 up yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.14G128100.v6.11.6734348 7.43E-01 9E-09 up no pfam00125 Histone Core histone H2A/H2B/H3/H4.GO:0042742|defense response to bacterium;GO:0009266|response to temperature stimulus;GO:0000786|nucleosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;K11251

Manes.14G128300.v6.11.3933145 0.47852 0.4514 up no pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.GO:0010230|alternative respiration;GO:0009627|systemic acquired resistance;GO:0048046|apoplast;GO:0005618|cell wall;. .

Manes.14G128900.v6.13.3251271 1.73E+00 0.5334 up no pfam05988 DUF899 Bacterial protein of unknown function (DUF899). This family consists of several uncharacterized bacterial proteins of unknown function.. . . .

Manes.14G129300.v6.10.5623431 -0.83048 3E-09 down no pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0034969|histone arginine methylation;GO:0019919|peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355|regulation of transcription, DNA-templated;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005829|cytosol;GO:0016277|[myelin basic protein]-arginine N-methyltransferase activity;GO:0008469|histone-arginine N-methyltransferase activity;GO:0035242|protein-arginine omega-N asymmetric methyltransferase activity;GO:0035241|protein-arginine omega-N monomethyltransferase activity;K11434

Manes.14G129800.v6.10.6259822 -0.67581 0.0002 down no pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0048825|cotyledon development;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G130600.v6.13.4305246 1.78E+00 0.0001 up yes pfam01177 Asp_Glu_raceAsp/Glu/Hydantoin racemase. This family contains aspartate racemase, maleate isomerases EC:5.2.1.1, glutamate racemase, hydantoin racemase and arylmalonate decarboxylase EC:4.1.1.76.. . . .

Manes.14G130700.v6.10.8783841 ####### 0.1256 down no pfam00175 NAD_binding_1Oxidoreductase NAD-binding domain. Xanthine dehydrogenases, that also bind FAD/NAD, have essentially no similarity.GO:0009651|response to salt stress;GO:0005794|Golgi apparatus;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005507|copper ion binding;GO:0004128|cytochrome-b5 reductase activity, acting on NAD(P)H;K00326

Manes.14G130900.v6.11.5405744 6.23E-01 0.2362 up no pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . . .

Manes.14G131200.v6.10.3013867 -1.73031 3E-11 down yes pfam11391 DUF2798 Protein of unknown function (DUF2798). This family of proteins has no known function.. . . .

Manes.14G131300.v6.10.4771804 ####### 1E-14 down yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.14G131500.v6.10.6551353 -0.61014 3E-05 down no pfam04939 RRS1 Ribosome biogenesis regulatory protein (RRS1). This family consists of several eukaryotic ribosome biogenesis regulatory (RRS1) proteins. RRS1 is a nuclear protein that is essential for the maturation of 25 S rRNA and the 60 S ribosomal subunit assembly in Saccharomyces cerevisiae.GO:0042254|ribosome biogenesis;GO:0005730|nucleolus;. K14852

Manes.14G131700.v6.11.7597568 8.15E-01 2E-11 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0016021|integral component of membrane;. K09518

Manes.14G131800.v6.10.4038963 -1.30794 2E-15 down yes pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006397|mRNA processing;GO:0042254|ribosome biogenesis;GO:0008380|RNA splicing;GO:0005730|nucleolus;GO:0005681|spliceosomal complex;GO:0003723|RNA binding;K12845

Manes.14G131900.v6.10.3990347 -1.32541 4E-11 down yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042128|nitrate assimilation;GO:0006857|oligopeptide transport;GO:0009753|response to jasmonic acid;GO:0009611|response to wounding;GO:0016021|integral component of membrane;GO:0015293|symporter activity;.

Manes.14G132400.v6.11.85769 0.89351 2E-11 up no pfam01126 Heme_oxygenaseHeme oxygenase.GO:0016117|carotenoid biosynthetic process;GO:0071494|cellular response to UV-C;GO:0010019|chloroplast-nucleus signaling pathway;GO:0009813|flavonoid biosynthetic process;GO:0006788|heme oxidation;GO:0015979|photosynthesis;GO:0010024|phytochromobilin biosynthetic process;GO:0010075|regulation of meristem growth;GO:0009507|chloroplast;GO:0020037|heme binding;GO:0004392|heme oxygenase (decyclizing) activity;GO:0046872|metal ion binding;K00510

Manes.14G133600.v6.10.4369842 ####### 3E-23 down yes pfam04690 YABBY YABBY protein. YABBY proteins are a group of plant-specific transcription involved in the specification of abaxial polarity in lateral organs.GO:0009944|polarity specification of adaxial/abaxial axis;GO:2000024|regulation of leaf development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.14G133900.v6.117.507886 4.13E+00 0.0014 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009055|electron carrier activity;.

Manes.14G134000.v6.122.424811 4.48702 1E-17 up yes pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.14G134200.v6.10.4553501 ####### 2E-09 down yes pfam04525 Tub_2 Tubby C 2. The structure of this family has been solved. It comprises a 12-stranded beta barrel with a central C-terminal alpha helix. This helix is thought to be a transmembrane helix. It is structurally similar to the C-terminal domain of the Tubby protein. In plants it plays a role in defense against pathogens.. . . .

Manes.14G134300.v6.10.6668973 -0.58446 0.0048 down no pfam13520 AA_permease_2Amino acid permease.. GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015297|antiporter activity;.

Manes.14G134600.v6.10.4559738 ####### 1E-19 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;GO:0005886|plasma membrane;. .

Manes.14G135500.v6.10.4716089 -1.08434 3E-08 down yes pfam06026 Rib_5-P_isom_ARibose 5-phosphate isomerase A (phosphoriboisomerase A). This family consists of several ribose 5-phosphate isomerase A or phosphoriboisomerase A (EC:5.3.1.6) from bacteria, eukaryotes and archaea.GO:0008219|cell death;GO:0009052|pentose-phosphate shunt, non-oxidative branch;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005737|cytoplasm;GO:0004751|ribose-5-phosphate isomerase activity;K01807

Manes.14G136100.v6.14.4771761 2.16259 6E-25 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.14G136200.v6.12.7089517 1.43773 1E-05 up yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.14G137200.v6.19.584904 3.26E+00 0.0701 up no pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.14G137400.v6.11.3862386 0.47118 3E-05 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.GO:0007420|brain development;GO:0030154|cell differentiation;GO:0016568|chromatin modification;GO:0009790|embryo development;GO:0002376|immune system process;GO:0018393|internal peptidyl-lysine acetylation;GO:0042771|intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator;GO:0070059|intrinsic apoptotic signaling pathway in response to endoplasmic reticulum stress;GO:0001822|kidney development;GO:0030324|lung development;GO:1904378|maintenance of unfolded protein involved in ERAD pathway;GO:0043066|negative regulation of apoptotic process;GO:0032435|negative regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0045861|negative regulation of proteolysis;GO:1904379|protein localization to cytosolic proteasome complex involved in ERAD pathway;GO:0050821|protein stabilization;GO:0042127|regulation of cell proliferation;GO:1903069|regulation of ER-associated ubiquitin-dependent protein catabolic process;GO:0007283|spermatogenesis;GO:0007130|synaptonemal complex asGO:0071818|BAT3 complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0043231|intracellular membrane-bounded organelle;GO:0016020|membrane;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0051787|misfolded protein binding;GO:0031593|polyubiquitin binding;GO:0070628|proteasome binding;GO:0043022|ribosome binding;GO:0031625|ubiquitin protein ligase binding;GO:1990381|ubiquitin-specific protease binding;.

Manes.14G137600.v6.10.4003299 -1.32074 9E-15 down yes pfam00366 Ribosomal_S17Ribosomal protein S17.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02949

Manes.14G137800.v6.1Inf Inf 0.8842 up no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0009820|alkaloid metabolic process;. GO:0033879|acetylajmaline esterase activity;.

Manes.14G138100.v6.11.7712289 8.25E-01 3E-10 up no pfam13639 zf-RING_2 Ring finger domain.GO:0000578|embryonic axis specification;GO:0016567|protein ubiquitination;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0016874|ligase activity;GO:0008134|transcription factor binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.14G138600.v6.12.3488774 1.23E+00 0.0002 up yes pfam09804 DUF2347 Uncharacterized conserved protein (DUF2347). Members of this family of hypothetical proteins have no known function.. . . .

Manes.14G138700.v6.12.7195929 1.44339 3E-22 up yes pfam05920 Homeobox_KNHomeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G138800.v6.1#NAME? #NAME? 1 down no pfam00888 Cullin Cullin family. . . . .

Manes.14G138900.v6.10.6013522 ####### 1E-06 down no pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0031977|thylakoid lumen;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K03768

Manes.14G139500.v6.11.8522611 8.89E-01 4E-15 up no pfam01585 G-patch G-patch domain. This domain is found in a number of RNA binding proteins, and is also found in proteins that contain RNA binding domains. This suggests that this domain may have an RNA binding function. This domain has seven highly conserved glycines.GO:0031214|biomineral tissue development;GO:0030154|cell differentiation;GO:0030198|extracellular matrix organization;GO:0006355|regulation of transcription, DNA-templated;GO:0000390|spliceosomal complex disassembly;GO:0071013|catalytic step 2 spliceosome;GO:0005737|cytoplasm;GO:0005622|intracellular;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0005578|proteinaceous extracellular matrix;GO:0005681|spliceosomal complex;GO:0071008|U2-type post-mRNA release spliceosomal complex;GO:0003677|DNA binding;K13103

Manes.14G139900.v6.10.7386491 ####### 0.0036 down no pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.14G140000.v6.11.3062212 0.3854 0.0008 up no pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.

Manes.14G141100.v6.10.5422927 -0.88286 3E-05 down no pfam00132 Hexapep Bacterial transferase hexapeptide (six repeats).GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0016410|N-acyltransferase activity;GO:0043764|UDP-3-O-[3-hydroxymyristoyl] glucosamine N-acyltransferase activity;.

Manes.14G141200.v6.12.0707325 1.05014 3E-08 up yes pfam10131 PTPS_related6-pyruvoyl-tetrahydropterin synthase related domain; membrane protein. This domain is found in various bacterial hypothetical membrane proteins, as well as in tetratricopeptide TPR_2 repeat protein. The exact function of the domain has not, as yet, been established.. . . .

Manes.14G141400.v6.11.4816903 0.56724 2E-05 up no pfam08212 Lipocalin_2 Lipocalin-like domain. Lipocalins are transporters for small hydrophobic molecules, such as lipids, steroid hormones, bilins, and retinoids. The structure is an eight-stranded beta barrel.. GO:0009279|cell outer membrane;GO:0008289|lipid binding;GO:0005215|transporter activity;.

Manes.14G141500.v6.10.5803862 ####### 8E-09 down no pfam05577 Peptidase_S28Serine carboxypeptidase S28. These serine proteases include several eukaryotic enzymes such as lysosomal Pro-X carboxypeptidase, dipeptidyl-peptidase II, and thymus-specific serine peptidase.GO:0043535|regulation of blood vessel endothelial cell migration;GO:0005764|lysosome;GO:0004180|carboxypeptidase activity;GO:0008236|serine-type peptidase activity;K01285

Manes.14G141900.v6.10.6385731 ####### 0.0185 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. . GO:0016787|hydrolase activity;.

Manes.14G142200.v6.11.6721206 0.74168 3E-05 up no pfam04576 Zein-binding Zein-binding. This domain binds to zein proteins, pfam01559. Zein proteins are seed storage proteins.. . . .

Manes.14G142500.v6.11.4841007 0.56959 4E-05 up no pfam02204 VPS9 Vacuolar sorting protein 9 (VPS9) domain. This domain acts as a GDP-GTP exchange factor (GEF). It activates Rab GTPases by stimulating the release of GDP and allowing GTP to bind.GO:0000919|cell plate assembly;GO:0042546|cell wall biogenesis;GO:0009793|embryo development ending in seed dormancy;GO:0043547|positive regulation of GTPase activity;GO:0048528|post-embryonic root development;GO:0005829|cytosol;GO:0016020|membrane;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0005096|GTPase activator activity;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.14G142700.v6.11.4990591 0.58406 6E-06 up no pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.14G142800.v6.10.6397573 -0.6444 9E-06 down no pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.. . . K07137

Manes.14G143000.v6.10.5529006 ####### 0.0019 down no pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.14G143400.v6.10.6434303 -0.63614 4E-08 down no pfam00707 IF3_C Translation initiation factor IF-3, C-terminal domain.. GO:0005737|cytoplasm;GO:0003743|translation initiation factor activity;K02520

Manes.14G144400.v6.11.7744782 0.82739 2E-13 up no pfam00448 SRP54 SRP54-type protein, GTPase domain. This family includes relatives of the G-domain of the SRP54 family of proteins.GO:0007409|axonogenesis;GO:0050708|regulation of protein secretion;GO:0006614|SRP-dependent cotranslational protein targeting to membrane;GO:0012505|endomembrane system;GO:0005789|endoplasmic reticulum membrane;GO:0005811|lipid particle;GO:0005785|signal recognition particle receptor complex;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003723|RNA binding;GO:0005047|signal recognition particle binding;K13431

Manes.14G144500.v6.12.3201175 1.21E+00 0.5789 up no pfam03878 YIF1 YIF1. YIF1 (Yip1 interacting factor) is an integral membrane protein that is required for membrane fusion of ER derived vesicles. It also plays a role in the biogenesis of ER derived COPII transport vesicles.. GO:0016021|integral component of membrane;. .

Manes.14G144700.v6.10.6658663 -0.5867 9E-06 down no pfam15273 NHS NHS-like. This family of proteins includes Nance-Horan syndrome protein (NHS).. . . .

Manes.14G145200.v6.11.4333309 5.19E-01 1E-05 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;. .

Manes.14G145700.v6.11.0975484 0.13428 1 up no pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G145800.v6.10.5566853 -0.84507 0.1977 down no pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G146100.v6.10.3770668 ####### 0.0001 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.14G146300.v6.10.3836914 ####### 4E-15 down yes pfam13177 DNA_pol3_delta2DNA polymerase III, delta subunit. DNA polymerase III, delta subunit (EC 2.7.7.7) is required for, along with delta' subunit, the assembly of the processivity factor beta(2) onto primed DNA in the DNA polymerase III holoenzyme-catalysed reaction. The delta subunit is also known as HolA.GO:0006261|DNA-dependent DNA replication;GO:0010091|trichome branching;GO:0010026|trichome differentiation;GO:0009360|DNA polymerase III complex;GO:0005663|DNA replication factor C complex;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;.

Manes.14G146800.v6.1Inf Inf 0.3951 up no pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.. GO:0005576|extracellular region;. .

Manes.14G147200.v6.14.5063713 2.17E+00 0.0015 up yes pfam06161 DUF975 Protein of unknown function (DUF975). Family of uncharacterized bacterial proteins.. . . .

Manes.14G147300.v6.12.3174628 1.21E+00 6E-14 up yes pfam07724 AAA_2 AAA domain (Cdc48 subfamily). This Pfam entry includes some of the AAA proteins not detected by the pfam00004 model.GO:0019538|protein metabolic process;GO:0005737|cytoplasm;GO:0005524|ATP binding;K03695

Manes.14G147600.v6.11.0371626 5.26E-02 0.6546 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.14G147700.v6.10.2731517 ####### 6E-18 down yes pfam10332 DUF2418 Protein of unknown function (DUF2418). This is a conserved 100 residue central region of a family of proteins found in fungi. It carries a characteristic EYD sequence motif. The function is not known.. . . .

Manes.14G148100.v6.10.9574695 ####### 0.6386 down no pfam13023 HD_3 HD domain. HD domains are metal dependent phosphohydrolases.. . . K07023

Manes.14G148300.v6.10.3839024 -1.38119 6E-13 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.14G148800.v6.19.9712835 3.32E+00 1E-48 up yes pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.14G148900.v6.12.1055323 1.07419 4E-11 up yes pfam13414 TPR_11 TPR repeat. GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;GO:0051082|unfolded protein binding;.

Manes.14G150200.v6.14.4197533 2.14397 4E-68 up yes pfam03969 AFG1_ATPaseAFG1-like ATPase. This family of proteins contains a P-loop motif and are predicted to be ATPases.. GO:0005739|mitochondrion;GO:0005524|ATP binding;K18798

Manes.14G150500.v6.11.4048692 0.49044 0.0001 up no pfam04893 Yip1 Yip1 domain. The Yip1 integral membrane domain contains four transmembrane alpha helices. The domain is characterized by the motifs DLYGP and GY. The Yip1 protein is a golgi protein involved in vesicular transport that interacts with GTPases.. GO:0016021|integral component of membrane;. .

Manes.14G150900.v6.1Inf Inf 0.8798 up no pfam03059 NAS Nicotianamine synthase protein. Nicotianamine synthase EC:2.5.1.43 catalyses the trimerization of S-adenosylmethionine to yield one molecule of nicotianamine. Nicotianamine has an important role in plant iron uptake mechanisms. Plants adopt two strategies (termed I and II) of iron acquisition. Strategy I is adopted by all higher plants except graminaceous plants, which adopt strategy II. In strategy I plants, the role of nicotianamine is not fully determined: possible roles include the formation of more stable complexes with ferrous than with ferric ion, which might serve as a sensor of the physiological status of iron within a plant, or which might be involved in the transport of iron. In strategy II (graminaceous) plants, nicotianamine is the key intermediate (and nicotianamine synthase the key enzyme) in the synthesis of the mugineic family (the only known family in plants) of phytosiderophores. Phytosiderophores are iron chelators whose secretion by the roots is greatly increased in instances of iron defiGO:0030418|nicotianamine biosynthetic process;. GO:0030410|nicotianamine synthase activity;K05953

Manes.14G151400.v6.14.4525868 2.15E+00 7E-07 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0009698|phenylpropanoid metabolic process;. GO:0016207|4-coumarate-CoA ligase activity;GO:0005524|ATP binding;.

Manes.14G151600.v6.10.2561041 -1.9652 9E-05 down yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.14G151700.v6.11.6908816 0.75778 0.3627 up no pfam08270 PRD_Mga M protein trans-acting positive regulator (MGA) PRD domain. Mga is a DNA-binding protein that activates the expression of several important virulence genes in group A streptococcus in response to changing environmental conditions. This corresponds to the PRD like region.. . . .

Manes.14G152200.v6.12.5579071 1.35496 0.0014 up yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0009664|plant-type cell wall organization;GO:0009733|response to auxin;GO:0009741|response to brassinosteroid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009612|response to mechanical stimulus;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005794|Golgi apparatus;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K14504

Manes.14G152400.v6.13.0507514 1.60916 0.0006 up yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.GO:0034613|cellular protein localization;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.14G152500.v6.10.2847771 ####### 7E-09 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.14G152700.v6.10.7781028 ####### 0.0016 down no pfam08240 ADH_N Alcohol dehydrogenase GroES-like domain. This is the catalytic domain of alcohol dehydrogenases. Many of them contain an inserted zinc binding domain. This domain has a GroES-like structure.GO:0009809|lignin biosynthetic process;GO:0005829|cytosol;GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;K00083

Manes.14G152800.v6.10.618641 ####### 4E-05 down no pfam00856 SET SET domain. SET domains are protein lysine methyltransferase enzymes. SET domains appear to be protein-protein interaction domains. It has been demonstrated that SET domains mediate interactions with a family of proteins that display similarity with dual-specificity phosphatases (dsPTPases). A subset of SET domains have been called PR domains. These domains are divergent in sequence from other SET domains, but also appear to mediate protein-protein interaction. The SET domain consists of two regions known as SET-N and SET-C. SET-C forms an unusual and conserved knot-like structure of probably functional importance. Additionally to SET-N and SET-C, an insert region (SET-I) and flanking regions of high structural variability form part of the overall structure.GO:0032088|negative regulation of NF-kappaB transcription factor activity;GO:0018026|peptidyl-lysine monomethylation;GO:0050727|regulation of inflammatory response;GO:0005634|nucleus;GO:0016279|protein-lysine N-methyltransferase activity;.

Manes.14G153300.v6.16.5440109 2.71018 3E-54 up yes pfam15402 Spc7_N N-terminus of kinetochore NMS complex subunit Spc7.. . . .

Manes.14G154200.v6.10.0350267 -4.8354 4E-05 down yes pfam05097 DUF688 Protein of unknown function (DUF688). This family contains several uncharacterized proteins found in Arabidopsis thaliana.. . . .

Manes.14G155300.v6.1Inf Inf 0.8764 up no pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.14G156200.v6.10.3989478 -1.32573 1E-07 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.14G156300.v6.10.4108827 ####### 2E-26 down yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.GO:0006754|ATP biosynthetic process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008553|hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046872|metal ion binding;.

Manes.14G156700.v6.10.4546279 ####### 2E-18 down yes pfam01106 NifU NifU-like domain. This is an alignment of the carboxy-terminal domain. This is the only common region between the NifU protein from nitrogen-fixing bacteria and rhodobacterial species. The biochemical function of NifU is unknown.GO:0016226|iron-sulfur cluster assembly;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005506|iron ion binding;GO:0051536|iron-sulfur cluster binding;GO:0005198|structural molecule activity;.

Manes.14G156800.v6.10.551349 -0.85896 2E-06 down no pfam14774 FAM177 FAM177 family. This family of proteins is found in eukaryotes. Proteins in this family are typically between 134 and 205 amino acids in length.. . . .

Manes.14G157000.v6.10.1348275 -2.89081 4E-07 down yes pfam03791 KNOX2 KNOX2 domain. The MEINOX region is comprised of two domains, KNOX1 and KNOX2. KNOX1 plays a role in suppressing target gene expression. KNOX2, essential for function, is thought to be necessary for homo-dimerization.GO:0010073|meristem maintenance;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G157100.v6.18.2643438 3.0469 2E-19 up yes pfam14627 DUF4453 Domain of unknown function (DUF4453). This short domain is found only on a small subgroup of proteins from Gram-negative Proteobacteria that also carry a YARHG domain, pfam13308. They carry three conserved tryptophan and three conserved cysteine residues.. . . .

Manes.14G157400.v6.10.587334 -0.76775 0.0004 down no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0080001|mucilage extrusion from seed coat;GO:0048359|mucilage metabolic process involved in seed coat development;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0004252|serine-type endopeptidase activity;.

Manes.14G157900.v6.11.5396824 6.23E-01 4E-08 up no pfam00566 RabGAP-TBCRab-GTPase-TBC domain. Identification of a TBC domain in GYP6_YEAST and GYP7_YEAST, which are GTPase activator proteins of yeast Ypt6 and Ypt7, implies that these domains are GTPase activator proteins of Rab-like small GTPases.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0010508|positive regulation of autophagy;GO:0002092|positive regulation of receptor internalization;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0042147|retrograde transport, endosome to Golgi;GO:0005776|autophagosome;GO:0031410|cytoplasmic vesicle;GO:0010008|endosome membrane;GO:0030904|retromer complex;GO:0035612|AP-2 adaptor complex binding;GO:0005096|GTPase activator activity;K18469

Manes.14G158400.v6.12.3131432 1.21E+00 2E-09 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G158600.v6.13.1090823 1.64E+00 1E-04 up yes pfam02076 STE3 Pheromone A receptor.. . . .

Manes.14G159000.v6.11.7625959 0.8177 1E-09 up no pfam12076 Wax2_C WAX2 C-terminal domain. This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 170 amino acids in length. This domain is found associated with pfam04116. This domain has a conserved LEGW sequence motif. This region has similarity to short chain dehydrogenases.GO:0043447|alkane biosynthetic process;GO:0042335|cuticle development;GO:0006723|cuticle hydrocarbon biosynthetic process;GO:0006633|fatty acid biosynthetic process;GO:0048235|pollen sperm cell differentiation;GO:0010025|wax biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;.

Manes.14G159100.v6.11.1727067 0.22984 0.0421 up no pfam02209 VHP Villin headpiece domain.GO:0051017|actin filament bundle assembly;GO:0051693|actin filament capping;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.14G159300.v6.10.4073232 -1.29575 8E-06 down yes pfam04163 Tht1 Tht1-like nuclear fusion protein.GO:0045036|protein targeting to chloroplast;GO:0006355|regulation of transcription, DNA-templated;GO:0009507|chloroplast;GO:0005634|nucleus;. .

Manes.14G159400.v6.11.3452238 4.28E-01 0.0002 up no pfam10253 PRCC Mitotic checkpoint regulator, MAD2B-interacting. This family constitutes the major, conserved, portion of PRCC proteins. In humans this family interacts with MAD2B, the mitotic checkpoint protein.     #=GF CC    In Schizosaccharomyces pombe this protein is part of the Cwf-complex that is known to be involved in pre-mRNA splicing.. . . .

Manes.14G159600.v6.10.5730573 ####### 0.0008 down no pfam00261 Tropomyosin Tropomyosin. . . . .

Manes.14G160500.v6.10.4484142 ####### 2E-11 down yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. . . .

Manes.14G160700.v6.1Inf Inf 0.8764 up no pfam10101 DUF2339 Predicted membrane protein (DUF2339). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.14G160900.v6.11.0871584 0.12056 0.4571 up no pfam14559 TPR_19 Tetratricopeptide repeat.GO:0042868|antisense RNA metabolic process;GO:0031047|gene silencing by RNA;GO:0006379|mRNA cleavage;GO:0006397|mRNA processing;GO:0045892|negative regulation of transcription, DNA-templated;GO:0060968|regulation of gene silencing;GO:0031123|RNA 3'-end processing;GO:0005634|nucleus;GO:0003729|mRNA binding;K14408

Manes.14G161100.v6.10.7155788 -0.48282 0.0594 down no pfam00587 tRNA-synt_2btRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0006427|histidyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004821|histidine-tRNA ligase activity;K01892

Manes.14G161500.v6.10.4877812 ####### 1E-18 down yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0009416|response to light stimulus;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.14G161600.v6.110.322006 3.36765 5E-19 up yes pfam13292 DXP_synthase_N1-deoxy-D-xylulose-5-phosphate synthase. This family contains 1-deoxyxylulose-5-phosphate synthase (DXP synthase), an enzyme which catalyses the thiamine pyrophosphoate-dependent acyloin condensation reaction between carbon atoms 2 and 3 of pyruvate and glyceraldehyde 3-phosphate, to yield 1-deoxy-D- xylulose-5-phosphate, a precursor in the biosynthetic pathway to isoprenoids, thiamine (vitamin B1), and pyridoxol (vitamin B6).GO:0052865|1-deoxy-D-xylulose 5-phosphate biosynthetic process;GO:0016114|terpenoid biosynthetic process;GO:0009228|thiamine biosynthetic process;GO:0009507|chloroplast;GO:0008661|1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0046872|metal ion binding;K01662

Manes.14G161900.v6.10.3496691 ####### 5E-15 down yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.14G162100.v6.10.6560141 ####### 1E-06 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0042254|ribosome biogenesis;GO:0005840|ribosome;. K02936

Manes.14G162600.v6.13.0704426 1.61845 4E-30 up yes pfam00122 E1-E2_ATPaseE1-E2 ATPase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005388|calcium-transporting ATPase activity;GO:0046872|metal ion binding;K01537

Manes.14G162800.v6.11.6893669 0.75648 6E-08 up no pfam08326 ACC_central Acetyl-CoA carboxylase, central region. The region featured in this family is found in various eukaryotic acetyl-CoA carboxylases, N-terminal to the catalytic domain (pfam01039). This enzyme (EC:6.4.1.2) is involved in the synthesis of long-chain fatty acids, as it catalyses the rate-limiting step in this process.. . . .

Manes.14G163700.v6.13.0588565 1.61299 4E-43 up yes pfam00335 Tetraspannin Tetraspanin family.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .



Manes.14G164000.v6.16.5998389 2.72243 6E-25 up yes pfam02949 7tm_6 7tm Odorant receptor. This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.. . . .

Manes.14G164900.v6.1Inf Inf 0.8764 up no pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.GO:0009821|alkaloid biosynthetic process;. GO:0042802|identical protein binding;GO:0008171|O-methyltransferase activity;.

Manes.14G165100.v6.10.2327706 ####### 4E-05 down yes pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.14G165200.v6.10.8254921 -0.27667 0.052 down no pfam01170 UPF0020 Putative RNA methylase family UPF0020. This domain is probably a methylase. It is associated with the THUMP domain that also occurs with RNA modification domains.GO:0008033|tRNA processing;. GO:0008168|methyltransferase activity;GO:0000049|tRNA binding;K15430

Manes.14G165300.v6.10.7344872 ####### 0.007 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.14G166100.v6.13.198718 1.68E+00 9E-08 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.14G166300.v6.12.9166221 1.5443 2E-35 up yes pfam09801 SYS1 Integral membrane protein S linking to the trans Golgi network. Members of this family are integral membrane proteins involved in protein trafficking between the late Golgi and endosome. They may also serve as a receptor for ADP-ribosylation factor-related protein 1 (ARFRP1). Sys1p is a small integral membrane protein with four predicted transmembrane domains that localizes to the Trans Golgi network TGN in yeast and human cells.. . . .

Manes.14G166500.v6.13.3873855 1.76017 2E-42 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.14G167100.v6.10.5620874 -0.83113 5E-06 down no pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;K08917

Manes.14G167300.v6.10.6563772 ####### 0.0001 down no pfam00935 Ribosomal_L44Ribosomal protein L44.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.14G167500.v6.13.3410338 1.74E+00 2E-07 up yes pfam00916 Sulfate_transpSulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;.

Manes.14G167700.v6.12.0254747 1.01826 0.0979 up no pfam06424 PRP1_N PRP1 splicing factor, N-terminal. This domain is specific to the N-terminal part of the prp1 splicing factor, which is involved in mRNA splicing (and possibly also poly(A)+ RNA nuclear export and cell cycle progression). This domain is specific to the N terminus of the RNA splicing factor encoded by prp1. It is involved in mRNA splicing and possibly also poly(A)and RNA nuclear export and cell cycle progression.. . . .

Manes.14G168300.v6.10.8116724 -0.30103 0.1191 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.14G168900.v6.13.3514384 1.74E+00 5E-18 up yes pfam03098 An_peroxidaseAnimal haem peroxidase.GO:0031408|oxylipin biosynthetic process;GO:0006979|response to oxidative stress;. GO:0051213|dioxygenase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;.

Manes.14G169300.v6.10.3818366 ####### 3E-14 down yes pfam02223 Thymidylate_kinThymidylate kinase.GO:0007049|cell cycle;GO:0008283|cell proliferation;GO:0071363|cellular response to growth factor stimulus;GO:0006233|dTDP biosynthetic process;GO:0006235|dTTP biosynthetic process;GO:0006227|dUDP biosynthetic process;GO:0045445|myoblast differentiation;GO:0015949|nucleobase-containing small molecule interconversion;GO:0055086|nucleobase-containing small molecule metabolic process;GO:0046940|nucleoside monophosphate phosphorylation;GO:0046939|nucleotide phosphorylation;GO:0046686|response to cadmium ion;GO:0043627|response to estrogen;GO:0044281|small molecule metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005758|mitochondrial intermembrane space;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0050145|nucleoside phosphate kinase activity;GO:0004798|thymidylate kinase activity;GO:0009041|uridylate kinase activity;K00943

Manes.14G169700.v6.10.3503138 ####### 3E-33 down yes pfam12777 MT Microtubule-binding stalk of dynein motor. the 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This family is the region between D4 and D5 and is the two predicted alpha-helical coiled coil segments that form the stalk supporting the ATP-sensitive microtubule binding component.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.14G169900.v6.11.0189814 2.71E-02 0.8103 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0000165|MAPK cascade;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.14G170100.v6.10.5396081 -0.89002 7E-14 down no pfam14381 EDR1 Ethylene-responsive protein kinase Le-CTR1. EDR1 regulates disease resistance and ethylene-induced senescence, and is also involved in stress response signalling and cell death regulation.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.14G170200.v6.10.3966211 -1.33417 2E-16 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.14G170700.v6.10.5097186 -0.97223 7E-09 down no pfam02223 Thymidylate_kinThymidylate kinase.GO:0007049|cell cycle;GO:0008283|cell proliferation;GO:0071363|cellular response to growth factor stimulus;GO:0006233|dTDP biosynthetic process;GO:0006235|dTTP biosynthetic process;GO:0006227|dUDP biosynthetic process;GO:0045445|myoblast differentiation;GO:0015949|nucleobase-containing small molecule interconversion;GO:0055086|nucleobase-containing small molecule metabolic process;GO:0046940|nucleoside monophosphate phosphorylation;GO:0046939|nucleotide phosphorylation;GO:0046686|response to cadmium ion;GO:0043627|response to estrogen;GO:0044281|small molecule metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005758|mitochondrial intermembrane space;GO:0005759|mitochondrial matrix;GO:0005524|ATP binding;GO:0050145|nucleoside phosphate kinase activity;GO:0004798|thymidylate kinase activity;GO:0009041|uridylate kinase activity;K00943

Manes.14G170800.v6.10.1412921 -2.82325 7E-26 down yes pfam00314 Thaumatin Thaumatin family.. . . .

Manes.14G171000.v6.10.6626424 -0.5937 0.0178 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0042425|choline biosynthetic process;GO:0032259|methylation;GO:0006656|phosphatidylcholine biosynthetic process;GO:0009555|pollen development;GO:0009860|pollen tube growth;GO:0010183|pollen tube guidance;GO:0048528|post-embryonic root development;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0008168|methyltransferase activity;GO:0000234|phosphoethanolamine N-methyltransferase activity;K05929

Manes.14G171100.v6.10.3594975 -1.47595 7E-15 down yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0048825|cotyledon development;GO:0048826|cotyledon morphogenesis;GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0009630|gravitropism;GO:0010229|inflorescence development;GO:0010338|leaf formation;GO:0010358|leaf shaping;GO:0009640|photomorphogenesis;GO:0048364|root development;GO:0048367|shoot system development;GO:0010051|xylem and phloem pattern formation;GO:0045177|apical part of cell;GO:0009925|basal plasma membrane;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0010329|auxin efflux transmembrane transporter activity;GO:0005215|transporter activity;K13947

Manes.14G171500.v6.10.479582 ####### 8E-07 down yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0045454|cell redox homeostasis;GO:0001516|prostaglandin biosynthetic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009055|electron carrier activity;GO:0043295|glutathione binding;GO:0020037|heme binding;GO:0016829|lyase activity;GO:0050220|prostaglandin-E synthase activity;GO:0015035|protein disulfide oxidoreductase activity;K05309

Manes.14G171700.v6.11.5978331 0.67612 2E-06 up no pfam05634 APO_RNA-bindAPO RNA-binding. This domain contains conserved cysteine and histidine residues. It resembles zinc fingers, and binds to zinc. This domain functions as an RNA-binding domain.. GO:0005739|mitochondrion;GO:0003723|RNA binding;.

Manes.14G172200.v6.11.6727664 7.42E-01 1E-10 up no pfam13855 LRR_8 Leucine rich repeat.. GO:0005737|cytoplasm;. .

Manes.14G172400.v6.11.8909134 0.91908 5E-09 up no pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.14G172800.v6.11.7868045 0.83738 2E-08 up no pfam02337 Gag_p10 Retroviral GAG p10 protein. This family consists of various retroviral GAG (core) polyproteins and encompasses the p10 region producing the p10 protein upon proteolytic cleavage of GAG by retroviral protease. The p10 or matrix protein (MA) is associated with the virus envelope glycoproteins in most mammalian retroviruses and may be involved in virus particle assembly, transport and budding. Some of the GAG polyproteins have alternate cleavage sites leading to the production of alternative and longer cleavage products (e.g. p19) the alignment of this family only covers the approximately N-terminal (GAG) 100 amino acid region of homology to p10.. . . .

Manes.14G172900.v6.18.9459962 3.16124 0.0034 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.14G173400.v6.11.7737958 0.82684 3E-10 up no pfam05542 DUF760 Protein of unknown function (DUF760). This family contains several uncharacterized plant proteins.. . . .

Manes.14G173600.v6.10.6998107 ####### 0.0112 down no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0010158|abaxial cell fate specification;GO:0009943|adaxial/abaxial axis specification;GO:0048440|carpel development;GO:0009887|organ morphogenesis;GO:0048481|ovule development;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0009956|radial pattern formation;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.14G173800.v6.10.6806076 -0.5551 0.0002 down no pfam14943 MRP-S26 Mitochondrial ribosome subunit S26. This family of proteins corresponds to mitochondrial ribosomal subunit S26 in eukaryotesGO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.14G174000.v6.10.71601 ####### 0.1012 down no pfam03999 MAP65_ASE1Microtubule associated protein (MAP65/ASE1 family).GO:0000911|cytokinesis by cell plate formation;GO:0052096|formation by symbiont of syncytium involving giant cell for nutrient acquisition from host;GO:0000226|microtubule cytoskeleton organization;GO:0046785|microtubule polymerization;GO:0007067|mitotic nuclear division;GO:0000280|nuclear division;GO:0009624|response to nematode;GO:0055028|cortical microtubule;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0009574|preprophase band;GO:0008017|microtubule binding;K16732

Manes.14G174500.v6.1Inf Inf 0.8764 up no pfam02941 FeThRed_A Ferredoxin thioredoxin reductase variable alpha chain.GO:0055114|oxidation-reduction process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0016992|lipoate synthase activity;GO:0016491|oxidoreductase activity;.

Manes.14G174600.v6.10.6696798 ####### 1E-06 down no pfam12049 DUF3531 Protein of unknown function (DUF3531). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 149 to 199 amino acids in length.. . . .

Manes.15G000200.v6.10.8373342 ####### 0.0281 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009738|abscisic acid-activated signaling pathway;GO:0000186|activation of MAPKK activity;GO:0008219|cell death;GO:0002229|defense response to oomycetes;GO:0009873|ethylene-activated signaling pathway;GO:0000165|MAPK cascade;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:1900424|regulation of defense response to bacterium;GO:1900150|regulation of defense response to fungus;GO:2000031|regulation of salicylic acid mediated signaling pathway;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009414|response to water deprivation;GO:0005829|cytosol;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0005802|trans-Golgi network;GO:0012510|trans-Golgi network transport vesicle membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004709|MAP kinase kinase kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.15G000300.v6.10.561649 -0.83226 0.0001 down no pfam13044 DUF3904 Protein of unknown function (DUF3904). This family of proteins is functionally uncharacterized. This family of proteins is found in viruses. Proteins in this family are typically between 437 and 448 amino acids in length.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.15G000500.v6.1NA NA NA -- no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G000700.v6.10.4110673 ####### 2E-12 down yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K01102

Manes.15G001100.v6.1#NAME? #NAME? 0.0059 down yes pfam07982 Herpes_UL74Herpes UL74 glycoproteins. Members of this family are viral glycoproteins that form part of an envelope complex.. . . .

Manes.15G001300.v6.17.2583011 2.85963 2E-36 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G001400.v6.1Inf Inf 0.0617 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G001800.v6.11.4563733 5.42E-01 6E-06 up no pfam10509 GalKase_gal_bdgGalactokinase galactose-binding signature. This is the highly conserved galactokinase signature sequence which appears to be present in all galactokinases irrespective of how many other ATP binding sites, etc that they carry. The function of this domain appears to be to bind galactose, and the domain is normally at the N-terminus of the enzymes, EC:2.7.1.6. This domain is associated with the families GHMP_kinases_C, pfam08544 and GHMP_kinases_N, pfam00288.GO:0046835|carbohydrate phosphorylation;GO:0006012|galactose metabolic process;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0004335|galactokinase activity;GO:0046872|metal ion binding;K18674

Manes.15G001900.v6.10.3839463 -1.38102 2E-15 down yes pfam14680 FANCI_HD2FANCI helical domain 2. This is the helical domain 2 (HD2) of the Fanconi anemia group I protein.. . . .

Manes.15G002000.v6.10.3539035 ####### 1E-07 down yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.GO:0043086|negative regulation of catalytic activity;GO:0005618|cell wall;GO:0005773|vacuole;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.15G002400.v6.13.2221782 1.69E+00 1E-12 up yes pfam00810 ER_lumen_receptER lumen protein retaining receptor.. . . .

Manes.15G002500.v6.12.297854 1.20E+00 0.8536 up no pfam13668 Ferritin_2 Ferritin-like domain. This family contains ferritins and other ferritin-like proteins such as members of the DPS family and bacterioferritins.. . . .

Manes.15G002700.v6.11.4295323 5.16E-01 8E-06 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0009707|chloroplast outer membrane;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.15G003200.v6.13174.4988 11.6323 3E-17 up yes pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0006012|galactose metabolic process;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009644|response to high light intensity;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0047216|inositol 3-alpha-galactosyltransferase activity;GO:0046872|metal ion binding;K18819

Manes.15G003500.v6.10.2123434 ####### 4E-16 down yes pfam13947 GUB_WAK_bindWall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.15G003600.v6.113.165202 3.71866 2E-11 up yes pfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0005634|nucleus;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;.

Manes.15G004100.v6.10.8998788 -0.1522 0.9801 down no pfam01061 ABC2_membraneABC-2 type transporter.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.15G004200.v6.10.6418393 -0.63972 3E-05 down no pfam12617 LdpA_C Iron-Sulfur binding protein C terminal. This domain family is found in bacteria and eukaryotes, and is typically between 179 and 201 amino acids in length. The family is found in association with pfam00037. LdpA (light-dependent period) plays a role in controlling the redox state in cyanobacteria to modulate its. circadian clock. LdpA is a protein with Iron-Sulfur cluster-binding motifs.. . . .

Manes.15G004600.v6.10.4486781 ####### 0.0187 down yes pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.15G005200.v6.12.7089453 1.44E+00 1E-36 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0048471|perinuclear region of cytoplasm;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10578

Manes.15G005400.v6.10.7109464 ####### 0.0018 down no pfam01096 TFIIS_C Transcription factor S-II (TFIIS).GO:0001193|maintenance of transcriptional fidelity during DNA-templated transcription elongation from RNA polymerase II promoter;GO:0006367|transcription initiation from RNA polymerase II promoter;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0005665|DNA-directed RNA polymerase II, core complex;GO:0000419|DNA-directed RNA polymerase V complex;GO:0005730|nucleolus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0008270|zinc ion binding;K03017

Manes.15G005500.v6.18.4003177 3.07E+00 7E-06 up yes pfam02466 Tim17 Tim17/Tim22/Tim23/Pmp24 family. The pre-protein translocase of the mitochondrial outer membrane (Tom) allows the import of pre-proteins from the cytoplasm. Tom forms a complex with a number of proteins, including Tim17. Tim17 and Tim23 are thought to form the translocation channel of the inner membrane. This family includes Tim17, Tim22 and Tim23. This family also includes Pmp24 a peroxisomal protein. The involvement of this domain in the targeting of PMP24 remains to be proved. PMP24 was known as Pmp27 in.GO:0003333|amino acid transmembrane transport;GO:0031359|integral component of chloroplast outer membrane;GO:0009527|plastid outer membrane;GO:0046930|pore complex;GO:0015171|amino acid transmembrane transporter activity;GO:0015288|porin activity;GO:0042803|protein homodimerization activity;.

Manes.15G005700.v6.10.8025889 ####### 0.0065 down no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0006086|acetyl-CoA biosynthetic process from pyruvate;GO:0045454|cell redox homeostasis;GO:0046685|response to arsenic-containing substance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005730|nucleolus;GO:0004148|dihydrolipoyl dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;K00382

Manes.15G006100.v6.15.3851345 2.43E+00 8E-31 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019605|butyrate metabolic process;GO:0006097|glyoxylate cycle;GO:0005777|peroxisome;GO:0003987|acetate-CoA ligase activity;GO:0047760|butyrate-CoA ligase activity;.

Manes.15G006200.v6.10.7939278 ####### 0.0078 down no pfam00501 AMP-bindingAMP-binding enzyme.GO:0006083|acetate metabolic process;GO:0019605|butyrate metabolic process;GO:0006097|glyoxylate cycle;GO:0005777|peroxisome;GO:0003987|acetate-CoA ligase activity;GO:0047760|butyrate-CoA ligase activity;.

Manes.15G006300.v6.11.7512801 8.08E-01 3E-05 up no pfam01915 Glyco_hydro_3_CGlycosyl hydrolase family 3 C-terminal domain. This domain is involved in catalysis and may be involved in binding beta-glucan. This domain is found associated with pfam00933.GO:0005975|carbohydrate metabolic process;GO:0010214|seed coat development;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0046556|alpha-L-arabinofuranosidase activity;.

Manes.15G006500.v6.12.6513784 1.41E+00 6E-28 up yes pfam01398 JAB JAB1/Mov34/MPN/PAD-1 ubiquitin protease. Members of this family are found in proteasome regulatory subunits, eukaryotic initiation factor 3 (eIF3) subunits and regulators of transcription factors. This family is also known as the MPN domain and PAD-1-like domain, JABP1 domain or JAMM domain. These are metalloenzymes that function as the ubiquitin isopeptidase/ deubiquitinase in the ubiquitin-based signaling and protein turnover pathways in eukaryotes. Versions of the domain in prokaryotic cognates of the ubiquitin-modification pathway are predicted to have a similar role.GO:0006897|endocytosis;GO:0046907|intracellular transport;GO:0090316|positive regulation of intracellular protein transport;GO:0044090|positive regulation of vacuole organization;GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;GO:0015031|protein transport;GO:0007033|vacuole organization;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;K11866

Manes.15G006600.v6.10.3055307 ####### 3E-06 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009813|flavonoid biosynthetic process;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.15G006800.v6.1Inf Inf 0.8798 up no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0009736|cytokinin-activated signaling pathway;GO:0009740|gibberellic acid mediated signaling pathway;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010026|trichome differentiation;GO:0022626|cytosolic ribosome;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G007000.v6.12.6820255 1.42332 9E-06 up yes pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.15G007100.v6.10.4447348 ####### 5E-11 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.15G007400.v6.11.6046326 0.68224 4E-09 up no pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0080022|primary root development;GO:0031537|regulation of anthocyanin metabolic process;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0080036|regulation of cytokinin-activated signaling pathway;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0009735|response to cytokinin;GO:0048364|root development;GO:0048367|shoot system development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.15G007700.v6.16.9337248 2.79363 9E-15 up yes pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G007800.v6.1NA NA NA -- no pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G007900.v6.1NA NA NA -- no pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008000.v6.14.3837302 2.13E+00 0.0016 up yes pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008100.v6.17.2436815 2.85672 4E-40 up yes pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008300.v6.10.3211208 -1.63881 0.0025 down yes pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:1901527|abscisic acid-activated signaling pathway involved in stomatal movement;GO:0080144|amino acid homeostasis;GO:0009737|response to abscisic acid;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.15G008400.v6.15.6975352 2.51034 2E-28 up yes pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.15G008800.v6.11.9615693 0.97201 0.0002 up no pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.15G009300.v6.10.8644929 -0.21007 0.238 down no pfam15489 CTC1 CST, telomere maintenance, complex subunit CTC1. CTC1 is one of the three components of the CST complex that assists Shelterin to protect the ends of telomeres from attack by DNA-repair mechanisms. Mutations in human CTC1 have been recognized as contributing to cerebroretinal microangiopathy.. . . .

Manes.15G009600.v6.11.6247324 0.7002 6E-09 up no pfam13091 PLDc_2 PLD-like domain.GO:0016042|lipid catabolic process;GO:0048364|root development;. GO:0070290|N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0004630|phospholipase D activity;K01115

Manes.15G009700.v6.10.7844278 ####### 0.0037 down no pfam01280 Ribosomal_L19eRibosomal protein L19e.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02885

Manes.15G010500.v6.10.259597 ####### 9E-10 down yes . . . . . . .

Manes.15G010700.v6.14.0802085 2.03E+00 3E-38 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0006952|defense response;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.15G010800.v6.11.1415244 0.19096 0.1514 up no pfam02559 CarD_CdnL_TRCFCarD-like/TRCF domain. CarD is a Myxococcus xanthus protein required for the activation of light- and starvation-inducible genes. This family includes the presumed N-terminal domain, CdnL.  CarD interacts with the zinc-binding protein CarG to form a complex that regulates multiple processes in Myxococcus xanthus. This family also includes a domain to the N-terminal side of the DEAD helicase of TRCF (transcription-repair-coupling factor) proteins. TRCF displaces RNA polymerase stalled at a lesion, binds to the damage recognition protein UvrA, and increases the template strand repair rate during transcription. This domain is involved in binding to the stalled RNA polymerase. The family includes members otherwise referred to as CdnL, for CarD N-terminal like, whichdiffer functionally from CarD. The TRCF domain mentioned above is the RNA polymerase-interacting domain or RID.. . . .

Manes.15G011100.v6.17.5564211 2.92E+00 5E-107 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.15G011400.v6.10.391202 -1.35401 2E-14 down yes pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.15G011500.v6.10.3401084 -1.55593 5E-20 down yes pfam01776 Ribosomal_L22eRibosomal L22e protein family.GO:0006412|translation;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02891

Manes.15G011600.v6.10.3404275 ####### 5E-08 down yes pfam01594 UPF0118 Domain of unknown function DUF20. This transmembrane region is found in putative permeases and predicted transmembrane proteins it has no known function. It is not clear what source suggested that these proteins may be permeases and this information should be treated with caution.. . . .

Manes.15G012200.v6.10.3975601 -1.33076 4E-25 down yes pfam11886 DUF3406 Domain of unknown function (DUF3406). This domain is functionally uncharacterized. This domain is found in eukaryotes. This presumed domain is about 270 amino acids in length. This domain is found associated with pfam04548.GO:0045036|protein targeting to chloroplast;GO:0007165|signal transduction;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009707|chloroplast outer membrane;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004888|transmembrane signaling receptor activity;.

Manes.15G012500.v6.10.5264821 ####### 5E-14 down no pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.15G013200.v6.10.4590111 ####### 1E-09 down yes pfam03657 UPF0113 Uncharacterized protein family (UPF0113).GO:0042255|ribosome assembly;GO:0005730|nucleolus;GO:0003723|RNA binding;K07565



Manes.15G013400.v6.11.8050969 0.85208 1E-09 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005634|nucleus;. K15108

Manes.15G013800.v6.11.3072082 0.38649 0.0007 up no pfam00888 Cullin Cullin family. GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0009867|jasmonic acid mediated signaling pathway;GO:0048366|leaf development;GO:0010087|phloem or xylem histogenesis;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0042752|regulation of circadian rhythm;GO:0009733|response to auxin;GO:0009753|response to jasmonic acid;GO:0000794|condensed nuclear chromosome;GO:0031461|cullin-RING ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;. K03347

Manes.15G013900.v6.115.010553 3.90791 9E-12 up yes pfam02128 Peptidase_M36Fungalysin metallopeptidase (M36).. . . .

Manes.15G014200.v6.19.9134414 3.30939 1E-47 up yes pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0032147|activation of protein kinase activity;GO:0005975|carbohydrate metabolic process;GO:0042149|cellular response to glucose starvation;GO:0046777|protein autophosphorylation;GO:0045859|regulation of protein kinase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0030295|protein kinase activator activity;GO:0019887|protein kinase regulator activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G014300.v6.111.250747 3.49195 6E-54 up yes pfam02805 Ada_Zn_bindingMetal binding domain of Ada. The Escherichia coli Ada protein repairs O6-methylguanine residues and methyl phosphotriesters in DNA by direct transfer of the methyl group to a cysteine residue. This domain contains four conserved cysteines that form a zinc binding site. One of these cysteines is a methyl group acceptor. The methylated domain can then specifically bind to the ada box on a DNA duplex.. . . .

Manes.15G014400.v6.12.9011069 1.54E+00 1E-39 up yes pfam06584 DIRP DIRP. DIRP (Domain in Rb-related Pathway) is postulated to be involved in the Rb-related pathway, which is encoded by multiple eukaryotic genomes and is present in proteins including lin-9 of Caenorhabditis elegans, aly of fruit fly and mustard weed. Studies of lin-9 and aly of fruit fly proteins containing DIRP suggest that this domain might be involved in development. Aly, lin-9, act in parallel to, or downstream of, activation of MAPK by the RTK-Ras signalling pathway.GO:0007049|cell cycle;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0017053|transcriptional repressor complex;GO:0003677|DNA binding;.

Manes.15G014900.v6.10.1321245 -2.92003 3E-43 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G015000.v6.11.0286435 4.07E-02 0.7081 up no pfam10327 7TM_GPCR_SriSerpentine type 7TM GPCR chemoreceptor Sri. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Sri is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0030865|cortical cytoskeleton organization;GO:0000226|microtubule cytoskeleton organization;GO:0000913|preprophase band assembly;GO:0050790|regulation of catalytic activity;GO:0009826|unidimensional cell growth;GO:0005813|centrosome;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0005509|calcium ion binding;GO:0030359|protein phosphatase type 2B regulator activity;K11583

Manes.15G015200.v6.12.1971447 1.14E+00 1E-11 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0006974|cellular response to DNA damage stimulus;GO:0008630|intrinsic apoptotic signaling pathway in response to DNA damage;GO:0042771|intrinsic apoptotic signaling pathway in response to DNA damage by p53 class mediator;GO:0051457|maintenance of protein location in nucleus;GO:0043066|negative regulation of apoptotic process;GO:0035845|photoreceptor cell outer segment organization;GO:0045893|positive regulation of transcription, DNA-templated;GO:0051443|positive regulation of ubiquitin-protein transferase activity;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0070936|protein K48-linked ubiquitination;GO:0034504|protein localization to nucleus;GO:0006513|protein monoubiquitination;GO:0016925|protein sumoylation;GO:0042127|regulation of cell proliferation;GO:0010842|retina layer formation;GO:0046549|retinal cone cell development;GO:0046548|retinal rod cell development;GO:0006351|transcription, DNA-templated;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005814|centriole;GO:0036064|ciliary basal body;GO:0000930|gamma-tubulin complex;GO:0030496|midbody;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0032391|photoreceptor connecting cilium;GO:0016605|PML body;GO:0000922|spindle pole;GO:0000151|ubiquitin ligase complex;GO:0003823|antigen binding;GO:0003677|DNA binding;GO:0044547|DNA topoisomerase binding;GO:0016874|ligase activity;GO:0019789|SUMO transferase activity;GO:0061630|ubiquitin protein ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10631

Manes.15G015300.v6.10.8386985 -0.25378 0.0728 down no pfam13432 TPR_16 Tetratricopeptide repeat.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;. K03354

Manes.15G015400.v6.10.6290638 ####### 1E-07 down no pfam13415 Kelch_3 Galactose oxidase, central domain.GO:0006869|lipid transport;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009416|response to light stimulus;GO:0006810|transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.15G015800.v6.11.0707863 0.09867 0.3827 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0043044|ATP-dependent chromatin remodeling;GO:0016589|NURF complex;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0004386|helicase activity;.

Manes.15G015900.v6.12.4995243 1.32E+00 7E-23 up yes pfam01764 Lipase_3 Lipase (class 3).GO:0016042|lipid catabolic process;. GO:0046872|metal ion binding;GO:0004806|triglyceride lipase activity;.

Manes.15G016600.v6.12.6225772 1.39E+00 7E-09 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.15G016900.v6.10.7554812 -0.40453 0.0005 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.. . . .

Manes.15G017000.v6.10.5891919 -0.76319 2E-10 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G017600.v6.10.7834178 -0.35215 0.0432 down no pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.GO:0046907|intracellular transport;GO:0016032|viral process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.15G018500.v6.1Inf Inf 0.0039 up yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G018700.v6.1Inf Inf 0.1136 up no pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.15G018900.v6.10.6034133 ####### 8E-05 down no pfam00471 Ribosomal_L33Ribosomal protein L33.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02913

Manes.15G019100.v6.12.238864 1.16E+00 2E-22 up yes pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.15G019200.v6.10.2896383 -1.78768 0.0004 down yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;.

Manes.15G019300.v6.10.3532721 -1.50115 0.0014 down yes pfam01156 IU_nuc_hydroInosine-uridine preferring nucleoside hydrolase.GO:0015949|nucleobase-containing small molecule interconversion;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0045437|uridine nucleosidase activity;K01250

Manes.15G019400.v6.11.5802091 0.66012 0.3821 up no pfam01156 IU_nuc_hydroInosine-uridine preferring nucleoside hydrolase.GO:0034356|NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0019358|nicotinate nucleotide salvage;GO:0006152|purine nucleoside catabolic process;GO:0046135|pyrimidine nucleoside catabolic process;GO:0008655|pyrimidine-containing compound salvage;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0070635|nicotinamide riboside hydrolase activity;GO:0070636|nicotinic acid riboside hydrolase activity;GO:0008477|purine nucleosidase activity;GO:0050263|ribosylpyrimidine nucleosidase activity;GO:0045437|uridine nucleosidase activity;.

Manes.15G019500.v6.10.7072768 -0.49965 0.0003 down no pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0016310|phosphorylation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0009927|histidine phosphotransfer kinase activity;GO:0043424|protein histidine kinase binding;K14490

Manes.15G019600.v6.11.3249156 0.4059 0.0007 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005788|endoplasmic reticulum lumen;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;K00472

Manes.15G019700.v6.14.4540884 2.15513 0.0003 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0051020|GTPase binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G019800.v6.10.8837137 -0.17835 0.1199 down no pfam15326 TEX15 Testis expressed sequence 15. TEX15 is a family of eukaryotic proteins that is required for chromosomal synapsis and meiotic recombination. TEX15 regulates the loading of DNA repair proteins onto sites of double-stranded-breaks and, thus, its absence causes a failure in meiotic recombination. Two polymorphisms in the TEX15 gene could be considered the genetic risk factors for spermatogenic failure in the Chinese Han population.. . . .

Manes.15G019900.v6.11.0539549 0.07581 0.9156 up no pfam05078 DUF679 Protein of unknown function (DUF679). This family contains several uncharacterized plant proteins.. . . .

Manes.15G020100.v6.11.9825891 0.98739 1E-15 up no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G020200.v6.10.4173301 -1.26074 2E-19 down yes pfam01641 SelR SelR domain. Methionine sulfoxide reduction is an important process, by which cells regulate biological processes and cope with oxidative stress. MsrA, a protein involved in the reduction of methionine sulfoxides in proteins, has been known for four decades and has been extensively characterized with respect to structure and function. However, recent studies revealed that MsrA is only specific for methionine-S-sulfoxides. Because oxidized methionines occur in a mixture of R and S isomers in vivo, it was unclear how stereo-specific MsrA could be responsible for the reduction of all protein methionine sulfoxides. It appears that a second methionine sulfoxide reductase, SelR, evolved that is specific for methionine-R-sulfoxides, the activity that is different but complementary to that of MsrA. Thus, these proteins, working together, could reduce both stereoisomers of methionine sulfoxide. This domain is found both in SelR proteins and fused with the peptide methionine sulfoxide reductase enzymatic domain pfam016GO:0030091|protein repair;GO:0006979|response to oxidative stress;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0033743|peptide-methionine (R)-S-oxide reductase activity;K07305

Manes.15G020300.v6.10.7150135 -0.48396 0.0308 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.15G020600.v6.11.53663 0.61977 1E-05 up no pfam08569 Mo25 Mo25-like. Mo25-like proteins are involved in both polarised growth and cytokinesis. In fission yeast Mo25 is localized alternately to the spindle pole body and to the site cell division in a cell cycle dependent manner.GO:0007050|cell cycle arrest;GO:0071476|cellular hypotonic response;GO:0008286|insulin receptor signaling pathway;GO:0035556|intracellular signal transduction;GO:1901380|negative regulation of potassium ion transmembrane transport;GO:1901017|negative regulation of potassium ion transmembrane transporter activity;GO:2000687|negative regulation of rubidium ion transmembrane transporter activity;GO:2000681|negative regulation of rubidium ion transport;GO:0033138|positive regulation of peptidyl-serine phosphorylation;GO:0010800|positive regulation of peptidyl-threonine phosphorylation;GO:0071902|positive regulation of protein serine/threonine kinase activity;GO:0023014|signal transduction by protein phosphorylation;GO:0005829|cytosol;GO:0070062|extracellular exosome;GO:1902554|serine/threonine protein kinase complex;GO:0019900|kinase binding;GO:0030295|protein kinase activator activity;GO:0043539|protein serine/threonine kinase activator activity;K08272

Manes.15G020900.v6.11.30657 0.38578 0.0061 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G021000.v6.10.740825 -0.4328 0.6598 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.15G021400.v6.10.7356201 -0.44297 0.0042 down no pfam02361 CbiQ Cobalt transport protein. This family consists of various cobalt transport proteins Most of which are found in Cobalamin (Vitamin B12) biosynthesis operons. In Salmonella the cbiN cbiQ (product CbiQ in this family) and cbiO are likely to form an active cobalt transport system.. GO:0009507|chloroplast;GO:0016021|integral component of membrane;. .

Manes.15G022000.v6.11.4314807 0.51751 4E-05 up no pfam01738 DLH Dienelactone hydrolase family.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.15G022100.v6.10.3563859 -1.48849 3E-19 down yes pfam10268 Tmemb_161ABPredicted transmembrane protein 161AB. Transmemb_161AB is a family of conserved proteins found from worms to humans. Members are putative transmembrane proteins but otherwise the function is not known.GO:0009698|phenylpropanoid metabolic process;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. .

Manes.15G022200.v6.10.7106263 -0.49284 0.0309 down no pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.GO:0006412|translation;GO:0016021|integral component of membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.15G022300.v6.11.809631 0.8557 4E-11 up no pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0006658|phosphatidylserine metabolic process;GO:1902237|positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway;GO:0006665|sphingolipid metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.15G023000.v6.10.3198335 ####### 1E-33 down yes pfam05210 Sprouty Sprouty protein (Spry). This family consists of eukaryotic Sprouty protein homologues. Sprouty proteins have been revealed as inhibitors of the Ras/mitogen-activated protein kinase (MAPK) cascade, a pathway crucial for developmental processes initiated by activation of various receptor tyrosine kinases. The sprouty gene has found to be expressed in the the brain, cochlea, nasal organs, teeth, salivary gland, lungs, digestive tract, kidneys and limb buds in mice.. . . .

Manes.15G023400.v6.10.5539871 ####### 5E-07 down no pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.15G023600.v6.10.2455049 -2.02618 7E-06 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009913|epidermal cell differentiation;GO:0010374|stomatal complex development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G023900.v6.13.4631804 1.79E+00 0.0004 up yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.15G024000.v6.10.9482646 -0.07664 0.7534 down no pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.. . GO:0004190|aspartic-type endopeptidase activity;GO:0042802|identical protein binding;GO:0045735|nutrient reservoir activity;.

Manes.15G024100.v6.12.5766706 1.37E+00 2E-32 up yes pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.15G024900.v6.197.407715 6.60596 7E-34 up yes pfam00069 Pkinase Protein kinase domain.GO:0009742|brassinosteroid mediated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0010227|floral organ abscission;GO:0007030|Golgi organization;GO:0009556|microsporogenesis;GO:0010152|pollen maturation;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0001653|peptide receptor activity;GO:0033612|receptor serine/threonine kinase binding;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0004714|transmembrane receptor protein tyrosine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13418

Manes.15G025000.v6.11272.3847 1.03E+01 3E-07 up yes pfam04144 SCAMP SCAMP family. In vertebrates, secretory carrier membrane proteins (SCAMPs) 1-3 constitute a family of putative membrane-trafficking proteins composed of cytoplasmic N-terminal sequences with NPF repeats, four central transmembrane regions (TMRs), and a cytoplasmic tail. SCAMPs probably function in endocytosis by recruiting EH-domain proteins to the N-terminal NPF repeats but may have additional functions mediated by their other sequences.. . . .

Manes.15G025100.v6.11.7314887 0.79201 3E-08 up no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0016491|oxidoreductase activity;.

Manes.15G025200.v6.181.067628 6.34105 8E-25 up yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0055114|oxidation-reduction process;GO:0009507|chloroplast;GO:0008106|alcohol dehydrogenase (NADP+) activity;GO:0016491|oxidoreductase activity;.

Manes.15G025300.v6.12.1014873 1.07141 2E-18 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0009561|megagametogenesis;GO:0055046|microgametogenesis;GO:0016567|protein ubiquitination;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0051726|regulation of cell cycle;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K19043

Manes.15G025500.v6.10.5303511 -0.91498 2E-09 down no pfam08449 UAA UAA transporter family. This family includes transporters with a specificity for UDP-N-acetylglucosamine.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;. .

Manes.15G025600.v6.14.7158549 2.24E+00 1E-64 up yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0015866|ADP transport;GO:0015867|ATP transport;GO:0006635|fatty acid beta-oxidation;GO:0080024|indolebutyric acid metabolic process;GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;GO:0005777|peroxisome;GO:0015217|ADP transmembrane transporter activity;GO:0015297|antiporter activity;GO:0005347|ATP transmembrane transporter activity;.

Manes.15G025900.v6.11.417707 5.04E-01 0.0007 up no pfam07734 FBA_1 F-box associated. Most of these proteins contain pfam00646 at the N terminus, suggesting that they are effectors linked with ubiquitination.. . . .

Manes.15G026000.v6.11.9431971 0.95843 3E-17 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0016568|chromatin modification;GO:0010078|maintenance of root meristem identity;GO:0010492|maintenance of shoot apical meristem identity;GO:0040008|regulation of growth;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;K11647

Manes.15G026300.v6.12.6264786 1.39E+00 3E-16 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009813|flavonoid biosynthetic process;GO:0009717|isoflavonoid biosynthetic process;GO:0046287|isoflavonoid metabolic process;. GO:0033987|2-hydroxyisoflavanone dehydratase activity;GO:0052689|carboxylic ester hydrolase activity;.

Manes.15G026400.v6.11.4798067 0.56541 6E-07 up no pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.GO:0010187|negative regulation of seed germination;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.15G027000.v6.12.0066009 1.00E+00 3E-18 up yes pfam00654 Voltage_CLCVoltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.GO:0009826|unidimensional cell growth;GO:0034707|chloride channel complex;GO:0005802|trans-Golgi network;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.15G027200.v6.10.5689458 -0.81364 1E-04 down no pfam02298 Cu_bind_like Plastocyanin-like domain. This family represents a domain found in flowering plants related to the copper binding protein plastocyanin. Some members of this family may not bind copper due to the lack of key residues.GO:0055114|oxidation-reduction process;. GO:0009055|electron carrier activity;GO:0046872|metal ion binding;.

Manes.15G027500.v6.11.6755304 7.45E-01 2E-10 up no pfam09335 SNARE_assocSNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.GO:0010256|endomembrane system organization;GO:0007029|endoplasmic reticulum organization;GO:0006887|exocytosis;GO:0007030|Golgi organization;GO:0010506|regulation of autophagy;GO:0016192|vesicle-mediated transport;GO:0012505|endomembrane system;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0000407|pre-autophagosomal structure;. .

Manes.15G027700.v6.12.0992731 1.06989 9E-21 up yes pfam00305 LipoxygenaseLipoxygenase. GO:0010311|lateral root formation;GO:0034440|lipid oxidation;GO:1900366|negative regulation of defense response to insect;GO:0031408|oxylipin biosynthetic process;GO:0048364|root development;GO:0009507|chloroplast;GO:1990136|linoleate 9S-lipoxygenase activity;GO:0046872|metal ion binding;K15718

Manes.15G027800.v6.10.6016012 ####### 3E-06 down no pfam02531 PsaD PsaD. This family consists of PsaD from plants and cyanobacteria. PsaD is an extrinsic polypeptide of photosystem I (PSI) and is required for native assembly of PSI reaction clusters and is implicated in the electrostatic binding of ferredoxin within the reaction centre. PsaD forms a dimer in solution which is bound by PsaE however PsaD is monomeric in its native complexed PSI environment.GO:0015979|photosynthesis;GO:0009535|chloroplast thylakoid membrane;GO:0009538|photosystem I reaction center;. K02692

Manes.15G027900.v6.19.4492502 3.24E+00 9E-32 up yes pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0006206|pyrimidine nucleobase metabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0008252|nucleotidase activity;GO:0047405|pyrimidine-5'-nucleotide nucleosidase activity;K18551

Manes.15G028000.v6.10.6998345 ####### 0.0004 down no pfam01564 Spermine_synthSpermine/spermidine synthase. Spermine and spermidine are polyamines. This family includes spermidine synthase that catalyses the fifth (last) step in the biosynthesis of spermidine from arginine, and spermine synthase.GO:0009926|auxin polar transport;GO:0010087|phloem or xylem histogenesis;GO:0006596|polyamine biosynthetic process;GO:0048759|xylem vessel member cell differentiation;GO:0005737|cytoplasm;GO:0016768|spermine synthase activity;GO:0010487|thermospermine synthase activity;K18787

Manes.15G028100.v6.12.1166428 1.08E+00 4E-19 up yes pfam01179 Cu_amine_oxidCopper amine oxidase, enzyme domain. Copper amine oxidases are a ubiquitous and novel group of quinoenzymes that catalyse the oxidative deamination of primary amines to the corresponding aldehydes, with concomitant reduction of molecular oxygen to hydrogen peroxide. The enzymes are dimers of identical 70-90 kDa subunits, each of which contains a single copper ion and a covalently bound cofactor formed by the post-translational modification of a tyrosine side chain to 2,4,5-trihydroxyphenylalanine quinone (TPQ). This family corresponds to the catalytic domain of the enzyme.GO:0009308|amine metabolic process;GO:0097185|cellular response to azide;GO:0055114|oxidation-reduction process;. GO:0052595|aliphatic-amine oxidase activity;GO:0052594|aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0005507|copper ion binding;GO:0052597|diamine oxidase activity;GO:0052596|phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0008131|primary amine oxidase activity;GO:0048038|quinone binding;GO:0052593|tryptamine:oxygen oxidoreductase (deaminating) activity;.

Manes.15G028800.v6.10.7636522 ####### 0.001 down no pfam00069 Pkinase Protein kinase domain.GO:0007623|circadian rhythm;GO:0006468|protein phosphorylation;GO:0016020|membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G029100.v6.12.0390855 1.02792 0.0435 up no pfam00451 Toxin_2 Scorpion short toxin, BmKK2. Members of this family, which are found in various scorpion toxins, confer potassium channel blocking activity.. . . .

Manes.15G029200.v6.11.5464145 0.62893 2E-06 up no pfam07899 Frigida Frigida-like protein. This family is composed of plant proteins that are similar to FRIGIDA protein expressed by Arabidopsis thaliana. This protein is probably nuclear and is required for the regulation of flowering time in the late-flowering phenotype. It is known to increase RNA levels of flowering locus C. Allelic variation at the FRIGIDA locus is a major determinant of natural variation in flowering time.GO:0030154|cell differentiation;GO:0009908|flower development;. . .

Manes.15G029500.v6.10.2974362 ####### 4E-06 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0019288|isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0019287|isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0050790|regulation of catalytic activity;GO:0048364|root development;GO:0016125|sterol metabolic process;GO:0005739|mitochondrion;GO:0000166|nucleotide binding;GO:0034046|poly(G) binding;.

Manes.15G029900.v6.10.3464101 ####### 0.0372 down no pfam07911 DUF1677 Protein of unknown function (DUF1677). The sequences found in this family are all derived from hypothetical plant proteins of unknown function. The region features a number of highly conserved cysteine residues.. . . .

Manes.15G030500.v6.1123.74025 6.95117 3E-57 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.15G030600.v6.1Inf Inf 3E-44 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.GO:0006869|lipid transport;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0008289|lipid binding;.

Manes.15G031000.v6.12.6692545 1.41644 3E-05 up yes pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.15G031300.v6.12.7847631 1.47755 4E-15 up yes pfam02574 S-methyl_transHomocysteine S-methyltransferase. This is a family of related homocysteine S-methyltransferases enzymes: 5-methyltetrahydrofolate--homocysteine S-methyltransferases also known EC:2.1.1.13; Betaine--homocysteine S-methyltransferase (vitamin B12 dependent), EC:2.1.1.5,; and Homocysteine S-methyltransferase, EC:2.1.1.10,.GO:0009086|methionine biosynthetic process;GO:0033528|S-methylmethionine cycle;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0008898|S-adenosylmethionine-homocysteine S-methyltransferase activity;K00547

Manes.15G031600.v6.10.5381076 ####### 2E-11 down no pfam07765 KIP1 KIP1-like protein. This is a family of sequences found exclusively in plants. They are similar to kinase interacting protein 1 (KIP1), which has been found to interact with the kinase domain of PRK1, a receptor-like kinase. This particular region contains two coiled-coils, which are described as motifs involved in protein-protein interactions. It has also been suggested that the protein's coiled- coils allow it to dimerise in vivo.. . . .

Manes.15G031700.v6.10.532056 ####### 3E-09 down no pfam01015 Ribosomal_S3AeRibosomal S3Ae family.GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0003735|structural constituent of ribosome;K02984

Manes.15G031800.v6.10.3886223 ####### 0.0005 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.15G032300.v6.12.3063369 1.21E+00 5E-07 up yes pfam06247 Plasmod_Pvs28Plasmodium ookinete surface protein Pvs28. This family consists of several ookinete surface protein (Pvs28) from several species of Plasmodium. Pvs25 and Pvs28 are expressed on the surface of ookinetes. These proteins are potential candidates for vaccine and induce antibodies that block the infectivity of Plasmodium vivax in immunised animals.. . . .

Manes.15G032400.v6.10.4607471 -1.11795 6E-10 down yes pfam08458 PH_2 Plant pleckstrin homology-like region. This family describes a pleckstrin homology (PH)-like region found in several plant proteins of unknown function.. . . .

Manes.15G032600.v6.1NA NA NA -- no pfam10927 DUF2738 Protein of unknown function (DUF2738). This is a viral family of proteins with unknown function.. . . .

Manes.15G033100.v6.134.141068 5.09344 1E-20 up yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0071483|cellular response to blue light;GO:0071490|cellular response to far red light;GO:0034605|cellular response to heat;GO:0071486|cellular response to high light intensity;GO:0071491|cellular response to red light;GO:0071492|cellular response to UV-A;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0010030|positive regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0009409|response to cold;GO:0080167|response to karrikin;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;. .

Manes.15G033200.v6.12.1594501 1.11066 3E-11 up yes pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.15G033400.v6.10.869233 -0.20219 0.3472 down no pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.15G033500.v6.10.4180705 ####### 2E-19 down yes pfam02171 Piwi Piwi domain. This domain is found in the protein Piwi and its relatives. The function of this domain is the dsRNA guided hydrolysis of ssRNA. Determination of the crystal structure of Argonaute reveals that PIWI is an RNase H domain, and identifies Argonaute as Slicer, the enzyme that cleaves mRNA in the RNAi RISC complex. In addition, Mg+2 dependence and production of 3'-OH and 5' phosphate products are shared characteristics of RNaseH and RISC. The PIWI domain core has a tertiary structure belonging to the RNase H family of enzymes. RNase H fold proteins all have a five-stranded mixed beta-sheet surrounded by helices. By analogy to RNase H enzymes which cleave single-stranded RNA guided by the DNA strand in an RNA/DNA hybrid, the PIWI domain can be inferred to cleave single-stranded RNA, for example mRNA, guided by double stranded siRNA.GO:0031047|gene silencing by RNA;GO:0010586|miRNA metabolic process;GO:0007275|multicellular organismal development;GO:1902183|regulation of shoot apical meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0006417|regulation of translation;GO:0035019|somatic stem cell population maintenance;GO:0006351|transcription, DNA-templated;GO:0030529|ribonucleoprotein complex;GO:0035198|miRNA binding;K11593

Manes.15G033800.v6.10.5011272 -0.99675 1E-04 down no pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.15G033900.v6.10.5532891 -0.85389 4E-13 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0010189|vitamin E biosynthetic process;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008168|methyltransferase activity;.

Manes.15G034400.v6.10.617603 -0.69525 3E-09 down no pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;K00873

Manes.15G034800.v6.11.2198693 0.28673 0.0232 up no pfam12031 DUF3518 Domain of unknown function (DUF3518). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 260 amino acids in length. This domain is found associated with pfam01388.GO:0048653|anther development;GO:0009908|flower development;GO:0048366|leaf development;GO:0040008|regulation of growth;GO:0005634|nucleus;. .



Manes.15G034900.v6.10.1683098 ####### 5E-36 down yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0009409|response to cold;GO:0009416|response to light stimulus;GO:0016021|integral component of membrane;GO:0033807|icosanoyl-CoA synthase activity;K15397

Manes.15G035100.v6.10.5302798 ####### 0.0024 down no pfam10292 7TM_GPCR_SrabSerpentine type 7TM GPCR receptor class ab chemoreceptor. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srab is part of the Sra superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The expression pattern of the srab genes is biologically intriguing. Of the six promoters successfully expressed in transgenic organisms, one was exclusively expressed in the tail phasmid neurons, two were exclusively expressed in a head amphid neuron, and two were expressed both in the head and tail neurons as well as a limited number of other cells.. . . .

Manes.15G035300.v6.10.4093161 ####### 8E-14 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.15G035400.v6.10.6088315 ####### 9E-06 down no pfam00326 Peptidase_S9 Prolyl oligopeptidase family.GO:0050435|beta-amyloid metabolic process;GO:0006508|proteolysis;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0031965|nuclear membrane;GO:0008242|omega peptidase activity;GO:0044822|poly(A) RNA binding;GO:0004252|serine-type endopeptidase activity;K01303

Manes.15G035500.v6.10.4571825 -1.12916 3E-17 down yes pfam03073 TspO_MBR TspO/MBR family. Tryptophan-rich sensory protein (TspO) is an integral membrane protein that acts as a negative regulator of the expression of specific photosynthesis genes in response to oxygen/light. It is involved in the efflux of porphyrin intermediates from the cell. This reduces the activity of coproporphyrinogen III oxidase, which is thought to lead to the accumulation of a putative repressor molecule that inhibits the expression of specific photosynthesis genes. Several conserved aromatic residues are necessary for TspO function: they are thought to be involved in binding porphyrin intermediates. In, the rat mitochondrial peripheral benzodiazepine receptor (MBR) was shown to not only retain its structure within a bacterial outer membrane, but also to be able to functionally substitute for TspO in TspO- mutants, and to act in a similar manner to TspO in its in situ location: the outer mitochondrial membrane. The biological significance of MBR remains unclear, however. It is thought to be involved in a . . . .

Manes.15G035900.v6.10.2768379 -1.85289 1E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G036100.v6.10.1327539 ####### 2E-22 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G036200.v6.10.3042494 -1.71667 2E-43 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0010102|lateral root morphogenesis;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.15G036300.v6.11.0288354 0.04101 0.7672 up no pfam04811 Sec23_trunk Sec23/Sec24 trunk domain. COPII-coated vesicles carry proteins from the endoplasmic reticulum to the Golgi complex. This vesicular transport can be reconstituted by using three cytosolic components containing five proteins: the small GTPase Sar1p, the Sec23p/24p complex, and the Sec13p/Sec31p complex. This domain is known as the trunk domain and has an alpha/beta vWA fold and forms the dimer interface.GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0002474|antigen processing and presentation of peptide antigen via MHC class I;GO:0044267|cellular protein metabolic process;GO:0048208|COPII vesicle coating;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0061024|membrane organization;GO:0043687|post-translational protein modification;GO:0018279|protein N-linked glycosylation via asparagine;GO:0044281|small molecule metabolic process;GO:0016192|vesicle-mediated transport;GO:0030127|COPII vesicle coat;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0000139|Golgi membrane;GO:0048471|perinuclear region of cytoplasm;GO:0030868|smooth endoplasmic reticulum membrane;GO:0008270|zinc ion binding;K14006

Manes.15G036400.v6.10.4479698 ####### 0.0007 down yes pfam01544 CorA CorA-like Mg2+ transporter protein. The CorA transport system is the primary Mg2+ influx system of Salmonella typhimurium and Escherichia coli. CorA is virtually ubiquitous in the Bacteria and Archaea. There are also eukaryotic relatives of this protein. The family includes the MRS2 protein from yeast that is thought to be an RNA splicing protein. However its membership of this family suggests that its effect on splicing is due to altered magnesium levels in the cell.GO:0098655|cation transmembrane transport;GO:0015693|magnesium ion transport;GO:0016021|integral component of membrane;GO:0015095|magnesium ion transmembrane transporter activity;K16075

Manes.15G036900.v6.10.4287209 -1.22189 7E-13 down yes pfam06414 Zeta_toxin Zeta toxin. This family consists of several bacterial zeta toxin proteins. Zeta toxin is thought to be part of a postregulational killing system in bacteria. It relies on antitoxin/toxin systems that secure stable inheritance of low and medium copy number plasmids during cell division and kill cells that have lost the plasmid.. . . .

Manes.15G037000.v6.10.642976 ####### 4E-06 down no pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.. . . .

Manes.15G037100.v6.10.4096737 -1.28745 8E-25 down yes pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.15G037400.v6.15.8321889 2.54404 0.0032 up yes pfam10329 DUF2417 Region of unknown function (DUF2417). This is a region of a family of proteins conserved in fungi some of whose members also have the Abhydrolase_1, pfam00561, domain in their sequence. The function of this region is not known.. . . .

Manes.15G037500.v6.11.9200972 0.94118 5E-16 up no pfam00917 MATH MATH domain. This motif has been called the Meprin And TRAF-Homology (MATH) domain. This domain is hugely expanded in the nematode C. elegans.. . GO:0043424|protein histidine kinase binding;.

Manes.15G037700.v6.14.9520628 2.30803 3E-68 up yes pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0009873|ethylene-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0051740|ethylene binding;GO:0009927|histidine phosphotransfer kinase activity;GO:0046872|metal ion binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004872|receptor activity;K14509

Manes.15G038000.v6.10.5959529 -0.74673 0.0074 down no pfam05739 SNARE SNARE domain. Most if not all vesicular membrane fusion events in eukaryotic cells are believed to be mediated by a conserved fusion machinery, the SNARE [soluble N-ethylmaleimide-sensitive factor (NSF) attachment protein (SNAP) receptors] machinery. The SNARE domain is thought to act as a protein-protein interaction module in the assembly of a SNARE protein complex.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005484|SNAP receptor activity;K08504

Manes.15G038100.v6.11.7535382 8.10E-01 6E-12 up no pfam05003 DUF668 Protein of unknown function (DUF668). Uncharacterized plant protein.. . . .

Manes.15G038200.v6.10.8656896 ####### 0.184 down no pfam07216 LcrG LcrG protein. This family consists of several bacterial LcrG proteins. Yersiniae are equipped with the Yop virulon, an apparatus that allows extracellular bacteria to deliver toxic Yop proteins inside the host cell cytosol in order to sabotage the communication networks of the host cell or even to cause cell death. LcrG is a component of the Yop virulon involved in the regulation of secretion of the Yops.. . . .

Manes.15G038500.v6.10.8770924 ####### 0.2759 down no pfam00022 Actin Actin. GO:0006338|chromatin remodeling;GO:0031011|Ino80 complex;. K11673

Manes.15G038700.v6.10.6161026 ####### 6E-08 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.15G039500.v6.1Inf Inf 1E-09 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G040100.v6.10.6764537 ####### 7E-06 down no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;K06269

Manes.15G040300.v6.131.290453 4.96765 0.0039 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0035435|phosphate ion transmembrane transport;GO:0006817|phosphate ion transport;GO:0009737|response to abscisic acid;GO:0055085|transmembrane transport;GO:0005794|Golgi apparatus;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015114|phosphate ion transmembrane transporter activity;GO:0015293|symporter activity;K08176

Manes.15G040500.v6.11.5388369 0.62184 5E-08 up no pfam03441 FAD_binding_7FAD binding domain of DNA photolyase.GO:0009785|blue light signaling pathway;GO:0006325|chromatin organization;GO:0006338|chromatin remodeling;GO:0010617|circadian regulation of calcium ion oscillation;GO:0006281|DNA repair;GO:0009911|positive regulation of flower development;GO:0018298|protein-chromophore linkage;GO:0009909|regulation of flower development;GO:0010075|regulation of meristem growth;GO:0009637|response to blue light;GO:0009416|response to light stimulus;GO:0009414|response to water deprivation;GO:0010118|stomatal movement;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0009882|blue light photoreceptor activity;GO:0003913|DNA photolyase activity;GO:0042802|identical protein binding;K12119

Manes.15G040600.v6.11.9635438 9.73E-01 1E-11 up no pfam00241 Cofilin_ADF Cofilin/tropomyosin-type actin-binding protein. Severs actin filaments and binds to actin monomers.GO:0030042|actin filament depolymerization;GO:0015629|actin cytoskeleton;. K05765

Manes.15G040900.v6.10.9935164 -0.00938 0.9916 down no pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.15G041000.v6.12.0918295 1.06477 2E-16 up yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0006952|defense response;. GO:0004364|glutathione transferase activity;K00799

Manes.15G041200.v6.10.5730837 ####### 0.2249 down no pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. . GO:0045735|nutrient reservoir activity;.

Manes.15G041400.v6.12.4367926 1.28498 1E-28 up yes pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.15G041600.v6.10.4798822 -1.05925 4E-19 down yes pfam03141 Methyltransf_29Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;GO:0008168|methyltransferase activity;.

Manes.15G041700.v6.10.8656014 -0.20823 0.0778 down no pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.15G042100.v6.1Inf Inf 0.8764 up no pfam01417 ENTH ENTH domain. The ENTH (Epsin N-terminal homology) domain is found in proteins involved in endocytosis and cytoskeletal machinery. The function of the ENTH domain is unknown.GO:0000147|actin cortical patch assembly;GO:0030036|actin cytoskeleton organization;GO:0007015|actin filament organization;GO:0034498|early endosome to Golgi transport;GO:0006895|Golgi to endosome transport;GO:0032511|late endosome to vacuole transport via multivesicular body sorting pathway;GO:0071985|multivesicular body sorting pathway;GO:0015031|protein transport;GO:0030479|actin cortical patch;GO:0030125|clathrin vesicle coat;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0030276|clathrin binding;GO:0080025|phosphatidylinositol-3,5-bisphosphate binding;GO:0032266|phosphatidylinositol-3-phosphate binding;.

Manes.15G042200.v6.10.5931266 -0.75359 2E-06 down no pfam07185 DUF1404 Protein of unknown function (DUF1404). This family consists of several archaeal proteins of around 180 residues in length. Members of this family seem to be found exclusively in Sulfolobus tokodaii and Sulfolobus solfataricus. The function of this family is unknown.. . . .

Manes.15G042300.v6.10.9359305 ####### 0.9792 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0004722|protein serine/threonine phosphatase activity;.

Manes.15G042500.v6.10.7025142 ####### 3E-05 down no pfam01929 Ribosomal_L14eRibosomal protein L14. This family includes the eukaryotic ribosomal protein L14.GO:0006412|translation;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0005783|endoplasmic reticulum;GO:0005730|nucleolus;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02875

Manes.15G042700.v6.10.2736112 -1.8698 2E-05 down yes pfam03819 MazG MazG nucleotide pyrophosphohydrolase domain. This domain is about 100 amino acid residues in length. It is found in the MazG protein from Escherichia coli. It contains four conserved negatively charged residues that probably form an active site or metal binding site. This domain is found in isolation in some proteins as well as associated with pfam00590. This domain is clearly related to pfam01503 another pyrophosphohydrolase involved in histidine biosynthesis. This family may be structurally related to the NUDIX domain pfam00293 (Bateman A pers. obs.).GO:0009143|nucleoside triphosphate catabolic process;GO:0051289|protein homotetramerization;GO:0005829|cytosol;GO:0047840|dCTP diphosphatase activity;GO:0042802|identical protein binding;GO:0000287|magnesium ion binding;GO:0047429|nucleoside-triphosphate diphosphatase activity;GO:0032556|pyrimidine deoxyribonucleotide binding;GO:0016462|pyrophosphatase activity;K16904

Manes.15G043500.v6.11.9737016 0.9809 5E-08 up no pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HDGO:0016036|cellular response to phosphate starvation;GO:0035435|phosphate ion transmembrane transport;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005802|trans-Golgi network;GO:0015114|phosphate ion transmembrane transporter activity;.

Manes.15G043600.v6.12.241808 1.16466 2E-08 up yes pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;. K13347

Manes.15G043700.v6.11.0356031 5.05E-02 0.7602 up no pfam13424 TPR_12 Tetratricopeptide repeat.. . . .

Manes.15G043800.v6.10.5139245 ####### 1E-10 down no pfam00830 Ribosomal_L28Ribosomal L28 family. The ribosomal 28 family includes L28 proteins from bacteria and chloroplasts. The L24 protein from yeast also contains a region of similarity to prokaryotic L28 proteins. L24 from yeast is also found in the large ribosomal subunitGO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02902

Manes.15G044300.v6.13.3214305 1.73E+00 1E-37 up yes pfam09531 Ndc1_Nup Nucleoporin protein Ndc1-Nup. Ndc1 is a nucleoporin protein that is a component of the Nuclear Pore Complex, and, in fungi, also of the Spindle Pole Body. It consists of six transmembrane segments, three lumenal loops, both concentrated at the N-terminus and cytoplasmic domains largely at the C-terminus, all of which are well conserved.. . . .

Manes.15G044500.v6.12.2841449 1.19165 5E-08 up yes pfam04045 P34-Arc Arp2/3 complex, 34 kD subunit p34-Arc. Arp2/3 protein complex has been implicated in the control of actin polymerization in cells. The human complex consists of seven subunits which include the actin related Arp2 and Arp3, and five others referred to as p41-Arc, p34-Arc, p21-Arc, p20-Arc, and p16-Arc. This family represents the p34-Arc subunit.GO:0034314|Arp2/3 complex-mediated actin nucleation;GO:0005885|Arp2/3 protein complex;GO:0042995|cell projection;GO:0005737|cytoplasm;. K05758

Manes.15G044800.v6.13.8307782 1.93764 4E-17 up yes pfam00771 FHIPEP FHIPEP family.GO:0071484|cellular response to light intensity;GO:0010117|photoprotection;GO:0009773|photosynthetic electron transport in photosystem I;GO:0009644|response to high light intensity;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0009055|electron carrier activity;.

Manes.15G045000.v6.12.0371897 1.02658 0.1375 up no pfam03767 Acid_phosphat_BHAD superfamily, subfamily IIIB (Acid phosphatase). This family proteins includes acid phosphatases and a number of vegetative storage proteins.. . GO:0003993|acid phosphatase activity;.

Manes.15G045100.v6.10.586605 ####### 2E-10 down no pfam00238 Ribosomal_L14Ribosomal protein L14p/L23e.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0005730|nucleolus;GO:0003735|structural constituent of ribosome;K02894

Manes.15G045800.v6.13.4148716 1.77E+00 4E-13 up yes pfam04693 DDE_Tnp_2 Archaeal putative transposase ISC1217.. . . .

Manes.15G045900.v6.10.5487293 -0.86583 1E-13 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G046000.v6.10.5845915 ####### 1E-09 down no pfam02136 NTF2 Nuclear transport factor 2 (NTF2) domain. This family includes the NTF2-like Delta-5-3-ketosteroid isomerase proteins.GO:0051028|mRNA transport;GO:0016579|protein deubiquitination;GO:0060628|regulation of ER to Golgi vesicle-mediated transport;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G046200.v6.10.2698616 ####### 2E-28 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14484

Manes.15G046500.v6.1Inf Inf 0.0344 up no pfam13904 DUF4207 Domain of unknown function (DUF4207). This family is found in eukaryotes; it has several conserved tryptophan residues. The function is not known.. . . .

Manes.15G047600.v6.11.6320905 0.70672 6E-10 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0098779|mitophagy in response to mitochondrial depolarization;GO:0006914|autophagy;GO:0030154|cell differentiation;GO:0008285|negative regulation of cell proliferation;GO:0043524|negative regulation of neuron apoptotic process;GO:0021915|neural tube development;GO:1903599|positive regulation of mitophagy;GO:0043552|positive regulation of phosphatidylinositol 3-kinase activity;GO:2000785|regulation of autophagosome assembly;GO:0005776|autophagosome;GO:0005930|axoneme;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0045335|phagocytic vesicle;GO:0031625|ubiquitin protein ligase binding;K17985

Manes.15G047700.v6.116.846544 4.07E+00 8E-157 up yes pfam01373 Glyco_hydro_14Glycosyl hydrolase family 14. This family are beta amylases.GO:0009414|response to water deprivation;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016161|beta-amylase activity;K01177

Manes.15G048200.v6.12.0190085 1.01365 5E-19 up yes pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.15G048400.v6.16.3611735 2.67E+00 1E-12 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.15G048500.v6.11.2792989 3.55E-01 0.0094 up no pfam06212 GRIM-19 GRIM-19 protein. This family consists of several eukaryotic gene associated with retinoic-interferon-induced mortality 19 (GRIM-19) proteins. GRIM-19, was reported to encode a small protein primarily distributed in the nucleus and was able to promote cell death induced by IFN-# and RA. A bovine homologue of GRIM-19 was co-purified with mitochondrial NADH:ubiquinone oxidoreductase (complex I) in bovine heart. Therefore, its exact cellular localisation and function are unclear. It has now been discovered that GRIM-19 is a specific interacting protein which negatively regulates Stat3 activity.GO:0055114|oxidation-reduction process;GO:0009853|photorespiration;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0045271|respiratory chain complex I;. K11353

Manes.15G048600.v6.10.2260834 -2.14507 3E-31 down yes pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0005739|mitochondrion;GO:0005524|ATP binding;.

Manes.15G048900.v6.10.6925842 ####### 0.044 down no pfam00069 Pkinase Protein kinase domain.GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G049000.v6.10.0964351 -3.3743 1E-12 down yes pfam14868 DUF4487 Domain of unknown function (DUF4487). This family of proteins is found in eukaryotes. Proteins in this family are typically between 209 and 938 amino acids in length. There is a conserved WCF sequence motif. There is a single completely conserved residue W that may be functionally important.. . . .

Manes.15G049500.v6.10.5654606 -0.8225 6E-05 down no pfam01169 UPF0016 Uncharacterized protein family UPF0016. This family contains integral membrane proteins of unknown function. Most members of the family contain two copies of a region that contains an EXGD motif. Each of these regions contains three predicted transmembrane regions.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;. .

Manes.15G049600.v6.10.5224265 -0.9367 7E-10 down no pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.15G049900.v6.10.3766927 -1.40854 7E-12 down yes pfam03348 Serinc Serine incorporator (Serinc). This is a family of eukaryotic membrane proteins which incorporate serine into membranes and facilitate the synthesis of the serine-derived lipids phosphatidylserine and sphingolipid. Members of this family contain 11 transmembrane domains and form intracellular complexes with key enzymes involved in serine and sphingolipid biosynthesis.GO:0006658|phosphatidylserine metabolic process;GO:1902237|positive regulation of endoplasmic reticulum stress-induced intrinsic apoptotic signaling pathway;GO:0006665|sphingolipid metabolic process;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015194|L-serine transmembrane transporter activity;.

Manes.15G050000.v6.10.5548061 -0.84994 2E-08 down no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.. GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.15G050500.v6.18.6757623 3.12E+00 5E-08 up yes pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0010114|response to red light;GO:0009639|response to red or far red light;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.15G050700.v6.11.4685663 5.54E-01 1E-06 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0043231|intracellular membrane-bounded organelle;GO:0031090|organelle membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16283

Manes.15G050900.v6.11.8639815 0.89839 5E-13 up no pfam11904 GPCR_chapero_1GPCR-chaperone. This domain, and the associated ANK family repeat pfam00023 domain, together act as a chaperone for biogenesis and folding of the DP receptor for prostaglandin D2.. GO:0005769|early endosome;GO:0043231|intracellular membrane-bounded organelle;GO:0005770|late endosome;GO:0005886|plasma membrane;. .

Manes.15G051200.v6.12.3917989 1.26E+00 7E-19 up yes pfam03109 ABC1 ABC1 family. This family includes ABC1 from yeast and AarF from Escherichia coli. These proteins have a nuclear or mitochondrial subcellular location in eukaryotes. The exact molecular functions of these proteins is not clear, however yeast ABC1 suppresses a cytochrome b mRNA translation defect and is essential for the electron transfer in the bc 1 complex and Escherichia coli AarF is required for ubiquinone production. It has been suggested that members of the ABC1 family are novel chaperonins. These proteins are unrelated to the ABC transporter proteins.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.15G051300.v6.10.7635503 -0.3892 0.0091 down no pfam00515 TPR_1 Tetratricopeptide repeat.GO:0010438|cellular response to sulfur starvation;GO:0009658|chloroplast organization;GO:0005634|nucleus;. .

Manes.15G051500.v6.10.1161996 ####### 4E-46 down yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0007049|cell cycle;GO:0006260|DNA replication;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;K11269

Manes.15G051700.v6.11.9504697 9.64E-01 2E-17 up no pfam04685 DUF608 Protein of unknown function, DUF608. This family represents a conserved region with a pankaryotic distribution in a number of uncharacterized proteins.GO:0008206|bile acid metabolic process;GO:0021954|central nervous system neuron development;GO:0006680|glucosylceramide catabolic process;GO:0016139|glycoside catabolic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008422|beta-glucosidase activity;GO:0004348|glucosylceramidase activity;K17108

Manes.15G051800.v6.11.9956105 0.99683 8E-18 up no pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0045454|cell redox homeostasis;GO:0006749|glutathione metabolic process;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0004362|glutathione-disulfide reductase activity;GO:0050661|NADP binding;.

Manes.15G052200.v6.1NA NA NA -- no pfam00478 IMPDH IMP dehydrogenase / GMP reductase domain. This family is involved in biosynthesis of guanosine nucleotide. Members of this family contain a TIM barrel structure. In the inosine monophosphate dehydrogenases 2 CBS domains pfam00571 are inserted in the TIM barrel. This family is a member of the common phosphate binding site TIM barrel family.. . . .

Manes.15G052300.v6.10.4033279 -1.30998 3E-07 down yes pfam14713 DUF4464 Domain of unknown function (DUF4464). This family of proteins is found in eukaryotes. Proteins in this family are typically between 224 and 241 amino acids in length. There is a conserved YID sequence motif.. . . .

Manes.15G052500.v6.10.1431248 -2.80465 5E-11 down yes pfam02504 FA_synthesis Fatty acid synthesis protein. The plsX gene is part of the bacterial fab gene cluster which encodes several key fatty acid biosynthetic enzymes. The exact function of the plsX protein in fatty acid synthesis is unknown.. . . .

Manes.15G052700.v6.12.1605829 1.11142 4E-15 up yes pfam02234 CDI Cyclin-dependent kinase inhibitor. Cell cycle progression is negatively controlled by cyclin-dependent kinases inhibitors (CDIs). CDIs are involved in cell cycle arrest at the G1 phase.GO:0007050|cell cycle arrest;GO:0045786|negative regulation of cell cycle;GO:0045736|negative regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004861|cyclin-dependent protein serine/threonine kinase inhibitor activity;.

Manes.15G052800.v6.11.2563464 0.32923 0.0041 up no pfam13646 HEAT_2 HEAT repeats. This family includes multiple HEAT repeats.GO:0042176|regulation of protein catabolic process;GO:0005829|cytosol;GO:0000502|proteasome complex;GO:0030234|enzyme regulator activity;K03032

Manes.15G052900.v6.10.37792 -1.40385 1E-16 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0010052|guard cell differentiation;GO:0010377|guard cell fate commitment;GO:0051782|negative regulation of cell division;GO:0045597|positive regulation of cell differentiation;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G053000.v6.11.1657127 0.22121 1 up no pfam00955 HCO3_cotranspHCO3- transporter family. This family contains Band 3 anion exchange proteins that exchange CL-/HCO3-. This family also includes cotransporters of Na+/HCO3-.. . . .

Manes.15G053100.v6.10.3939882 ####### 3E-22 down yes pfam00572 Ribosomal_L13Ribosomal protein L13.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0022626|cytosolic ribosome;GO:0003735|structural constituent of ribosome;K02872

Manes.15G053200.v6.10.2892173 ####### 6E-12 down yes pfam02636 Methyltransf_28Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase. In eukaryotes it plays a role in mitochondrial complex I activity.. . . .

Manes.15G054100.v6.10.8026187 -0.31721 0.0441 down no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0009507|chloroplast;GO:0000502|proteasome complex;GO:0004197|cysteine-type endopeptidase activity;GO:0036459|ubiquitinyl hydrolase activity;GO:0008270|zinc ion binding;K11844

Manes.15G054200.v6.10.1269356 ####### 9E-14 down yes pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.. GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0001872|(1->3)-beta-D-glucan binding;GO:0030247|polysaccharide binding;.

Manes.15G054300.v6.10.4203878 ####### 7E-14 down yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0009846|pollen germination;GO:0009845|seed germination;GO:0005576|extracellular region;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;.

Manes.15G054600.v6.11.4322862 0.51832 6E-05 up no pfam09730 BicD Microtubule-associated protein Bicaudal-D. BicD proteins consist of three coiled-coiled domains and are involved in dynein-mediated minus end-directed transport from the Golgi apparatus to the endoplasmic reticulum (ER). For full functioning they bind with GSK-3beta pfam05350 to maintain the anchoring of microtubules to the centromere. It appears that amino-acid residues 437-617 of BicD and the kinase activity of GSK-3 are necessary for the formation of a complex between BicD and GSK-3beta in intact cells.GO:0006914|autophagy;GO:0051297|centrosome organization;GO:0006281|DNA repair;GO:0097680|double-strand break repair via classical nonhomologous end joining;GO:0051684|maintenance of Golgi location;GO:0010508|positive regulation of autophagy;GO:0032801|receptor catabolic process;GO:0032465|regulation of cytokinesis;GO:0071900|regulation of protein serine/threonine kinase activity;GO:0060627|regulation of vesicle-mediated transport;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0035493|SNARE complex assembly;GO:0046718|viral entry into host cell;GO:0005813|centrosome;GO:0000775|chromosome, centromeric region;GO:0005737|cytoplasm;GO:0005769|early endosome;GO:0005783|endoplasmic reticulum;GO:0005770|late endosome;GO:0005764|lysosome;GO:0030496|midbody;GO:0045335|phagocytic vesicle;GO:0043234|protein complex;GO:0000149|SNARE binding;.

Manes.15G054700.v6.10.5092271 ####### 5E-10 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.15G054900.v6.10.8677338 -0.20468 0.2181 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003746|translation elongation factor activity;.

Manes.15G055500.v6.10.7503834 ####### 0.0015 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . GO:0008168|methyltransferase activity;.

Manes.15G055700.v6.10.6664402 -0.58545 0.0092 down no pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0009505|plant-type cell wall;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.



Manes.15G055900.v6.10.7374972 ####### 0.002 down no pfam00651 BTB BTB/POZ domain. The BTB (for BR-C, ttk and bab) or POZ (for Pox virus and Zinc finger) domain is present near the N-terminus of a fraction of zinc finger (pfam00096) proteins and in proteins that contain the pfam01344 motif such as Kelch and a family of pox virus proteins. The BTB/POZ domain mediates homomeric dimerization and in some instances heteromeric dimerization. The structure of the dimerised PLZF BTB/POZ domain has been solved and consists of a tightly intertwined homodimer. The central scaffolding of the protein is made up of a cluster of alpha-helices flanked by short beta-sheets at both the top and bottom of the molecule. POZ domains from several zinc finger proteins have been shown to mediate transcriptional repression and to interact with components of histone deacetylase co-repressor complexes including N-CoR and SMRT. The POZ or BTB domain is also known as BR-C/Ttk or ZiN.. . . .

Manes.15G056100.v6.11.7172513 0.7801 0.0006 up no pfam12960 DUF3849 Protein of unknown function (DUF3849). A family of uncharacterized proteins found by clustering human gut metagenomic sequences. This domain frequently seen with DUF3848.. . . .

Manes.15G056200.v6.10.6878956 -0.53974 1E-05 down no pfam07539 DRIM Down-regulated in metastasis. These eukaryotic proteins include DRIM (Down-Regulated In Metastasis), which is differentially expressed in metastatic and non-metastatic human breast carcinoma cells. It is believed to be involved in processing of non-coding RNA.GO:0000480|endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447|endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472|endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0008285|negative regulation of cell proliferation;GO:0006364|rRNA processing;GO:0030686|90S preribosome;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0030688|preribosome, small subunit precursor;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14772

Manes.15G056300.v6.13.5936248 1.84544 1E-49 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0061077|chaperone-mediated protein folding;GO:1902395|regulation of 1-deoxy-D-xylulose-5-phosphate synthase activity;GO:0010322|regulation of isopentenyl diphosphate biosynthetic process, methylerythritol 4-phosphate pathway;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.15G056600.v6.10.3238181 ####### 1E-22 down yes pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0005975|carbohydrate metabolic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0050662|coenzyme binding;GO:0050378|UDP-glucuronate 4-epimerase activity;K08679

Manes.15G056700.v6.10.3280843 -1.60786 0.0193 down yes pfam03619 Solute_trans_aOrganic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. . . .

Manes.15G056800.v6.10.394021 -1.34366 3E-29 down yes pfam00464 SHMT Serine hydroxymethyltransferase.GO:0007623|circadian rhythm;GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0046686|response to cadmium ion;GO:0035999|tetrahydrofolate interconversion;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004372|glycine hydroxymethyltransferase activity;GO:0030170|pyridoxal phosphate binding;K00600

Manes.15G056900.v6.12.2565597 1.17412 0.0307 up yes pfam00464 SHMT Serine hydroxymethyltransferase.GO:0007623|circadian rhythm;GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0046686|response to cadmium ion;GO:0035999|tetrahydrofolate interconversion;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004372|glycine hydroxymethyltransferase activity;GO:0030170|pyridoxal phosphate binding;K00600

Manes.15G057100.v6.10.1965128 ####### 1E-11 down yes pfam05498 RALF Rapid ALkalinization Factor (RALF). RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and development.GO:0019722|calcium-mediated signaling;GO:0007267|cell-cell signaling;GO:0048046|apoplast;GO:0005622|intracellular;GO:0005179|hormone activity;GO:0004871|signal transducer activity;.

Manes.15G057200.v6.11.7295536 0.7904 3E-11 up no pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.15G057300.v6.12.7392891 1.4538 5E-18 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G057900.v6.11.4679306 0.55378 1E-05 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.15G058100.v6.11.3012211 0.37987 0.0027 up no pfam03665 UPF0172 Uncharacterized protein family (UPF0172). In Chlamydomonas reinhardtii the protein TLA1 (truncated light-harvesting chlorophyll antenna size) apparently regulates genes that define the chlorophyll-a antenna size in the photosynthetic apparatus. This family was formerly known as UPF0172.. GO:0005783|endoplasmic reticulum;. .

Manes.15G058300.v6.10.3512501 -1.50943 6E-11 down yes pfam01193 RNA_pol_L RNA polymerase Rpb3/Rpb11 dimerization domain. The two eukaryotic subunits Rpb3 and Rpb11 dimerise to from a platform onto which the other subunits of the RNA polymerase assemble (D/L in archaea). The prokaryotic equivalent of the Rpb3/Rpb11 platform is the alpha-alpha dimer. The dimerization domain of the alpha subunit/Rpb3 is interrupted by an insert domain (pfam01000). Some of the alpha subunits also contain iron-sulphur binding domains (pfam00037). Rpb11 is found as a continuous domain. Members of this family include: alpha subunit from eubacteria, alpha subunits from chloroplasts, Rpb3 subunits from eukaryotes, Rpb11 subunits from eukaryotes, RpoD subunits from archaeal spp, and RpoL subunits from archaeal spp.GO:0006360|transcription from RNA polymerase I promoter;GO:0006383|transcription from RNA polymerase III promoter;GO:0005736|DNA-directed RNA polymerase I complex;GO:0005666|DNA-directed RNA polymerase III complex;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;K03027

Manes.15G058400.v6.10.848809 -0.23649 0.0483 down no pfam00069 Pkinase Protein kinase domain.GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08286

Manes.15G059000.v6.11.735324 0.79521 2E-08 up no pfam06025 DUF913 Domain of Unknown Function (DUF913). Members of this family are found in various ubiquitin protein ligases.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K10592

Manes.15G059500.v6.10.5886923 -0.76441 0.0004 down no pfam10536 PMD Plant mobile domain. This domain was identified by Babu and colleagues in a variety of transposases.. . . .

Manes.15G059800.v6.10.3922711 -1.35008 5E-16 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.GO:0048364|root development;GO:0048367|shoot system development;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005886|plasma membrane;. .

Manes.15G059900.v6.10.7546092 -0.4062 0.0018 down no pfam02414 Borrelia_orfABorrelia ORF-A. This protein is encoded by an open reading frame in plasmid borne DNA repeats of Borrelia species. This protein is known as ORF-A. The function of this putative protein is unknown.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009579|thylakoid;. .

Manes.15G060400.v6.12.6700878 1.41689 7E-13 up yes pfam00808 CBFD_NFYB_HMFHistone-like transcription factor (CBF/NF-Y) and archaeal histone. This family includes archaebacterial histones and histone like transcription factors from eukaryotes.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G060600.v6.11.7218054 7.84E-01 3E-10 up no pfam10595 UPF0564 Uncharacterized protein family UPF0564. This family of proteins has no known function. However, one of the members is annotated as an EF-hand family protein.. . . .

Manes.15G061300.v6.13.3502029 1.74425 2E-29 up yes pfam07695 7TMR-DISM_7TM7TM diverse intracellular signalling. This entry represents the transmembrane region of the 7TM-DISM (7TM Receptors with Diverse Intracellular Signalling Modules).. . . .

Manes.15G061500.v6.10.3581915 -1.4812 0.0008 down yes pfam05859 Mis12 Mis12 protein. Kinetochores are the chromosomal sites for spindle interaction and play a vital role in chromosome segregation. Fission yeast kinetochore protein Mis12, is required for correct spindle morphogenesis, determining metaphase spindle length. Thirty-five to sixty percent extension of metaphase spindle length takes place in Mis12 mutants. It has been shown that Mis12 genetically interacts with Mal2, another inner centromere core complex protein in S. pombe.. . . .

Manes.15G061600.v6.11.7788973 0.83098 8E-09 up no pfam08325 WLM WLM domain. This is a predicted metallopeptidase domain called WLM (Wss1p-like metalloproteases). These are linked to the Ub-system by virtue of fusions with the UB-binding PUG (PUB), Ub-like, and Little Finger domains. More specifically, genetic evidence implicates the WLM family in de-SUMOylation.GO:0006974|cellular response to DNA damage stimulus;GO:0016925|protein sumoylation;GO:0010224|response to UV-B;GO:0010225|response to UV-C;GO:0019985|translesion synthesis;GO:0005635|nuclear envelope;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.15G062900.v6.12.1119336 1.07856 8E-14 up yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G063000.v6.1#NAME? #NAME? 1 down no pfam05144 Phage_CRI Phage replication protein CRI. The phage replication protein CRI, is also known as Gene II, is essential for DNA replication.. . . .

Manes.15G063100.v6.1Inf Inf 0.8842 up no pfam06196 DUF997 Protein of unknown function (DUF997). Family of predicted bacterial membrane protein with unknown function.. . . .

Manes.15G063200.v6.10.3878061 -1.36659 5E-11 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.15G063300.v6.10.3681955 ####### 4E-07 down yes pfam08792 A2L_zn_ribbonA2L zinc ribbon domain. This zinc ribbon domain is found associated with some viral A2L transcription factors.. . . .

Manes.15G063400.v6.1Inf Inf 0.0108 up yes pfam03478 DUF295 Protein of unknown function (DUF295). This family of proteins are found in plants. The function of the proteins is unknown.GO:2000083|negative regulation of L-ascorbic acid biosynthetic process;. . .

Manes.15G064000.v6.10.3823817 -1.38691 6E-17 down yes pfam01923 Cob_adeno_transCobalamin adenosyltransferase. Cobalamin adenosyltransferase This family contains the gene products of PduO and EutT which are both cobalamin adenosyltransferases. PduO is a protein with ATP:cob(I)alamin adenosyltransferase activity. The main role of this protein is the conversion of inactive cobalamins to AdoCbl for 1,2-propanediol degradation.The EutT enzyme appears to be an adenosyl transferase, converting CNB12 to AdoB12.GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0009965|leaf morphogenesis;GO:0010305|leaf vascular tissue pattern formation;GO:0009933|meristem structural organization;GO:0009825|multidimensional cell growth;GO:0009956|radial pattern formation;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0016787|hydrolase activity;.

Manes.15G064300.v6.10.746035 -0.42268 0.0016 down no pfam01201 Ribosomal_S8eRibosomal protein S8e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02995

Manes.15G064700.v6.10.2746825 ####### 4E-52 down yes pfam03009 GDPD Glycerophosphoryl diester phosphodiesterase family. Escherichia coli has two sequence related isozymes of glycerophosphoryl diester phosphodiesterase (GDPD) - periplasmic and cytosolic. This family also includes agrocinopine synthase, the similarity to GDPD has been noted. This family appears to have weak but not significant matches to mammalian phospholipase C pfam00388, which suggests that this family may adopt a TIM barrel fold.GO:0006071|glycerol metabolic process;GO:0010442|guard cell morphogenesis;GO:0006629|lipid metabolic process;GO:0052541|plant-type cell wall cellulose metabolic process;GO:0010026|trichome differentiation;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0008889|glycerophosphodiester phosphodiesterase activity;.

Manes.15G064800.v6.13.8524876 1.94579 5E-53 up yes pfam00307 CH Calponin homology (CH) domain. The CH domain is found in both cytoskeletal proteins and signal transduction proteins. The CH domain is involved in actin binding in some members of the family. However in calponins there is evidence that the CH domain is not involved in its actin binding activity. Most member proteins have from two to four copies of the CH domain, however some proteins such as calponin have only a single copy.GO:0007623|circadian rhythm;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0046872|metal ion binding;.

Manes.15G065300.v6.11.4178059 0.50366 0.0018 up no pfam05493 ATP_synt_H ATP synthase subunit H. ATP synthase subunit H is an extremely hydrophobic of approximately 9 kDa. This subunit may be required for assembly of vacuolar ATPase.GO:0015991|ATP hydrolysis coupled proton transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;K02153

Manes.15G065500.v6.11.8088769 8.55E-01 0.8893 up no pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.15G066200.v6.10.6474245 -0.62722 8E-05 down no pfam03999 MAP65_ASE1Microtubule associated protein (MAP65/ASE1 family).GO:0043622|cortical microtubule organization;GO:0000910|cytokinesis;GO:0007067|mitotic nuclear division;GO:0005938|cell cortex;GO:0005874|microtubule;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0046983|protein dimerization activity;.

Manes.15G066600.v6.15.8793186 2.56E+00 3E-43 up yes pfam12056 DUF3537 Protein of unknown function (DUF3537). This family of transmembrane proteins are functionally uncharacterized. This protein is found in eukaryotes. Proteins in this family are typically between 427 to 453 amino acids in length.. . . .

Manes.15G066900.v6.13.8066662 1.92853 1E-62 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0006355|regulation of transcription, DNA-templated;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K09286

Manes.15G067000.v6.10.7279707 -0.45805 0.0003 down no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.15G067100.v6.10.4011893 -1.31764 2E-26 down yes pfam00643 zf-B_box B-box zinc finger.GO:0010100|negative regulation of photomorphogenesis;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G067300.v6.10.3451683 -1.53463 0.0001 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.15G067700.v6.10.3861117 ####### 6E-21 down yes pfam14266 DUF4356 Domain of unknown function (DUF4356). This family of proteins is found in bacteria. Proteins in this family are approximately 540 amino acids in length.GO:0052544|defense response by callose deposition in cell wall;GO:0042742|defense response to bacterium;GO:0019853|L-ascorbic acid biosynthetic process;GO:0009408|response to heat;GO:0009753|response to jasmonic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0010475|galactose-1-phosphate guanylyltransferase (GDP) activity;GO:0080048|GDP-D-glucose phosphorylase activity;GO:0010472|GDP-galactose:glucose-1-phosphate guanylyltransferase activity;GO:0010471|GDP-galactose:mannose-1-phosphate guanylyltransferase activity;GO:0010473|GDP-galactose:myoinositol-1-phosphate guanylyltransferase activity;GO:0010474|glucose-1-phosphate guanylyltransferase (GDP) activity;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0016787|hydrolase activity;GO:0008928|mannose-1-phosphate guanylyltransferase (GDP) activity;GO:0000166|nucleotide binding;GO:0080046|quercetin 4'-O-glucosyltransferase activity;K14190

Manes.15G068300.v6.1Inf Inf 0.1136 up no pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.15G068600.v6.1Inf Inf 0.3951 up no pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.15G068900.v6.13.2929609 1.71939 1E-32 up yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.GO:0006629|lipid metabolic process;GO:0030163|protein catabolic process;GO:0006508|proteolysis;GO:0009735|response to cytokinin;GO:0009651|response to salt stress;GO:0005829|cytosol;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004190|aspartic-type endopeptidase activity;GO:0004175|endopeptidase activity;K08245

Manes.15G069200.v6.11.6151352 6.92E-01 1E-09 up no pfam00198 2-oxoacid_dh2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0033512|L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0006099|tricarboxylic acid cycle;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0045252|oxoglutarate dehydrogenase complex;GO:0004149|dihydrolipoyllysine-residue succinyltransferase activity;GO:0008270|zinc ion binding;K00658

Manes.15G070200.v6.19.6791034 3.27E+00 6E-62 up yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016298|lipase activity;.

Manes.15G070700.v6.11.6298448 0.70473 6E-10 up no pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.15G070800.v6.11.7428775 0.80147 3E-12 up no pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.15G071300.v6.10.0760663 -3.7166 9E-16 down yes pfam13530 SCP2_2 Sterol carrier protein domain.. . . .

Manes.15G071400.v6.10.7330077 ####### 0.0009 down no pfam14735 HAUS4 HAUS augmin-like complex subunit 4. This family includes HAUS augmin-like complex subunit 4. The HAUS augmin-like complex contributes to mitotic spindle assembly, maintenance of chromosome integrity and completion of cytokinesis.. . . .

Manes.15G071800.v6.10.6449551 -0.63273 3E-07 down no pfam01042 Ribonuc_L-PSPEndoribonuclease L-PSP. Endoribonuclease active on single-stranded mRNA. Inhibits protein synthesis by cleavage of mRNA. Previously thought to inhibit protein synthesis initiation. This protein may also be involved in the regulation of purine biosynthesis. YjgF (renamed RidA) family members are enamine/imine deaminases. They hydrolyze reactive intermediates released by PLP-dependent enzymes, including threonine dehydratase. YjgF also prevents inhibition of transaminase B (IlvE) in Salmonella.GO:0009082|branched-chain amino acid biosynthetic process;GO:0009097|isoleucine biosynthetic process;GO:0046686|response to cadmium ion;GO:0009636|response to toxic substance;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0009536|plastid;GO:0009579|thylakoid;GO:0005773|vacuole;GO:0019239|deaminase activity;GO:0016787|hydrolase activity;.

Manes.15G071900.v6.11.3927426 0.47793 2E-05 up no pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.GO:0030968|endoplasmic reticulum unfolded protein response;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0035871|protein K11-linked deubiquitination;GO:1990167|protein K27-linked deubiquitination;GO:0035523|protein K29-linked deubiquitination;GO:1990168|protein K33-linked deubiquitination;GO:0071108|protein K48-linked deubiquitination;GO:0070536|protein K63-linked deubiquitination;. GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;K13719

Manes.15G072100.v6.11.5965315 0.67494 0.0616 up no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.15G072200.v6.1Inf Inf 0.2217 up no pfam10337 DUF2422 Protein of unknown function (DUF2422). This is a family of proteins conserved in fungi. The function is not known. This family is the C-terminal half of some member proteins which contain the DUF2421 pfam10334 domain at their N-terminus.. . . .

Manes.15G073100.v6.11.4085587 0.49422 3E-05 up no pfam11911 DUF3429 Protein of unknown function (DUF3429). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 147 to 245 amino acids in length.. . . .

Manes.15G073200.v6.10.4499745 -1.15208 5E-08 down yes pfam10520 Kua-UEV1_localnKua-ubiquitin conjugating enzyme hybrid localisation domain. This domain is part of the transcript of the fusion of two genes, the UEV1, an enzymatically inactive variant of the E2 ubiquitin-conjugating enzymes that regulate non-canonical elongation of ubiquitin chains, and Kua, an otherwise unknown gene. UEV1A is a nuclear protein, whereas both Kua and Kua-UEV localize to cytoplasmic structures, indicating that the addition of a Kua domain to UEV confers new biological properties. UEV1-Kua carries the B domain with its characteristic double histidine motif, and it is probably this domain which determines the cytoplasmic localisation. It is postulated that this hybrid transcript could preferentially direct the variant polyubiquitination of substrates closely associated with the cytoplasmic face of the endoplasmic reticulum, possibly, although not necessarily, in conjunction with membrane-bound ubiquitin-conjugating enzymes.GO:0046471|phosphatidylglycerol metabolic process;GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0005737|cytoplasm;GO:0016021|integral component of membrane;GO:0052637|delta 3-trans-hexadecenoic acid phosphatidylglycerol desaturase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10704

Manes.15G073500.v6.16.7700511 2.76E+00 0.0196 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.15G073600.v6.10.5200574 ####### 2E-10 down no pfam13513 HEAT_EZ HEAT-like repeat. The HEAT repeat family is related to armadillo/beta-catenin-like repeats (see pfam00514). These EZ repeats are found in subunits of cyanobacterial phycocyanin lyase and other proteins and probably carry out a scaffolding role.GO:0010031|circumnutation;GO:0007275|multicellular organismal development;GO:0009826|unidimensional cell growth;GO:0010005|cortical microtubule, transverse to long axis;GO:0008017|microtubule binding;.

Manes.15G073800.v6.10.1919577 -2.38114 3E-39 down yes pfam01986 DUF123 Domain of unknown function DUF123. This archaebacterial domain has no known function. It is attached to an endonuclease domain in the putative endonuclease MJ0613. The domain contains several conserved cysteines and histidines. This suggests that the domain may be a zinc binding nucleic acid interaction domain (Bateman A unpubl.).. . . .

Manes.15G074100.v6.10.3637361 -1.45904 8E-24 down yes pfam00061 Lipocalin Lipocalin / cytosolic fatty-acid binding protein family. Lipocalins are transporters for small hydrophobic molecules, such as lipids, steroid hormones, bilins, and retinoids. The family also encompasses the enzyme prostaglandin D synthase (EC:5.3.99.2). Alignment subsumes both the lipocalin and fatty acid binding protein signatures from PROSITE. This is supported on structural and functional grounds. The structure is an eight-stranded beta barrel.. . . .

Manes.15G074200.v6.13.8486479 1.94435 3E-28 up yes pfam08477 Miro Miro-like protein. Mitochondrial Rho proteins (Miro-1 and Miro-2), are atypical Rho GTPases. They have a unique domain organisation, with tandem GTP-binding domains and two EF hand domains (pfam00036), that may bind calcium. They are also larger than classical small GTPases. It has been proposed that they are involved in mitochondrial homeostasis and apoptosis.GO:0034613|cellular protein localization;GO:0006886|intracellular protein transport;GO:0007067|mitotic nuclear division;GO:0010973|positive regulation of barrier septum assembly;GO:0032482|Rab protein signal transduction;GO:0031028|septation initiation signaling;GO:0044732|mitotic spindle pole body;GO:0005525|GTP binding;GO:0003924|GTPase activity;K06682

Manes.15G074700.v6.10.7675983 ####### 0.0323 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0009790|embryo development;GO:0009553|embryo sac development;GO:0015760|glucose-6-phosphate transport;GO:0034389|lipid particle organization;GO:0015714|phosphoenolpyruvate transport;GO:0015713|phosphoglycerate transport;GO:0010152|pollen maturation;GO:0009624|response to nematode;GO:0035436|triose phosphate transmembrane transport;GO:0007033|vacuole organization;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0015297|antiporter activity;GO:0015152|glucose-6-phosphate transmembrane transporter activity;GO:0005315|inorganic phosphate transmembrane transporter activity;GO:0015120|phosphoglycerate transmembrane transporter activity;GO:0071917|triose-phosphate transmembrane transporter activity;K15283

Manes.15G075000.v6.10.1734059 -2.52778 9E-09 down yes pfam02747 PCNA_C Proliferating cell nuclear antigen, C-terminal domain. N-terminal and C-terminal domains of PCNA are topologically identical. Three PCNA molecules are tightly associated to form a closed ring encircling duplex DNA.. . . .

Manes.15G075200.v6.11.5488931 6.31E-01 8E-06 up no pfam01012 ETF Electron transfer flavoprotein domain. This family includes the homologous domain shared between the alpha and beta subunits of the electron transfer flavoprotein.GO:0033539|fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0055088|lipid homeostasis;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0003995|acyl-CoA dehydrogenase activity;GO:0005507|copper ion binding;GO:0009055|electron carrier activity;GO:0000062|fatty-acyl-CoA binding;GO:0050660|flavin adenine dinucleotide binding;GO:0052890|oxidoreductase activity, acting on the CH-CH group of donors, with a flavin as acceptor;K03522

Manes.15G075500.v6.11.4105517 0.49626 3E-05 up no pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0009835|fruit ripening;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;K01051

Manes.15G075700.v6.11.7513009 8.08E-01 1E-11 up no pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.15G075900.v6.1Inf Inf 0.0607 up no pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.. . GO:0045735|nutrient reservoir activity;.

Manes.15G076400.v6.10.3276367 ####### 9E-17 down yes pfam05185 PRMT5 PRMT5 arginine-N-methyltransferase. The human homologue of yeast Skb1 (Shk1 kinase-binding protein 1) is PRMT5, an arginine-N-methyltransferase. These proteins appear to be key mitotic regulators. They play a role in Jak signalling in higher eukaryotes.GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0009814|defense response, incompatible interaction;GO:0009626|plant-type hypersensitive response;GO:0010942|positive regulation of cell death;GO:0046658|anchored component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. .

Manes.15G076500.v6.11.3755123 0.45997 0.0006 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0016571|histone methylation;GO:0007275|multicellular organismal development;GO:2000014|regulation of endosperm development;GO:0006349|regulation of gene expression by genetic imprinting;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005677|chromatin silencing complex;GO:0043078|polar nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K11462

Manes.15G076800.v6.12.2077955 1.14E+00 7E-24 up yes pfam12490 BCAS3 Breast carcinoma amplified sequence 3. This domain family is found in eukaryotes, and is typically between 229 and 245 amino acids in length. The proteins in this family have been shown to be proto-oncogenes implicated in the development of breast cancer.GO:0006914|autophagy;GO:0015031|protein transport;GO:0042594|response to starvation;GO:0005737|cytoplasm;GO:0034045|pre-autophagosomal structure membrane;GO:0005774|vacuolar membrane;. .

Manes.15G077000.v6.12.1632576 1.11321 2E-22 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G077100.v6.12.2117186 1.15E+00 0.0001 up yes pfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).. . . .

Manes.15G077200.v6.150.247702 5.65099 9E-08 up yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0003756|protein disulfide isomerase activity;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.15G077400.v6.10.639657 ####### 0.0001 down no pfam00225 Kinesin Kinesin motor domain.GO:0051301|cell division;GO:0007018|microtubule-based movement;GO:0000070|mitotic sister chromatid segregation;GO:0051225|spindle assembly;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0008569|ATP-dependent microtubule motor activity, minus-end-directed;GO:0016887|ATPase activity;GO:0008017|microtubule binding;K10405

Manes.15G077900.v6.10.5358123 -0.9002 2E-14 down no pfam00209 SNF Sodium:neurotransmitter symporter family.. . . .

Manes.15G078100.v6.10.2374158 ####### 1E-12 down yes pfam07576 BRAP2 BRCA1-associated protein 2. These proteins include BRCA1-associated protein 2 (BRAP2), which binds nuclear localisation signals (NLSs) in vitro and in yeast two-hybrid screening. These proteins share a region of sequence similarity at their N terminus. They also have pfam02148 at the C terminus.. . . .

Manes.15G078300.v6.12.2205771 1.15E+00 1E-08 up yes pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G079300.v6.129.204394 4.87E+00 9E-54 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;GO:0009505|plant-type cell wall;GO:0008422|beta-glucosidase activity;K01188

Manes.15G079400.v6.12.0129879 1.00934 2E-18 up yes pfam04632 FUSC Fusaric acid resistance protein family. This family includes a conserved region found in two proteins associated with fusaric acid resistance, from Burkholderia cepacia and Klebsiella oxytoca. These proteins are likely to be membrane transporter proteins.. . . .

Manes.15G079500.v6.11.4506757 0.53673 0.0004 up no pfam00857 IsochorismataseIsochorismatase family. This family are hydrolase enzymes.. . GO:0008908|isochorismatase activity;K01252

Manes.15G079600.v6.10.5215695 ####### 5E-07 down no pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.15G079700.v6.10.6110139 ####### 0.0016 down no pfam04381 RdgC Putative exonuclease, RdgC. Members of the RdgC family may have exonuclease activity. RdgC is required for efficient pilin variation in Neisseria gonorrhoeae, suggesting that it may be involved in recombination reactions. In Escherichia coli, RdgC is required for growth in recombination-deficient exonuclease-depleted strains. Under these conditions, RdgC may act as an exonuclease to remove collapsed replication forks, in the absence of the normal repair mechanisms.. . . .

Manes.15G079900.v6.10.3663022 -1.44889 0.0648 down no pfam08387 FBD FBD. This region is found in F-box (pfam00646) and other domain containing plant proteins; it is repeated in two family members. Its precise function is unknown, but it is thought to be associated with nuclear processes. In fact, several family members are annotated as being similar to transcription factors.. . . .

Manes.15G080100.v6.10.690425 -0.53444 0.044 down no pfam06368 Met_asp_mut_EMethylaspartate mutase E chain (MutE). This family consists of several methylaspartate mutase E chain proteins (EC:5.4.99.1). Glutamate mutase catalyses the first step in the fermentation of glutamate by Clostridium tetanomorphum. This is an unusual isomerization in which L-glutamate is converted to threo-beta-methyl L-aspartate.. . . .

Manes.15G080500.v6.10.4607056 -1.11808 2E-07 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G080700.v6.10.9453267 -0.08112 0.7963 down no pfam13833 EF-hand_8 EF-hand domain pair.GO:0009733|response to auxin;. GO:0005509|calcium ion binding;.



Manes.15G080800.v6.12.0484478 1.03453 6E-17 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G080900.v6.13.0741394 1.62018 2E-12 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G081000.v6.11.3565084 0.4399 0.0294 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G081300.v6.10.7261152 ####### 0.0006 down no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.15G081700.v6.11.8429462 8.82E-01 0.0001 up no pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.15G081900.v6.15.1798667 2.37291 6E-15 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0009737|response to abscisic acid;GO:0046686|response to cadmium ion;GO:0009723|response to ethylene;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.15G082000.v6.13.4653942 1.79302 3E-45 up yes pfam00609 DAGK_acc Diacylglycerol kinase accessory domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. This domain is assumed to be an accessory domain: its function is unknown.GO:0006952|defense response;GO:0007205|protein kinase C-activating G-protein coupled receptor signaling pathway;. GO:0005524|ATP binding;GO:0004143|diacylglycerol kinase activity;K00901

Manes.15G082400.v6.11.5301845 6.14E-01 7E-08 up no pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.GO:0006970|response to osmotic stress;GO:0005789|endoplasmic reticulum membrane;GO:0005886|plasma membrane;. .

Manes.15G082500.v6.1138.81453 7.11701 0 up yes pfam06764 DUF1223 Protein of unknown function (DUF1223). This family consists of several hypothetical proteins of around 250 residues in length which are found in both plants and bacteria. The function of this family is unknown.. . . .

Manes.15G082600.v6.1123.74957 6.95128 7E-16 up yes pfam01221 Dynein_light Dynein light chain type 1.. . . .

Manes.15G082700.v6.13.6468176 1.86664 1E-50 up yes pfam00027 cNMP_bindingCyclic nucleotide-binding domain.GO:0009626|plant-type hypersensitive response;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0016020|membrane;GO:0030552|cAMP binding;GO:0008324|cation transmembrane transporter activity;GO:0030553|cGMP binding;GO:0005249|voltage-gated potassium channel activity;.

Manes.15G083200.v6.10.8957647 ####### 0.3319 down no pfam09973 DUF2208 Predicted membrane protein (DUF2208). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.15G084300.v6.182.247002 6.36E+00 1E-30 up yes pfam10601 zf-LITAF-likeLITAF-like zinc ribbon domain. Members of this family display a conserved zinc ribbon structure with the motif C-XX-C- separated from the more C-terminal HX-C(P)X-C-X4-G-R motif by a variable region of usually 25-30 (hydrophobic) residues. Although it belongs to one of the zinc finger's fold groups (zinc ribbon), this particular domain was first identified in LPS-induced tumor necrosis alpha factor (LITAF) which is produced in mammalian cells after being challenged with lipopolysaccharide (LPS). The hydrophobic region probably inserts into the membrane rather than traversing it. Such an insertion brings together the N- and C-terminal C-XX-C motifs to form a compact Zn2+-binding structure.. . . .

Manes.15G084500.v6.10.6075857 -0.71884 4E-09 down no pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.GO:0009234|menaquinone biosynthetic process;. GO:0008168|methyltransferase activity;K03183

Manes.15G084600.v6.10.3755822 -1.4128 7E-31 down yes pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005778|peroxisomal membrane;GO:0043234|protein complex;. K13347

Manes.15G084800.v6.120.74895 4.37497 1E-85 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G085400.v6.10.3870062 -1.36957 4E-16 down yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0016630|protochlorophyllide reductase activity;K00218

Manes.15G085600.v6.11.3626323 4.46E-01 0.091 up no pfam11933 DUF3451 Domain of unknown function (DUF3451). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is typically between 199 to 238 amino acids in length. This domain is found associated with pfam06512, pfam00520. This domain has a conserved ADD sequence motif.. . . .

Manes.15G085700.v6.11.9233771 9.44E-01 6E-12 up no pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.15G085800.v6.12.7695233 1.46964 2E-20 up yes pfam10419 TFIIIC_sub6 TFIIIC subunit. This is a family of proteins subunits of TFIIIC. TFIIIC in yeast and humans is required for transcription of tRNA and 5 S RNA genes by RNA polymerase III. Yeast members of this family are fused to phosphoglycerate mutase domain.. . . .

Manes.15G086100.v6.10.7069514 -0.50032 0.0003 down no pfam04515 Choline_transpoPlasma-membrane choline transporter. This family represents a high-affinity plasma-membrane choline transporter in C.elegans which is thought to be rate-limiting for ACh synthesis in cholinergic nerve terminals.GO:0043123|positive regulation of I-kappaB kinase/NF-kappaB signaling;GO:0007165|signal transduction;GO:0006810|transport;GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0004871|signal transducer activity;K15377

Manes.15G086400.v6.11.5559353 0.63778 0.0825 up no pfam13639 zf-RING_2 Ring finger domain.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10666

Manes.15G086500.v6.11.3252936 0.40631 0.6865 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G086900.v6.10.9300781 -0.10458 0.6557 down no pfam14153 Spore_coat_CotOSpore coat protein CotO. Bacillus spores are protected by a protein shell consisting of over 50 different polypeptides, known as the coat. This family of proteins has an important morphogenetic role in coat assembly, it is involved in the assembly of at least 5 different coat proteins including CotB, CotG, CotS, CotSA and CotW. It is likely to act at a late stage of coat assembly.. . . .

Manes.15G087200.v6.11.0992062 0.13646 0.2571 up no pfam00069 Pkinase Protein kinase domain.GO:0009585|red, far-red light phototransduction;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;.

Manes.15G087300.v6.13.7430039 1.90E+00 8E-32 up yes pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0048681|negative regulation of axon regeneration;GO:0030166|proteoglycan biosynthetic process;GO:0070555|response to interleukin-1;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;.

Manes.15G087400.v6.12.2616872 1.1774 1E-23 up yes pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.GO:0010155|regulation of proton transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;. .

Manes.15G087800.v6.11.2076165 0.27216 0.0182 up no pfam00596 Aldolase_II Class II Aldolase and Adducin N-terminal domain. This family includes class II aldolases and adducins which have not been ascribed any enzymatic function.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0043715|2,3-diketo-5-methylthiopentyl-1-phosphate enolase activity;GO:0043716|2-hydroxy-3-keto-5-methylthiopentenyl-1-phosphate phosphatase activity;GO:0043874|acireductone synthase activity;GO:0000287|magnesium ion binding;GO:0046570|methylthioribulose 1-phosphate dehydratase activity;GO:0008270|zinc ion binding;K16054

Manes.15G088700.v6.10.8741059 ####### 0.9447 down no pfam10502 Peptidase_S26Signal peptidase, peptidase S26. This is a family of membrane signal serine endopeptidases which function in the processing of newly-synthesized secreted proteins. Peptidase S26 removes the hydrophobic, N-terminal, signal peptides as proteins are translocated across membranes. The active site residues take the form of a catalytic dyad that is Ser, Lys in subfamily S26A; the Ser is the nucleophile in catalysis, and the Lys is the general base.. . . .

Manes.15G089000.v6.10.4708659 ####### 9E-09 down yes pfam14215 bHLH-MYC_NbHLH-MYC and R2R3-MYB transcription factors N-terminal. This is the N-terminal region of a family of MYB and MYC transcription factors. The DNA-binding HLH domain is further downstream, pfam00010. Members of the MYB and MYC family regulate the biosynthesis of phenylpropanoids in several plant species (DOI:10.1007/s11295-009-0232-y).GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G089600.v6.10.4697549 ####### 2E-17 down yes pfam01649 Ribosomal_S20pRibosomal protein S20. Bacterial ribosomal protein S20 interacts with 16S rRNA.GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0016020|membrane;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02968

Manes.15G089900.v6.11.924271 9.44E-01 2E-16 up no pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0008153|para-aminobenzoic acid biosynthetic process;GO:0046654|tetrahydrofolate biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0008696|4-amino-4-deoxychorismate lyase activity;GO:0047810|D-alanine:2-oxoglutarate aminotransferase activity;K18482

Manes.15G090200.v6.10.3991802 ####### 8E-29 down yes pfam09747 DUF2052 Coiled-coil domain containing protein (DUF2052). This entry is of sequences of two conserved domains separated by a region of low complexity, spanning some 200 residues. The function is unknown.. . . .

Manes.15G090300.v6.11.3887128 4.74E-01 0.0019 up no pfam07112 DUF1368 Protein of unknown function (DUF1368). This family consists of several proteins with seem to be specific to red algae plasmids. Members of this family are typically around 415 residues in length. The function of this family is unknown.. . . .

Manes.15G090400.v6.11.7092142 0.77333 1E-11 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G090500.v6.11.3766445 4.61E-01 5E-05 up no pfam14929 TAF1_subA TAF RNA Polymerase I subunit A. TATA box binding protein associated factor RNA Polymerase I subunit A is found in eukaryotes and is encoded by the gene TAF1A in humans. Its function is to aid transcription of DNA into RNA by binding to the promoter at the -10 TATA box site. It is a component of the transcription factor SL1/TIF-IB complex, involved in PIC assembly (preinitiation complex) during RNA polymerase I-dependent transcription. The rate of PIC formation depends on the rate of association of this protein. This protein also stabilizes nucleolar transcription factor 1/UBTF on rDNA.. . . .

Manes.15G090700.v6.10.0562354 -4.15238 3E-24 down yes pfam03131 bZIP_Maf bZIP Maf transcription factor. Maf transcription factors contain a conserved basic region leucine zipper (bZIP) domain, which mediates their dimerization and DNA binding property. Thus, this family is probably related to pfam00170. This family also includes the DNA_binding domain of Skn-1, this domain lacks the leucine zipper found in other bZip domains, and binds DNA is a monomer.GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G090800.v6.12.5001622 1.32E+00 6E-25 up yes pfam01699 Na_Ca_ex Sodium/calcium exchanger protein. This is a family of sodium/calcium exchanger integral membrane proteins. This family covers the integral membrane regions of the proteins. Sodium/calcium exchangers regulate intracellular Ca2+ concentrations in many cells; cardiac myocytes, epithelial cells, neurons retinal rod photoreceptors and smooth muscle cells. Ca2+ is moved into or out of the cytosol depending on Na+ concentration. In humans and rats there are 3 isoforms; NCX1 NCX2 and NCX3.. . . .

Manes.15G091000.v6.10.3369129 -1.56955 2E-38 down yes pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0009793|embryo development ending in seed dormancy;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G091100.v6.10.3270933 ####### 1E-31 down yes pfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.. . . .

Manes.15G091700.v6.1#NAME? #NAME? 0.3905 down no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0005978|glycogen biosynthetic process;GO:0040007|growth;GO:0009103|lipopolysaccharide biosynthetic process;. GO:0004373|glycogen (starch) synthase activity;K16150

Manes.15G091800.v6.11.0036822 5.30E-03 0.9459 up no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0009294|DNA mediated transformation;GO:0045931|positive regulation of mitotic cell cycle;GO:0006355|regulation of transcription, DNA-templated;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.15G092000.v6.10.2014662 ####### 2E-38 down yes pfam01715 IPPT IPP transferase. This is a family of IPP transferases EC:2.5.1.8 also known as tRNA delta(2)-isopentenylpyrophosphate transferase. These enzymes modify both cytoplasmic and mitochondrial tRNAs at A(37) to give isopentenyl A(37).GO:0009691|cytokinin biosynthetic process;GO:0008033|tRNA processing;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0052381|tRNA dimethylallyltransferase activity;.

Manes.15G092200.v6.11.6273455 0.70252 0.8455 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G092600.v6.10.8989484 -0.15369 0.2016 down no pfam07819 PGAP1 PGAP1-like protein. The sequences found in this family are similar to PGAP1. This is an endoplasmic reticulum membrane protein with a catalytic serine containing motif that is conserved in a number of lipases. PGAP1 functions as a GPI inositol-deacylase; this deacylation is important for the efficient transport of GPI-anchored proteins from the endoplasmic reticulum to the Golgi body.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0006505|GPI anchor metabolic process;GO:0006886|intracellular protein transport;GO:0006621|protein retention in ER lumen;GO:0016050|vesicle organization;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0050185|phosphatidylinositol deacylase activity;.

Manes.15G093000.v6.10.2187683 ####### 8E-32 down yes pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0009734|auxin-activated signaling pathway;GO:0009742|brassinosteroid mediated signaling pathway;GO:0045454|cell redox homeostasis;GO:0010305|leaf vascular tissue pattern formation;GO:0006970|response to osmotic stress;GO:0005623|cell;. .

Manes.15G093300.v6.110.393195 3.37757 8E-06 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005524|ATP binding;K08900

Manes.15G093500.v6.1Inf Inf 5E-07 up yes pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0016226|iron-sulfur cluster assembly;GO:0034551|mitochondrial respiratory chain complex III assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K08900

Manes.15G094000.v6.11.0434874 0.06141 1 up no pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094100.v6.10.0817694 ####### 2E-19 down yes pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094300.v6.12.0170849 1.01E+00 0.0205 up yes pfam01453 B_lectin D-mannose binding lectin. These proteins include mannose-specific lectins from plants as well as bacteriocins from bacteria.GO:0006833|water transport;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;.

Manes.15G094800.v6.10.3692242 ####### 1E-07 down yes pfam09798 LCD1 DNA damage checkpoint protein. This is a family of proteins which regulate checkpoint kinases. In Schizosaccharomyces pombe this protein is called Rad26 and in Saccharomyces cerevisiae it is called LCD1.. . . .

Manes.15G095300.v6.11.9647422 9.74E-01 1E-16 up no pfam01167 Tub Tub family. GO:0009555|pollen development;GO:0006355|regulation of transcription, DNA-templated;GO:0009620|response to fungus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0035091|phosphatidylinositol binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G095700.v6.10.4786617 -1.06292 4E-08 down yes pfam12895 Apc3 Anaphase-promoting complex, cyclosome, subunit 3. Apc3, otherwise known as Cdc27, is one of the subunits of the anaphase-promoting complex or cyclosome. The anaphase-promoting complex is a multiprotein subunit E3 ubiquitin ligase complex that controls segregation of chromosomes and exit from mitosis in eukaryotes. The protein members of this family contain TPR repeats just as those of Apc7 do, and it appears that these TPR units bind the C-termini of the APC co-activators CDH1 and CDC20.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0010087|phloem or xylem histogenesis;GO:0016567|protein ubiquitination;GO:0032875|regulation of DNA endoreduplication;GO:0005634|nucleus;. K03353

Manes.15G095800.v6.10.2970681 -1.75113 1E-14 down yes pfam00928 Adap_comp_subAdaptor complexes medium subunit family. This family also contains members which are coatomer subunits.. . . .

Manes.15G096400.v6.11.4631598 0.54909 1E-06 up no pfam00344 SecY SecY translocase.GO:0031204|posttranslational protein targeting to membrane, translocation;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K10956

Manes.15G096600.v6.10.7187876 -0.47636 0.0003 down no pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.15G097000.v6.10.7672062 -0.38231 0.0042 down no pfam06459 RR_TM4-6 Ryanodine Receptor TM 4-6. This region covers TM regions 4-6 of the ryanodine receptor 1 family.. . . .

Manes.15G097300.v6.11.7043309 0.76921 3E-06 up no pfam05007 Mannosyl_transMannosyltransferase (PIG-M). PIG-M has a DXD motif. The DXD motif is found in many glycosyltransferases that utilize nucleotide sugars. It is thought that the motif is involved in the binding of a manganese ion that is required for association of the enzymes with nucleotide sugar substrates.. . . .

Manes.15G097400.v6.12.041122 1.02936 2E-14 up yes pfam03400 DDE_Tnp_IS1IS1 transposase. Transposase proteins are necessary for efficient DNA transposition. This family represents bacterial IS1 transposases.. . . .

Manes.15G097600.v6.10.4019951 -1.31475 8E-28 down yes pfam00572 Ribosomal_L13Ribosomal protein L13.GO:0009735|response to cytokinin;GO:0006412|translation;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005840|ribosome;GO:0009579|thylakoid;GO:0003735|structural constituent of ribosome;K02871

Manes.15G097900.v6.13.9105311 1.97E+00 7E-29 up yes pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;. .

Manes.15G098200.v6.11.6814971 7.50E-01 3E-10 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;GO:0010017|red or far-red light signaling pathway;GO:0009585|red, far-red light phototransduction;. . .

Manes.15G098300.v6.134.798953 5.12097 3E-35 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0035251|UDP-glucosyltransferase activity;.

Manes.15G098400.v6.144.824971 5.48623 1E-08 up yes pfam00188 CAP Cysteine-rich secretory protein family. This is a large family of cysteine-rich secretory proteins, antigen 5, and pathogenesis-related 1 proteins (CAP) that are found in a wide range of organisms, including prokaryotes and non-vertebrate eukaryotes, The nine subfamilies of the mammalian CAP 'super'family include: the human glioma pathogenesis-related 1 (GLIPR1), Golgi associated pathogenesis related-1 (GAPR1) proteins, peptidase inhibitor 15 (PI15), peptidase inhibitor 16 (PI16), cysteine-rich secretory proteins (CRISPs), CRISP LCCL domain containing 1 (CRISPLD1), CRISP LCCL domain containing 2 (CRISPLD2), mannose receptor like and the R3H domain containing like proteins. Members are most often secreted and have an extracellular endocrine or paracrine function and are involved in processes including the regulation of extracellular matrix and branching morphogenesis, potentially as either proteases or protease inhibitors; in ion channel regulation in fertility; as tumor suppressor or pro-oncogenic genes in tiGO:0006952|defense response;GO:0009607|response to biotic stimulus;GO:0048765|root hair cell differentiation;GO:0005576|extracellular region;. .

Manes.15G098500.v6.18.5565806 3.09703 2E-84 up yes pfam14690 zf-ISL3 zinc-finger of transposase IS204/IS1001/IS1096/IS1165.. . . .

Manes.15G098600.v6.17.1809175 2.84417 4E-42 up yes pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0051026|chiasma assembly;GO:0007126|meiotic nuclear division;GO:0016567|protein ubiquitination;GO:0035825|reciprocal DNA recombination;GO:0007131|reciprocal meiotic recombination;GO:0005712|chiasma;GO:0005694|chromosome;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K10639

Manes.15G098700.v6.10.5347676 -0.90302 0.0029 down no pfam01513 NAD_kinase ATP-NAD kinase. Members of this family include ATP-NAD kinases EC:2.7.1.23, which catalyses the phosphorylation of NAD to NADP utilizing ATP and other nucleoside triphosphates as well as inorganic polyphosphate as a source of phosphorus. Also includes NADH kinases EC:2.7.1.86.GO:0019674|NAD metabolic process;GO:0006741|NADP biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0003951|NAD+ kinase activity;GO:0042736|NADH kinase activity;K00858

Manes.15G099300.v6.11.3242714 4.05E-01 0.0004 up no pfam01467 CTP_transf_2Cytidylyltransferase. This family includes: Cholinephosphate cytidylyltransferase and Glycerol-3-phosphate cytidylyltransferase.GO:0006646|phosphatidylethanolamine biosynthetic process;GO:0031307|integral component of mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0004306|ethanolamine-phosphate cytidylyltransferase activity;K00967

Manes.15G099400.v6.11.7393845 7.99E-01 8E-08 up no pfam01429 MBD Methyl-CpG binding domain. The Methyl-CpG binding domain (MBD) binds to DNA that contains one or more symmetrically methylated CpGs. DNA methylation in animals is associated with alterations in chromatin structure and silencing of gene expression. MBD has negligible non-specific affinity for DNA. In vitro foot-printing with MeCP2 showed the MBD can protect a 12 nucleotide region surrounding a methyl CpG pair. MBDs are found in several Methyl-CpG binding proteins and also DNA demethylase.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0019899|enzyme binding;GO:0008270|zinc ion binding;.

Manes.15G099500.v6.11.7673503 0.82159 0.0001 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.15G099600.v6.13.3459722 1.74243 7E-08 up yes pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0006486|protein glycosylation;GO:0032580|Golgi cisterna membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.15G100200.v6.10.5382111 -0.89376 3E-07 down no pfam02431 Chalcone Chalcone-flavanone isomerase. Chalcone-flavanone isomerase is a plant enzyme responsible for the isomerization of chalcone to naringenin, a key step in the biosynthesis of flavonoids.GO:0006631|fatty acid metabolic process;GO:0009813|flavonoid biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0045430|chalcone isomerase activity;GO:0005504|fatty acid binding;.

Manes.15G101000.v6.11.4491828 0.53524 3E-06 up no pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. GO:0005783|endoplasmic reticulum;GO:0000329|fungal-type vacuole membrane;GO:0005794|Golgi apparatus;. .

Manes.15G101100.v6.10.4517921 -1.14627 2E-17 down yes pfam13417 GST_N_3 Glutathione S-transferase, N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.15G101200.v6.10.6405716 -0.64257 4E-06 down no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.15G101300.v6.10.6490003 -0.62371 3E-06 down no pfam00009 GTP_EFTU Elongation factor Tu GTP binding domain. This domain contains a P-loop motif, also found in several other families such as pfam00071, pfam00025 and pfam00063. Elongation factor Tu consists of three structural domains, this plus two C-terminal beta barrel domains.. GO:0009507|chloroplast;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0003743|translation initiation factor activity;.

Manes.15G101500.v6.12.3653733 1.24207 2E-05 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.15G101600.v6.10.4284249 ####### 7E-08 down yes pfam05701 WEMBL Weak chloroplast movement under blue light. WEMBL consists of several plant proteins required for the chloroplast avoidance response under high intensity blue light. This avoidance response consists in the relocation of chloroplasts on the anticlinal side of exposed cells. Acts in association with PMI2 to maintain the velocity of chloroplast photo-relocation movement via the regulation of cp-actin filaments. Thus several member-sequences are described as "myosin heavy chain-like".. . . .

Manes.15G102000.v6.11677.2243 1.07E+01 9E-98 up yes pfam03055 RPE65 Retinal pigment epithelial membrane protein. This family represents a retinal pigment epithelial membrane receptor which is abundantly expressed in retinal pigment epithelium, and binds plasma retinal binding protein. The family also includes the sequence related neoxanthin cleavage enzyme in plants and lignostilbene-alpha,beta-dioxygenase in bacteria.GO:0009688|abscisic acid biosynthetic process;GO:0010162|seed dormancy process;GO:0009570|chloroplast stroma;GO:0045549|9-cis-epoxycarotenoid dioxygenase activity;GO:0046872|metal ion binding;K09840

Manes.15G102100.v6.11.8784593 9.10E-01 6E-14 up no pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).. GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G102400.v6.13.0377517 1.603 4E-10 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G102700.v6.10.318427 ####### 1E-22 down yes pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005835|fatty acid synthase complex;GO:0009579|thylakoid;GO:0005507|copper ion binding;GO:0004318|enoyl-[acyl-carrier-protein] reductase (NADH) activity;GO:0016631|enoyl-[acyl-carrier-protein] reductase activity;K00208

Manes.15G103400.v6.1Inf Inf 0.3951 up no pfam14592 Chondroitinas_BChondroitinase B. This family includes chondroitinases. These enzymes cleave the glycosaminoglycan dermatan sulfate.. . . .

Manes.15G103800.v6.12.3539148 1.23506 2E-22 up yes pfam03294 Pox_Rap94 RNA polymerase-associated transcription specificity factor, Rap94.. . . .

Manes.15G104600.v6.11.5138748 5.98E-01 1E-06 up no pfam01916 DS Deoxyhypusine synthase. Eukaryotic initiation factor 5A (eIF-5A) contains an unusual amino acid, hypusine [N epsilon-(4-aminobutyl-2-hydroxy)lysine]. The first step in the post-translational formation of hypusine is catalysed by the enzyme deoxyhypusine synthase (DS) EC:1.1.1.249. The modified version of eIF-5A, and DS, are required for eukaryotic cell proliferation.GO:0050983|deoxyhypusine biosynthetic process from spermidine;GO:0008612|peptidyl-lysine modification to peptidyl-hypusine;. GO:0034038|deoxyhypusine synthase activity;.

Manes.15G104700.v6.10.5849556 ####### 9E-07 down no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;K15634

Manes.15G104800.v6.10.2272201 -2.13784 7E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .



Manes.15G105100.v6.17.116536 2.83118 0.0026 up yes pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.. GO:0048046|apoplast;. .

Manes.15G105500.v6.11.4367315 5.23E-01 4E-06 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.GO:0033523|histone H2B ubiquitination;GO:0010390|histone monoubiquitination;GO:0045087|innate immune response;GO:0009965|leaf morphogenesis;GO:0010162|seed dormancy process;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0042803|protein homodimerization activity;GO:0008270|zinc ion binding;K10696

Manes.15G105900.v6.11.4404276 5.26E-01 2E-05 up no pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.15G106200.v6.10.5690442 ####### 0.0039 down no pfam14781 BBS2_N Ciliary BBSome complex subunit 2, N-terminal. The BBSome (so-named after the association with Bardet-Biedl syndrome) is a complex of 8 subunits that lies at the base of the flagellar microtubule structure. The precise function of the all the individual components in cilia formation is unclear, however they function to promote loading of cargo to the ciliary axoneme. The primary cilium, a slim microtubule-based organelle that projects from the surface of vertebrate cells has crucial roles in vertebrate development and human genetic diseases. Cilia are required for the response to developmental signals, and evidence is accumulating that the primary cilium is specialized for Hedgehog (Hh) signal transduction. Formation of cilia, in turn, is regulated by other signalling pathways, possibly including the planar cell polarity pathway. The connections between cilia and developmental signalling have begun to clarify the basis of human diseases associated with ciliary dysfunction. BBS2 is one of the three Bardet-Biedl. . . .

Manes.15G106300.v6.10.6531218 ####### 5E-05 down no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.15G107700.v6.10.3148549 ####### 2E-13 down yes pfam08417 PaO Pheophorbide a oxygenase. This domain is found in bacterial and plant proteins to the C-terminus of a Rieske 2Fe-2S domain (pfam00355). One of the proteins the domain is found in is Pheophorbide a oxygenase (PaO) which seems to be a key regulator of chlorophyll catabolism. Arabidopsis PaO (AtPaO) is a Rieske-type 2Fe-2S enzyme that is identical to Arabidopsis accelerated cell death 1 and homologous to lethal leaf spot 1 (LLS1) of maize, in which the domain described here is also found.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0009536|plastid;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0046872|metal ion binding;.

Manes.15G107900.v6.10.545784 ####### 6E-08 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.15G108100.v6.10.6665526 ####### 2E-05 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0015996|chlorophyll catabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0080124|pheophytinase activity;.

Manes.15G108400.v6.112.029236 3.58847 5E-12 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0035865|cellular response to potassium ion;GO:0009873|ethylene-activated signaling pathway;GO:0048528|post-embryonic root development;GO:0009723|response to ethylene;GO:0000302|response to reactive oxygen species;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.15G108500.v6.10.610904 -0.71098 2E-09 down no pfam03953 Tubulin_C Tubulin C-terminal domain. This family includes the tubulin alpha, beta and gamma chains. Members of this family are involved in polymer formation. Tubulins are GTPases. FtsZ can polymerize into tubes, sheets, and rings in vitro and is ubiquitous in eubacteria and archaea. Tubulin is the major component of microtubules. (The FtsZ GTPases have been split into their won family).GO:0007017|microtubule-based process;GO:0051258|protein polymerization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0005200|structural constituent of cytoskeleton;K07374

Manes.15G108600.v6.10.4574184 -1.12841 6E-20 down yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006835|dicarboxylic acid transport;GO:0035674|tricarboxylic acid transmembrane transport;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005310|dicarboxylic acid transmembrane transporter activity;GO:0015142|tricarboxylic acid transmembrane transporter activity;K15104

Manes.15G108700.v6.10.4855099 ####### 2E-12 down yes pfam02222 ATP-grasp ATP-grasp domain. This family does not contain all known ATP-grasp domain members. This family includes a diverse set of enzymes that possess ATP-dependent carboxylate-amine ligase activity.GO:0006189|'de novo' IMP biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004638|phosphoribosylaminoimidazole carboxylase activity;.

Manes.15G108800.v6.11.9812351 0.9864 4E-09 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.15G109300.v6.10.4992234 -1.00224 9E-17 down yes pfam03080 DUF239 Domain of unknown function (DUF239). This is a family of plant and bacterial proteins, a small number of which are putative carboxy-terminal peptidases.. . . .

Manes.15G109900.v6.1Inf Inf 0.4307 up no pfam05875 Ceramidase Ceramidase. This family consists of several ceramidases. Ceramidases are enzymes involved in regulating cellular levels of ceramides, sphingoid bases, and their phosphates, EC:3.5.1.23.. . . .

Manes.15G110300.v6.10.4165815 ####### 3E-13 down yes pfam00118 Cpn60_TCP1TCP-1/cpn60 chaperonin family. This family includes members from the HSP60 chaperone family and the TCP-1 (T-complex protein) family.GO:0042026|protein refolding;GO:0009507|chloroplast;GO:0005524|ATP binding;.

Manes.15G110600.v6.11.9793465 0.98502 3E-17 up no pfam02779 Transket_pyr Transketolase, pyrimidine binding domain. This family includes transketolase enzymes, pyruvate dehydrogenases, and branched chain alpha-keto acid decarboxylases.. GO:0005759|mitochondrial matrix;GO:0003863|3-methyl-2-oxobutanoate dehydrogenase (2-methylpropanoyl-transferring) activity;K00167

Manes.15G110700.v6.11.4301514 5.16E-01 2E-05 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G110800.v6.11.125895 0.17107 0.1404 up no pfam15279 SOBP Sine oculis-binding protein. SOBP is associated with syndromic and nonsyndromic intellectual disability. It carries a zinc-finger of the zf-C2H2 type at the N-terminus, and a highly characteristic C-terminal PhPhPhPhPhPh motif. The deduced 873-amino acid protein contains an N-terminal nuclear localisation signal (NLS), followed by 2 FCS-type zinc finger motifs, a proline-rich region (PR1), a putative RNA-binding motif region, and a C-terminal NLS embedded in a second proline-rich motif. SOBP is expressed in various human tissues, including developing mouse brain at embryonic day 14. In postnatal and adult mouse brain SOBP is expressed in all neurons, with intense staining in the limbic system. Highest expression is in layer V cortical neurons, hippocampus, pyriform cortex, dorsomedial nucleus of thalamus, amygdala, and hypothalamus. Postnatal expression of SOBP in the limbic system corresponds to a time of active synaptogenesis. the family is also referred to as Jackson circler, JXC1. In seven affected siblinGO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005643|nuclear pore;. .

Manes.15G110900.v6.10.4315769 -1.21231 3E-19 down yes pfam00347 Ribosomal_L6Ribosomal protein L6.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.15G111300.v6.10.7155012 -0.48297 0.0002 down no pfam00225 Kinesin Kinesin motor domain.GO:0007018|microtubule-based movement;GO:0005737|cytoplasm;GO:0005871|kinesin complex;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0008017|microtubule binding;GO:0003777|microtubule motor activity;K10406

Manes.15G111900.v6.10.5891641 -0.76326 2E-08 down no pfam00900 Ribosomal_S4eRibosomal family S4e.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02987

Manes.15G112500.v6.10.3361745 ####### 2E-05 down yes pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015783|GDP-fucose transport;GO:0009833|plant-type primary cell wall biogenesis;GO:0009624|response to nematode;GO:0072334|UDP-galactose transmembrane transport;GO:0015786|UDP-glucose transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0015297|antiporter activity;GO:0005457|GDP-fucose transmembrane transporter activity;GO:0022857|transmembrane transporter activity;GO:0005459|UDP-galactose transmembrane transporter activity;GO:0005460|UDP-glucose transmembrane transporter activity;.

Manes.15G112600.v6.10.8167651 -0.29201 0.0128 down no pfam00654 Voltage_CLCVoltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.. GO:0034707|chloride channel complex;GO:0005247|voltage-gated chloride channel activity;.

Manes.15G112900.v6.1#NAME? #NAME? 0.1612 down no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0031225|anchored component of membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.15G113000.v6.10.5997571 -0.73755 7E-06 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G113100.v6.10.4040493 ####### 4E-16 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.15G113200.v6.10.1374358 ####### 1E-20 down yes pfam04842 DUF639 Plant protein of unknown function (DUF639). Plant protein of unknown function.. . . .

Manes.15G113400.v6.11.6410015 7.15E-01 4E-09 up no pfam01937 DUF89 Protein of unknown function DUF89. This family has no known function.. . . .

Manes.15G113500.v6.1Inf Inf 0.1136 up no pfam00146 NADHdh NADH dehydrogenase.. . . .

Manes.15G113600.v6.10.7740849 -0.36944 0.037 down no pfam15346 ARGLU Arginine and glutamate-rich 1. ARGLU, arginine and glutamate-rich 1 protein family, is required for the oestrogen-dependent expression of ESR1 target genes. It functions in cooperation with MED1. The family of proteins is found in eukaryotes.. . . .

Manes.15G114100.v6.10.6397696 -0.64438 2E-05 down no pfam00368 HMG-CoA_redHydroxymethylglutaryl-coenzyme A reductase. The HMG-CoA reductases catalyse the conversion of HMG-CoA to mevalonate, which is the rate-limiting step in the synthesis of isoprenoids like cholesterol. Probably because of the critical role of this enzyme in cholesterol homeostasis, mammalian HMG-CoA reductase is heavily regulated at the transcriptional, translational, and post-translational levels.GO:0015936|coenzyme A metabolic process;GO:0008299|isoprenoid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0031966|mitochondrial membrane;GO:0042170|plastid membrane;GO:0004420|hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0050661|NADP binding;.

Manes.15G114800.v6.11.9727503 9.80E-01 2E-11 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005887|integral component of plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005355|glucose transmembrane transporter activity;GO:0022891|substrate-specific transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.15G114900.v6.10.4476148 ####### 1E-10 down yes pfam11805 DUF3326 Protein of unknown function (DUF3326). This protein is functionally uncharacterized. It is about 300-500 amino acids in length. This family is found in plants and bacteria.. GO:0005886|plasma membrane;. .

Manes.15G115200.v6.11.3610234 4.45E-01 0.012 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;GO:0008270|zinc ion binding;.

Manes.15G115400.v6.11.3734885 4.58E-01 8E-05 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G115900.v6.10.3834595 -1.38285 1E-21 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G116100.v6.157.533544 5.85E+00 1E-56 up yes pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.15G116700.v6.11.0648094 0.0906 0.4782 up no pfam14604 SH3_9 Variant SH3 domain.GO:0006915|apoptotic process;GO:0097190|apoptotic signaling pathway;GO:0034329|cell junction assembly;GO:0007254|JNK cascade;GO:0030032|lamellipodium assembly;GO:0048011|neurotrophin TRK receptor signaling pathway;GO:0043065|positive regulation of apoptotic process;GO:0043547|positive regulation of GTPase activity;GO:0035023|regulation of Rho protein signal transduction;GO:0051056|regulation of small GTPase mediated signal transduction;GO:0007264|small GTPase mediated signal transduction;GO:0005911|cell-cell junction;GO:0005829|cytosol;GO:0005622|intracellular;GO:0030027|lamellipodium;GO:0005096|GTPase activator activity;GO:0005089|Rho guanyl-nucleotide exchange factor activity;K05729

Manes.15G117100.v6.12.7842748 1.48E+00 5E-35 up yes pfam04059 RRM_2 RNA recognition motif 2.. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.15G117200.v6.10.7575192 -0.40065 0.0005 down no pfam00360 PHY Phytochrome region. Phytochromes are red/far-red photochromic biliprotein photoreceptors which regulate plant development. They are widely represented in both photosynthetic and non-photosynthetic bacteria and are known in a variety of fungi. Although sequence similarities are low, this domain is structurally related to pfam01590, which is generally located immediately N-terminal to this domain. Compared with pfam01590, this domain carries an additional tongue-like hairpin loop between the fifth beta-sheet and the sixth alpha-helix which functions to seal the chromophore pocket and stabilize the photoactivated far-red-absorbing state (Pfr). The tongue carries a conserved PRxSF motif, from which an arginine finger points into the chromophore pocket close to ring D forming a salt bridge with a conserved aspartate residue.GO:0009584|detection of visible light;GO:0018298|protein-chromophore linkage;GO:0017006|protein-tetrapyrrole linkage;GO:0009585|red, far-red light phototransduction;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005622|intracellular;GO:0016020|membrane;GO:0000155|phosphorelay sensor kinase activity;GO:0009881|photoreceptor activity;.

Manes.15G117300.v6.12.7786255 1.47E+00 4E-38 up yes pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0030514|negative regulation of BMP signaling pathway;GO:0046827|positive regulation of protein export from nucleus;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0004721|phosphoprotein phosphatase activity;K17616

Manes.15G117400.v6.16.2695438 2.65E+00 3E-16 up yes pfam02893 GRAM GRAM domain. The GRAM domain is found in in glucosyltransferases, myotubularins and other putative membrane-associated proteins.. . . .

Manes.15G117500.v6.11.5795213 0.65949 2E-06 up no pfam05562 WCOR413 Cold acclimation protein WCOR413. This family consists of several WCOR413-like plant cold acclimation proteins.GO:0070417|cellular response to cold;GO:0042631|cellular response to water deprivation;GO:0009631|cold acclimation;GO:0009737|response to abscisic acid;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009535|chloroplast thylakoid membrane;GO:0031357|integral component of chloroplast inner membrane;. .

Manes.15G117900.v6.10.7738068 ####### 0.037 down no pfam01329 Pterin_4a Pterin 4 alpha carbinolamine dehydratase. Pterin 4 alpha carbinolamine dehydratase is also known as DCoH (dimerization cofactor of hepatocyte nuclear factor 1-alpha).GO:0006729|tetrahydrobiopterin biosynthetic process;. GO:0008124|4-alpha-hydroxytetrahydrobiopterin dehydratase activity;K01724

Manes.15G118100.v6.11.5366304 0.61977 9E-08 up no pfam01984 dsDNA_bind Double-stranded DNA-binding domain. This domain is believed to bind double-stranded DNA of 20 bases length.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0008285|negative regulation of cell proliferation;GO:1903645|negative regulation of chaperone-mediated protein folding;GO:0043280|positive regulation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0010628|positive regulation of gene expression;GO:1903638|positive regulation of protein import into mitochondrial outer membrane;GO:0090200|positive regulation of release of cytochrome c from mitochondria;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0010698|acetyltransferase activator activity;GO:0003677|DNA binding;GO:0008201|heparin binding;K06875

Manes.15G118200.v6.11.7525402 0.80945 2E-07 up no pfam07885 Ion_trans_2 Ion channel. This family includes the two membrane helix type ion channels found in bacteria.GO:0071805|potassium ion transmembrane transport;GO:0030322|stabilization of membrane potential;GO:0009535|chloroplast thylakoid membrane;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0046872|metal ion binding;GO:0022841|potassium ion leak channel activity;K05389

Manes.15G118300.v6.191.169226 6.51048 0 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G118600.v6.10.9218728 -0.11736 0.3136 down no pfam08323 Glyco_transf_5Starch synthase catalytic domain.GO:0019252|starch biosynthetic process;GO:0005982|starch metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:0009011|starch synthase activity;.

Manes.15G118800.v6.1Inf Inf 0.1921 up no pfam07983 X8 X8 domain. The X8 domain domain contains at least 6 conserved cysteine residues that presumably form three disulphide bridges. The domain is found in an Olive pollen allergen as well as at the C-terminus of several families of glycosyl hydrolases. This domain may be involved in carbohydrate binding. This domain is characteristic of GPI-anchored domains.GO:0005975|carbohydrate metabolic process;GO:0005576|extracellular region;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.15G120100.v6.10.3303234 ####### 7E-15 down yes pfam00493 MCM MCM2/3/5 family.GO:0007049|cell cycle;GO:0006270|DNA replication initiation;GO:0006268|DNA unwinding involved in DNA replication;GO:0042555|MCM complex;GO:0000347|THO complex;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003678|DNA helicase activity;K02541

Manes.15G120400.v6.10.2161005 ####### 6E-05 down yes pfam03188 Cytochrom_B561Eukaryotic cytochrome b561. Cytochrome b561 is a secretory vesicle-specific electron transport protein. It is an integral membrane protein, that binds two heme groups non-covalently. This is a eukaryotic family. Members of the 'prokaryotic cytochrome b561' family can be found in Pfam: PF01292.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.15G120500.v6.10.8208804 ####### 0.0426 down no pfam01775 Ribosomal_L18aeRibosomal L18ae/LX protein domain. This family includes eukaryotic L18ae as well as archaebacterial specific LX. Ribosomal protein L18ae forms part of the 60S ribosomal subunit.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.15G121000.v6.10.281938 -1.82655 1E-17 down yes pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.15G121200.v6.10.7356749 ####### 0.0013 down no pfam00411 Ribosomal_S11Ribosomal protein S11.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02955

Manes.15G121600.v6.16.797153 2.76E+00 2E-38 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.15G121700.v6.10.6475043 ####### 1E-05 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0051013|microtubule severing;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0008568|microtubule-severing ATPase activity;K07767

Manes.15G121900.v6.10.4353941 ####### 0.0052 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.15G122000.v6.1#NAME? #NAME? 0.6001 down no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.15G122300.v6.10.6217287 ####### 2E-05 down no pfam13912 zf-C2H2_6 C2H2-type zinc finger.. . . .

Manes.15G123100.v6.10.5697191 -0.81168 5E-06 down no pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0009854|oxidative photosynthetic carbon pathway;GO:0005777|peroxisome;GO:0010181|FMN binding;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;.

Manes.15G123800.v6.10.6110249 ####### 2E-09 down no pfam03634 TCP TCP family transcription factor. This is a family of TCP plant transcription factors. TCP proteins were named after the first characterized members (TB1, CYC and PCFs) and they are involved in multiple developmental control pathways. This region contains a DNA binding basic-Helix-Loop-Helix (bHLP) structure.GO:0030154|cell differentiation;GO:0048366|leaf development;GO:0009965|leaf morphogenesis;GO:0045962|positive regulation of development, heterochronic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G123900.v6.15.5912404 2.48317 2E-88 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015798|myo-inositol transport;GO:0015992|proton transport;GO:0023052|signaling;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0090406|pollen tube;GO:0005355|glucose transmembrane transporter activity;GO:0005366|myo-inositol:proton symporter activity;GO:0005351|sugar:proton symporter activity;K08150

Manes.15G124100.v6.11.2688518 0.34352 0.0336 up no pfam04137 ERO1 Endoplasmic Reticulum Oxidoreductin 1 (ERO1). Members of this family are required for the formation of disulphide bonds in the ER.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0003756|protein disulfide isomerase activity;K10976

Manes.15G124600.v6.13.0191922 1.59E+00 2E-23 up yes pfam00069 Pkinase Protein kinase domain.GO:0010107|potassium ion import;GO:0007584|response to nutrient;GO:0009414|response to water deprivation;GO:0007165|signal transduction;GO:0010118|stomatal movement;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009536|plastid;GO:0005524|ATP binding;GO:0005267|potassium channel activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G124700.v6.11.3515638 4.35E-01 0.0001 up no pfam07967 zf-C3HC C3HC zinc finger-like. This zinc-finger like domain is distributed throughout the eukaryotic kingdom in NIPA (Nuclear interacting partner of ALK) proteins. NIPA is implicate to perform some sort of antiapoptotic role in nucleophosmin-anaplastic lymphoma kinase (ALK) mediated signaling events. The domain is often repeated, with the second domain usually containing a large insert (approximately 90 residues) after the first three cysteine residues. The Schizosaccharomyces pombe the protein containing this domain is involved in mRNA export from the nucleus.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G124800.v6.10.3813504 ####### 6E-24 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005739|mitochondrion;GO:0003690|double-stranded DNA binding;GO:0044212|transcription regulatory region DNA binding;K15032

Manes.15G125000.v6.121.91364 4.45E+00 1E-21 up yes pfam12948 MSP7_C MSP7-like protein C-terminal domain. MSP7 is a protein family the malaria parasite that has been found to be associated with processed fragments from the MSP1 protein in a complex involved in red blood cell invasion.. . . .

Manes.15G125100.v6.14.3455158 2.11953 2E-34 up yes pfam03763 Remorin_C Remorin, C-terminal region. Remorins are plant-specific plasma membrane-associated proteins. In tobacco remorin co-purifies with lipid rafts. Most remorins have a variable, proline-rich C-half and a more conserved N-half that is predicted to form coiled coils. Consistent with this, circular dichroism studies have demonstrated that much of the protein is alpha-helical. Remorins exist in plasma membrane preparations as oligomeric structures and form filaments in vitro. The proteins can bind polyanions including the extracellular matrix component oligogalacturonic acid (OGA). In vitro, remorin in plasma membrane preparations is phosphorylated (principally on threonine residues) in the presence of OGA and thus co-purifies with a protein kinases(s). The biological functions of remorins are unknown but roles as components of the membrane/cytoskeleton are possible.GO:0007267|cell-cell signaling;GO:0006810|transport;GO:0005886|plasma membrane;GO:0048032|galacturonate binding;.

Manes.15G125200.v6.10.7373 ####### 0.0021 down no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0009908|flower development;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G125300.v6.10.5083825 -0.97601 9E-17 down no pfam12818 Tegument_dsDNAdsDNA viral tegument protein. This is a family of tegument proteins from double-stranded DNA herpesvirus and related viral species.. . . .

Manes.15G125500.v6.10.5647322 ####### 6E-11 down no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0030246|carbohydrate binding;GO:0008378|galactosyltransferase activity;.

Manes.15G126000.v6.11.4514243 5.37E-01 0.0003 up no pfam09816 EAF RNA polymerase II transcription elongation factor. Members of this family act as transcriptional transactivators of ELL and ELL2 elongation activities. Eaf proteins form a stable heterodimer complex with ELL proteins to facilitate the binding of RNA polymerase II to activate transcription elongation. The N-terminus of approx 120 residues is globular and highly conserved.GO:0007275|multicellular organismal development;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0032783|ELL-EAF complex;GO:0005654|nucleoplasm;. K15186

Manes.15G126100.v6.10.5902577 -0.76058 5E-06 down no pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.GO:0034605|cellular response to heat;GO:0030206|chondroitin sulfate biosynthetic process;GO:0015012|heparan sulfate proteoglycan biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008375|acetylglucosaminyltransferase activity;GO:0030158|protein xylosyltransferase activity;K00771

Manes.15G126300.v6.10.4063117 -1.29934 0.0002 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.15G126600.v6.10.4874728 ####### 9E-08 down yes pfam00403 HMA Heavy-metal-associated domain.GO:0006825|copper ion transport;GO:0000785|chromatin;GO:0005829|cytosol;GO:0046872|metal ion binding;K07213

Manes.15G127200.v6.1Inf Inf 0.4066 up no pfam09998 DUF2239 Uncharacterized protein conserved in bacteria (DUF2239). This domain, found in various hypothetical bacterial proteins, has no known function.. . . .

Manes.15G127400.v6.15.4383027 2.44E+00 3E-53 up yes pfam15086 UPF0542 Uncharacterized protein family UPF0542. This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. There is a conserved LSWKL sequence motif. This family includes human protein C5orf43.. . . .

Manes.15G127900.v6.10.7732215 ####### 0.0015 down no pfam00271 Helicase_C Helicase conserved C-terminal domain. The Prosite family is restricted to DEAD/H helicases, whereas this domain family is found in a wide variety of helicases and helicase related proteins. It may be that this is not an autonomously folding unit, but an integral part of the helicase.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0010501|RNA secondary structure unwinding;. GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0004004|ATP-dependent RNA helicase activity;GO:0003677|DNA binding;K03655

Manes.15G128000.v6.10.505882 ####### 3E-07 down no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K09645

Manes.15G128300.v6.11.4496746 5.36E-01 8E-06 up no pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0044211|CTP salvage;GO:0044206|UMP salvage;. GO:0005524|ATP binding;GO:0004849|uridine kinase activity;.

Manes.15G128400.v6.10.8319779 ####### 0.0373 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0015031|protein transport;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0030176|integral component of endoplasmic reticulum membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. K14003

Manes.15G128500.v6.14.3197241 2.11E+00 3E-16 up yes pfam00916 Sulfate_transpSulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;GO:0015293|symporter activity;K17471

Manes.15G129000.v6.11.4801151 0.56571 2E-05 up no pfam05721 PhyH Phytanoyl-CoA dioxygenase (PhyH). This family is made up of several eukaryotic phytanoyl-CoA dioxygenase (PhyH) proteins, ectoine hydroxylases and a number of bacterial deoxygenases. PhyH is a peroxisomal enzyme catalyzing the first step of phytanic acid alpha-oxidation. PhyH deficiency causes Refsum's disease (RD) which is an inherited neurological syndrome biochemically characterized by the accumulation of phytanic acid in plasma and tissues.GO:0006631|fatty acid metabolic process;GO:0005886|plasma membrane;GO:0031418|L-ascorbic acid binding;GO:0046872|metal ion binding;GO:0048244|phytanoyl-CoA dioxygenase activity;K00477

Manes.15G129200.v6.13.7461057 1.91E+00 4E-15 up yes pfam00046 Homeobox Homeobox domain.GO:0048513|organ development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G130800.v6.10.7032873 -0.50781 1E-05 down no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0009740|gibberellic acid mediated signaling pathway;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000989|transcription factor activity, transcription factor binding;.

Manes.15G131300.v6.12.1321972 1.09234 7E-22 up yes pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.15G131600.v6.11.4344714 0.52052 0.0035 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.



Manes.15G131800.v6.12.7323974 1.45017 1E-20 up yes pfam02878 PGM_PMM_IPhosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I.GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0000287|magnesium ion binding;GO:0004614|phosphoglucomutase activity;.

Manes.15G131900.v6.15.5723642 2.47829 1E-06 up yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.15G132100.v6.13.9492805 1.98159 0.0949 up no pfam13000 Acatn Acetyl-coenzyme A transporter 1. The mouse Acatn is a 61 kDa hydrophobic protein with six to 10 transmembrane domains. It appears to promote 9-O-acetylation in gangliosides.. . . .

Manes.15G132300.v6.10.1855898 -2.42981 4E-33 down yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.15G132400.v6.10.6700618 -0.57763 0.0091 down no pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0042547|cell wall modification involved in multidimensional cell growth;GO:0030245|cellulose catabolic process;GO:0009507|chloroplast;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.15G132600.v6.11.1992537 0.26214 0.0604 up no pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.GO:0006979|response to oxidative stress;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.15G133000.v6.15.3081932 2.40822 7E-80 up yes pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.15G133100.v6.12.2361671 1.16E+00 3E-16 up yes pfam01657 Stress-antifungSalt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0006810|transport;GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;. .

Manes.15G133400.v6.11.481065 5.67E-01 4E-06 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006301|postreplication repair;GO:0070534|protein K63-linked ubiquitination;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;K10704

Manes.15G133500.v6.165.24805 6.02786 1E-305 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.15G133700.v6.120.647846 4.37E+00 4E-81 up yes pfam05904 DUF863 Plant protein of unknown function (DUF863). This family consists of a number of hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.15G133800.v6.11.0580995 0.08148 0.5879 up no pfam09273 Rubis-subs-bindRubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.GO:0010452|histone H3-K36 methylation;GO:0018027|peptidyl-lysine dimethylation;GO:0018026|peptidyl-lysine monomethylation;GO:0018023|peptidyl-lysine trimethylation;GO:0051149|positive regulation of muscle cell differentiation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000790|nuclear chromatin;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0003713|transcription coactivator activity;.

Manes.15G134200.v6.10.6718949 ####### 0.0199 down no pfam03331 LpxC UDP-3-O-acyl N-acetylglycosamine deacetylase. The enzymes in this family catalyse the second step in the biosynthetic pathway for lipid A.GO:0009245|lipid A biosynthetic process;GO:2001289|lipid X metabolic process;GO:0005739|mitochondrion;GO:0008759|UDP-3-O-[3-hydroxymyristoyl] N-acetylglucosamine deacetylase activity;K02535

Manes.15G134300.v6.11.8144802 8.60E-01 3E-11 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009790|embryo development;GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.15G134500.v6.10.8000371 -0.32186 0.0123 down no pfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0000266|mitochondrial fission;GO:0007005|mitochondrion organization;GO:0010152|pollen maturation;GO:0005938|cell cortex;GO:0009504|cell plate;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005874|microtubule;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.15G134600.v6.15.2638537 2.40E+00 4E-18 up yes pfam13855 LRR_8 Leucine rich repeat.GO:0010234|anther wall tapetum cell fate specification;GO:0009755|hormone-mediated signaling pathway;GO:0009556|microsporogenesis;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.15G135400.v6.11.422676 5.09E-01 0.2677 up no pfam06479 Ribonuc_2-5ARibonuclease 2-5A. This domain is a endoribonuclease. Specifically it cleaves an intron from Hac1 mRNA in humans, which causes it to be much more efficiently translated.. . . .

Manes.15G135500.v6.10.2342923 -2.09362 7E-36 down yes pfam01118 Semialdhyde_dhSemialdehyde dehydrogenase, NAD binding domain. This Pfam entry contains the following members: N-acetyl-glutamine semialdehyde dehydrogenase (AgrC) Aspartate-semialdehyde dehydrogenaseGO:0071266|'de novo' L-methionine biosynthetic process;GO:0019877|diaminopimelate biosynthetic process;GO:0009097|isoleucine biosynthetic process;GO:0009089|lysine biosynthetic process via diaminopimelate;GO:0009088|threonine biosynthetic process;GO:0005737|cytoplasm;GO:0004073|aspartate-semialdehyde dehydrogenase activity;GO:0003942|N-acetyl-gamma-glutamyl-phosphate reductase activity;GO:0051287|NAD binding;GO:0050661|NADP binding;K00133

Manes.15G135700.v6.1NA NA NA -- no pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.15G136900.v6.12.1315033 1.09187 7E-11 up yes pfam05346 DUF747 Eukaryotic membrane protein family. This family is a family of eukaryotic membrane proteins. It was previously annotated as including a putative receptor for human cytomegalovirus gH but this has has since been disputed. Analysis of the mouse Tapt1 protein (transmembrane anterior posterior transformation 1) has shown it to be involved in patterning of the vertebrate axial skeleton.GO:0009793|embryo development ending in seed dormancy;GO:0035437|maintenance of protein localization in endoplasmic reticulum;GO:0010183|pollen tube guidance;GO:0005788|endoplasmic reticulum lumen;GO:0016021|integral component of membrane;. .

Manes.15G137200.v6.10.3354705 ####### 6E-13 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007165|signal transduction;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005576|extracellular region;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.15G137400.v6.10.3185758 -1.65029 6E-31 down yes pfam03924 CHASE CHASE domain. This domain is found in the extracellular portion of receptor-like proteins - such as serine/threonine kinases and adenylyl cyclases. Predicted to be a ligand binding domain.GO:0033500|carbohydrate homeostasis;GO:0016036|cellular response to phosphate starvation;GO:0071329|cellular response to sucrose stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0016311|dephosphorylation;GO:0010086|embryonic root morphogenesis;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0007231|osmosensory signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0006468|protein phosphorylation;GO:0048509|regulation of meristem development;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0009414|response to water deprivation;GO:0023014|signal transduction by protein phosphorylation;GO:0008272|sulfate transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019955|cytokine binding;GO:0009884|cytokinin receptor activity;GO:0019899|enzyme binding;GO:0009927|histidine phosphotransfer kinase activity;GO:0004721|phosphoprotein phosphatase activity;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0043424|protein histidine kinase binding;GO:0019901|protein kinase binding;GO:0009885|transmembrane histidine kinase cytokinin receptor activity;K14489

Manes.15G137800.v6.12.1692896 1.12E+00 7E-09 up yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010154|fruit development;GO:0080086|stamen filament development;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.15G138000.v6.10.7097731 -0.49457 2E-05 down no pfam13532 2OG-FeII_Oxy_22OG-Fe(II) oxygenase superfamily.. . . .

Manes.15G138300.v6.13.3565987 1.75E+00 4E-10 up yes pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;K01078

Manes.15G138400.v6.10.4066243 -1.29823 5E-08 down yes pfam00191 Annexin Annexin. This family of annexins also includes giardin that has been shown to function as an annexin.GO:0009555|pollen development;GO:0009846|pollen germination;GO:0009860|pollen tube growth;GO:0009409|response to cold;GO:0009408|response to heat;GO:0009639|response to red or far red light;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;. GO:0051015|actin filament binding;GO:0005509|calcium ion binding;GO:0005544|calcium-dependent phospholipid binding;GO:0005543|phospholipid binding;.

Manes.15G138800.v6.10.8950753 -0.15992 0.2166 down no pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0046873|metal ion transmembrane transporter activity;K14713

Manes.15G138900.v6.10.5667893 -0.81912 0.0032 down no pfam07811 TadE TadE-like protein. The members of this family are similar to a region of the protein product of the bacterial tadE locus. In various bacterial species, the tad locus is closely linked to flp-like genes, which encode proteins required for the production of pili involved in adherence to surfaces. It is thought that the tad loci encode proteins that act to assemble or export an Flp pilus in various bacteria. All tad loci but TadA have putative transmembrane regions, and in fact the region in question is this family has a high proportion of hydrophobic amino acid residues.. . . .

Manes.15G139100.v6.1Inf Inf 0.1002 up no pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.15G139600.v6.10.3947728 -1.34091 3E-08 down yes pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.15G139900.v6.11.3502016 0.43317 0.0002 up no pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0010163|high-affinity potassium ion import;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0000302|response to reactive oxygen species;GO:0009651|response to salt stress;GO:0006814|sodium ion transport;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015299|solute:proton antiporter activity;.

Manes.15G140200.v6.10.2451814 ####### 3E-25 down yes pfam01153 Glypican Glypican. . . . .

Manes.15G140300.v6.112.93035 3.69E+00 1E-59 up yes pfam14368 LTP_2 Probable lipid transfer. The members of this family are probably involved in lipid transfer. The family has several highly conserved cysteines, paired in various ways.. . . .

Manes.15G140400.v6.12.3920572 1.25825 4E-27 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0042938|dipeptide transport;GO:0015833|peptide transport;GO:0015031|protein transport;GO:0042939|tripeptide transport;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0042936|dipeptide transporter activity;GO:0015334|high-affinity oligopeptide transporter activity;GO:0015197|peptide transporter activity;GO:0042937|tripeptide transporter activity;.

Manes.15G141000.v6.10.7100113 -0.49409 0.0009 down no pfam02926 THUMP THUMP domain. The THUMP domain is named after after thiouridine synthases, methylases and PSUSs. The THUMP domain consists of about 110 amino acid residues. The structure of ThiI reveals that the THUMP has a fold unlike that of previously characterized RNA-binding domains. It is predicted that this domain is an RNA-binding domain The THUMP domain probably functions by delivering a variety of RNA modification enzymes to their targets.. . . .

Manes.15G141100.v6.11.8292683 0.87127 8E-06 up no pfam04493 Endonuclease_5Endonuclease V. Endonuclease V is specific for single-stranded DNA or for duplex DNA that contains uracil or that is damaged by a variety of agents.GO:0006281|DNA repair;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0016888|endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0016891|endoribonuclease activity, producing 5'-phosphomonoesters;GO:0000287|magnesium ion binding;GO:0003727|single-stranded RNA binding;GO:0043566|structure-specific DNA binding;.

Manes.15G141200.v6.12.0536693 1.04E+00 1E-15 up yes pfam04493 Endonuclease_5Endonuclease V. Endonuclease V is specific for single-stranded DNA or for duplex DNA that contains uracil or that is damaged by a variety of agents.GO:0006281|DNA repair;GO:0090502|RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0016888|endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0016891|endoribonuclease activity, producing 5'-phosphomonoesters;GO:0000287|magnesium ion binding;GO:0003727|single-stranded RNA binding;GO:0043566|structure-specific DNA binding;.

Manes.15G141300.v6.10.3334283 ####### 3E-35 down yes pfam09606 Med15 ARC105 or Med15 subunit of Mediator complex non-fungal. The approx. 70 residue Med15 domain of the ARC-Mediator co-activator is a three-helix bundle with marked similarity to the KIX domain. The sterol regulatory element binding protein (SREBP) family of transcription activators use the ARC105 subunit to activate target genes in the regulation of cholesterol and fatty acid homeostasis. In addition, Med15 is a critical transducer of gene activation signals that control early metazoan development.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.15G141800.v6.11.3505809 0.43358 0.0001 up no pfam02201 SWIB SWIB/MDM2 domain. This family includes the SWIB domain and the MDM2 domain. The p53-associated protein (MDM2) is an inhibitor of the p53 tumor suppressor gene binding the transactivation domain and down regulating the ability of p53 to activate transcription. This family contains the p53 binding domain of MDM2.GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K11650

Manes.15G142000.v6.1Inf Inf 0.0204 up yes pfam00141 peroxidase Peroxidase. GO:0071456|cellular response to hypoxia;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G142200.v6.1Inf Inf 3E-05 up yes pfam00141 peroxidase Peroxidase. GO:0071456|cellular response to hypoxia;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G143100.v6.11.5210363 6.05E-01 2E-07 up no pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0010582|floral meristem determinacy;GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0010050|vegetative phase change;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K05864

Manes.15G143200.v6.10.3153765 -1.66485 4E-07 down yes pfam11990 DUF3487 Protein of unknown function (DUF3487). This family of proteins is functionally uncharacterized. This protein is found in bacteria. Proteins in this family are typically between 121 to 136 amino acids in length. This protein has a conserved RLN sequence motif.. . . .

Manes.15G143300.v6.1Inf Inf 0.8798 up no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.15G143800.v6.11.3042339 0.3832 0.0009 up no pfam00013 KH_1 KH domain. KH motifs bind RNA in vitro. Autoantibodies to Nova, a KH domain protein, cause paraneoplastic opsoclonus ataxia.. GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0044822|poly(A) RNA binding;GO:0001205|transcriptional activator activity, RNA polymerase II distal enhancer sequence-specific binding;K13210

Manes.15G143900.v6.10.5154508 -0.95609 1E-12 down no pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.. . . .

Manes.15G144400.v6.10.6695235 -0.57879 9E-06 down no pfam01248 Ribosomal_L7AeRibosomal protein L7Ae/L30e/S12e/Gadd45 family. This family includes: Ribosomal L7A from metazoa, Ribosomal L8-A and L8-B from fungi, 30S ribosomal protein HS6 from archaebacteria, 40S ribosomal protein S12 from eukaryotes, Ribosomal protein L30 from eukaryotes and archaebacteria. Gadd45 and MyD118.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.15G144500.v6.10.9165531 -0.12571 0.3442 down no pfam15390 DUF4613 Domain of unknown function (DUF4613). This family of proteins is found in eukaryotes. Proteins in this family are typically between 625 and 725 amino acids in length.. . . .

Manes.15G144800.v6.11.5961612 0.67461 3E-07 up no pfam02194 PXA PXA domain. This domain is associated with PX domains pfam00787.. . . .

Manes.15G145000.v6.11.3094428 0.38895 0.0013 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.15G145100.v6.11.9992862 9.99E-01 0.0002 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.15G145400.v6.10.3947493 -1.34099 4E-23 down yes pfam00926 DHBP_synthase3,4-dihydroxy-2-butanone 4-phosphate synthase. 3,4-Dihydroxy-2-butanone 4-phosphate is biosynthesized from ribulose 5-phosphate and serves as the biosynthetic precursor for the xylene ring of riboflavin. Sometimes found as a bifunctional enzyme with pfam00925.. . . .

Manes.15G145500.v6.10.5348202 ####### 3E-05 down no pfam04819 DUF716 Family of unknown function (DUF716). This family is equally distributed in both metazoa and plants. Annotation associated with a member from Nicotiana tabacum suggest that it may be involved in response to viral attack in plants. However, no clear function has been assigned to this family.. GO:0016021|integral component of membrane;. .

Manes.15G145700.v6.12.1563358 1.10858 1E-06 up yes pfam05207 zf-CSL CSL zinc finger. This is a zinc binding motif which contains four cysteine residues which chelate zinc. This domain is often found associated with a pfam00226 domain. This domain is named after the conserved motif of the final cysteine.GO:0017183|peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;K15455

Manes.15G146100.v6.13.7863648 1.92E+00 8E-21 up yes pfam00400 WD40 WD domain, G-beta repeat.. . . K10260

Manes.15G146200.v6.11.6297154 7.05E-01 0.0018 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0016829|lyase activity;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.15G146800.v6.14.3588727 2.12396 8E-18 up yes pfam03107 C1_2 C1 domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130, therefore we have termed this domain DC1 for divergent C1 domain. This domain probably also binds to two zinc ions. The function of proteins with this domain is uncertain, however this domain may bind to molecules such as diacylglycerol (A Bateman pers. obs.). This family are found in plant proteins.. . . .

Manes.15G147100.v6.10.5296165 -0.91698 1E-06 down no pfam09304 Cortex-I_coil Cortexillin I, coiled coil. Members of this family are predominantly found in the actin-bundling protein Cortexillin I from Dictyostelium discoideum. They adopt a structure consisting of an 18-heptad-repeat alpha-helical coiled-coil, and are a prerequisite for the assembly of Cortexillin I.. GO:0031359|integral component of chloroplast outer membrane;GO:0009536|plastid;. .

Manes.15G147300.v6.10.1127843 -3.14836 5E-07 down yes pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.15G147400.v6.12.3668166 1.24E+00 6E-21 up yes pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.15G147500.v6.10.4014518 -1.3167 8E-08 down yes pfam13847 Methyltransf_31Methyltransferase domain. This family appears to be have methyltransferase activity.. . GO:0008168|methyltransferase activity;.

Manes.15G147600.v6.10.4596515 ####### 5E-12 down yes pfam13460 NAD_binding_10NADH(P)-binding.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0009570|chloroplast stroma;. .

Manes.15G148000.v6.10.2931547 ####### 1E-34 down yes pfam05140 ResB ResB-like family. This family includes both ResB and cytochrome c biogenesis proteins. Mutations in ResB indicate that they are essential for growth. ResB is predicted to be a transmembrane protein.GO:0017004|cytochrome complex assembly;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;. K07399

Manes.15G148100.v6.10.1556586 -2.68354 2E-22 down yes pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.15G148800.v6.10.6957955 -0.52326 0.0002 down no pfam00258 Flavodoxin_1Flavodoxin. GO:0045892|negative regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0010181|FMN binding;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;K03809

Manes.15G148900.v6.10.3833874 ####### 0.0006 down yes pfam09713 A_thal_3526 Plant protein 1589 of unknown function (A_thal_3526). This plant-specific family of proteins is defined by an uncharacterized region 57 residues in length. It is found toward the N terminus of most proteins that contain it. Examples include at least several proteins from Arabidopsis thaliana and Oryza sativa. The function of the proteins are unknown.. . . .

Manes.15G149600.v6.113.242927 3.72715 8E-07 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G150000.v6.10.6657911 ####### 0.0059 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006260|DNA replication;GO:0031572|G2 DNA damage checkpoint;GO:0006513|protein monoubiquitination;GO:0000209|protein polyubiquitination;GO:0051726|regulation of cell cycle;GO:0009411|response to UV;GO:0019985|translesion synthesis;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005813|centrosome;GO:0005694|chromosome;GO:0031464|Cul4A-RING E3 ubiquitin ligase complex;GO:0031465|Cul4B-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;K11790

Manes.15G150200.v6.10.6680295 -0.58202 0.0148 down no pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.15G150300.v6.13.097108 1.63E+00 2E-13 up yes pfam01263 Aldose_epim Aldose 1-epimerase.GO:0005975|carbohydrate metabolic process;. GO:0030246|carbohydrate binding;GO:0047938|glucose-6-phosphate 1-epimerase activity;.

Manes.15G150600.v6.10.333017 -1.58633 6E-08 down yes pfam13346 ABC2_membrane_5ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.15G150700.v6.10.6045417 ####### 1E-05 down no pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. . . K10268

Manes.15G151100.v6.10.6186188 -0.69288 1E-07 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G151200.v6.11.3845477 4.69E-01 8E-05 up no pfam06999 Suc_Fer-like Sucrase/ferredoxin-like. This family contains a number of bacterial and eukaryotic proteins approximately 400 residues long that resemble ferredoxin and appear to have sucrolytic activity.. . . .

Manes.15G151400.v6.10.8623063 ####### 0.0955 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G151700.v6.10.3554572 ####### 9E-17 down yes pfam04724 Glyco_transf_17Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.15G151900.v6.12.2037311 1.13995 7E-15 up yes pfam00288 GHMP_kinases_NGHMP kinases N terminal domain. This family includes homoserine kinases, galactokinases and mevalonate kinases.GO:0042546|cell wall biogenesis;GO:0006020|inositol metabolic process;GO:0048868|pollen tube development;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0047940|glucuronokinase activity;GO:0046872|metal ion binding;GO:0008266|poly(U) RNA binding;K16190

Manes.15G152000.v6.1NA NA NA -- no pfam00253 Ribosomal_S14Ribosomal protein S14p/S29e. This family includes both ribosomal S14 from prokaryotes and S29 from eukaryotes.. . . .

Manes.15G152200.v6.10.4311332 -1.21379 2E-17 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.15G152500.v6.10.7649593 -0.38655 0.0034 down no pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.15G152800.v6.12.5849869 1.37E+00 4E-15 up yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009507|chloroplast;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.15G153000.v6.10.0360816 -4.79259 5E-05 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0016132|brassinosteroid biosynthetic process;GO:0006879|cellular iron ion homeostasis;GO:0006826|iron ion transport;GO:0007275|multicellular organismal development;GO:0009647|skotomorphogenesis;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0008199|ferric iron binding;GO:0020037|heme binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0010012|steroid 22-alpha hydroxylase activity;K12639

Manes.15G153100.v6.10.2868106 ####### 2E-32 down yes pfam08241 Methyltransf_11Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . . .

Manes.15G153500.v6.10.3803236 -1.3947 5E-06 down yes pfam06745 KaiC KaiC. This family represents a conserved region within bacterial and archaeal proteins, most of which are hypothetical. More than one copy is sometimes found in each protein. This family includes KaiC, which is one of the Kai proteins among which direct protein-protein association may be a critical process in the generation of circadian rhythms in cyanobacteria.. . . .

Manes.15G154000.v6.10.419199 -1.25429 4E-10 down yes pfam09768 Peptidase_M76Peptidase M76 family. This is a family of metalloproteases. Proteins in this family are also annotated as Ku70-binding proteins.. GO:0005743|mitochondrial inner membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K18156

Manes.15G155000.v6.11.5260892 6.10E-01 0.2924 up no pfam00130 C1_1 Phorbol esters/diacylglycerol binding domain (C1 domain). This domain is also known as the Protein kinase C conserved region 1 (C1) domain.. . . .

Manes.15G155500.v6.11.1958664 0.25806 0.0921 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.15G155600.v6.10.5083227 -0.97618 0.0008 down no pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .



Manes.15G156000.v6.114.276888 3.84E+00 1E-107 up yes pfam01697 Glyco_transf_92Glycosyltransferase family 92. Members of this family act as galactosyltransferases, belonging to glycosyltransferase family 92. The aligned region contains several conserved cysteine residues and several charged residues that may be catalytic residues. This is supported by the inclusion of this family in the GT-A glycosyl transferase superfamily.. GO:0016021|integral component of membrane;. .

Manes.15G156600.v6.11.361381 4.45E-01 0.0005 up no pfam10609 ParA ParA/MinD ATPase like. This family contains ATPases involved in plasmid partitioning. It also contains the cytosolic Fe-S cluster assembling factor NBP35 which is required for biogenesis and export of both ribosomal subunits.GO:0016226|iron-sulfur cluster assembly;GO:0005829|cytosol;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0005524|ATP binding;GO:0051536|iron-sulfur cluster binding;GO:0046872|metal ion binding;GO:0042803|protein homodimerization activity;.

Manes.15G156700.v6.10.9774595 ####### 1 down no pfam02800 Gp_dh_C Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. C-terminal domain is a mixed alpha/antiparallel beta fold.GO:0006006|glucose metabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004365|glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;K00134

Manes.15G156900.v6.10.8654557 ####### 0.0709 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . K15503

Manes.15G157000.v6.11.6693682 0.7393 4E-05 up no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.15G157400.v6.172.492393 6.17976 5E-57 up yes pfam12051 DUF3533 Protein of unknown function (DUF3533). This family of transmembrane proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 393 to 772 amino acids in length.. . . .

Manes.15G157500.v6.13.7048015 1.8894 9E-12 up yes pfam15333 TAF1D TATA box-binding protein-associated factor 1D. TAF1D is a family of eukaryotic proteins that are members of the SL1 complex The SL1 complex includes TBP and TAF1A, TAF1B and TAF1C, and plays a role in RNA polymerase I transcription. Alternatives names have included 'JOSD3, Josephin domain containing 3'.. . . .

Manes.15G157800.v6.10.6840759 ####### 3E-06 down no pfam09273 Rubis-subs-bindRubisco LSMT substrate-binding. Members of this family adopt a multihelical structure, with an irregular array of long and short alpha-helices. They allow binding of the protein to substrate, such as the N-terminal tails of histones H3 and H4 and the large subunit of the Rubisco holoenzyme complex.GO:0010452|histone H3-K36 methylation;GO:0018027|peptidyl-lysine dimethylation;GO:0018026|peptidyl-lysine monomethylation;GO:0018023|peptidyl-lysine trimethylation;GO:0051149|positive regulation of muscle cell differentiation;GO:0045944|positive regulation of transcription from RNA polymerase II promoter;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0000790|nuclear chromatin;GO:0046975|histone methyltransferase activity (H3-K36 specific);GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0003713|transcription coactivator activity;K19199

Manes.15G157900.v6.10.4197211 ####### 2E-06 down yes pfam07718 Coatamer_beta_CCoatomer beta C-terminal region. This family is found at the C-terminus of the coatamer beta subunit proteins (Beta-coat proteins). This C-terminal domain probably adapts the function of the N-terminal pfam01602 domain.GO:0006897|endocytosis;GO:0009555|pollen development;GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0009504|cell plate;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0005887|integral component of plasma membrane;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005249|voltage-gated potassium channel activity;.

Manes.15G158000.v6.11.2347786 3.04E-01 0.0126 up no pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0009585|red, far-red light phototransduction;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. .

Manes.15G158600.v6.11.3833053 4.68E-01 0.0001 up no pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009706|chloroplast inner membrane;GO:0005743|mitochondrial inner membrane;GO:0004729|oxygen-dependent protoporphyrinogen oxidase activity;.

Manes.15G158700.v6.10.2603143 -1.94167 5E-32 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.15G159500.v6.12.9346168 1.55E+00 2E-38 up yes pfam14681 UPRTase Uracil phosphoribosyltransferase. This family includes the enzyme uracil phosphoribosyltransferase (EC:2.4.2.9). This enzyme catalyzes the first step of UMP biosynthesis.GO:0044211|CTP salvage;GO:2000904|regulation of starch metabolic process;GO:0044206|UMP salvage;GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0005525|GTP binding;GO:0004845|uracil phosphoribosyltransferase activity;GO:0004849|uridine kinase activity;K00876

Manes.15G159700.v6.12.7099076 1.44E+00 5E-26 up yes pfam00654 Voltage_CLCVoltage gated chloride channel. This family of ion channels contains 10 or 12 transmembrane helices. Each protein forms a single pore. It has been shown that some members of this family form homodimers. In terms of primary structure, they are unrelated to known cation channels or other types of anion channels. Three ClC subfamilies are found in animals. ClC-1 is involved in setting and restoring the resting membrane potential of skeletal muscle, while other channels play important parts in solute concentration mechanisms in the kidney. These proteins contain two pfam00571 domains.GO:1902600|hydrogen ion transmembrane transport;GO:0015706|nitrate transport;GO:0034707|chloride channel complex;GO:0009705|plant-type vacuole membrane;GO:0009671|nitrate:proton symporter activity;GO:0005247|voltage-gated chloride channel activity;K05016

Manes.15G160300.v6.1NA NA NA -- no pfam14898 DUF4491 Domain of unknown function (DUF4491). This family of proteins is found in bacteria. Proteins in this family are typically between 94 and 107 amino acids in length. There is a conserved EYY sequence motif.. . . .

Manes.15G160400.v6.10.2417352 -2.0485 3E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G160900.v6.11.550957 6.33E-01 0.0002 up no pfam06552 TOM20_plantPlant specific mitochondrial import receptor subunit TOM20. This family consists of several plant specific mitochondrial import receptor subunit TOM20 (translocase of outer membrane 20 kDa subunit) proteins. Most mitochondrial proteins are encoded by the nuclear genome, and are synthesized in the cytosol. TOM20 is a general import receptor that binds to mitochondrial pre-sequences in the early step of protein import into the mitochondria.GO:0045040|protein import into mitochondrial outer membrane;GO:0016021|integral component of membrane;GO:0005742|mitochondrial outer membrane translocase complex;. .

Manes.15G161200.v6.10.6041824 -0.72694 1E-06 down no pfam03845 Spore_permeaseSpore germination protein.. . . .

Manes.15G161600.v6.11.2589195 3.32E-01 0.0112 up no pfam00584 SecE SecE/Sec61-gamma subunits of protein translocation complex. SecE is part of the SecYEG complex in bacteria which translocates proteins from the cytoplasm. In eukaryotes the complex, made from Sec61-gamma and Sec61-alpha translocates protein from the cytoplasm to the ER. Archaea have a similar complex.GO:0006605|protein targeting;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K07342

Manes.15G161700.v6.1Inf Inf 0.8764 up no pfam07613 DUF1576 Protein of unknown function (DUF1576). This small family is found in several undescribed proteins. The alignment is distinguished by the frequent occurrence of conserved glycine and aromatic residues.. . . .

Manes.15G161800.v6.11.615024 0.69156 5E-05 up no pfam12756 zf-C2H2_2 C2H2 type zinc-finger (2 copies). This family contains two copies of a C2H2-like zinc finger domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.15G162000.v6.12.4888707 1.32E+00 7E-31 up yes pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.15G162200.v6.10.2639839 ####### 0.0007 down yes pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.15G163300.v6.10.5815863 -0.78193 5E-05 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G163700.v6.11.7485686 8.06E-01 1E-08 up no pfam08603 CAP_C Adenylate cyclase associated (CAP) C terminal.GO:0030036|actin cytoskeleton organization;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;. K17261

Manes.15G164000.v6.10.6511398 -0.61896 3E-05 down no pfam00400 WD40 WD domain, G-beta repeat.. . GO:0004871|signal transducer activity;.

Manes.15G164600.v6.10.2820344 -1.82606 3E-10 down yes pfam10950 DUF2775 Protein of unknown function (DUF2775). This eukaryotic family of proteins has no known function.. . . .

Manes.15G165000.v6.10.8508697 -0.23299 0.0501 down no pfam00454 PI3_PI4_kinasePhosphatidylinositol 3- and 4-kinase. Some members of this family probably do not have lipid kinase activity and are protein kinases.GO:0046854|phosphatidylinositol phosphorylation;GO:0048015|phosphatidylinositol-mediated signaling;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004430|1-phosphatidylinositol 4-kinase activity;GO:0051015|actin filament binding;GO:0070300|phosphatidic acid binding;GO:0005546|phosphatidylinositol-4,5-bisphosphate binding;GO:0070273|phosphatidylinositol-4-phosphate binding;K00888

Manes.15G165100.v6.15.2572646 2.39431 4E-13 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0015752|D-ribose transport;GO:0015753|D-xylose transport;GO:0015757|galactose transport;GO:0046323|glucose import;GO:0015793|glycerol transport;GO:0035428|hexose transmembrane transport;GO:0010311|lateral root formation;GO:0015797|mannitol transport;GO:0015798|myo-inositol transport;GO:0015992|proton transport;GO:0015795|sorbitol transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0015591|D-ribose transmembrane transporter activity;GO:0015148|D-xylose transmembrane transporter activity;GO:0005354|galactose transmembrane transporter activity;GO:0005355|glucose transmembrane transporter activity;GO:0015168|glycerol transmembrane transporter activity;GO:0015575|mannitol transmembrane transporter activity;GO:0015145|monosaccharide transmembrane transporter activity;GO:0005365|myo-inositol transmembrane transporter activity;GO:0015576|sorbitol transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.15G165200.v6.10.2710635 -1.8833 3E-05 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.15G165300.v6.11.0828992 1.15E-01 0.3214 up no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08835

Manes.15G165400.v6.12.6785338 1.42E+00 1E-08 up yes pfam01073 3Beta_HSD 3-beta hydroxysteroid dehydrogenase/isomerase family. The enzyme 3 beta-hydroxysteroid dehydrogenase/5-ene-4-ene isomerase (3 beta-HSD) catalyses the oxidation and isomerization of 5-ene-3 beta-hydroxypregnene and 5-ene-hydroxyandrostene steroid precursors into the corresponding 4-ene-ketosteroids necessary for the formation of all classes of steroid hormones.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.15G165900.v6.12.7215123 1.44441 3E-29 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;GO:0005886|plasma membrane;GO:0016208|AMP binding;.

Manes.15G166000.v6.12.0919537 1.06E+00 7E-21 up yes pfam00855 PWWP PWWP domain. The PWWP domain is named after a conserved Pro-Trp-Trp-Pro motif. The domain binds to Histone-4 methylated at lysine-20, H4K20me, suggesting that it is methyl-lysine recognition motif. Removal of two conserved aromatic residues in a hydrophobic cavity created by this domain within the full-length protein, Pdp1, abolishes the interaction o f the protein with H4K20me3. In fission yeast, Set9 is the sole enzyme that catalyses all three states of H4K20me, and Set9-mediated H4K20me is required for efficient recruitment of checkpoint protein Crb2 to sites of DNA damage. The methylation of H4K20 is involved in a diverse array of cellular processes, such as organizing higher-order chromatin, maintaining genome stability, and regulating cell-cycle progression.. GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0003677|DNA binding;GO:0035064|methylated histone binding;GO:0051287|NAD binding;GO:0004616|phosphogluconate dehydrogenase (decarboxylating) activity;.

Manes.15G166400.v6.12.6176641 1.39E+00 0.0027 up yes pfam01914 MarC MarC family integral membrane protein. Integral membrane protein family that includes the antibiotic resistance protein MarC. These proteins may be transporters.. . . .

Manes.15G166500.v6.12.4407941 1.28735 1E-25 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G166600.v6.10.7498031 -0.41542 0.375 down no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G167000.v6.10.8260677 -0.27567 0.0405 down no pfam03407 Nucleotid_transNucleotide-diphospho-sugar transferase. Proteins in this family have been been predicted to be nucleotide-diphospho-sugar transferases.. . . .

Manes.15G167200.v6.12.1413675 1.09853 1E-14 up yes pfam03134 TB2_DP1_HVA22TB2/DP1, HVA22 family. This family includes members from a wide variety of eukaryotes. It includes the TB2/DP1 (deleted in polyposis) protein, which in humans is deleted in severe forms of familial adenomatous polyposis, an autosomal dominant oncological inherited disease. The family also includes the plant protein of known similarity to TB2/DP1, the HVA22 abscisic acid-induced protein, which is thought to be a regulatory protein.. . . K17279

Manes.15G169200.v6.10.4872024 -1.03741 3E-13 down yes pfam06943 zf-LSD1 LSD1 zinc finger. This family consists of several plant specific LSD1 zinc finger domains. Arabidopsis lsd1 mutants are hyper-responsive to cell death initiators and fail to limit the extent of cell death. Superoxide is a necessary and sufficient signal for cell death propagation. LSD1 monitors a superoxide-dependent signal and negatively regulates a plant cell death pathway. LSD1 protein contains three zinc finger domains, defined by CxxCxRxxLMYxxGASxVxCxxC. It has been suggested that LSD1 defines a zinc finger protein subclass and that LSD1 regulates transcription, via either repression of a pro-death pathway or activation of an anti-death pathway, in response to signals emanating from cells undergoing pathogen-induced hypersensitive cell death.GO:0009814|defense response, incompatible interaction;GO:0009626|plant-type hypersensitive response;GO:0034052|positive regulation of plant-type hypersensitive response;GO:0043068|positive regulation of programmed cell death;GO:2000121|regulation of removal of superoxide radicals;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.15G169700.v6.1NA NA NA -- no pfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. . . .

Manes.15G169800.v6.10.4371908 ####### 4E-23 down yes pfam01597 GCV_H Glycine cleavage H-protein. This is a family of glycine cleavage H-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. A lipoyl group is attached to a completely conserved lysine residue. The H protein shuttles the methylamine group of glycine from the P protein to the T protein.GO:0019464|glycine decarboxylation via glycine cleavage system;GO:0005960|glycine cleavage complex;GO:0005739|mitochondrion;. .

Manes.15G169900.v6.11.7251506 7.87E-01 4E-12 up no pfam03040 CemA CemA family. Members of this family are probable integral membrane proteins. Their molecular function is unknown. CemA proteins are found in the inner envelope membrane of chloroplasts but not in the thylakoid membrane. A cyanobacterial member of this family has been implicated in CO2 transport, but is probably not a CO2 transporter itself. They are predicted to be haem-binding however this has not been proven experimentally.. . . .

Manes.15G170000.v6.14.1273341 2.04521 6E-08 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0015706|nitrate transport;GO:0010167|response to nitrate;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015112|nitrate transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.15G170100.v6.14.0438958 2.01575 4E-12 up yes pfam00224 PK Pyruvate kinase, barrel domain. This domain of the is actually a small beta-barrel domain nested within a larger TIM barrel. The active site is found in a cleft between the two domains.GO:0006096|glycolytic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0000287|magnesium ion binding;GO:0030955|potassium ion binding;GO:0004743|pyruvate kinase activity;.

Manes.15G170300.v6.12.3527072 1.23432 7E-27 up yes pfam08711 Med26 TFIIS helical bundle-like domain. Mediator is a large complex of up to 33 proteins that is conserved from plants to fungi to humans - the number and representation of individual subunits varying with species {1-2]. It is arranged into four different sections, a core, a head, a tail and a kinase-activity part, and the number of subunits within each of these is what varies with species. Overall, Mediator regulates the transcriptional activity of RNA polymerase II but it would appear that each of the four different sections has a slightly different function. Mediator exists in two major forms in human cells: a smaller form that interacts strongly with pol II and activates transcription, and a large form that does not interact strongly with pol II and does not directly activate transcription. Notably, the 'small' and 'large' Mediator complexes differ in their subunit composition: the Med26 subunit preferentially associates with the small, active complex, whereas cdk8, cyclin C, Med12 and Med13 associate with the GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:2001253|regulation of histone H3-K36 trimethylation;GO:0090239|regulation of histone H4 acetylation;GO:0010793|regulation of mRNA export from nucleus;GO:0050684|regulation of mRNA processing;GO:0006355|regulation of transcription, DNA-templated;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;K17498

Manes.15G170600.v6.10.7574486 ####### 0.0042 down no pfam13793 Pribosyltran_NN-terminal domain of ribose phosphate pyrophosphokinase. This family is frequently found N-terminal to the Pribosyltran, pfam00156.GO:0009165|nucleotide biosynthetic process;GO:0009156|ribonucleoside monophosphate biosynthetic process;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0000287|magnesium ion binding;GO:0004749|ribose phosphate diphosphokinase activity;.

Manes.15G170800.v6.10.4871934 -1.03743 3E-12 down yes pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.15G171000.v6.10.2215405 ####### 8E-09 down yes pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).. GO:0005634|nucleus;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0004386|helicase activity;K10875

Manes.15G171100.v6.10.7563097 ####### 0.0449 down no pfam00239 Resolvase Resolvase, N terminal domain. The N-terminal domain of the resolvase family (this family) contains the active site and the dimer interface. The extended arm at the C-terminus of this domain connects to the C-terminal helix-turn-helix domain of resolvase - see pfam02796.. . . .

Manes.15G171300.v6.10.5845544 -0.77459 0.0018 down no pfam09959 DUF2193 Uncharacterized protein conserved in archaea (DUF2193). This domain, found in various hypothetical archaeal proteins, has no known function.. . . .

Manes.15G171600.v6.11.2010538 2.64E-01 0.0529 up no pfam05142 DUF702 Domain of unknown function (DUF702). Members of this family are found in various putative zinc finger proteins.. . . .

Manes.15G172100.v6.11.5202557 6.04E-01 0.0156 up no pfam13419 HAD_2 Haloacid dehalogenase-like hydrolase.GO:0016311|dephosphorylation;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0050308|sugar-phosphatase activity;.

Manes.15G172800.v6.10.7057128 ####### 0.0013 down no pfam00408 PGM_PMM_IVPhosphoglucomutase/phosphomannomutase, C-terminal domain.GO:0005975|carbohydrate metabolic process;GO:0006281|DNA repair;GO:0006048|UDP-N-acetylglucosamine biosynthetic process;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009506|plasmodesma;GO:0046872|metal ion binding;GO:0004610|phosphoacetylglucosamine mutase activity;K01836

Manes.15G173000.v6.10.7855925 ####### 0.0184 down no . . . . . . .

Manes.15G173200.v6.14.9555324 2.31E+00 5E-05 up yes pfam11145 DUF2921 Protein of unknown function (DUF2921). This eukaryotic family of proteins has no known function.. . . .

Manes.15G173300.v6.11.6236945 6.99E-01 0.0005 up no pfam00861 Ribosomal_L18pRibosomal L18p/L5e family. This family includes ribosomal proteins from the large subunit. This family includes L18 from bacteria and L5 from eukaryotes. It has been shown that the amino terminal 93 amino acids of rat Rpl5 are necessary and sufficient to bind 5S rRNA in vitro. Suggesting that the entire family has a function in rRNA binding.. . . .

Manes.15G174000.v6.10.3436635 ####### 2E-30 down yes pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0046855|inositol phosphate dephosphorylation;GO:0032957|inositol trisphosphate metabolic process;GO:0046856|phosphatidylinositol dephosphorylation;GO:0009737|response to abscisic acid;GO:0009845|seed germination;GO:0090351|seedling development;. GO:0052659|inositol-1,3,4,5-tetrakisphosphate 5-phosphatase activity;GO:0052658|inositol-1,4,5-trisphosphate 5-phosphatase activity;GO:0004445|inositol-polyphosphate 5-phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.15G174100.v6.1Inf Inf 0.2025 up no pfam10355 Ytp1 Protein of unknown function (Ytp1). This is a family of proteins found in fungi. The region appears to contain regions similar to mitochondrial electron transport proteins. The C-terminal domain is hydrophobic and negatively charged. There are consensus sites for both N-linked glycosylation and cAMP-dependent protein kinase phosphorylation.. . . .

Manes.15G174500.v6.11.0064522 9.28E-03 0.9545 up no pfam05348 UMP1 Proteasome maturation factor UMP1. UMP1 is a short-lived chaperone present in the precursor form of the 20S proteasome and absent in the mature complex. UMP1 is required for the correct assembly and enzymatic activation of the proteasome. UMP1 seems to be degraded by the proteasome upon its formation. . . .

Manes.15G174600.v6.11.5231275 6.07E-01 9E-08 up no pfam01214 CK_II_beta Casein kinase II regulatory subunit.. GO:0005956|protein kinase CK2 complex;GO:0019887|protein kinase regulator activity;.

Manes.15G174700.v6.12.5728265 1.36335 8E-20 up yes pfam13499 EF-hand_7 EF-hand domain pair.GO:0009738|abscisic acid-activated signaling pathway;GO:0009860|pollen tube growth;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005509|calcium ion binding;K06268

Manes.15G174800.v6.10.2718366 -1.87919 3E-08 down yes pfam00046 Homeobox Homeobox domain.GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.15G175100.v6.183.255444 6.38E+00 0 up yes pfam01649 Ribosomal_S20pRibosomal protein S20. Bacterial ribosomal protein S20 interacts with 16S rRNA.. . . .

Manes.15G175400.v6.10.6504239 -0.62055 3E-07 down no pfam00328 His_Phos_2 Histidine phosphatase superfamily (branch 2). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches.The smaller branch 2 contains predominantly eukaryotic proteins. The catalytic functions in members include phytase, glucose-1-phosphatase and multiple inositol polyphosphate phosphatase. The in vivo roles of the mammalian acid phosphatases in branch 2 are not fully understood, although activity against lysophosphatidic acid and tyGO:0006020|inositol metabolic process;GO:0005829|cytosol;GO:0003993|acid phosphatase activity;GO:0005524|ATP binding;GO:0033857|diphosphoinositol-pentakisphosphate kinase activity;GO:0052723|inositol hexakisphosphate 1-kinase activity;GO:0052724|inositol hexakisphosphate 3-kinase activity;GO:0000832|inositol hexakisphosphate 5-kinase activity;GO:0000827|inositol-1,3,4,5,6-pentakisphosphate kinase activity;K13024

Manes.15G176000.v6.10.3369382 ####### 2E-07 down yes pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. . . .

Manes.15G177200.v6.10.6006811 -0.73533 2E-05 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009740|gibberellic acid mediated signaling pathway;GO:0040008|regulation of growth;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;. . .

Manes.15G178600.v6.1Inf Inf 0.4307 up no pfam02118 Srg Srg family chemoreceptor.. . . .

Manes.15G178800.v6.12.9283744 1.55E+00 8E-20 up yes pfam13883 Pyrid_oxidase_2Pyridoxamine 5'-phosphate oxidase.. GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005794|Golgi apparatus;GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.15G179000.v6.10.4236089 ####### 0.0037 down yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.15G179400.v6.1Inf Inf 0.0109 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006952|defense response;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G179900.v6.10.3854625 -1.37534 1E-11 down yes pfam03098 An_peroxidaseAnimal haem peroxidase.GO:1902609|(R)-2-hydroxy-alpha-linolenic acid biosynthetic process;GO:0008219|cell death;GO:0071732|cellular response to nitric oxide;GO:0034614|cellular response to reactive oxygen species;GO:0071446|cellular response to salicylic acid stimulus;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0001561|fatty acid alpha-oxidation;GO:0006629|lipid metabolic process;GO:0031408|oxylipin biosynthetic process;GO:0009626|plant-type hypersensitive response;GO:0009737|response to abscisic acid;GO:0006979|response to oxidative stress;GO:0009751|response to salicylic acid;GO:0009627|systemic acquired resistance;GO:0012511|monolayer-surrounded lipid storage body;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0016702|oxidoreductase activity, acting on single donors with incorporation of molecular oxygen, incorporation of two atoms of oxygen;GO:0004601|peroxidase activity;K10529

Manes.15G180000.v6.10.8214052 -0.28383 0.0444 down no pfam13563 2_5_RNA_ligase22'-5' RNA ligase superfamily. This family contains proteins related to pfam02834. These proteins are likely to be enzymes, but they may not share the RNA ligase activity.. . . .

Manes.15G180100.v6.10.5525451 -0.85584 0.0001 down no pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.GO:0010411|xyloglucan metabolic process;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;. .

Manes.15G181000.v6.10.8273083 -0.2735 0.0661 down no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.15G181100.v6.10.9650795 -0.05128 0.6449 down no pfam00867 XPG_I XPG I-region. GO:0010213|non-photoreactive DNA repair;GO:0006289|nucleotide-excision repair;GO:0009408|response to heat;GO:0005634|nucleus;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;GO:0003697|single-stranded DNA binding;K10846

Manes.15G181200.v6.12.98013 1.57538 5E-18 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10576

Manes.15G181300.v6.12.2513002 1.17076 0.0336 up no pfam08756 YfkB YfkB-like domain. This protein is adjacent to YfkA in B. subtilis. In other bacterial species it is fused to this protein. As YfkA contains a Radical SAM domain it suggests this domain is interacts with them.. . . .

Manes.15G181400.v6.13.7509634 1.90726 0.0184 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.15G181500.v6.10.513215 ####### 3E-11 down no pfam00318 Ribosomal_S2Ribosomal protein S2.GO:0042545|cell wall modification;GO:0006096|glycolytic process;GO:0007030|Golgi organization;GO:0006972|hyperosmotic response;GO:0009664|plant-type cell wall organization;GO:0046686|response to cadmium ion;GO:0009266|response to temperature stimulus;GO:0000028|ribosomal small subunit assembly;GO:0001510|RNA methylation;GO:0006412|translation;GO:0006833|water transport;GO:0009507|chloroplast;GO:0022627|cytosolic small ribosomal subunit;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003735|structural constituent of ribosome;K02998

Manes.15G181900.v6.13.8095297 1.92961 5E-45 up yes pfam02826 2-Hacid_dh_CD-isomer specific 2-hydroxyacid dehydrogenase, NAD binding domain. This domain is inserted into the catalytic domain, the large dehydrogenase and D-lactate dehydrogenase families in SCOP. N-terminal portion of which is represented by family pfam00389.. GO:0005739|mitochondrion;GO:0008863|formate dehydrogenase (NAD+) activity;GO:0051287|NAD binding;GO:0016616|oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;K00122

Manes.15G182900.v6.11.5331263 0.61648 2E-06 up no pfam01966 HD HD domain. HD domains are metal dependent phosphohydrolases.GO:0051607|defense response to virus;. GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.15G183000.v6.10.6398888 -0.64411 0.0009 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.15G183100.v6.10.4866887 ####### 5E-15 down yes pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0042742|defense response to bacterium;GO:0006457|protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.15G183700.v6.10.6899065 ####### 0.0004 down no pfam13401 AAA_22 AAA domain. . GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;.

Manes.15G183900.v6.10.3312341 -1.59408 3E-16 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0010196|nonphotochemical quenching;GO:0015979|photosynthesis;GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009522|photosystem I;GO:0009783|photosystem II antenna complex;GO:0010287|plastoglobule;GO:0009517|PSII associated light-harvesting complex II;GO:0009579|thylakoid;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08916

Manes.15G184200.v6.10.2942745 -1.76477 5E-17 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0010196|nonphotochemical quenching;GO:0015979|photosynthesis;GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009637|response to blue light;GO:0010218|response to far red light;GO:0010114|response to red light;GO:0009507|chloroplast;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009522|photosystem I;GO:0009783|photosystem II antenna complex;GO:0010287|plastoglobule;GO:0009517|PSII associated light-harvesting complex II;GO:0009579|thylakoid;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;K08916

Manes.15G184400.v6.17.9257979 2.99E+00 4E-37 up yes pfam03350 UPF0114 Uncharacterized protein family, UPF0114.. . . .



Manes.15G184500.v6.15.0420358 2.33401 2E-06 up yes pfam06749 DUF1218 Protein of unknown function (DUF1218). This family contains hypothetical plant proteins of unknown function. Family members contain a number of conserved cysteine residues.. . . .

Manes.15G184700.v6.14.4143486 2.14E+00 2E-10 up yes pfam00732 GMC_oxred_NGMC oxidoreductase. This family of proteins bind FAD as a cofactor.. GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0050660|flavin adenine dinucleotide binding;GO:0046577|long-chain-alcohol oxidase activity;GO:0016491|oxidoreductase activity;K17756

Manes.15G185100.v6.10.6659789 ####### 8E-05 down no pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0042742|defense response to bacterium;GO:0019253|reductive pentose-phosphate cycle;GO:0009409|response to cold;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0016020|membrane;GO:0010319|stromule;GO:0009579|thylakoid;GO:0005524|ATP binding;GO:0008974|phosphoribulokinase activity;K00855

Manes.15G185200.v6.10.3766024 -1.40889 1E-09 down yes pfam02492 cobW CobW/HypB/UreG, nucleotide-binding domain. This domain is found in HypB, a hydrogenase expression / formation protein, and UreG a urease accessory protein. Both these proteins contain a P-loop nucleotide binding motif. HypB has GTPase activity and is a guanine nucleotide binding protein. It is not known whether UreG binds GTP or some other nucleotide. Both enzymes are involved in nickel binding. HypB can store nickel and is required for nickel dependent hydrogenase expression. UreG is required for functional incorporation of the urease nickel metallocenter. GTP hydrolysis may required by these proteins for nickel incorporation into other nickel proteins. This family of domains also contains P47K, a Pseudomonas chlororaphis protein needed for nitrile hydratase expression, and the cobW gene product, which may be involved in cobalamin biosynthesis in Pseudomonas denitrificans.. . GO:0005524|ATP binding;.

Manes.15G185800.v6.10.5199487 -0.94356 6E-11 down no pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.. GO:0009507|chloroplast;GO:0000287|magnesium ion binding;.

Manes.15G185900.v6.10.5507178 -0.86061 4E-06 down no pfam06984 MRP-L47 Mitochondrial 39-S ribosomal protein L47 (MRP-L47). This family represents the N-terminal region (approximately 8 residues) of the eukaryotic mitochondrial 39-S ribosomal protein L47 (MRP-L47). Mitochondrial ribosomal proteins (MRPs) are the counterparts of the cytoplasmic ribosomal proteins, in that they fulfil similar functions in protein biosynthesis. However, they are distinct in number, features and primary structure.GO:0032543|mitochondrial translation;GO:0005762|mitochondrial large ribosomal subunit;GO:0005739|mitochondrion;GO:0003735|structural constituent of ribosome;K17428

Manes.15G186300.v6.10.7215027 -0.47092 0.0275 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G186400.v6.10.5433366 ####### 4E-14 down no pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.15G186500.v6.1Inf Inf 0.8764 up no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.15G187200.v6.10.5656983 -0.8219 2E-11 down no pfam11947 DUF3464 Protein of unknown function (DUF3464). This family of proteins are functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 137 to 196 amino acids in length.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009523|photosystem II;. .

Manes.15G187500.v6.11.4343443 5.20E-01 0.0252 up no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0000271|polysaccharide biosynthetic process;. GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.15G187900.v6.1Inf Inf 0.8764 up no pfam03108 DBD_Tnp_MutMuDR family transposase. This region is found in plant proteins that are presumed to be the transposases for Mutator transposable elements. These transposons contain two ORFs. The molecular function of this region is unknown.. . . .

Manes.15G188100.v6.10.8501584 -0.2342 0.1551 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016020|membrane;GO:0016787|hydrolase activity;.

Manes.15G188400.v6.11.8836654 0.91354 2E-15 up no pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.15G188800.v6.10.6448095 ####### 0.0232 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.15G189400.v6.11.8221522 0.86564 5E-08 up no pfam07134 DUF1383 Protein of unknown function (DUF1383). This family consists of several hypothetical Nucleopolyhedrovirus proteins of around 375 residues in length. The function of this family is unknown.. . . .

Manes.15G189500.v6.16.9428809 2.79553 0.1206 up no pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005788|endoplasmic reticulum lumen;. .

Manes.15G190300.v6.10.8451069 -0.24279 0.0862 down no pfam05687 DUF822 Plant protein of unknown function (DUF822). This family consists of the N terminal regions of several plant proteins of unknown function.GO:0000272|polysaccharide catabolic process;GO:0048831|regulation of shoot system development;GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016161|beta-amylase activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G191000.v6.10.8408524 -0.25008 0.2401 down no pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.15G191300.v6.11.4696163 0.55544 1E-05 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. . .

Manes.15G191900.v6.11.3355714 0.41746 0.0005 up no pfam07777 MFMR G-box binding protein MFMR. This region is found to the N-terminus of the pfam00170 transcription factor domain. It is between 150 and 200 amino acids in length. The N-terminal half is rather rich in proline residues and has been termed the PRD (proline rich domain), whereas the C-terminal half is more polar and has been called the MFMR (multifunctional mosaic region). It has been suggested that this family is composed of three sub-families called A, B and C, classified according to motif composition. It has been suggested that some of these motifs may be involved in mediating protein-protein interactions. The MFMR region contains a nuclear localisation signal in bZIP opaque and GBF-2. The MFMR also contains a transregulatory activity in TAF-1. The MFMR in CPRF-2 contains cytoplasmic retention signals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.15G192500.v6.10.4495982 -1.15329 6E-20 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.15G192600.v6.11.1814066 0.24051 0.036 up no pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).. GO:0005829|cytosol;GO:0000502|proteasome complex;. K03039

Manes.15G192700.v6.11.7802793 8.32E-01 6E-13 up no pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.GO:0007188|adenylate cyclase-modulating G-protein coupled receptor signaling pathway;GO:2000280|regulation of root development;GO:0009617|response to bacterium;GO:0009723|response to ethylene;GO:0005834|heterotrimeric G-protein complex;GO:0005634|nucleus;GO:0031683|G-protein beta/gamma-subunit complex binding;GO:0001664|G-protein coupled receptor binding;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004871|signal transducer activity;.

Manes.15G192900.v6.1NA NA NA -- no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.16G000600.v6.10.9111783 ####### 0.2673 down no pfam01218 Coprogen_oxidasCoproporphyrinogen III oxidase.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0004109|coproporphyrinogen oxidase activity;GO:0042803|protein homodimerization activity;.

Manes.16G000800.v6.10.5248427 -0.93004 2E-06 down no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.16G000900.v6.17.4314251 2.89364 5E-28 up yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.16G001000.v6.10.2189489 -2.19133 5E-05 down yes pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.16G001500.v6.12.2631959 1.18E+00 5E-18 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G001600.v6.1NA NA NA -- no pfam11013 DUF2851 Protein of unknown function (DUF2851). This bacterial family of proteins has no known function.. . . .

Manes.16G001800.v6.11.8740115 0.90613 3E-13 up no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.. . GO:0016491|oxidoreductase activity;.

Manes.16G002000.v6.11.9165404 0.9385 8E-13 up no pfam01786 AOX Alternative oxidase. The alternative oxidase is used as a second terminal oxidase in the mitochondria, electrons are transfered directly from reduced ubiquinol to oxygen forming water. This is not coupled to ATP synthesis and is not inhibited by cyanide, this pathway is a single step process. In rice the transcript levels of the alternative oxidase are increased by low temperature.GO:0016117|carotenoid biosynthetic process;GO:0009657|plastid organization;GO:0009535|chloroplast thylakoid membrane;GO:0046862|chromoplast membrane;GO:0016021|integral component of membrane;GO:0070469|respiratory chain;GO:0009579|thylakoid;GO:0009916|alternative oxidase activity;GO:0046872|metal ion binding;K17893

Manes.16G002400.v6.14.1777759 2.06E+00 7E-44 up yes pfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;. .

Manes.16G002500.v6.11.4985572 5.84E-01 0.0926 up no pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.16G002600.v6.10.5908916 -0.75903 8E-11 down no pfam00365 PFK Phosphofructokinase.GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0047334|diphosphate-fructose-6-phosphate 1-phosphotransferase activity;GO:0046872|metal ion binding;.

Manes.16G002700.v6.10.161134 ####### 2E-25 down yes pfam00937 Corona_nucleocaCoronavirus nucleocapsid protein.. . . .

Manes.16G002900.v6.12.1051883 1.07395 5E-21 up yes pfam08059 SEP SEP domain. The SEP domain is named after Saccharomyces cerevisiae Shp1, Drosophila melanogaster eyes closed gene (eyc), and vertebrate p47. In p47, the SEP domain has been shown to bind to and inhibit the cysteine protease cathepsin L. Most SEP domains are succeeded closely by a UBX domain.GO:0000045|autophagosome assembly;GO:0007030|Golgi organization;GO:0061025|membrane fusion;GO:0031468|nuclear envelope reassembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051117|ATPase binding;GO:0008599|protein phosphatase type 1 regulator activity;GO:0043130|ubiquitin binding;K14012

Manes.16G003200.v6.10.4157319 -1.26627 2E-12 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G003500.v6.11.612832 0.6896 1E-08 up no pfam01168 Ala_racemase_NAlanine racemase, N-terminal domain.. GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0005739|mitochondrion;GO:0030170|pyridoxal phosphate binding;K06997

Manes.16G003600.v6.1Inf Inf 0.0102 up yes pfam04885 Stig1 Stigma-specific protein, Stig1. This family represents the Stig1 cysteine rich plant protein. The STIG1 gene is developmentally regulated and expressed specifically in the stigmatic secretory zone.. . . .

Manes.16G003900.v6.1Inf Inf 0.0007 up yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.16G004000.v6.10.4118722 -1.27973 3E-07 down yes pfam13947 GUB_WAK_bindWall-associated receptor kinase galacturonan-binding. This cysteine-rich GUB_WAK_bind domain is the extracellular part of this serine/threonine kinase that binds to the cell-wall pectins.. . . .

Manes.16G004100.v6.112.059362 3.59208 2E-31 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0080169|cellular response to boron-containing substance deprivation;GO:0016036|cellular response to phosphate starvation;GO:0009873|ethylene-activated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.16G004900.v6.1Inf Inf 0.4066 up no pfam14476 Chloroplast_dufPetal formation-expressed. The members of this plant family from Arabidopsis thaliana appear to be proteins found in the chloroplast, expressed in the pollen tube during the petal differentiation and expansion stage. The function is not known.. . . .

Manes.16G005000.v6.1Inf Inf 0.0332 up yes pfam14476 Chloroplast_dufPetal formation-expressed. The members of this plant family from Arabidopsis thaliana appear to be proteins found in the chloroplast, expressed in the pollen tube during the petal differentiation and expansion stage. The function is not known.. . . .

Manes.16G005600.v6.10.12511 ####### 7E-29 down yes pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.16G005900.v6.10.2082685 -2.26348 1E-58 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.16G006000.v6.10.3828819 -1.38503 2E-21 down yes pfam01507 PAPS_reduct Phosphoadenosine phosphosulfate reductase family. This domain is found in phosphoadenosine phosphosulfate (PAPS) reductase enzymes or PAPS sulfotransferase. PAPS reductase is part of the adenine nucleotide alpha hydrolases superfamily also including N type ATP PPases and ATP sulphurylases. The enzyme uses thioredoxin as an electron donor for the reduction of PAPS to phospho-adenosine-phosphate (PAP). It is also found in NodP nodulation protein P from Rhizobium which has ATP sulfurylase activity (sulfate adenylate transferase).GO:0045454|cell redox homeostasis;GO:0019344|cysteine biosynthetic process;GO:0000103|sulfate assimilation;GO:0019419|sulfate reduction;GO:0009507|chloroplast;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0033741|adenylyl-sulfate reductase (glutathione) activity;GO:0009973|adenylyl-sulfate reductase activity;GO:0046872|metal ion binding;.

Manes.16G006500.v6.11.6236064 0.6992 6E-07 up no pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.16G006800.v6.10.3370223 ####### 2E-17 down yes pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.16G006900.v6.10.61043 -0.7121 1E-09 down no pfam08323 Glyco_transf_5Starch synthase catalytic domain.GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004373|glycogen (starch) synthase activity;GO:2001070|starch binding;GO:0009011|starch synthase activity;.

Manes.16G007000.v6.10.3864815 -1.37153 3E-16 down yes pfam00231 ATP-synt ATP synthase.GO:0015986|ATP synthesis coupled proton transport;GO:0009535|chloroplast thylakoid membrane;GO:0045261|proton-transporting ATP synthase complex, catalytic core F(1);GO:0046933|proton-transporting ATP synthase activity, rotational mechanism;GO:0046961|proton-transporting ATPase activity, rotational mechanism;.

Manes.16G007300.v6.10.459732 ####### 7E-13 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0048511|rhythmic process;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.16G007400.v6.12.3470982 1.23088 0.0017 up yes pfam11559 ADIP Afadin- and alpha -actinin-Binding. This family is found in mammals where it is localized at cell-cell adherens junctions, and in Sch. pombe and other fungi where it anchors spindle-pole bodies to spindle microtubules. It is a coiled-coil structure, and in pombe, it is required for anchoring the minus end of spindle microtubules to the centrosome equivalent, the spindle-pole body. The name ADIP derives from the family being composed of Afadin- and alpha -Actinin-Binding Proteins localized at Cell-Cell Adherens Junctions.. . . .

Manes.16G007600.v6.10.8164324 ####### 0.0202 down no pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.16G007700.v6.11.5613028 6.43E-01 0.2226 up no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.16G007900.v6.12.7059749 1.43615 1E-26 up yes pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.16G009900.v6.1Inf Inf 0.1172 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0006952|defense response;GO:0042742|defense response to bacterium;GO:0009816|defense response to bacterium, incompatible interaction;GO:0009755|hormone-mediated signaling pathway;GO:0045087|innate immune response;GO:0002221|pattern recognition receptor signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K13430

Manes.16G010400.v6.10.6263191 ####### 7E-05 down no pfam00849 PseudoU_synth_2RNA pseudouridylate synthase. Members of this family are involved in modifying bases in RNA molecules. They carry out the conversion of uracil bases to pseudouridine. This family includes RluD, a pseudouridylate synthase that converts specific uracils to pseudouridine in 23S rRNA. RluA from Escherichia coli converts bases in both rRNA and tRNA.GO:0001522|pseudouridine synthesis;GO:0009507|chloroplast;GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;.

Manes.16G010500.v6.12.0293116 1.02099 0.0001 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;K05350

Manes.16G010900.v6.165.916133 6.04E+00 1E-11 up yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.. GO:0009507|chloroplast;GO:0004834|tryptophan synthase activity;.

Manes.16G011000.v6.139.641938 5.30896 3E-07 up yes pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.. GO:0009507|chloroplast;GO:0004834|tryptophan synthase activity;.

Manes.16G011100.v6.11.4368931 0.52295 1E-05 up no pfam01852 START START domain.GO:0048825|cotyledon development;GO:0009913|epidermal cell differentiation;GO:0009845|seed germination;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.16G011900.v6.11.0634359 8.87E-02 0.6468 up no pfam01253 SUI1 Translation initiation factor SUI1.GO:0006417|regulation of translation;. GO:0003743|translation initiation factor activity;K03113

Manes.16G012800.v6.10.4458914 ####### 8E-10 down yes pfam02324 Glyco_hydro_70Glycosyl hydrolase family 70. Members of this family belong to glycosyl hydrolase family 70 Glucosyltransferases or sucrose 6-glycosyl transferases (GTF-S) catalyse the transfer of D-glucopyramnosyl units from sucrose onto acceptor molecules, EC:2.4.1.5. This family roughly corresponds to the N-terminal catalytic domain of the enzyme. Members of this family also contain the Putative cell wall binding domain pfam01473, which corresponds with the C-terminal glucan-binding domain.. . . .

Manes.16G013300.v6.13.3289424 1.73506 7E-12 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G013900.v6.134.931207 5.13E+00 1E-06 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G015500.v6.10.3489438 -1.51893 3E-30 down yes pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.. GO:0009507|chloroplast;. .

Manes.16G015700.v6.10.6090809 -0.71529 0.0192 down no pfam04398 DUF538 Protein of unknown function, DUF538. This family consists of several plant proteins of unknown function.. . . .

Manes.16G016500.v6.10.199614 ####### 3E-09 down yes pfam07136 DUF1385 Protein of unknown function (DUF1385). This family contains a number of hypothetical bacterial proteins of unknown function approximately 300 residues in length. Some family members are predicted to be metal-dependent.. . . .

Manes.16G016600.v6.12.7880949 1.48E+00 1E-18 up yes pfam02679 ComA (2R)-phospho-3-sulfolactate synthase (ComA). In methanobacteria (2R)-phospho-3-sulfolactate synthase (ComA) catalyses the first step of the biosynthesis of coenzyme M from phosphoenolpyruvate (P-enolpyruvate). This novel enzyme catalyses the stereospecific Michael addition of sulfite to P-enolpyruvate, forming L-2-phospho-3-sulfolactate (PSL). It is suggested that the ComA-catalysed reaction is analogous to those reactions catalysed by beta-elimination enzymes that proceed through an enolate intermediate.. . . .

Manes.16G016800.v6.10.0669567 ####### 0.0012 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;K11251

Manes.16G017000.v6.10.5502439 -0.86186 3E-06 down no pfam05757 PsbQ Oxygen evolving enhancer protein 3 (PsbQ). This family consists of the plant specific oxygen evolving enhancer protein 3 (PsbQ). Photosystem II (PSII)1 is a pigment-protein complex, which consists of at least 25 different protein subunits, at present denoted PsbA-Z according to the genes that encode them. PsbQ plays an important role in the lumenal oxygen-evolving activity of PSII from higher plants and green algae.GO:0015979|photosynthesis;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;K08901

Manes.16G017200.v6.10.6677689 -0.58258 2E-05 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0034599|cellular response to oxidative stress;GO:0006662|glycerol ether metabolic process;GO:0055114|oxidation-reduction process;GO:0006457|protein folding;GO:0000103|sulfate assimilation;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016671|oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0003756|protein disulfide isomerase activity;GO:0015035|protein disulfide oxidoreductase activity;K03671

Manes.16G017300.v6.10.3118762 -1.68095 4E-26 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G017400.v6.10.3909758 -1.35485 2E-09 down yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G017500.v6.10.1274194 -2.97234 0.0075 down yes pfam01657 Stress-antifungSalt stress response/antifungal. This domain is often found in association with the kinase domains pfam00069 or pfam07714. In many proteins it is duplicated. It contains six conserved cysteines which are involved in disulphide bridges. It has a role in salt stress response and has antifungal activity.GO:0080167|response to karrikin;GO:0005576|extracellular region;. .

Manes.16G017600.v6.123.074418 4.53E+00 5E-09 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G017800.v6.15.3986095 2.43E+00 2E-11 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G017900.v6.13.2769933 1.71E+00 6E-05 up yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G018000.v6.10.6578241 ####### 0.0055 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G018900.v6.13.7093655 1.89117 4E-26 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G019000.v6.11.1531056 2.06E-01 0.5399 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G019100.v6.14.2081092 2.07E+00 3E-28 up yes pfam00954 S_locus_glycopS-locus glycoprotein family. In Brassicaceae, self-incompatible plants have a self/non-self recognition system. This is sporophytically controlled by multiple alleles at a single locus (S). S-locus glycoproteins, as well as S-receptor kinases, are in linkage with the S-alleles.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0048544|recognition of pollen;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G019200.v6.14.0823778 2.02941 6E-19 up yes pfam00564 PB1 PB1 domain. . . . .

Manes.16G019300.v6.11.4757372 0.56144 0.0002 up no pfam01733 Nucleoside_tranNucleoside transporter. This is a family of nucleoside transporters. In mammalian cells nucleoside transporters transport nucleoside across the plasma membrane and are essential for nucleotide synthesis via the salvage pathways for cells that lack their own de novo synthesis pathways. Also in this family is mouse and human nucleolar protein HNP36, a protein of unknown function; although it has been hypothesised to be a plasma membrane nucleoside transporter.GO:1901642|nucleoside transmembrane transport;GO:0015858|nucleoside transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005337|nucleoside transmembrane transporter activity;K15014

Manes.16G019600.v6.1285.88573 8.16E+00 1E-51 up yes pfam01161 PBP Phosphatidylethanolamine-binding protein.GO:0009910|negative regulation of flower development;GO:0010030|positive regulation of seed germination;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003712|transcription cofactor activity;.



Manes.16G019700.v6.130.589977 4.93499 9E-218 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.16G019800.v6.13.8773722 1.95508 0.0004 up yes pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.16G019900.v6.10.207272 ####### 5E-45 down yes pfam01335 DED Death effector domain.. . . .

Manes.16G020200.v6.10.3904451 ####### 1E-23 down yes pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.GO:0071255|CVT vesicle assembly;GO:0016236|macroautophagy;GO:0071562|nucleus-vacuole junction assembly;GO:0042144|vacuole fusion, non-autophagic;GO:0000011|vacuole inheritance;GO:0000329|fungal-type vacuole membrane;GO:0005794|Golgi apparatus;GO:0071563|Myo2p-Vac17p-Vac8p transport complex;GO:0071561|nucleus-vacuole junction;. .

Manes.16G020400.v6.10.5558754 ####### 4E-10 down no pfam01221 Dynein_light Dynein light chain type 1.GO:0009734|auxin-activated signaling pathway;GO:0007049|cell cycle;GO:0016036|cellular response to phosphate starvation;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0010311|lateral root formation;GO:0010152|pollen maturation;GO:0009733|response to auxin;GO:0002237|response to molecule of bacterial origin;GO:0048443|stamen development;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0038198|auxin receptor activity;GO:0000822|inositol hexakisphosphate binding;GO:0004842|ubiquitin-protein transferase activity;K14485

Manes.16G020600.v6.11.5306965 6.14E-01 1E-07 up no pfam13671 AAA_33 AAA domain. This family of domains contain only a P-loop motif, that is characteristic of the AAA superfamily. Many of the proteins in this family are just short fragments so there is no Walker B motif.GO:0010467|gene expression;GO:0000398|mRNA splicing, via spliceosome;GO:0006355|regulation of transcription, DNA-templated;GO:0009615|response to virus;GO:0006396|RNA processing;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0030529|ribonucleoprotein complex;GO:0019899|enzyme binding;GO:0044822|poly(A) RNA binding;GO:0003723|RNA binding;K15047

Manes.16G020700.v6.116.873275 4.07667 5E-85 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.16G021200.v6.13.6504108 1.87E+00 4E-23 up yes pfam00781 DAGK_cat Diacylglycerol kinase catalytic domain. Diacylglycerol (DAG) is a second messenger that acts as a protein kinase C activator. The catalytic domain is assumed from the finding of bacterial homologues. YegS is the Escherichia coli protein in this family whose crystal structure reveals an active site in the inter-domain cleft formed by four conserved sequence motifs, revealing a novel metal-binding site. The residues of this site are conserved across the family.GO:0071215|cellular response to abscisic acid stimulus;GO:0046834|lipid phosphorylation;GO:0006665|sphingolipid metabolic process;GO:0009705|plant-type vacuole membrane;GO:0005524|ATP binding;GO:0008481|sphinganine kinase activity;K04718

Manes.16G021300.v6.11.917097 9.39E-01 1E-16 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.16G021400.v6.12.1422117 1.0991 0.3314 up no pfam00804 Syntaxin Syntaxin. Syntaxins are the prototype family of SNARE proteins. They usually consist of three main regions - a C-terminal transmembrane region, a central SNARE domain which is characteristic of and conserved in all syntaxins (pfam05739), and an N-terminal domain that is featured in this entry. This domain varies between syntaxin isoforms; in syntaxin 1A it is found as three alpha-helices with a left-handed twist. It may fold back on the SNARE domain to allow the molecule to adopt a 'closed' configuration that prevents formation of the core fusion complex - it thus has an auto-inhibitory role. The function of syntaxins is determined by their localisation. They are involved in neuronal exocytosis, ER-Golgi transport and Golgi-endosome transport, for example. They also interact with other proteins as well as those involved in SNARE complexes. These include vesicle coat proteins, Rab GTPases, and tethering factors.GO:0006887|exocytosis;GO:0006886|intracellular protein transport;GO:0009860|pollen tube growth;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0030133|transport vesicle;GO:0000149|SNARE binding;K08486

Manes.16G022800.v6.11.6193474 0.69541 2E-07 up no pfam04144 SCAMP SCAMP family. In vertebrates, secretory carrier membrane proteins (SCAMPs) 1-3 constitute a family of putative membrane-trafficking proteins composed of cytoplasmic N-terminal sequences with NPF repeats, four central transmembrane regions (TMRs), and a cytoplasmic tail. SCAMPs probably function in endocytosis by recruiting EH-domain proteins to the N-terminal NPF repeats but may have additional functions mediated by their other sequences.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0030658|transport vesicle membrane;. .

Manes.16G023000.v6.185.493313 6.42E+00 0 up yes pfam05212 DUF707 Protein of unknown function (DUF707). This family consists of several uncharacterized proteins from Arabidopsis thaliana.. . . .

Manes.16G023300.v6.10.4475557 -1.15986 2E-06 down yes pfam15396 FAM60A Protein Family FAM60A. This protein family, FAM60A is a family of proteins is found in eukaryotes. It is known to be a cell cycle protein that binds to the promoter of a gene transcription repressor complex, named SIN4-HDAC complex. This means that FAM60A has an important role to play in 'switching on' gene expression. Proteins in this family are typically between 179 and 324 amino acids in length.. . . .

Manes.16G023400.v6.1Inf Inf 0.8764 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.16G023700.v6.10.904009 -0.14559 0.4152 down no pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;.

Manes.16G023800.v6.1Inf Inf 1E-16 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G023900.v6.10.3125806 -1.6777 2E-15 down yes pfam02065 Melibiase Melibiase. Glycoside hydrolase families GH27, GH31 and GH36 form the glycoside hydrolase clan GH-D. Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36A-B and GH36D-K and from GH27.GO:0009965|leaf morphogenesis;GO:0000023|maltose metabolic process;GO:0007020|microtubule nucleation;GO:0043085|positive regulation of catalytic activity;GO:0009911|positive regulation of flower development;GO:0019252|starch biosynthetic process;GO:0009505|plant-type cell wall;GO:0052692|raffinose alpha-galactosidase activity;K07407

Manes.16G024000.v6.1Inf Inf 0.0545 up no pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.16G024900.v6.11.6263808 0.70167 1E-09 up no pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0051568|histone H3-K4 methylation;GO:0007219|Notch signaling pathway;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0045747|positive regulation of Notch signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006368|transcription elongation from RNA polymerase II promoter;GO:0016593|Cdc73/Paf1 complex;GO:0005634|nucleus;GO:0035327|transcriptionally active chromatin;GO:0003677|DNA binding;GO:0042800|histone methyltransferase activity (H3-K4 specific);K15178

Manes.16G025300.v6.11.2717135 0.34677 0.0023 up no pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0009738|abscisic acid-activated signaling pathway;GO:0016311|dephosphorylation;GO:0007275|multicellular organismal development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0016791|phosphatase activity;GO:0004721|phosphoprotein phosphatase activity;GO:0004647|phosphoserine phosphatase activity;GO:0003723|RNA binding;K18998

Manes.16G025700.v6.12.5399167 1.34E+00 2E-07 up yes pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.16G025800.v6.13.8113078 1.93029 6E-19 up yes pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.. . . .

Manes.16G025900.v6.12.6051203 1.38135 9E-26 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0051865|protein autoubiquitination;GO:0006355|regulation of transcription, DNA-templated;. GO:0003677|DNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.16G026000.v6.10.7851832 -0.3489 0.0181 down no pfam00487 FA_desaturaseFatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009827|plant-type cell wall modification;GO:0009860|pollen tube growth;GO:0030148|sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0042284|sphingolipid delta-4 desaturase activity;K04712

Manes.16G026800.v6.11.5698182 0.6506 1E-06 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0009409|response to cold;GO:0009723|response to ethylene;GO:0006970|response to osmotic stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.16G027100.v6.11.3918823 0.47704 4E-05 up no pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0046872|metal ion binding;GO:0032549|ribonucleoside binding;K03010

Manes.16G027200.v6.1NA NA NA -- no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.16G027300.v6.10.7500032 -0.41503 0.0011 down no pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0047538|2-carboxy-D-arabinitol-1-phosphatase activity;K15634

Manes.16G027400.v6.11.8341158 0.87508 0.019 up no pfam02364 Glucan_synthase1,3-beta-glucan synthase component. This family consists of various 1,3-beta-glucan synthase components including Gls1, Gls2 and Gls3 from yeast. 1,3-beta-glucan synthase EC:2.4.1.34 also known as callose synthase catalyses the formation of a beta-1,3-glucan polymer that is a major component of the fungal cell wall. The reaction catalysed is:- UDP-glucose + {(1,3)-beta-D-glucosyl}(N) <=> UDP + {(1,3)-beta-D-glucosyl}(N+1).GO:0006075|(1->3)-beta-D-glucan biosynthetic process;GO:0071555|cell wall organization;GO:0007623|circadian rhythm;GO:0009555|pollen development;GO:0008360|regulation of cell shape;GO:0000003|reproduction;GO:0000148|1,3-beta-D-glucan synthase complex;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0003843|1,3-beta-D-glucan synthase activity;K11000

Manes.16G027700.v6.10.4101314 -1.28584 2E-12 down yes pfam00829 Ribosomal_L21pRibosomal prokaryotic L21 protein.GO:0009567|double fertilization forming a zygote and endosperm;GO:0009553|embryo sac development;GO:0000741|karyogamy;GO:0010197|polar nucleus fusion;GO:0009555|pollen development;GO:0007338|single fertilization;GO:0006412|translation;GO:0005739|mitochondrion;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02888

Manes.16G027900.v6.11.0276103 0.03929 0.7345 up no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0043001|Golgi to plasma membrane protein transport;GO:0048211|Golgi vesicle docking;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0005794|Golgi apparatus;GO:0005795|Golgi stack;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0046872|metal ion binding;K06027

Manes.16G028200.v6.13.6652321 1.8739 1E-23 up yes pfam11818 DUF3340 C-terminal domain of tail specific protease (DUF3340). This presumed domain is found at the C-terminus of tail specific proteases. Its function is unknown. This family is found in bacteria and eukaryotes. This presumed domain is typically between 88 to 187 amino acids in length.. . . .

Manes.16G028300.v6.11.5392461 6.22E-01 1E-06 up no pfam04765 DUF616 Protein of unknown function (DUF616). Family of uncharacterized proteins.. . . .

Manes.16G028400.v6.17.2461289 2.86E+00 0.0027 up yes pfam10688 Imp-YgjV Bacterial inner membrane protein. This is a family of inner membrane proteins. Many of the members are YgjV protein.. . . .

Manes.16G028500.v6.12.3713074 1.24568 3E-10 up yes pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.16G028600.v6.1NA NA NA -- no pfam13966 zf-RVT zinc-binding in reverse transcriptase. This domain would appear to be a zinc-binding region of a putative reverse transcriptase.. . . .

Manes.16G028700.v6.11.928116 9.47E-01 5E-17 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G028900.v6.10.5991977 -0.7389 0.0002 down no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.16G029100.v6.13.7525721 1.90788 1E-61 up yes pfam10373 EST1_DNA_bindEst1 DNA/RNA binding domain. Est1 is a protein which recruits or activates telomerase at the site of polymerization. This is the DNA/RNA binding domain of EST1.. . . .

Manes.16G029300.v6.10.4633063 -1.10996 2E-18 down yes pfam03719 Ribosomal_S5_CRibosomal protein S5, C-terminal domain.GO:0046686|response to cadmium ion;GO:0009409|response to cold;GO:0006412|translation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016020|membrane;GO:0005763|mitochondrial small ribosomal subunit;GO:0005634|nucleus;GO:0009579|thylakoid;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02988

Manes.16G029800.v6.12.4189987 1.27E+00 4E-25 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.16G029900.v6.10.5284845 -0.92007 0.0125 down no pfam03110 SBP SBP domain. SBP domains (for SQUAMOSA-pROMOTER BINDING PROTEIN) are found in plant proteins. It is a sequence specific DNA-binding domain. Members of family probably function as transcription factors involved in the control of early flower development. The domain contains 10 conserved cysteine and histidine residues that probably are zinc ligands.GO:0009908|flower development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G030500.v6.1#NAME? #NAME? 0.1444 down no pfam06495 Transformer Fruit fly transformer protein. This family consists of transformer proteins from several Drosophila species and also from Ceratitis capitata (Mediterranean fruit fly). The transformer locus (tra) produces an RNA processing protein that alternatively splices the doublesex pre-mRNA in the sex determination hierarchy of Drosophila melanogaster.. . . .

Manes.16G030700.v6.10.7120007 -0.49005 0.0041 down no pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0052542|defense response by callose deposition;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;GO:0009651|response to salt stress;. . .

Manes.16G031200.v6.10.4343762 -1.20298 1E-06 down yes pfam08314 Sec39 Secretory pathway protein Sec39. Mnaimneh et al identified Sec39p as a protein involved in ER-Golgi transport in a large scale promoter shut down analysis of essential yeast genes. Kraynack et al. (2005) showed that Sec39p (Dsl3p) is required for Golgi-ER retrograde transport and is part of a very stable protein complex that also includes Dsl1p (in mammals ZW10), Tip20p (Rint-1) and the ER localized Q-SNARE proteins Ufe1p (syntaxin-18), Sec20p and Use1p. This was confirmed in a genome-wide analysis of protein complexes by Gavin et al (2006).. . . .

Manes.16G031300.v6.10.5206077 ####### 0.0006 down no pfam14935 TMEM138 Transmembrane protein 138. This family of proteins is found in eukaryotes and members are approximately 160 amino acids in length. There are two conserved sequence motifs: YYY and DPR. This transmembrane protein belongs to a family found in eukaryotes and is involved in the biogenesis and degradation of ciliated cells. Mutations in this protein cause the disease Joubert syndrome(JBTS) where the cilia becomes non-motile. Ciliopathy can be severe since cilia provide the cell with large amounts of information through signals. Ciliopathy can affect cell behaviour as the appropriate signals between the cell and its environment are not made, which can affect cell survival.. . . .

Manes.16G032100.v6.12.0672863 1.05E+00 4E-05 up yes pfam01556 CTDII DnaJ C terminal domain. This family consists of the C terminal region form the DnaJ protein. It is always found associated with pfam00226 and pfam00684. DnaJ is a chaperone associated with the Hsp70 heat-shock system involved in protein folding and renaturation after stress. The two C-terminal domains CTDI and this, CTDII, are necessary for maintaining the J-domains in their specific relative positions.GO:0006457|protein folding;. . K09519

Manes.16G032200.v6.10.6479159 ####### 2E-05 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0015713|phosphoglycerate transport;GO:0009643|photosynthetic acclimation;GO:0035436|triose phosphate transmembrane transport;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0015120|phosphoglycerate transmembrane transporter activity;GO:0071917|triose-phosphate transmembrane transporter activity;.

Manes.16G032800.v6.117.608043 4.13816 4E-08 up yes pfam03094 Mlo Mlo family. A family of plant integral membrane proteins, first discovered in barley. Mutants lacking wild-type Mlo proteins show broad spectrum resistance to the powdery mildew fungus, and dysregulated cell death control, with spontaneous cell death in response to developmental or abiotic stimuli. Thus wild-type Mlo proteins are thought to be inhibitors of cell death whose deficiency lowers the threshold required to trigger the cascade of events that result in plant cell death. Mlo proteins are localized in the plasma membrane and possess seven transmembrane regions; thus the Mlo family is the only major higher plant family to possess 7 transmembrane domains. It has been suggested that Mlo proteins function as G-protein coupled receptors in plants; however the molecular and biological functions of Mlo proteins remain to be fully determined.GO:0006952|defense response;GO:0009817|defense response to fungus, incompatible interaction;GO:0010150|leaf senescence;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K08472

Manes.16G033000.v6.1Inf Inf 0.8764 up no pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .

Manes.16G033100.v6.10.2533746 ####### 0.0002 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.16G033200.v6.10.234041 -2.09517 1E-07 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.16G033300.v6.10.0862536 -3.53527 5E-20 down yes pfam00125 Histone Core histone H2A/H2B/H3/H4.. GO:0000786|nucleosome;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.16G033500.v6.11.5414564 6.24E-01 3E-07 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009631|cold acclimation;GO:0009816|defense response to bacterium, incompatible interaction;GO:0048574|long-day photoperiodism, flowering;GO:0048578|positive regulation of long-day photoperiodism, flowering;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009585|red, far-red light phototransduction;GO:0009408|response to heat;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;.

Manes.16G034500.v6.10.2205169 -2.18104 4E-07 down yes pfam06834 TraU TraU protein. This family consists of several bacterial TraU proteins. TraU appears to be more essential to conjugal DNA transfer than to assembly of pilus filaments.. . . .

Manes.16G034600.v6.10.5917269 ####### 5E-06 down no pfam02580 Tyr_DeacylaseD-Tyr-tRNA(Tyr) deacylase. This family comprises of several D-Tyr-tRNA(Tyr) deacylase proteins. Cell growth inhibition by several d-amino acids can be explained by an in vivo production of d-aminoacyl-tRNA molecules. Escherichia coli and yeast cells express an enzyme, d-Tyr-tRNA(Tyr) deacylase, capable of recycling such d-aminoacyl-tRNA molecules into free tRNA and d-amino acid. Accordingly, upon inactivation of the genes of the above deacylases, the toxicity of d-amino acids increases. Orthologues of the deacylase are found in many cells.GO:0019478|D-amino acid catabolic process;GO:0006450|regulation of translational fidelity;GO:0006399|tRNA metabolic process;GO:0005737|cytoplasm;GO:0002161|aminoacyl-tRNA editing activity;GO:0051500|D-tyrosyl-tRNA(Tyr) deacylase activity;K07560

Manes.16G034800.v6.10.1313003 ####### 2E-13 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.16G035200.v6.10.3066525 ####### 0.1014 down no pfam08801 Nucleoporin_NNup133 N terminal like. Nup133 is a nucleoporin that is crucial for nuclear pore complex (NPC) biogenesis. The N terminal forms a seven-bladed beta propeller structure. This family now contains other sized nucleoporins, including Nup155, Nup8, Nuo132, Nup15 and Nup170.. . . .

Manes.16G035500.v6.10.2826123 ####### 3E-06 down yes pfam00493 MCM MCM2/3/5 family.GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0016851|magnesium chelatase activity;K03405

Manes.16G035900.v6.10.4076265 ####### 0.4448 down no pfam03845 Spore_permeaseSpore germination protein.. . . .

Manes.16G036400.v6.12.0146483 1.01E+00 2E-14 up yes pfam02776 TPP_enzyme_NThiamine pyrophosphate enzyme, N-terminal TPP binding domain.. . GO:0000287|magnesium ion binding;GO:0004737|pyruvate decarboxylase activity;GO:0030976|thiamine pyrophosphate binding;.

Manes.16G036500.v6.10.587472 ####### 0.0021 down no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.16G037300.v6.10.1333203 -2.90703 5E-25 down yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0016021|integral component of membrane;. .

Manes.16G037400.v6.10.6038517 -0.72773 8E-06 down no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02914

Manes.16G037500.v6.1Inf Inf 0.8798 up no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.16G037600.v6.1NA NA NA -- no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.16G037700.v6.1Inf Inf 0.2183 up no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0007568|aging;GO:0010623|developmental programmed cell death;GO:0010282|senescence-associated vacuole;GO:0008234|cysteine-type peptidase activity;.

Manes.16G037800.v6.10.3707373 -1.43153 9E-14 down yes pfam01933 UPF0052 Uncharacterized protein family UPF0052.. . . .

Manes.16G038800.v6.12.9544197 1.56287 2E-11 up yes pfam01757 Acyl_transf_3Acyltransferase family. This family includes a range of acyltransferase enzymes. This domain is found in many as yet uncharacterized C. elegans proteins and it is approximately 300 amino acids long.. . . .

Manes.16G040300.v6.11.6998349 0.76539 6E-10 up no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.16G040400.v6.10.6345863 ####### 0.0008 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006625|protein targeting to peroxisome;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005778|peroxisomal membrane;. K13341

Manes.16G041300.v6.11.4013042 0.48677 0.0002 up no pfam07818 HCNGP HCNGP-like protein. This family comprises sequences bearing significant similarity to the mouse transcriptional regulator protein HCNGP. This protein is localized to the nucleus and is thought to be involved in the regulation of beta-2-microglobulin genes.GO:0006915|apoptotic process;GO:0010467|gene expression;GO:0045814|negative regulation of gene expression, epigenetic;GO:0010942|positive regulation of cell death;GO:0040029|regulation of gene expression, epigenetic;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0045111|intermediate filament cytoskeleton;GO:0005654|nucleoplasm;GO:0005634|nucleus;. .

Manes.16G041400.v6.10.4120203 -1.27921 7E-10 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.16G041600.v6.10.3120933 -1.67995 4E-10 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G041700.v6.10.6567304 -0.60663 0.0564 down no pfam12906 RINGv RING-variant domain.. . . .

Manes.16G041800.v6.10.5313086 ####### 2E-10 down no pfam00673 Ribosomal_L5_Cribosomal L5P family C-terminus. This region is found associated with pfam00281.GO:0006412|translation;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;.

Manes.16G041900.v6.10.706382 ####### 2E-05 down no pfam14296 O-ag_pol_WzyO-antigen polysaccharide polymerase Wzy. This family includes O-antigen polysaccharide polymerases. These enzymes link O-units via a glycosidic linkage to form a long O-antigen. These enzymes vary in specificity and sequence.. . . .

Manes.16G042000.v6.10.2341352 -2.09459 2E-14 down yes pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G042300.v6.11.888805 0.91747 0.1276 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G042700.v6.11.8402863 0.87993 8E-13 up no pfam00982 Glyco_transf_20Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0005992|trehalose biosynthetic process;GO:0005829|cytosol;GO:0016757|transferase activity, transferring glycosyl groups;K16055

Manes.16G042800.v6.121.438431 4.42E+00 2E-06 up yes pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. . . .

Manes.16G042900.v6.11.8384041 8.78E-01 4E-12 up no pfam08547 CIA30 Complex I intermediate-associated protein 30 (CIA30). This protein is associated with mitochondrial Complex I intermediate-associated protein 30 (CIA30) in human and mouse. The family is also present in Schizosaccharomyces pombe which does not contain the NADH dehydrogenase component of complex I, or many of the other essential subunits. This means it is possible that this family of protein may not be directly involved in oxidative phosphorylation.. . . .

Manes.16G043000.v6.10.2679222 ####### 7E-05 down yes pfam00770 Peptidase_C5Adenovirus endoprotease. This family of adenovirus thiol endoproteases specifically cleave Gly-Ala peptides in viral precursor peptides.. . . .

Manes.16G043400.v6.10.2521986 ####### 0.0006 down yes pfam04317 DUF463 YcjX-like family, DUF463. These proteins possess a P-loop motif.. . . .

Manes.16G043600.v6.11.8553037 0.89166 2E-14 up no pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.16G044100.v6.12.5998261 1.37842 9E-26 up yes pfam06775 Seipin Putative adipose-regulatory protein (Seipin). Seipin is a protein of approximately 400 residues, in humans, which is the product of a gene homologous to the murine guanine nucleotide-binding protein (G protein) gamma-3 linked gene. This gene is implicated in the regulation of body fat distribution and insulin resistance and particularly in the auto-immune disease Berardinelli-Seip congenital lipodystrophy type 2. Seipin has no similarity with other known proteins or consensus motifs that might predict its function, but it is predicted to contain two transmembrane domains at residues 28-49 and 237-258, in human, and a third transmembrane domain might be present at residues 155-173. Seipin may also be implicated in Silver spastic paraplegia syndrome and distal hereditary motor neuropathy type V.. . . .

Manes.16G044200.v6.114.555876 3.86E+00 5E-17 up yes pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0023014|signal transduction by protein phosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004702|receptor signaling protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G044900.v6.10.4842252 ####### 3E-10 down yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .



Manes.16G045000.v6.11.4477825 0.53384 3E-06 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.. . GO:0003676|nucleic acid binding;GO:0000166|nucleotide binding;.

Manes.16G045800.v6.10.5552304 -0.84884 3E-13 down no pfam01858 RB_A Retinoblastoma-associated protein A domain. This domain has the cyclin fold as predicted.GO:0007049|cell cycle;GO:0051726|regulation of cell cycle;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K04681

Manes.16G046700.v6.11.6013903 0.67932 3E-06 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.16G047900.v6.10.6009066 -0.73479 0.0002 down no pfam10672 Methyltrans_SAMS-adenosylmethionine-dependent methyltransferase. Members of this family are S-adenosylmethionine-dependent methyltransferases from gamma-proteobacterial species. The diversity in the roles of methylation is matched by the almost bewildering number of methyltransferase enzymes that catalyse the methylation reaction. Although several classes of methyltransferase enzymes are known, the great majority of methylation reactions are catalysed by the S-adenosylmethionine-dependent methyltransferases.. GO:0005737|cytoplasm;GO:0003723|RNA binding;GO:0016434|rRNA (cytosine) methyltransferase activity;K06969

Manes.16G048000.v6.10.5139666 -0.96025 9E-08 down no pfam13291 ACT_4 ACT domain. ACT domains bind to amino acids and regulate associated enzyme domains. These ACT domains are found at the C-terminus of the RelA protein.. GO:0009507|chloroplast;. .

Manes.16G048300.v6.10.7687389 -0.37943 0.0164 down no pfam08167 RIX1 rRNA processing/ribosome biogenesis. Rix1 is a nucleoplasmic particle involved in rRNA processing/ribosome assembly. It associates with two other proteins, Ipi1 and Ipi3, to form the RIX1 complex that allows Rea1 - the AAA ATPase - to associate with the 60S ribosomal subunit. More than 170 assembly factors are involved in the construction and maturation of yeast ribosomes, and after these factors have completed their function they need to be released from the pre-ribosomes. Rea1 induces the release of the assembly protein complex in a mechanical fashion. This family is usually associated with NUC202, pfam08166.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003743|translation initiation factor activity;.

Manes.16G048500.v6.1Inf Inf 0.1145 up no pfam00394 Cu-oxidase Multicopper oxidase. Many of the proteins in this family contain multiple similar copies of this plastocyanin-like domain.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0008447|L-ascorbate oxidase activity;.

Manes.16G048600.v6.13.9976691 1.99916 1E-66 up yes pfam04146 YTH YT521-B-like domain. A protein of the YTH family has been shown to selectively remove transcripts of meiosis-specific genes expressed in mitotic cells. It has been speculated that in higher eukaryotic YTH-family members may be involved in similar mechanisms to suppress gene regulation during gametogenesis or general silencing. The rat protein YT521-B is a tyrosine-phosphorylated nuclear protein, that interacts with the nuclear transcriptosomal component scaffold attachment factor B, and the 68-kDa Src substrate associated during mitosis, Sam68. In vivo splicing assays demonstrated that YT521-B modulates alternative splice site selection in a concentration-dependent manner. The YTH domain has been identified as part of the PUA superfamily.GO:0043488|regulation of mRNA stability;GO:0000932|cytoplasmic mRNA processing body;GO:1990247|N6-methyladenosine-containing RNA binding;.

Manes.16G048700.v6.15.4594515 2.45E+00 8E-09 up yes pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.16G050900.v6.11.6330908 7.08E-01 4E-10 up no pfam12313 NPR1_like_CNPR1/NIM1 like defence protein C terminal. This family of proteins is found in eukaryotes. Proteins in this family are typically between 251 and 588 amino acids in length. The family is found in association with pfam00023, pfam00651. There are two conserved sequence motifs: LENRV and DLN. NPR1 (NIM1) is a defence protein in many plant species.GO:0009816|defense response to bacterium, incompatible interaction;GO:0009817|defense response to fungus, incompatible interaction;GO:0080185|effector dependent induction by symbiont of host immune response;GO:0016567|protein ubiquitination;GO:0009627|systemic acquired resistance;GO:0005634|nucleus;GO:1901149|salicylic acid binding;K14508

Manes.16G051100.v6.10.6183889 -0.69341 0.0008 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.16G051200.v6.10.456789 ####### 2E-07 down yes pfam10318 7TM_GPCR_SrhSerpentine type 7TM GPCR chemoreceptor Srh. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srh is part of the Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.16G051300.v6.10.5289812 -0.91871 1E-10 down no pfam03798 TRAM_LAG1_CLN8TLC domain. . GO:0016021|integral component of membrane;. .

Manes.16G052200.v6.12.574586 1.36434 5E-29 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.16G052300.v6.19.9347111 3.31E+00 3E-29 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0080037|negative regulation of cytokinin-activated signaling pathway;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;. .

Manes.16G052400.v6.11.035674 0.05057 0.666 up no pfam10367 Vps39_2 Vacuolar sorting protein 39 domain 2. This domain is found on the vacuolar sorting protein Vps39 which is a component of the C-Vps complex. Vps39 is thought to be required for the fusion of endosomes and other types of transport intermediates with the vacuole. In Saccharomyces cerevisiae, Vps39 has been shown to stimulate nucleotide exchange. This domain is involved in localisation and in mediating the interactions of Vps39 with Vps11.. . . .

Manes.16G052600.v6.12.3869466 1.26E+00 2E-28 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.16G052700.v6.111.381075 3.50856 3E-40 up yes pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.GO:0080037|negative regulation of cytokinin-activated signaling pathway;GO:2000762|regulation of phenylpropanoid metabolic process;GO:0005829|cytosol;. .

Manes.16G053000.v6.11.8367947 8.77E-01 3E-13 up no pfam00180 Iso_dh Isocitrate/isopropylmalate dehydrogenase.GO:0006097|glyoxylate cycle;GO:0006102|isocitrate metabolic process;GO:0006099|tricarboxylic acid cycle;GO:0005737|cytoplasm;GO:0004450|isocitrate dehydrogenase (NADP+) activity;GO:0000287|magnesium ion binding;GO:0051287|NAD binding;K00031

Manes.16G053200.v6.11.8808627 0.91139 2E-15 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G053800.v6.11.4974632 0.58252 3E-06 up no pfam05879 RHD3 Root hair defective 3 GTP-binding protein (RHD3). This family consists of several eukaryotic root hair defective 3 like GTP-binding proteins. It has been speculated that the RHD3 protein is a member of a novel class of GTP-binding proteins that is widespread in eukaryotes and required for regulated cell enlargement. The family also contains the homologous yeast synthetic enhancement of YOP1 (SEY1) protein which is involved in membrane trafficking.. GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.16G054700.v6.10.0895018 ####### 0.0003 down yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;K15803

Manes.16G055100.v6.10.6018738 ####### 7E-05 down no pfam06418 CTP_synth_NCTP synthase N-terminus. This family consists of the N-terminal region of the CTP synthase protein (EC:6.3.4.2). This family is found in conjunction with pfam00117 located in the C-terminal region of the protein. CTP synthase catalyses the synthesis of CTP from UTP by amination of the pyrimidine ring at the 4-position.GO:0044210|'de novo' CTP biosynthetic process;GO:0006241|CTP biosynthetic process;GO:0006541|glutamine metabolic process;. GO:0005524|ATP binding;GO:0003883|CTP synthase activity;K01937

Manes.16G055200.v6.1NA NA NA -- no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009834|plant-type secondary cell wall biogenesis;GO:0010455|positive regulation of cell fate commitment;GO:0003002|regionalization;GO:0006355|regulation of transcription, DNA-templated;GO:0048829|root cap development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G056000.v6.10.5615153 ####### 4E-05 down no pfam02507 PSI_PsaF Photosystem I reaction centre subunit III. Photosystem I (PSI) is an integral membrane protein complex that uses light energy to mediate electron transfer from plastocyanin to ferredoxin. Subunit III (or PSI-F) is one of at least 14 different subunits that compose the PSI complex.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009538|photosystem I reaction center;GO:0010287|plastoglobule;GO:0009579|thylakoid;. K02694

Manes.16G056700.v6.10.536748 -0.89768 4E-07 down no pfam08921 DUF1904 Domain of unknown function (DUF1904). This domain is found in a set of hypothetical bacterial proteins.. . . .

Manes.16G056800.v6.11.4338982 5.20E-01 1E-05 up no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0045489|pectin biosynthetic process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G057200.v6.11.0195728 2.80E-02 0.8495 up no pfam00780 CNH CNH domain. Domain found in NIK1-like kinase, mouse citron and yeast ROM1, ROM2. Unpublished observations.. . . .

Manes.16G057300.v6.11.398111 4.83E-01 2E-05 up no pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G057600.v6.10.0932875 -3.42217 0.0001 down yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;K15803

Manes.16G058100.v6.13.124241 1.64351 5E-06 up yes pfam12662 cEGF Complement Clr-like EGF-like. cEGF, or complement Clr-like EGF, domains have six conserved cysteine residues disulfide-bonded into the characteristic pattern 'ababcc'. They are found in blood coagulation proteins such as fibrillin, Clr and Cls, thrombomodulin, and the LDL receptor. The core fold of the EGF domain consists of two small beta-hairpins packed against each other. Two major structural variants have been identified based on the structural context of the C-terminal cysteine residue of disulfide 'c' in the C-terminal hairpin: hEGFs and cEGFs. In cEGFs the C-terminal thiol resides on the C-terminal beta-sheet, resulting in long loop-lengths between the cysteine residues of disulfide 'c', typically C[10+]XC. These longer loop-lengths may have arisen by selective cysteine loss from a four-disulfide EGF template such as laminin or integrin. Tandem cEGF domains have five linking residues between terminal cysteines of adjacent domains. cEGF domains may or may not bind calcium in the linker region. cEGF domaGO:0015031|protein transport;GO:0030665|clathrin-coated vesicle membrane;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005509|calcium ion binding;.

Manes.16G058400.v6.10.3969966 -1.3328 2E-21 down yes pfam00254 FKBP_C FKBP-type peptidyl-prolyl cis-trans isomerase.GO:0061077|chaperone-mediated protein folding;GO:0000413|protein peptidyl-prolyl isomerization;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0005737|cytoplasm;GO:0031977|thylakoid lumen;GO:0005528|FK506 binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;K01802

Manes.16G059000.v6.1Inf Inf 0.0602 up no pfam12456 hSac2 Inositol phosphatase. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. The family is found in association with pfam02383. hSac2 functions as an inositol polyphosphate 5-phosphatase.. . . .

Manes.16G060000.v6.10.1825773 -2.45342 4E-46 down yes pfam03352 Adenine_glycoMethyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006284|base-excision repair;. GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0046872|metal ion binding;K01246

Manes.16G060700.v6.11.2100397 0.27505 0.0526 up no pfam04719 TAFII28 hTAFII28-like protein conserved region. The general transcription factor, TFIID, consists of the TATA-binding protein (TBP) associated with a series of TBP-associated factors (TAFs) that together participate in the assembly of the transcription preinitiation complex. The conserved region is found at the C-terminal of most member proteins. The crystal structure of hTAFII28 with hTAFII18 shows that this region is involved in the binding of these two subunits. The conserved region contains four alpha helices and three loops arranged as in histone H3.GO:0006355|regulation of transcription, DNA-templated;GO:0051123|RNA polymerase II transcriptional preinitiation complex assembly;GO:0005669|transcription factor TFIID complex;GO:0003713|transcription coactivator activity;GO:0008134|transcription factor binding;K03135

Manes.16G060900.v6.10.3626439 -1.46337 3E-28 down yes pfam00069 Pkinase Protein kinase domain.GO:0030154|cell differentiation;GO:0048437|floral organ development;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0010075|regulation of meristem growth;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G061100.v6.10.8177707 -0.29023 0.1331 down no pfam13659 Methyltransf_26Methyltransferase domain. This family contains methyltransferase domains.GO:0030307|positive regulation of cell growth;GO:0006479|protein methylation;GO:0043234|protein complex;GO:0003676|nucleic acid binding;GO:0008276|protein methyltransferase activity;K02493

Manes.16G061200.v6.11.953407 9.66E-01 1E-14 up no pfam06418 CTP_synth_NCTP synthase N-terminus. This family consists of the N-terminal region of the CTP synthase protein (EC:6.3.4.2). This family is found in conjunction with pfam00117 located in the C-terminal region of the protein. CTP synthase catalyses the synthesis of CTP from UTP by amination of the pyrimidine ring at the 4-position.GO:0044210|'de novo' CTP biosynthetic process;GO:0006241|CTP biosynthetic process;GO:0006541|glutamine metabolic process;GO:0008654|phospholipid biosynthetic process;GO:0019856|pyrimidine nucleobase biosynthetic process;. GO:0005524|ATP binding;GO:0003883|CTP synthase activity;K01937

Manes.16G061800.v6.13.3363783 1.74E+00 2E-51 up yes pfam01055 Glyco_hydro_31Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.. . GO:0004558|alpha-1,4-glucosidase activity;GO:0030246|carbohydrate binding;GO:0032450|maltose alpha-glucosidase activity;.

Manes.16G062200.v6.17.7246109 2.94946 0.0738 up no pfam01055 Glyco_hydro_31Glycosyl hydrolases family 31. Glycosyl hydrolases are key enzymes of carbohydrate metabolizm. Family 31 comprises of enzymes that are, or similar to, alpha- galactosidases.. . GO:0004558|alpha-1,4-glucosidase activity;GO:0030246|carbohydrate binding;GO:0032450|maltose alpha-glucosidase activity;.

Manes.16G062800.v6.12.0830854 1.05872 3E-18 up yes pfam14938 SNAP Soluble NSF attachment protein, SNAP. The soluble NSF attachment protein (SNAP) proteins are involved in vesicular transport between the endoplasmic reticulum and Golgi apparatus. They act as adaptors between SNARE (integral membrane SNAP receptor) proteins and NSF (N-ethylmaleimide-sensitive factor). They are structurally similar to TPR repeats.GO:0006886|intracellular protein transport;GO:0061025|membrane fusion;GO:0016192|vesicle-mediated transport;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005774|vacuolar membrane;GO:0005483|soluble NSF attachment protein activity;GO:0019905|syntaxin binding;.

Manes.16G063000.v6.10.4487514 ####### 9E-06 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:2000122|negative regulation of stomatal complex development;GO:0006508|proteolysis;GO:2000038|regulation of stomatal complex development;GO:0010037|response to carbon dioxide;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004252|serine-type endopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.16G063400.v6.10.5583005 ####### 0.2705 down no pfam01565 FAD_binding_4FAD binding domain. This family consists of various enzymes that use FAD as a co-factor, most of the enzymes are similar to oxygen oxidoreductase. One of the enzymes Vanillyl-alcohol oxidase (VAO) has a solved structure, the alignment includes the FAD binding site, called the PP-loop, between residues 99-110. The FAD molecule is covalently bound in the known structure, however the residue that links to the FAD is not in the alignment. VAO catalyses the oxidation of a wide variety of substrates, ranging form aromatic amines to 4-alkylphenols. Other members of this family include D-lactate dehydrogenase, this enzyme catalyses the conversion of D-lactate to pyruvate using FAD as a co-factor; mitomycin radical oxidase, this enzyme oxidizes the reduced form of mitomycins and is involved in mitomycin resistance. This family includes MurB an UDP-N-acetylenolpyruvoylglucosamine reductase enzyme EC:1.1.1.158. This enzyme is involved in the biosynthesis of peptidoglycan.GO:0006979|response to oxidative stress;GO:0031225|anchored component of membrane;GO:0048046|apoplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;.

Manes.16G064000.v6.10.6199029 ####### 2E-08 down no pfam01061 ABC2_membraneABC-2 type transporter.GO:0042335|cuticle development;GO:0006855|drug transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0016887|ATPase activity;.

Manes.16G064400.v6.15.2199814 2.38E+00 8E-61 up yes pfam01643 Acyl-ACP_TEAcyl-ACP thioesterase. This family consists of various acyl-acyl carrier protein (ACP) thioesterases (TE) these terminate fatty acyl group extension via hydrolysing an acyl group on a fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0016790|thiolester hydrolase activity;.

Manes.16G065000.v6.10.8372107 -0.25634 0.0698 down no pfam02475 Met_10 Met-10+ like-protein. The methionine-10 mutant allele of N. crassa codes for a protein of unknown function. However, homologous proteins have been found in yeast suggesting this protein may be involved in methionine biosynthesis, transport and/or utilisation.GO:0048449|floral organ formation;GO:0016570|histone modification;GO:0009909|regulation of flower development;GO:0005829|cytosol;GO:0005759|mitochondrial matrix;GO:0005634|nucleus;GO:0052906|tRNA (guanine(37)-N(1))-methyltransferase activity;.

Manes.16G065400.v6.12.5462356 1.34837 2E-06 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . . .

Manes.16G065500.v6.11.908775 9.33E-01 2E-05 up no pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . . .

Manes.16G065700.v6.1Inf Inf 0.8764 up no pfam01397 Terpene_synthTerpene synthase, N-terminal domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.16G066000.v6.13.9161823 1.96945 3E-56 up yes pfam01925 TauE Sulfite exporter TauE/SafE. This is a family of integral membrane proteins where the alignment appears to contain two duplicated modules of three transmembrane helices. The proteins are involved in the transport of anions across the cytoplasmic membrane during taurine metabolizm as an exporter of sulfoacetate. This family used to be known as DUF81.. . . .

Manes.16G066100.v6.11.0547052 0.07684 0.5168 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.16G066500.v6.10.1931248 ####### 2E-11 down yes pfam00743 FMO-like Flavin-binding monooxygenase-like. This family includes FMO proteins, cyclohexanone mono-oxygenase and a number of different mono-oxygenases.GO:0009851|auxin biosynthetic process;GO:0005737|cytoplasm;GO:0050660|flavin adenine dinucleotide binding;GO:0004499|N,N-dimethylaniline monooxygenase activity;GO:0050661|NADP binding;.

Manes.16G067700.v6.12.9705842 1.57E+00 0.2142 up no pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009686|gibberellin biosynthetic process;. GO:0016707|gibberellin 3-beta-dioxygenase activity;GO:0046872|metal ion binding;.

Manes.16G068000.v6.11.821213 8.65E-01 5E-14 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.16G068200.v6.12.5650847 1.36E+00 2E-06 up yes pfam02845 CUE CUE domain. CUE domains have been shown to bind ubiquitin. It has been suggested that CUE domains are related to pfam00627 and this has been confirmed by the structure of the domain. CUE domains also occur in two protein of the IL-1 signal transduction pathway, tollip and TAB2.. . . .

Manes.16G068300.v6.10.3074064 ####### 3E-27 down yes pfam01789 PsbP PsbP. This family consists of the 23 kDa subunit of oxygen evolving system of photosystem II or PsbP from various plants (where it is encoded by the nuclear genome) and Cyanobacteria. The 23 KDa PsbP protein is required for PSII to be fully operational in vivo, it increases the affinity of the water oxidation site for Cl- and provides the conditions required for high affinity binding of Ca2+.GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009535|chloroplast thylakoid membrane;GO:0019898|extrinsic component of membrane;GO:0009654|photosystem II oxygen evolving complex;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0005509|calcium ion binding;.

Manes.16G068900.v6.1Inf Inf 0.1136 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.16G069100.v6.10.6710798 ####### 0.0002 down no pfam04570 DUF581 Protein of unknown function (DUF581). Family of uncharacterized proteins.. . . .

Manes.16G069400.v6.1Inf Inf 0.8798 up no pfam03025 Papilloma_E5Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.16G069500.v6.10.761569 -0.39295 0.0009 down no pfam09368 Sas10 Sas10 C-terminal domain. Sas10 is an Essential subunit of U3-containing Small Subunit (SSU) processome complex involved in the production of the 18S rRNA and assembly of the small ribosomal subunit.GO:0007420|brain development;GO:0016568|chromatin modification;GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14767

Manes.16G069600.v6.11.3832573 4.68E-01 1E-04 up no pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;.

Manes.16G069800.v6.11.2320034 3.01E-01 0.047 up no pfam04700 Baculo_gp41 Structural glycoprotein p40/gp41 conserved region. Family of viral structural glycoproteins.. . . .

Manes.16G069900.v6.10.3528964 ####### 2E-07 down yes pfam07263 DMP1 Dentin matrix protein 1 (DMP1). This family consists of several mammalian dentin matrix protein 1 (DMP1) sequences. The dentin matrix acidic phosphoprotein 1 (DMP1) gene has been mapped to human chromosome 4q21. DMP1 is a bone and teeth specific protein initially identified from mineralised dentin. DMP1 is primarily localized in the nuclear compartment of undifferentiated osteoblasts. In the nucleus, DMP1 acts as a transcriptional component for activation of osteoblast-specific genes like osteocalcin. During the early phase of osteoblast maturation, Ca(2+) surges into the nucleus from the cytoplasm, triggering the phosphorylation of DMP1 by a nuclear isoform of casein kinase II. This phosphorylated DMP1 is then exported out into the extracellular matrix, where it regulates nucleation of hydroxyapatite. DMP1 is a unique molecule that initiates osteoblast differentiation by transcription in the nucleus and orchestrates mineralised matrix formation extracellularly, at later stages of osteoblast maturation. The D. . . .

Manes.16G070000.v6.11.5582411 6.40E-01 7E-08 up no pfam02405 Permease Permease. This domain functions as a permease. In a hypothetical protein from Neisseria it is involved in L-glutamate import into the cell. In Arabidopsis ABC transporter I family member 14 it is involved in lipid transfer within the cell.GO:0006869|lipid transport;GO:0043190|ATP-binding cassette (ABC) transporter complex;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009707|chloroplast outer membrane;GO:0005319|lipid transporter activity;.

Manes.16G070200.v6.10.2710223 ####### 2E-49 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.16G070600.v6.10.8262766 -0.2753 0.0225 down no pfam07227 DUF1423 Protein of unknown function (DUF1423). This family represents a conserved region approximately 500 residues long within a number of Arabidopsis thaliana proteins of unknown function.GO:0016568|chromatin modification;GO:0009908|flower development;GO:0016571|histone methylation;GO:0045814|negative regulation of gene expression, epigenetic;GO:0061087|positive regulation of histone H3-K27 methylation;GO:0051571|positive regulation of histone H3-K4 methylation;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0048572|short-day photoperiodism;GO:0048575|short-day photoperiodism, flowering;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005677|chromatin silencing complex;GO:0016607|nuclear speck;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.16G071100.v6.10.7408476 ####### 0.0012 down no pfam00293 NUDIX NUDIX domain.GO:0006772|thiamine metabolic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0044715|8-oxo-dGDP phosphatase activity;GO:0046872|metal ion binding;.

Manes.16G071200.v6.12.6231593 1.39131 2E-34 up yes pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0006886|intracellular protein transport;GO:0045839|negative regulation of mitotic nuclear division;GO:0007165|signal transduction;GO:0070062|extracellular exosome;GO:0005622|intracellular;GO:0030276|clathrin binding;GO:0019901|protein kinase binding;.

Manes.16G071300.v6.1NA NA NA -- no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.16G071700.v6.10.1929769 ####### 4E-11 down yes pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G071800.v6.11.5188178 0.60295 2E-06 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . GO:0016787|hydrolase activity;K06889

Manes.16G071900.v6.11.4355689 0.52162 1E-05 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006635|fatty acid beta-oxidation;GO:0007031|peroxisome organization;GO:0016558|protein import into peroxisome matrix;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0005778|peroxisomal membrane;GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;K10689

Manes.16G072200.v6.11.8162144 0.86093 0.0002 up no pfam01048 PNP_UDP_1 Phosphorylase superfamily. Members of this family include: purine nucleoside phosphorylase (PNP) Uridine phosphorylase (UdRPase) 5'-methylthioadenosine phosphorylase (MTA phosphorylase)GO:0009116|nucleoside metabolic process;. GO:0003824|catalytic activity;GO:0045735|nutrient reservoir activity;.

Manes.16G072700.v6.10.297914 -1.74703 5E-31 down yes pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.GO:0009409|response to cold;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0010319|stromule;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0004462|lactoylglutathione lyase activity;GO:0046872|metal ion binding;K01759

Manes.16G073200.v6.10.4489357 -1.15542 1E-16 down yes pfam08282 Hydrolase_3 haloacid dehalogenase-like hydrolase. This family contains haloacid dehalogenase-like hydrolase enzymes.GO:0005975|carbohydrate metabolic process;. GO:0000287|magnesium ion binding;GO:0008967|phosphoglycolate phosphatase activity;K07024

Manes.16G073700.v6.1163.81066 7.36E+00 2E-90 up yes pfam01627 Hpt Hpt domain. The histidine-containing phosphotransfer (HPt) domain is a novel protein module with an active histidine residue that mediates phosphotransfer reactions in the two-component signaling systems. A multistep phosphorelay involving the HPt domain has been suggested for these signaling pathways. The crystal structure of the HPt domain of the anaerobic sensor kinase ArcB has been determined. The domain consists of six alpha helices containing a four-helix bundle-folding. The pattern of sequence similarity of the HPt domains of ArcB and components in other signaling systems can be interpreted in light of the three-dimensional structure and supports the conclusion that the HPt domains have a common structural motif both in prokaryotes and eukaryotes. In S. cerevisiae ypd1p this domain has been shown to contain a binding surface for Ssk1p (response regulator receiver domain containing protein pfam00072).GO:0009736|cytokinin-activated signaling pathway;GO:0000160|phosphorelay signal transduction system;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0004871|signal transducer activity;.

Manes.16G073800.v6.11.401915 4.87E-01 0.0001 up no pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.GO:0034766|negative regulation of ion transmembrane transport;GO:0032463|negative regulation of protein homooligomerization;GO:0090073|positive regulation of protein homodimerization activity;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0031464|Cul4A-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0004176|ATP-dependent peptidase activity;GO:0046872|metal ion binding;K11793

Manes.16G073900.v6.10.3090823 ####### 1E-24 down yes pfam00390 malic Malic enzyme, N-terminal domain.GO:0006108|malate metabolic process;GO:0005737|cytoplasm;GO:0004471|malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0004473|malate dehydrogenase (decarboxylating) (NADP+) activity;GO:0046872|metal ion binding;GO:0051287|NAD binding;GO:0008948|oxaloacetate decarboxylase activity;K00029

Manes.16G074100.v6.11.613945 6.91E-01 1E-09 up no pfam00069 Pkinase Protein kinase domain.GO:0006281|DNA repair;GO:0006897|endocytosis;GO:0045143|homologous chromosome segregation;GO:0036289|peptidyl-serine autophosphorylation;GO:1990443|peptidyl-threonine autophosphorylation;GO:0038083|peptidyl-tyrosine autophosphorylation;GO:0018108|peptidyl-tyrosine phosphorylation;GO:0008360|regulation of cell shape;GO:0006282|regulation of DNA repair;GO:0007165|signal transduction;GO:0016055|Wnt signaling pathway;GO:0032153|cell division site;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;K14758

Manes.16G074300.v6.12.6741512 1.42E+00 3E-35 up yes pfam12146 Hydrolase_4 Putative lysophospholipase. This domain is found in bacteria and eukaryotes and is approximately 110 amino acids in length. It is found in association with pfam00561. Many members are annotated as being lysophospholipases, and others as alpha-beta hydrolase fold-containing proteins.GO:0009809|lignin biosynthetic process;GO:0006629|lipid metabolic process;GO:0046686|response to cadmium ion;GO:0042542|response to hydrogen peroxide;GO:0006979|response to oxidative stress;GO:0010043|response to zinc ion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0003846|2-acylglycerol O-acyltransferase activity;GO:0090430|caffeoyl-CoA: alcohol caffeoyl transferase activity;GO:0016787|hydrolase activity;GO:0004622|lysophospholipase activity;K18368

Manes.16G074600.v6.10.8272234 ####### 0.0337 down no pfam08670 MEKHLA MEKHLA domain. The MEKHLA domain shares similarity with the PAS domain and is found in the 3' end of plant HD-ZIP III homeobox genes, and bacterial proteins.GO:0030154|cell differentiation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008289|lipid binding;.

Manes.16G074800.v6.1Inf Inf 0.1145 up no pfam04997 RNA_pol_Rpb1_1RNA polymerase Rpb1, domain 1. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain, domain 1, represents the clamp domain, which a mobile domain involved in positioning the DNA, maintenance of the transcription bubble and positioning of the nascent RNA strand.. . . .

Manes.16G075000.v6.10.476733 -1.06875 0.0002 down yes pfam10324 7TM_GPCR_SrwSerpentine type 7TM GPCR chemoreceptor Srw. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srw is a solo family amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srw do not appear to be under as strong an adaptive evolutionary pressure as those of Srz.. . . .

Manes.16G075100.v6.1NA NA NA -- no pfam03805 CLAG Cytoadherence-linked asexual protein. Clag (cytoadherence linked asexual gene) is a malaria surface protein which has been shown to be involved in the binding of Plasmodium falciparum infected erythrocytes to host endothelial cells, a process termed cytoadherence. The cytoadherence phenomenon is associated with the sequestration of infected erythrocytes in the blood vessels of the brain, cerebral malaria. Clag is a multi-gene family in Plasmodium falciparum with at least 9 members identified to date. Orthologous proteins in the rodent malaria species Plasmodium chabaudi (Lawson D Unpubl. obs.) suggest that the gene family is found in other malaria species and may play a more generic role in cytoadherence.. . . .

Manes.16G075300.v6.10.4745099 ####### 1E-16 down yes pfam07575 Nucleopor_Nup85Nup85 Nucleoporin. A family of nucleoporins conserved from yeast to human. THe nuclear pore complex is a large assembly composed of two essential complexes: the heptameric Nup84 complex and the heteromeric Nic96-containing complex. The Nup84 complex is composed of one copy each of Nup84, Nup85, Nup120, Nup133, Nup145C, Sec13, and Seh1. The structure of a complex of Nup85 and Seh1 was solved. The N-terminus of Nup85 is inserted and forms a three-stranded blade that completes the Seh1 6-bladed beta-propeller in trans. Following its N-terminal insertion blade, Nup85 forms a compact cuboid structure composed of 20 helices, with two distinct modules, referred to as crown and trunk.GO:0051028|mRNA transport;GO:0015031|protein transport;GO:0005635|nuclear envelope;GO:0005643|nuclear pore;. K14304

Manes.16G075400.v6.10.4452201 ####### 2E-22 down yes pfam05664 DUF810 Protein of unknown function (DUF810). This family consists of several plant proteins of unknown function.. . . .

Manes.16G075500.v6.10.5761111 -0.79558 0.0018 down no pfam13855 LRR_8 Leucine rich repeat.. GO:0005737|cytoplasm;. K10282

Manes.16G075800.v6.10.1495625 -2.74118 2E-25 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286



Manes.16G077100.v6.11.1560547 2.09E-01 0.1964 up no pfam01612 DNA_pol_A_exo13'-5' exonuclease. This domain is responsible for the 3'-5' exonuclease proofreading activity of Escherichia coli DNA polymerase I (polI) and other enzymes, it catalyses the hydrolysis of unpaired or mismatched nucleotides. This domain consists of the amino-terminal half of the Klenow fragment in Escherichia coli polI it is also found in the Werner syndrome helicase (WRN), focus forming activity 1 protein (FFA-1) and ribonuclease D (RNase D). Werner syndrome is a human genetic disorder causing premature aging; the WRN protein has helicase activity in the 3'-5' direction. The FFA-1 protein is required for formation of a replication foci and also has helicase activity; it is a homologue of the WRN protein. RNase D is a 3'-5' exonuclease involved in tRNA processing. Also found in this family is the autoantigen PM/Scl thought to be involved in polymyositis-scleroderma overlap syndrome.. . GO:0008408|3'-5' exonuclease activity;GO:0003676|nucleic acid binding;K18740

Manes.16G077200.v6.11.4497604 0.53581 3E-06 up no pfam05007 Mannosyl_transMannosyltransferase (PIG-M). PIG-M has a DXD motif. The DXD motif is found in many glycosyltransferases that utilize nucleotide sugars. It is thought that the motif is involved in the binding of a manganese ion that is required for association of the enzymes with nucleotide sugar substrates.GO:0007623|circadian rhythm;GO:0010031|circumnutation;GO:0048573|photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0009909|regulation of flower development;GO:0010119|regulation of stomatal movement;GO:0009737|response to abscisic acid;GO:0009733|response to auxin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0009826|unidimensional cell growth;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;K12125

Manes.16G077600.v6.11.9681188 9.77E-01 2E-10 up no . . . . . . .

Manes.16G077700.v6.14.3256295 2.11291 5E-74 up yes pfam07797 DUF1639 Protein of unknown function (DUF1639). This approximately 50 residue region is found in a number of sequences derived from hypothetical plant proteins. This region features a highly basic 5 amino-acid stretch towards its centre.. . . .

Manes.16G077800.v6.11.6507769 0.72315 3E-09 up no pfam01650 Peptidase_C13Peptidase C13 family. Members of this family are asparaginyl peptidases. The blood fluke parasite Schistosoma mansoni has at least five Clan CA cysteine peptidases in its digestive tract including cathepsins B (2 isoforms), C, F and L. All have been recombinantly expressed as active enzymes, albeit in various stages of activation. In addition, a Clan CD peptidase, termed asparaginyl endopeptidase or 'legumain' has been identified. This has formerly been characterized as a 'haemoglobinase', but this term is probably incorrect. Two cDNAs have been described for Schistosoma mansoni legumain; one encodes an active enzyme whereas the active site cysteine residue encoded by the second cDNA is substituted by an asparagine residue. Both forms have been recombinantly expressed.. . GO:0008234|cysteine-type peptidase activity;K01369

Manes.16G077900.v6.11.9440363 9.59E-01 0.0003 up no pfam10258 RNA_GG_bindPHAX RNA-binding domain. RNA_GG_bind is the highly conserved U3 snoRNA-binding domain of PHAX (phosphorylated adaptor for RNA export) whose function is to transport U3 snoRNA from the nucleus after transcription. It is characterized by having two pairs of adjacent glycines, as GGx12GG.. . . .

Manes.16G078000.v6.16.9643754 2.79999 6E-57 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.16G078100.v6.11.4391906 0.52526 8E-05 up no pfam13700 DUF4158 Domain of unknown function (DUF4158). The exact function of this domain is not clear, but it frequently occurs as an N-terminal region of transposase 3 or IS3 family of insertion elements.GO:0016568|chromatin modification;GO:0006302|double-strand break repair;GO:0031572|G2 DNA damage checkpoint;GO:0045739|positive regulation of DNA repair;GO:0070536|protein K63-linked deubiquitination;GO:0010212|response to ionizing radiation;GO:0070531|BRCA1-A complex;GO:0070552|BRISC complex;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.16G078200.v6.11.4751663 0.56088 6E-06 up no pfam06201 PITH PITH domain. This family was formerly known as DUF1000. The full-length, Txnl1, protein which is a probable component of the 26S proteasome, uses its C-terminal, PITH, domain to associate specifically with the 26S proteasome. PITH derives from proteasome-interacting thioredoxin domain.. GO:0005634|nucleus;. .

Manes.16G078300.v6.10.5421998 ####### 2E-11 down no pfam00464 SHMT Serine hydroxymethyltransferase.GO:0006544|glycine metabolic process;GO:0006563|L-serine metabolic process;GO:0035999|tetrahydrofolate interconversion;GO:0009507|chloroplast;GO:0004372|glycine hydroxymethyltransferase activity;GO:0030170|pyridoxal phosphate binding;K00600

Manes.16G078500.v6.10.678164 ####### 0.0001 down no pfam04718 ATP-synt_G Mitochondrial ATP synthase g subunit. The Fo sector of the ATP synthase is a membrane bound complex which mediates proton transport. It is composed of nine different polypeptide subunits (a, b, c, d, e, f, g F6, A6L). The function of subunit g is currently unknown. The conserved region covers all but the very N-terminus of the member sequences. No prokaryotic members have been identified thus far.. . . .

Manes.16G078800.v6.10.4647869 ####### 0.002 down yes pfam01941 AdoMet_SynthaseS-adenosylmethionine synthetase (AdoMet synthetase). This family consists of several archaebacterial S-adenosylmethionine synthetase C(AdoMet synthetase or MAT) (EC 2.5.1.6). S-Adenosylmethionine (AdoMet) occupies a central role in the metabolizm of all cells. The biological roles of AdoMet include acting as the primary methyl group donor, as a precursor to the polyamines, and as a progenitor of a 5'-deoxyadenosyl radical. S-Adenosylmethionine synthetase catalyses the only known route of AdoMet biosynthesis. The synthetic process occurs in a unique reaction in which the complete triphosphate chain is displaced from ATP and a sulfonium ion formed. MATs from various organisms contain ~400-amino acid polypeptide chains.. . . .

Manes.16G078900.v6.13.1069333 1.64E+00 1E-15 up yes pfam01058 Oxidored_q6 NADH ubiquinone oxidoreductase, 20 Kd subunit.. GO:0005739|mitochondrion;GO:0070469|respiratory chain;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0046872|metal ion binding;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0048038|quinone binding;.

Manes.16G079200.v6.10.3922701 -1.35008 5E-12 down yes pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.16G079500.v6.10.1744668 -2.51898 5E-13 down yes pfam10604 Polyketide_cyc2Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.16G079900.v6.10.7073088 ####### 0.0002 down no pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.. . . .

Manes.16G080000.v6.16.3410709 2.66E+00 1E-92 up yes pfam05608 DUF778 Protein of unknown function (DUF778). This family consists of several eukaryotic proteins of unknown function.GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0009723|response to ethylene;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.16G080100.v6.12.2621367 1.17769 5E-21 up yes pfam06799 DUF1230 Protein of unknown function (DUF1230). This family consists of several hypothetical plant and photosynthetic bacterial proteins of around 160 residues in length. The function of this family is unknown although looking at the species distribution the protein may play a part in photosynthesis.. GO:0009507|chloroplast;. .

Manes.16G080300.v6.10.6033055 -0.72904 0.0004 down no pfam02347 GDC-P Glycine cleavage system P-protein. This family consists of Glycine cleavage system P-proteins EC:1.4.4.2 from bacterial, mammalian and plant sources. The P protein is part of the glycine decarboxylase multienzyme complex EC:2.1.2.10 (GDC) also annotated as glycine cleavage system or glycine synthase. GDC consists of four proteins P, H, L and T. The reaction catalysed by this protein is:- Glycine + lipoylprotein <=> S-aminomethyldihydrolipoylprotein + CO2GO:0006546|glycine catabolic process;GO:0005739|mitochondrion;GO:0004375|glycine dehydrogenase (decarboxylating) activity;.

Manes.16G080400.v6.10.1761712 -2.50495 1E-43 down yes pfam00320 GATA GATA zinc finger. This domain uses four cysteine residues to coordinate a zinc ion. This domain binds to DNA. Two GATA zinc fingers are found in the GATA transcription factors. However there are several proteins which only contains a single copy of the domain.GO:0007623|circadian rhythm;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009910|negative regulation of flower development;GO:0010187|negative regulation of seed germination;GO:0010380|regulation of chlorophyll biosynthetic process;GO:0010468|regulation of gene expression;GO:0009735|response to cytokinin;GO:0009416|response to light stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;GO:0008270|zinc ion binding;.

Manes.16G080700.v6.10.7743407 ####### 0.0314 down no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0006486|protein glycosylation;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0008378|galactosyltransferase activity;.

Manes.16G080900.v6.10.3860757 -1.37304 1E-19 down yes pfam14364 DUF4408 Domain of unknown function (DUF4408). This domain is found at the N-terminus of member of the DUF761 family pfam05553. Many members are plant proteins.. . . .

Manes.16G081100.v6.1#NAME? #NAME? 0.056 down no pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.16G081200.v6.10.1594333 -2.64898 2E-90 down yes pfam00487 FA_desaturaseFatty acid desaturase.GO:0006665|sphingolipid metabolic process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0016491|oxidoreductase activity;.

Manes.16G081400.v6.12.3839296 1.25334 0.0055 up yes pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005737|cytoplasm;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.16G081900.v6.11.4554757 0.54149 0.0037 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0009108|coenzyme biosynthetic process;GO:0015939|pantothenate metabolic process;GO:0044281|small molecule metabolic process;GO:0006810|transport;GO:0006766|vitamin metabolic process;GO:0006767|water-soluble vitamin metabolic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0015297|antiporter activity;K15084

Manes.16G082500.v6.10.9039835 ####### 0.291 down no pfam08242 Methyltransf_12Methyltransferase domain. Members of this family are SAM dependent methyltransferases.. . GO:0008168|methyltransferase activity;K00599

Manes.16G082600.v6.10.7571447 -0.40136 0.0013 down no pfam04124 Dor1 Dor1-like family. Dor1 is involved in vesicle targeting to the yeast Golgi apparatus and complexes with a number of other trafficking proteins, which include Sec34 and Sec35.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0017119|Golgi transport complex;GO:0016020|membrane;. .

Manes.16G082800.v6.10.8188271 ####### 0.0268 down no pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G082900.v6.10.3053474 ####### 3E-20 down yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.16G083200.v6.15.1483681 2.36412 0.073 up no pfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;GO:0005737|cytoplasm;GO:0030794|(S)-coclaurine-N-methyltransferase activity;.

Manes.16G083300.v6.10.7884665 ####### 0.0099 down no pfam02353 CMAS Mycolic acid cyclopropane synthetase. This family consist of Cyclopropane-fatty-acyl-phospholipid synthase or CFA synthase EC:2.1.1.79 this enzyme catalyse the reaction: S-adenosyl-L-methionine + phospholipid olefinic fatty acid <=> S-adenosyl-L-homocysteine + phospholipid cyclopropane fatty acid.GO:0008610|lipid biosynthetic process;GO:0005737|cytoplasm;GO:0030794|(S)-coclaurine-N-methyltransferase activity;.

Manes.16G083500.v6.10.7212448 ####### 0.0003 down no pfam01189 Nol1_Nop2_FmuNOL1/NOP2/sun family.GO:0006364|rRNA processing;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0008168|methyltransferase activity;GO:0044822|poly(A) RNA binding;K15264

Manes.16G083700.v6.18.4450185 3.0781 0.0728 up no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.16G084400.v6.13.8100405 1.93E+00 0.4061 up no pfam10776 DUF2600 Protein of unknown function (DUF2600). This is a bacterial family of proteins. Some members in the family are annotated as YtpB however currently no function is known.. . . .

Manes.16G084500.v6.11.8343077 0.87524 1E-06 up no pfam06596 PsbX Photosystem II reaction centre X protein (PsbX). This family consists of several photosystem II reaction centre X protein (PsbX) sequences from both prokaryotes and eukaryotes.. . . .

Manes.16G085100.v6.11.6450134 0.7181 3E-10 up no pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0048568|embryonic organ development;GO:0001701|in utero embryonic development;GO:0035264|multicellular organism growth;GO:0042787|protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0061053|somite development;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0016874|ligase activity;GO:0044822|poly(A) RNA binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K10624

Manes.16G085200.v6.1116.63192 6.86582 3E-34 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.16G085300.v6.10.5733514 ####### 4E-09 down no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G085500.v6.11.9016511 9.27E-01 6E-16 up no pfam09265 Cytokin-bind Cytokinin dehydrogenase 1, FAD and cytokinin binding. Members of this family adopt an alpha+beta sandwich structure with an antiparallel beta-sheet, in a ferredoxin-like fold. They are predominantly found in plant cytokinin dehydrogenase 1, where they are capable of binding both FAD and cytokinin substrates. The substrate displays a 'plug-into-socket' binding mode that seals the catalytic site and precisely positions the carbon atom undergoing oxidation in close contact with the reactive locus of the flavin.GO:0009823|cytokinin catabolic process;. GO:0019139|cytokinin dehydrogenase activity;GO:0050660|flavin adenine dinucleotide binding;GO:0008762|UDP-N-acetylmuramate dehydrogenase activity;K00279

Manes.16G085600.v6.12.0916572 1.06465 7E-21 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.. . . .

Manes.16G085700.v6.10.6059986 -0.72261 1E-08 down no pfam07693 KAP_NTPaseKAP family P-loop domain. The KAP (after Kidins220/ARMS and PifA) family of predicted NTPases are sporadically distributed across a wide phylogenetic range in bacteria and in animals. Many of the prokaryotic KAP NTPases are encoded in plasmids and tend to undergo disruption to form pseudogenes. A unique feature of all eukaryotic and certain bacterial KAP NTPases is the presence of two or four transmembrane helices inserted into the P-loop NTPase domain. These transmembrane helices anchor KAP NTPases in the membrane such that the P-loop domain is located on the intracellular side.. . . .

Manes.16G085900.v6.10.5493859 -0.86411 3E-13 down no pfam02325 YGGT YGGT family. This family consists of a repeat found in conserved hypothetical integral membrane proteins. The function of this region and the proteins which possess it is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. K02221

Manes.16G086000.v6.10.5487594 ####### 7E-10 down no pfam00069 Pkinase Protein kinase domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0009755|hormone-mediated signaling pathway;GO:0048281|inflorescence morphogenesis;GO:0009965|leaf morphogenesis;GO:0009664|plant-type cell wall organization;GO:0009944|polarity specification of adaxial/abaxial axis;GO:0046777|protein autophosphorylation;GO:0030155|regulation of cell adhesion;GO:0051302|regulation of cell division;GO:0001558|regulation of cell growth;GO:2000027|regulation of organ morphogenesis;GO:0010103|stomatal complex morphogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0010148|transpiration;GO:0001944|vasculature development;GO:0016021|integral component of membrane;GO:0005739|mitochondrion;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0019199|transmembrane receptor protein kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G086200.v6.11.5403407 0.62325 1E-05 up no pfam00068 Phospholip_A2_1Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.16G086300.v6.13.422135 1.7749 1E-32 up yes pfam15060 PPDFL Differentiation and proliferation regulator. Pancreatic progenitor cell differentiation and proliferation factor-like protein (PPDFL) is alternatively named Exocrine differentiation and proliferation factor-like protein. PPDFL regulates exocrine cell fate. This protein is highly expressed in exocrine progenitor cells which eventually differentiate to form exocrine pancreatic cells.. . . .

Manes.16G086400.v6.11.4003135 4.86E-01 0.0271 up no pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;K01179

Manes.16G086500.v6.11.5799869 6.60E-01 2E-08 up no pfam00503 G-alpha G-protein alpha subunit. G proteins couple receptors of extracellular signals to intracellular signaling pathways. The G protein alpha subunit binds guanyl nucleotide and is a weak GTPase. A set of residues that are unique to G-alpha as compared to its ancestor the Arf-like family form a ring of residues centered on the nucleotide binding site. A Ggamma is found fused to an inactive Galpha in the Dictyostelium protein gbqA.GO:0007186|G-protein coupled receptor signaling pathway;. GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;GO:0004871|signal transducer activity;.

Manes.16G087300.v6.1Inf Inf 0.8764 up no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G088000.v6.11.5291545 6.13E-01 2E-06 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0009737|response to abscisic acid;GO:0005829|cytosol;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16274

Manes.16G088300.v6.12.2920985 1.19667 2E-17 up yes pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.16G088500.v6.10.9806748 -0.02815 0.8198 down no pfam01369 Sec7 Sec7 domain. The Sec7 domain is a guanine-nucleotide-exchange-factor (GEF) for the pfam00025 family.GO:0042742|defense response to bacterium;GO:0006897|endocytosis;GO:0040007|growth;GO:0006955|immune response;GO:0045087|innate immune response;GO:0043547|positive regulation of GTPase activity;GO:0015031|protein transport;GO:0032012|regulation of ARF protein signal transduction;GO:0016192|vesicle-mediated transport;GO:0016032|viral process;GO:0005829|cytosol;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0005802|trans-Golgi network;GO:0005086|ARF guanyl-nucleotide exchange factor activity;K13462

Manes.16G088900.v6.192.607136 6.53305 9E-304 up yes pfam03435 Saccharop_dhSaccharopine dehydrogenase. This family comprised of three structural domains that can not be separated in the linear sequence. In some organisms this enzyme is found as a bifunctional polypeptide with lysine ketoglutarate reductase. The saccharopine dehydrogenase can also function as a saccharopine reductase.GO:0033512|L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0005737|cytoplasm;GO:0047131|saccharopine dehydrogenase (NAD+, L-glutamate-forming) activity;GO:0047130|saccharopine dehydrogenase (NADP+, L-lysine-forming) activity;K14157

Manes.16G089100.v6.10.2117752 -2.23939 5E-51 down yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G089400.v6.142.656964 5.41E+00 5E-140 up yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G089600.v6.10.912817 -0.1316 0.2925 down no pfam04136 Sec34 Sec34-like family. Sec34 and Sec35 form a sub-complex, in a seven protein complex that includes Dor1 (pfam04124). This complex is thought to be important for tether vesicles to the Golgi.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0007030|Golgi organization;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006886|intracellular protein transport;GO:0006486|protein glycosylation;GO:0033365|protein localization to organelle;GO:0050821|protein stabilization;GO:0000301|retrograde transport, vesicle recycling within Golgi;GO:0006890|retrograde vesicle-mediated transport, Golgi to ER;GO:0005801|cis-Golgi network;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0032580|Golgi cisterna membrane;GO:0017119|Golgi transport complex;GO:0005654|nucleoplasm;GO:0005886|plasma membrane;GO:0008565|protein transporter activity;.

Manes.16G089800.v6.11.9877245 0.99112 3E-15 up no pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.GO:0010256|endomembrane system organization;GO:0046854|phosphatidylinositol phosphorylation;GO:0009555|pollen development;GO:0090332|stomatal closure;GO:0007033|vacuole organization;GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005739|mitochondrion;GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00921

Manes.16G090100.v6.12.1210732 1.08479 5E-19 up yes pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.16G090400.v6.11.9905565 0.99317 6E-15 up no pfam02383 Syja_N SacI homology domain. This Pfam family represents a protein domain which shows homology to the yeast protein SacI. The SacI homology domain is most notably found at the amino terminal of the inositol 5'-phosphatase synaptojanin.GO:0036092|phosphatidylinositol-3-phosphate biosynthetic process;GO:0007033|vacuole organization;GO:0005774|vacuolar membrane;GO:0042578|phosphoric ester hydrolase activity;.

Manes.16G090600.v6.10.1426411 -2.80954 1E-54 down yes pfam00862 Sucrose_synthSucrose synthase. Sucrose synthases catalyse the synthesis of sucrose from UDP-glucose and fructose. This family includes the bulk of the sucrose synthase protein. However the carboxyl terminal region of the sucrose synthases belongs to the glycosyl transferase family pfam00534.GO:0009058|biosynthetic process;GO:0009877|nodulation;GO:0005985|sucrose metabolic process;. GO:0016157|sucrose synthase activity;K00695

Manes.16G090700.v6.14.8438892 2.28E+00 5E-21 up yes pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0016567|protein ubiquitination;GO:0005847|mRNA cleavage and polyadenylation specificity factor complex;GO:0005634|nucleus;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;K15541

Manes.16G090800.v6.10.6505103 ####### 0.0872 down no pfam08783 DWNN DWNN domain. DWNN is a ubiquitin like domain found at the N terminus of the RBBP6 family of splicing-associated proteins. The DWNN domain is independently expressed in higher vertebrates so it may function as a novel ubiquitin-like modifier of other proteins.GO:0006378|mRNA polyadenylation;GO:0098789|pre-mRNA cleavage required for polyadenylation;GO:0016567|protein ubiquitination;GO:0005829|cytosol;GO:0005847|mRNA cleavage and polyadenylation specificity factor complex;GO:0005634|nucleus;GO:0036002|pre-mRNA binding;GO:0008270|zinc ion binding;K15541

Manes.16G090900.v6.111.674092 3.54524 3E-26 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0051301|cell division;GO:0002213|defense response to insect;GO:0009873|ethylene-activated signaling pathway;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0001944|vasculature development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G091200.v6.10.5745355 ####### 6E-11 down no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0048527|lateral root development;GO:0010311|lateral root formation;GO:0048366|leaf development;GO:0009733|response to auxin;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046983|protein dimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G091300.v6.10.4536378 -1.14039 3E-14 down yes pfam03703 bPH_2 Bacterial PH domain. Domain found in uncharacterized family of membrane proteins. 1-3 copies found in each protein, with each copy flanked by transmembrane helices. Members of this family have a PH domain like structure.. . . .

Manes.16G091400.v6.10.5411142 -0.88599 3E-11 down no pfam00109 ketoacyl-synt Beta-ketoacyl synthase, N-terminal domain. The structure of beta-ketoacyl synthase is similar to that of the thiolase family (pfam00108) and also chalcone synthase. The active site of beta-ketoacyl synthase is located between the N and C-terminal domains. The N-terminal domain contains most of the structures involved in dimer formation and also the active site cysteine.GO:0009631|cold acclimation;GO:0009793|embryo development ending in seed dormancy;GO:0006633|fatty acid biosynthetic process;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0004315|3-oxoacyl-[acyl-carrier-protein] synthase activity;K09458

Manes.16G091500.v6.10.5490417 -0.86501 8E-13 down no pfam08161 NUC173 NUC173 domain. This is the central domain of of novel family of hypothetical nucleolar proteins.. GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005730|nucleolus;. K14794

Manes.16G091600.v6.10.3476858 ####### 2E-35 down yes pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.16G092500.v6.10.8080691 ####### 0.7339 down no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.16G093100.v6.10.3280714 -1.60792 0.03 down yes pfam07284 BCHF 2-vinyl bacteriochlorophyllide hydratase (BCHF). This family contains the bacterial enzyme 2-vinyl bacteriochlorophyllide hydratase (EC:4.2.1.-) (approximately 150 residues long). This is involved in the light-independent bacteriochlorophyll biosynthesis pathway by adding water across the 2-vinyl group.. . . .

Manes.16G093200.v6.11.2234729 0.29098 0.0155 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.16G093500.v6.12.5644451 1.35865 4E-26 up yes pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0042742|defense response to bacterium;GO:0009908|flower development;GO:0009867|jasmonic acid mediated signaling pathway;GO:0009555|pollen development;GO:1900067|regulation of cellular response to alkaline pH;GO:0006355|regulation of transcription, DNA-templated;GO:0009753|response to jasmonic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. K13464

Manes.16G093800.v6.12.5330227 1.34E+00 9E-07 up yes pfam03619 Solute_trans_aOrganic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. GO:0016021|integral component of membrane;. .

Manes.16G093900.v6.12.2351909 1.16E+00 4E-20 up yes pfam00092 VWA von Willebrand factor type A domain.. . . .

Manes.16G094000.v6.13.0452392 1.61E+00 2E-41 up yes pfam13839 PC-Esterase GDSL/SGNH-like Acyl-Esterase family found in Pmr5 and Cas1p. The PC-Esterase family is comprised of Cas1p, the Homo sapiens C7orf58, Arabidopsis thaliana PMR5 and a group of plant freezing resistance/coldacclimatization proteins typified by Arabidopsis thaliana ESKIMO1. animal FAM55D proteins, and animal FAM113 proteins. The PC-Esterase family has features that are both similar and different from the canonical GDSL/SGNH superfamily. The members of this family are predicted to have Acyl esterase activity and predicted to modify cell-surface biopolymers such as glycans and glycoproteins. The Cas1p protein has a Cas1_AcylT domain, in addition, with the opposing acyltransferase activity. The C7orf58 family has a ATP-Grasp domain fused to the PC-Esterase and is the first identified secreted tubulin-tyrosine ligase like enzyme in eukaryotes. The plant family with PMR5, ESK1, TBL3 etc have a N-terminal C rich potential sugar binding domain followed by the PC-Esterase domain.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;. .

Manes.16G094100.v6.11.7845351 8.36E-01 8E-11 up no pfam01008 IF-2B Initiation factor 2 subunit family. This family includes initiation factor 2B alpha, beta and delta subunits from eukaryotes, initiation factor 2B subunits 1 and 2 from archaebacteria and some proteins of unknown function from prokaryotes. Initiation factor 2 binds to Met-tRNA, GTP and the small ribosomal subunit. Members of this family have also been characterized as 5-methylthioribose- 1-phosphate isomerases, an enzyme of the methionine salvage pathway. The crystal structure of Ypr118w, a non-essential, low-copy number gene product from Saccharomyces cerevisiae, reveals a dimeric protein with two domains and a putative active site cleft.GO:0019509|L-methionine biosynthetic process from methylthioadenosine;GO:0019284|L-methionine biosynthetic process from S-adenosylmethionine;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046523|S-methyl-5-thioribose-1-phosphate isomerase activity;K08963

Manes.16G095000.v6.19.4153274 3.23501 0.0002 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G095400.v6.1Inf Inf 0.8764 up no pfam04106 APG5 Autophagy protein Apg5. Apg5 is directly required for the import of aminopeptidase I via the cytoplasm-to-vacuole targeting pathway.. . . .

Manes.16G095500.v6.10.670032 -0.5777 0.0038 down no pfam10340 DUF2424 Protein of unknown function (DUF2424). This is a family of proteins conserved in yeasts. The function is not known.. . . .

Manes.16G095800.v6.10.1153903 -3.11541 5E-43 down yes pfam13962 PGG Domain of unknown function. The PGG domain is named for the highly conserved sequence motif found at the startt of the domain. The function is not known.GO:0009734|auxin-activated signaling pathway;GO:0071365|cellular response to auxin stimulus;GO:0010311|lateral root formation;GO:0051781|positive regulation of cell division;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0004842|ubiquitin-protein transferase activity;K03875

Manes.16G095900.v6.10.4365185 ####### 3E-13 down yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G096000.v6.10.4058783 -1.30088 1E-06 down yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G096300.v6.11.9908558 0.99339 3E-18 up no pfam02141 DENN DENN (AEX-3) domain. DENN (after differentially expressed in neoplastic vs normal cells) is a domain which occurs in several proteins involved in Rab- mediated processes or regulation of MAPK signalling pathways.GO:0032869|cellular response to insulin stimulus;GO:0043547|positive regulation of GTPase activity;GO:0072659|protein localization to plasma membrane;GO:0015031|protein transport;GO:0030659|cytoplasmic vesicle membrane;GO:0005829|cytosol;GO:0032593|insulin-responsive compartment;GO:0005886|plasma membrane;GO:0017112|Rab guanyl-nucleotide exchange factor activity;.

Manes.16G096600.v6.121.303722 4.41E+00 4E-39 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G097200.v6.10.7636501 ####### 0.0015 down no pfam00189 Ribosomal_S3_CRibosomal protein S3, C-terminal domain. This family contains a central domain pfam00013, hence the amino and carboxyl terminal domains are stored separately. This is a minimal carboxyl-terminal domain. Some are much longer.GO:0009651|response to salt stress;GO:0006412|translation;GO:0005829|cytosol;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0016020|membrane;GO:0005730|nucleolus;GO:0009506|plasmodesma;GO:0003723|RNA binding;GO:0003735|structural constituent of ribosome;K02985

Manes.16G097300.v6.10.4457214 ####### 1E-16 down yes pfam06596 PsbX Photosystem II reaction centre X protein (PsbX). This family consists of several photosystem II reaction centre X protein (PsbX) sequences from both prokaryotes and eukaryotes.. . . .

Manes.16G097600.v6.12.0214655 1.0154 5E-09 up yes pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;GO:0005770|late endosome;GO:0005771|multivesicular body;. K12191

Manes.16G097900.v6.10.7668472 -0.38299 0.0233 down no pfam02045 CBFB_NFYACCAAT-binding transcription factor (CBF-B/NF-YA) subunit B.GO:0006351|transcription, DNA-templated;GO:0016602|CCAAT-binding factor complex;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.16G098000.v6.10.6688447 ####### 0.0001 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;. K06889

Manes.16G098400.v6.14.9722303 2.31389 1E-64 up yes pfam10998 DUF2838 Protein of unknown function (DUF2838). This bacterial family of proteins has no known function.GO:0034219|carbohydrate transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0015144|carbohydrate transmembrane transporter activity;.

Manes.16G098500.v6.11.6635894 0.7343 3E-10 up no pfam00063 Myosin_head Myosin head (motor domain).GO:0030048|actin filament-based movement;GO:0051645|Golgi localization;GO:0048467|gynoecium development;GO:0090436|leaf pavement cell development;GO:0051646|mitochondrion localization;GO:0060151|peroxisome localization;GO:0048768|root hair cell tip growth;GO:0048767|root hair elongation;GO:0010091|trichome branching;GO:0010090|trichome morphogenesis;GO:0016459|myosin complex;GO:0009506|plasmodesma;GO:0035619|root hair tip;GO:0030133|transport vesicle;GO:0005524|ATP binding;GO:0003774|motor activity;.

Manes.16G098600.v6.10.5939643 ####### 5E-06 down no pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0009088|threonine biosynthetic process;GO:0009507|chloroplast;GO:0030170|pyridoxal phosphate binding;GO:0004795|threonine synthase activity;K01733

Manes.16G099100.v6.11.6833522 0.75134 2E-08 up no pfam00069 Pkinase Protein kinase domain.GO:0000187|activation of MAPK activity;GO:0060918|auxin transport;GO:0009631|cold acclimation;GO:0009814|defense response, incompatible interaction;GO:0045087|innate immune response;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0010051|xylem and phloem pattern formation;GO:0005737|cytoplasm;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004708|MAP kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;K04368

Manes.16G099200.v6.123.732241 4.56878 1E-200 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.16G099400.v6.11.4572628 0.54326 1E-06 up no pfam03661 UPF0121 Uncharacterized protein family (UPF0121). Uncharacterized integral membrane protein family.. . . .

Manes.16G099600.v6.10.4818187 ####### 5E-19 down yes pfam05834 Lycopene_cyclLycopene cyclase protein. This family consists of lycopene beta and epsilon cyclase proteins. Carotenoids with cyclic end groups are essential components of the photosynthetic membranes in all plants, algae, and cyanobacteria. These lipid-soluble compounds protect against photo-oxidation, harvest light for photosynthesis, and dissipate excess light energy absorbed by the antenna pigments. The cyclisation of lycopene (psi, psi-carotene) is a key branch point in the pathway of carotenoid biosynthesis. Two types of cyclic end groups are found in higher plant carotenoids: the beta and epsilon rings. Carotenoids with two beta rings are ubiquitous, and those with one beta and one epsilon ring are common; however, carotenoids with two epsilon rings are rare.GO:0016117|carotenoid biosynthetic process;GO:0016123|xanthophyll biosynthetic process;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0045435|lycopene epsilon cyclase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K06444

Manes.16G100000.v6.12.3457908 1.23007 2E-21 up yes pfam03062 MBOAT MBOAT, membrane-bound O-acyltransferase family. The MBOAT (membrane bound O-acyl transferase) family of membrane proteins contains a variety of acyltransferase enzymes. A conserved histidine has been suggested to be the active site residue.GO:0007568|aging;GO:0005975|carbohydrate metabolic process;GO:0009793|embryo development ending in seed dormancy;GO:0006071|glycerol metabolic process;GO:0010030|positive regulation of seed germination;GO:0045995|regulation of embryonic development;GO:0010029|regulation of seed germination;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009749|response to glucose;GO:0009651|response to salt stress;GO:0019432|triglyceride biosynthetic process;GO:0009941|chloroplast envelope;GO:0031969|chloroplast membrane;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005811|lipid particle;GO:0016020|membrane;GO:0004144|diacylglycerol O-acyltransferase activity;K11155

Manes.16G100100.v6.10.5010375 ####### 2E-08 down no pfam12023 DUF3511 Domain of unknown function (DUF3511). This presumed domain is functionally uncharacterized. This domain is found in eukaryotes. This domain is about 50 amino acids in length. This domain has two completely conserved residues (Y and K) that may be functionally important.. . . .

Manes.16G100200.v6.11.4798643 5.65E-01 9E-07 up no pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.16G100300.v6.10.6031387 -0.72944 0.0015 down no pfam04663 Phenol_monooxPhenol hydroxylase conserved region. Under aerobic conditions, phenol is usually hydroxylated to catechol and degraded via the meta or ortho pathways. Two types of phenol hydroxylase are known: one is a multi-component enzyme the other is a single-component monooxygenase. This region is found in both types of enzymes.GO:0010052|guard cell differentiation;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.16G100400.v6.11.6386212 0.71248 0.0604 up no pfam09815 XK-related XK-related protein. Members of this family comprise various XK-related proteins, that are involved in sodium-dependent transport of neutral amino acids or oligopeptides. These proteins are responsible for the Kx blood group system - defects results in McLeod syndrome, an X-linked multi-system disorder characterized by late onset abnormalities in the neuromuscular and hematopoietic systems.. . . .

Manes.16G100800.v6.10.8113385 -0.30162 0.0416 down no pfam00956 NAP Nucleosome assembly protein (NAP). NAP proteins are involved in moving histones into the nucleus, nucleosome assembly and chromatin fluidity. They affect the transcription of many genes.GO:0009294|DNA mediated transformation;GO:0006334|nucleosome assembly;GO:0016444|somatic cell DNA recombination;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0042393|histone binding;GO:0042802|identical protein binding;K11279

Manes.16G100900.v6.10.3084068 ####### 2E-16 down yes pfam00154 RecA recA bacterial DNA recombination protein. RecA is a DNA-dependent ATPase and functions in DNA repair systems. RecA protein catalyses an ATP-dependent DNA strand-exchange reaction that is the central step in the repair of dsDNA breaks by homologous recombination.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0009432|SOS response;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008094|DNA-dependent ATPase activity;GO:0003697|single-stranded DNA binding;K03553

Manes.16G101000.v6.15.1662533 2.37E+00 0.0435 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G101100.v6.10.7131126 ####### 4E-05 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.. . . .

Manes.16G101200.v6.10.740894 ####### 0.0007 down no pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0000373|Group II intron splicing;GO:0006397|mRNA processing;GO:0006417|regulation of translation;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.16G101600.v6.10.6163832 -0.6981 0.0111 down no pfam04677 CwfJ_C_1 Protein similar to CwfJ C-terminus 1. This region is found in the N terminus of Schizosaccharomyces pombe protein CwfJ. CwfJ is part of the Cdc5p complex involved in mRNA splicing.. . . .

Manes.16G101700.v6.10.3853387 -1.3758 4E-18 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0030154|cell differentiation;GO:0042335|cuticle development;GO:0009755|hormone-mediated signaling pathway;GO:0048645|organ formation;GO:0046777|protein autophosphorylation;GO:0010068|protoderm histogenesis;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0016301|kinase activity;GO:0001653|peptide receptor activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G101900.v6.10.875821 -0.19129 0.0958 down no pfam12265 CAF1C_H4-bdHistone-binding protein RBBP4 or subunit C of CAF1 complex. The CAF-1 complex is a conserved heterotrimeric protein complex that promotes histone H3 and H4 deposition onto newly synthesized DNA during replication or DNA repair; specifically it facilitates replication-dependent nucleosome assembly with the major histone H3 (H3.1). This domain is an alpha helix which sits just upstream of the WD40 seven-bladed beta-propeller in the human RbAp46 protein. RbAp46 folds into the beta-propeller and binds histone H4 in a groove formed between this N-terminal helix and an extended loop inserted into blade six.GO:0030154|cell differentiation;GO:0016568|chromatin modification;GO:0006281|DNA repair;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0046872|metal ion binding;K10752

Manes.16G102100.v6.10.3246349 ####### 4E-12 down yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0005737|cytoplasm;GO:1990534|thermospermine oxidase activity;K12259

Manes.16G102200.v6.10.4000898 ####### 2E-05 down yes pfam00562 RNA_pol_Rpb2_6RNA polymerase Rpb2, domain 6. RNA polymerases catalyse the DNA dependent polymerization of RNA. Prokaryotes contain a single RNA polymerase compared to three in eukaryotes (not including mitochondrial. and chloroplast polymerases). This domain represents the hybrid binding domain and the wall domain. The hybrid binding domain binds the nascent RNA strand / template DNA strand in the Pol II transcription elongation complex. This domain contains the important structural motifs, switch 3 and the flap loop and binds an active site metal ion. This domain is also involved in binding to Rpb1 and Rpb3. Many of the bacterial members contain large insertions within this domain, as region known as dispensable region 2 (DRII).GO:0006351|transcription, DNA-templated;GO:0009507|chloroplast;GO:0003677|DNA binding;GO:0003899|DNA-directed RNA polymerase activity;GO:0032549|ribonucleoside binding;.

Manes.16G102400.v6.15.4429639 2.44439 4E-14 up yes pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;. GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.16G103200.v6.10.4240782 -1.2376 5E-07 down yes pfam00999 Na_H_ExchangerSodium/hydrogen exchanger family. Na/H antiporters are key transporters in maintaining the pH of actively metabolizing cells. The molecular mechanisms of antiport are unclear. These antiporters contain 10-12 transmembrane regions (M) at the amino-terminus and a large cytoplasmic region at the carboxyl terminus. The transmembrane regions M3-M12 share identity with other members of the family. The M6 and M7 regions are highly conserved. Thus, this is thought to be the region that is involved in the transport of sodium and hydrogen ions. The cytoplasmic region has little similarity throughout the family.GO:0006813|potassium ion transport;GO:0016021|integral component of membrane;GO:0015299|solute:proton antiporter activity;.

Manes.16G103300.v6.10.2063443 ####### 1E-66 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0048262|determination of dorsal/ventral asymmetry;GO:0009908|flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.16G103400.v6.10.3837119 -1.3819 1E-10 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G103600.v6.11.5181331 0.6023 1E-06 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. .

Manes.16G103700.v6.10.5202305 ####### 2E-08 down no pfam06888 Put_PhosphatasePutative Phosphatase. This family contains a number of putative eukaryotic acid phosphatases. Some family members represent the products of the PSI14 phosphatase family in Lycopersicon esculentum (Tomato).GO:0051262|protein tetramerization;. GO:0004427|inorganic diphosphatase activity;GO:0046872|metal ion binding;GO:0016791|phosphatase activity;K13248

Manes.16G104700.v6.12.1753936 1.12E+00 6E-23 up yes pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.16G104900.v6.10.1655564 -2.59461 1E-33 down yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.

Manes.16G105000.v6.10.4181885 -1.25777 2E-10 down yes pfam00410 Ribosomal_S8Ribosomal protein S8.GO:0006412|translation;GO:0022626|cytosolic ribosome;GO:0022627|cytosolic small ribosomal subunit;GO:0005739|mitochondrion;GO:0005773|vacuole;GO:0003735|structural constituent of ribosome;K02957

Manes.16G105200.v6.10.4242852 -1.23689 8E-21 down yes pfam12049 DUF3531 Protein of unknown function (DUF3531). This family of proteins is functionally uncharacterized. This protein is found in bacteria and eukaryotes. Proteins in this family are typically between 149 to 199 amino acids in length.. . . .

Manes.16G105300.v6.10.8285174 ####### 0.0241 down no pfam00675 Peptidase_M16Insulinase (Peptidase family M16).. . GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K07263

Manes.16G105400.v6.12.2136465 1.15E+00 2E-15 up yes pfam13727 CoA_binding_3CoA-binding domain.. . . .

Manes.16G105700.v6.10.7058993 ####### 0.0014 down no pfam04758 Ribosomal_S30Ribosomal protein S30.GO:0006412|translation;GO:0022627|cytosolic small ribosomal subunit;GO:0005730|nucleolus;GO:0003735|structural constituent of ribosome;K02983

Manes.16G105800.v6.12.202753 1.13931 1E-22 up yes pfam03357 Snf7 Snf7. This family of proteins are involved in protein sorting and transport from the endosome to the vacuole/lysosome in eukaryotic cells. Vacuoles/lysosomes play an important role in the degradation of both lipids and cellular proteins. In order to perform this degradative function, vacuoles/lysosomes contain numerous hydrolases which have been transported in the form of inactive precursors via the biosynthetic pathway and are proteolytically activated upon delivery to the vacuole/lysosome. The delivery of transmembrane proteins, such as activated cell surface receptors to the lumen of the vacuole/lysosome, either for degradation/downregulation, or in the case of hydrolases, for proper localisation, requires the formation of multivesicular bodies (MVBs). These late endosomal structures are formed by invaginating and budding of the limiting membrane into the lumen of the compartment. During this process, a subset of the endosomal membrane proteins is sorted into the forming vesicles. Mature MVBs fuse with theGO:0070676|intralumenal vesicle formation;GO:0015031|protein transport;GO:0007034|vacuolar transport;GO:0000815|ESCRT III complex;. K12194

Manes.16G105900.v6.110.951846 3.4531 2E-57 up yes pfam00642 zf-CCCH Zinc finger C-x8-C-x5-C-x3-H type (and similar).GO:0006355|regulation of transcription, DNA-templated;GO:0005886|plasma membrane;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G106000.v6.1Inf Inf 0.002 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0007275|multicellular organismal development;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.16G106300.v6.12.0071571 1.01E+00 8E-17 up yes pfam07699 GCC2_GCC3GCC2 and GCC3.. . . .

Manes.16G106400.v6.12.0853694 1.0603 3E-19 up yes pfam01019 G_glu_transpeptGamma-glutamyltranspeptidase.GO:0006751|glutathione catabolic process;GO:0009636|response to toxic substance;GO:0006805|xenobiotic metabolic process;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0003840|gamma-glutamyltransferase activity;GO:0016756|glutathione gamma-glutamylcysteinyltransferase activity;GO:0036374|glutathione hydrolase activity;K18592

Manes.16G106600.v6.11.4252771 0.51124 2E-05 up no pfam00365 PFK Phosphofructokinase.GO:0046835|carbohydrate phosphorylation;GO:0006002|fructose 6-phosphate metabolic process;GO:0006096|glycolytic process;GO:0010053|root epidermal cell differentiation;GO:0005829|cytosol;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0046872|metal ion binding;K00850

Manes.16G106900.v6.10.7612304 ####### 0.0052 down no pfam00782 DSPc Dual specificity phosphatase, catalytic domain. Ser/Thr and Tyr protein phosphatases. The enzyme's tertiary fold is highly similar to that of tyrosine-specific phosphatases, except for a "recognition" region.. . GO:0004725|protein tyrosine phosphatase activity;GO:0008138|protein tyrosine/serine/threonine phosphatase activity;.

Manes.16G107000.v6.10.261522 ####### 4E-12 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005199|structural constituent of cell wall;.

Manes.16G107200.v6.10.1805618 ####### 4E-31 down yes pfam06219 DUF1005 Protein of unknown function (DUF1005). Family of plant proteins with undetermined function.. . . .

Manes.16G107300.v6.12.3282572 1.21925 1E-14 up yes pfam04511 DER1 Der1-like family. The endoplasmic reticulum (ER) of the yeast Saccharomyces cerevisiae contains of proteolytic system able to selectively degrade misfolded lumenal secretory proteins. For examination of the components involved in this degradation process, mutants were isolated. They could be divided into four complementation groups. The mutations led to stabilisation of two different substrates for this process. The mutant classes were called 'der' for 'degradation in the ER'. DER1 was cloned by complementation of the der1-2 mutation. The DER1 gene codes for a novel, hydrophobic protein, that is localized to the ER. Deletion of DER1 abolished degradation of the substrate proteins. The function of the Der1 protein seems to be specifically required for the degradation process associated with the ER. Interestingly this family seems distantly related to the Rhomboid family of membrane peptidases. Suggesting that this family may also mediate degradation of misfolded proteins (Bateman A pers. obs.).. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. K13989

Manes.16G107500.v6.10.1487994 ####### 1E-07 down yes pfam00235 Profilin Profilin. . GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.16G107900.v6.10.7337829 -0.44657 0.1997 down no pfam03337 Pox_F12L Poxvirus F12L protein.. . . .

Manes.16G108000.v6.11.5542294 6.36E-01 3E-08 up no pfam00069 Pkinase Protein kinase domain.GO:0042149|cellular response to glucose starvation;GO:0045087|innate immune response;GO:0008286|insulin receptor signaling pathway;GO:0045324|late endosome to vacuole transport;GO:0016236|macroautophagy;GO:0030242|pexophagy;GO:0006661|phosphatidylinositol biosynthetic process;GO:0006644|phospholipid metabolic process;GO:0043552|positive regulation of phosphatidylinositol 3-kinase activity;GO:0006468|protein phosphorylation;GO:0006623|protein targeting to vacuole;GO:0032801|receptor catabolic process;GO:0032465|regulation of cytokinesis;GO:0044281|small molecule metabolic process;GO:0034162|toll-like receptor 9 signaling pathway;GO:0002224|toll-like receptor signaling pathway;GO:0005776|autophagosome;GO:0005930|axoneme;GO:0031410|cytoplasmic vesicle;GO:0005829|cytosol;GO:0005770|late endosome;GO:0016020|membrane;GO:0005643|nuclear pore;GO:0071561|nucleus-vacuole junction;GO:0035032|phosphatidylinositol 3-kinase complex, class III;GO:0034271|phosphatidylinositol 3-kinase complex, class III, type I;GO:0034272|phosphatidylinositol 3-kinase complex, class III, type II;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08333

Manes.16G108300.v6.10.7485085 -0.41791 0.0088 down no pfam04179 Init_tRNA_PTInitiator tRNA phosphoribosyl transferase. This enzyme (EC:2.4.2.-) modifies exclusively the initiator tRNA in position 64 using 5'-phosphoribosyl-1'-pyrophosphate as the modification donor. As the initiator tRNA participates both in the initiation and elongation of translation, the 2'-O-ribosyl phosphate modification discriminates the initiator tRNAs from the elongator tRNAs.GO:0019988|charged-tRNA amino acid modification;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0043399|tRNA A64-2'-O-ribosylphosphate transferase activity;K15463

Manes.16G108500.v6.10.4363417 -1.19647 2E-05 down yes pfam00173 Cyt-b5 Cytochrome b5-like Heme/Steroid binding domain. This family includes heme binding domains from a diverse range of proteins. This family also includes proteins that bind to steroids. The family includes progesterone receptors. Many members of this subfamily are membrane anchored by an N-terminal transmembrane alpha helix. This family also includes a domain in some chitin synthases. There is no known ligand for this domain in the chitin synthases.. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.16G109200.v6.11.3000673 3.79E-01 0.0033 up no pfam03727 Hexokinase_2Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam00349. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0051156|glucose 6-phosphate metabolic process;GO:0010255|glucose mediated signaling pathway;GO:0006096|glycolytic process;GO:0019320|hexose catabolic process;GO:0012501|programmed cell death;GO:0090332|stomatal closure;GO:0010182|sugar mediated signaling pathway;GO:0010148|transpiration;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0009536|plastid;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005524|ATP binding;GO:0008865|fructokinase activity;GO:0004340|glucokinase activity;GO:0005536|glucose binding;GO:0004396|hexokinase activity;GO:0019158|mannokinase activity;GO:0008270|zinc ion binding;K00844

Manes.16G109400.v6.10.3237133 -1.62721 4E-18 down yes pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.16G109500.v6.1250.25195 7.96724 7.17580944019826e-320up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;. GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14497

Manes.16G109800.v6.13.8102753 1.93E+00 6E-46 up yes pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.. . GO:0005506|iron ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.16G110000.v6.13.2569388 1.70352 6E-22 up yes pfam05183 RdRP RNA dependent RNA polymerase. This family of proteins are eukaryotic RNA dependent RNA polymerases. These proteins are involved in post transcriptional gene silencing where they are thought to amplify dsRNA templates.GO:0031047|gene silencing by RNA;. GO:0003723|RNA binding;GO:0003968|RNA-directed RNA polymerase activity;K11699

Manes.16G110100.v6.11.2712799 0.34628 0.0023 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;. .

Manes.16G110500.v6.11.4104142 4.96E-01 0.0004 up no pfam12799 LRR_4 Leucine Rich repeats (2 copies). Leucine rich repeats are short sequence motifs present in a number of proteins with diverse functions and cellular locations. These repeats are usually involved in protein-protein interactions. Each Leucine Rich Repeat is composed of a beta-alpha unit. These units form elongated non-globular structures. Leucine Rich Repeats are often flanked by cysteine rich domains.. GO:0005634|nucleus;. K17550

Manes.16G110700.v6.10.6906948 -0.53388 4E-06 down no pfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.GO:0006486|protein glycosylation;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0004576|oligosaccharyl transferase activity;K07151

Manes.16G111000.v6.10.3471298 ####### 0.0093 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09286

Manes.16G111300.v6.10.6769578 -0.56286 0.0001 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G111500.v6.1Inf Inf 0.8842 up no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0046323|glucose import;GO:0035428|hexose transmembrane transport;GO:0015992|proton transport;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0005355|glucose transmembrane transporter activity;GO:0005351|sugar:proton symporter activity;.

Manes.16G111900.v6.11.5668007 6.48E-01 7E-08 up no pfam00069 Pkinase Protein kinase domain.. GO:0005952|cAMP-dependent protein kinase complex;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0008603|cAMP-dependent protein kinase regulator activity;GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G112100.v6.10.7331305 -0.44786 0.0019 down no pfam06859 Bin3 Bicoid-interacting protein 3 (Bin3). This family represents a conserved region of approximately 120 residues within eukaryotic Bicoid-interacting protein 3 (Bin3). Bin3, which shows similarity to a number of protein methyltransferases that modify RNA-binding proteins, interacts with Bicoid, which itself directs pattern formation in the early Drosophila embryo. The interaction might allow Bicoid to switch between its dual roles in transcription and translation. Note that family members contain a conserved HLN motif.. . GO:0008168|methyltransferase activity;K15190

Manes.16G112200.v6.11.8454803 8.84E-01 6E-15 up no pfam00069 Pkinase Protein kinase domain.GO:0006897|endocytosis;GO:0018105|peptidyl-serine phosphorylation;GO:0008360|regulation of cell shape;GO:0016055|Wnt signaling pathway;GO:0005737|cytoplasm;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K02218

Manes.16G112600.v6.10.5306844 -0.91407 4E-12 down no pfam00889 EF_TS Elongation factor TS.. GO:0005737|cytoplasm;GO:0003746|translation elongation factor activity;K02357

Manes.16G113000.v6.11.9415038 9.57E-01 3E-16 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G113200.v6.123.707871 4.57E+00 2E-12 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.16G113400.v6.12.1259241 1.08809 3E-15 up yes pfam08534 Redoxin Redoxin. This family of redoxins includes peroxiredoxin, thioredoxin and glutaredoxin proteins.GO:0046686|response to cadmium ion;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0004601|peroxidase activity;GO:0051920|peroxiredoxin activity;.

Manes.16G113800.v6.11.6128722 0.68963 1E-08 up no pfam03638 TCR Tesmin/TSO1-like CXC domain, cysteine-rich domain. This family includes proteins that have two copies of a cysteine rich motif as follows: C-X-C-X4-C-X3-YC-X-C-X6-C-X3-C-X-C-X2-C. The family includes Tesmin and TSO1. This family is called a CXC domain in.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G113900.v6.12.0814728 1.0576 4E-16 up yes pfam02737 3HCDH_N 3-hydroxyacyl-CoA dehydrogenase, NAD binding domain. This family also includes lambda crystallin.GO:0006635|fatty acid beta-oxidation;GO:0009908|flower development;GO:0009695|jasmonic acid biosynthetic process;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0003857|3-hydroxyacyl-CoA dehydrogenase activity;GO:0008692|3-hydroxybutyryl-CoA epimerase activity;GO:0004165|dodecenoyl-CoA delta-isomerase activity;GO:0004300|enoyl-CoA hydratase activity;K10527

Manes.16G114100.v6.10.4212873 ####### 1E-06 down yes pfam09418 DUF2009 Protein of unknown function (DUF2009). This is a eukaryotic family of proteins with unknown function.. GO:0005737|cytoplasm;GO:0005856|cytoskeleton;. .

Manes.16G114400.v6.14.9944235 2.32032 7E-25 up yes pfam01221 Dynein_light Dynein light chain type 1.GO:0007017|microtubule-based process;GO:0005737|cytoplasm;GO:0030286|dynein complex;GO:0005874|microtubule;GO:0031514|motile cilium;GO:0003774|motor activity;.

Manes.16G114500.v6.11.2468647 3.18E-01 0.0259 up no pfam04367 DUF502 Protein of unknown function (DUF502). Predicted to be an integral membrane protein.. . . .

Manes.16G114800.v6.10.7999861 ####### 0.068 down no pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;. K13348

Manes.16G114900.v6.10.6504474 -0.6205 0.0002 down no pfam01171 ATP_bind_3 PP-loop family. This family of proteins belongs to the PP-loop superfamily.GO:0006400|tRNA modification;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016879|ligase activity, forming carbon-nitrogen bonds;K04075

Manes.16G115100.v6.11.3206534 0.40125 0.0018 up no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0036500|ATF6-mediated unfolded protein response;GO:0044267|cellular protein metabolic process;GO:0008203|cholesterol metabolic process;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0006629|lipid metabolic process;GO:0007040|lysosome organization;GO:0031293|membrane protein intracellular domain proteolysis;GO:0006508|proteolysis;GO:0034976|response to endoplasmic reticulum stress;GO:0044281|small molecule metabolic process;GO:0005788|endoplasmic reticulum lumen;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0016021|integral component of membrane;GO:0004252|serine-type endopeptidase activity;K08653

Manes.16G115300.v6.10.5761761 -0.79542 2E-09 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.16G115600.v6.1NA NA NA -- no pfam11437 Vanabin-2 Vanadium-binding protein 2. The Vanadium binding protein, Vanabin2, contains four alpha-helices connected by nine disulphide bonds. Vanadium accumulates in Ascidians however the biological reason remains unclear.. . . .

Manes.16G115800.v6.10.1858768 ####### 1E-11 down yes pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.16G116500.v6.10.9419652 -0.08625 1 down no pfam11940 DUF3458 Domain of unknown function (DUF3458). This presumed domain is functionally uncharacterized. This domain is found in bacteria, archaea and eukaryotes. This domain is typically between 402 to 419 amino acids in length. This domain is found associated with pfam01433. This domain has a conserved FSAPV sequence motif.. . . .

Manes.16G116600.v6.10.221824 -2.17251 7E-13 down yes pfam08753 NikR_C NikR C terminal nickel binding domain. NikR is a transcription factor that regulates nickel uptake. It consists of two dimeric DNA binding domains separated by a tetrameric regulatory domain that binds nickel. This domain corresponds to the C terminal regulatory domain which contains four nickel binding sites at the tetramer interface.. . . .

Manes.16G116700.v6.10.5225117 -0.93646 2E-10 down no pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.16G117000.v6.12.0446759 1.03187 9E-20 up yes pfam00069 Pkinase Protein kinase domain.GO:0032922|circadian regulation of gene expression;GO:0032436|positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0006468|protein phosphorylation;GO:0042752|regulation of circadian rhythm;GO:0016055|Wnt signaling pathway;GO:0005794|Golgi apparatus;GO:0005815|microtubule organizing center;GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0005886|plasma membrane;GO:0005819|spindle;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0050321|tau-protein kinase activity;K08959

Manes.16G117100.v6.11.9687095 0.97725 0.0622 up no pfam15420 Abhydrolase_9_NAlpha/beta-hydrolase family N-terminus. This is the N-terminal transmembrane domain of a family of alpha/beta hydrolases which may function as lipases. The C-terminal domain (pfam10081) is the catalytic domain.. . . .

Manes.16G117200.v6.10.510496 -0.97003 5E-15 down no pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0009699|phenylpropanoid biosynthetic process;GO:0005829|cytosol;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0050269|coniferyl-aldehyde dehydrogenase activity;K12355

Manes.16G117400.v6.11.3408392 0.42314 0.0095 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0010029|regulation of seed germination;GO:0048831|regulation of shoot system development;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.16G117700.v6.14.4842587 2.16487 2E-38 up yes pfam02347 GDC-P Glycine cleavage system P-protein. This family consists of Glycine cleavage system P-proteins EC:1.4.4.2 from bacterial, mammalian and plant sources. The P protein is part of the glycine decarboxylase multienzyme complex EC:2.1.2.10 (GDC) also annotated as glycine cleavage system or glycine synthase. GDC consists of four proteins P, H, L and T. The reaction catalysed by this protein is:- Glycine + lipoylprotein <=> S-aminomethyldihydrolipoylprotein + CO2. . . .



Manes.16G118200.v6.10.7782888 ####### 0.0095 down no pfam01266 DAO FAD dependent oxidoreductase. This family includes various FAD dependent oxidoreductases: Glycerol-3-phosphate dehydrogenase EC:1.1.99.5, Sarcosine oxidase beta subunit EC:1.5.3.1, D-alanine oxidase EC:1.4.99.1, D-aspartate oxidase EC:1.4.3.1.GO:0019439|aromatic compound catabolic process;. GO:0018669|3-hydroxybenzoate 6-monooxygenase activity;K00480

Manes.16G118400.v6.12.1161396 1.08143 4E-09 up yes pfam03085 RAP-1 Rhoptry-associated protein 1 (RAP-1). Members of this family are found in Babesia species. Though not in this Pfam family, rhoptry-associated proteins are also found in Plasmodium falciparum. Indeed, animal infection with Babesia may produce a pattern similar to human malaria. Rhoptry organelles form part of the apical complex in apicomplexan parasites. Rhoptry-associated proteins are antigenic, and generate partially protective immune responses in infected mammals. Thus RAPs are among the targeted vaccine antigens for babesial (and malarial) parasites. However, RAP-1 proteins are encoded by by a multigene family; thus RAP-1 proteins are polymorphic, with B and T cell epitopes that are conserved among strains, but not across species. Antibodies to Babesia RAP-1 may also be helpful in the serological detection of Babesia infections.. . . .

Manes.16G119300.v6.10.4651337 -1.10428 8E-19 down yes pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006606|protein import into nucleus;GO:0000054|ribosomal subunit export from nucleus;GO:0007264|small GTPase mediated signal transduction;GO:0005737|cytoplasm;GO:0005794|Golgi apparatus;GO:0005634|nucleus;GO:0009506|plasmodesma;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07936

Manes.16G119800.v6.13.8254552 1.94E+00 0.0011 up yes pfam04826 Arm_2 Armadillo-like. This domain contains armadillo-like repeats. Proteins containing this domain interact with numerous other proteins, through these interactions they are involved in a wide variety of processes including carcinogenesis, control of cellular ageing and survival, regulation of circadian rhythm and lysosomal sorting of G protein-coupled receptors.. . . .

Manes.16G120200.v6.10.5949316 ####### 0.0002 down no pfam03140 DUF247 Plant protein of unknown function. The function of the plant proteins constituting this family is unknown.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.16G120600.v6.10.7669008 -0.38289 0.0064 down no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. .

Manes.16G120800.v6.10.7303817 -0.45328 0.002 down no pfam03151 TPT Triose-phosphate Transporter family. This family includes transporters with a specificity for triose phosphate.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;. .

Manes.16G121700.v6.12.0926532 1.06533 5E-14 up yes pfam13259 DUF4050 Protein of unknown function (DUF4050). This family of proteins is functionally uncharacterized. This family of proteins is found in eukaryotes. Proteins in this family are typically between 109 and 173 amino acids in length. There are two conserved sequence motifs: IPL and FLVD.. . . .

Manes.16G122300.v6.10.8660218 -0.20752 0.2071 down no pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.. . . .

Manes.16G123000.v6.12.5877453 1.3717 2E-28 up yes pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0006168|adenine salvage;GO:0044209|AMP salvage;GO:0005737|cytoplasm;GO:0003999|adenine phosphoribosyltransferase activity;K00759

Manes.16G123200.v6.10.0568759 ####### 2E-51 down yes pfam14547 Hydrophob_seedHydrophobic seed protein. This domain has a four-helix bundle structure. It contains four disulfide bonds, of which three function to keep the C- and N-terminal parts of the molecule in place.GO:0070417|cellular response to cold;GO:0009631|cold acclimation;GO:0050832|defense response to fungus;GO:0009682|induced systemic resistance;GO:0009626|plant-type hypersensitive response;GO:0009627|systemic acquired resistance;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0009506|plasmodesma;GO:0043621|protein self-association;.

Manes.16G123400.v6.11.4940139 0.57919 2E-06 up no pfam03101 FAR1 FAR1 DNA-binding domain. This domain contains a WRKY like fold and is therefore most likely a zinc binding DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.16G123700.v6.10.7377308 ####### 0.2755 down no pfam03016 Exostosin Exostosin family. The EXT family is a family of tumor suppressor genes. Mutations of EXT1 on 8q24.1, EXT2 on 11p11-13, and EXT3 on 19p have been associated with the autosomal dominant disorder known as hereditary multiple exostoses (HME). This is the most common known skeletal dysplasia. The chromosomal locations of other EXT genes suggest association with other forms of neoplasia. EXT1 and EXT2 have both been shown to encode a heparan sulphate polymerase with both D-glucuronyl (GlcA) and N-acetyl-D-glucosaminoglycan (GlcNAC) transferase activities. The nature of the defect in heparan sulphate biosynthesis in HME is unclear.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.16G123800.v6.11.684218 0.75208 5E-06 up no pfam00534 Glycos_transf_1Glycosyl transferases group 1. Mutations in this domain of human PIGA lead to disease (Paroxysmal Nocturnal haemoglobinuria). Members of this family transfer activated sugars to a variety of substrates, including glycogen, Fructose-6-phosphate and lipopolysaccharides. Members of this family transfer UDP, ADP, GDP or CMP linked sugars. The eukaryotic glycogen synthases may be distant members of this family.GO:0005986|sucrose biosynthetic process;. GO:0046524|sucrose-phosphate synthase activity;.

Manes.16G123900.v6.11.6673995 0.7376 0.0311 up no pfam08550 DUF1752 Fungal protein of unknown function (DUF1752). This is a family of fungal proteins of unknown function. This short section domain is bounded by two highly conserved tryptophans. The family contains MKS1 that is thought to be a negative regulator of RAS-cAMP pathway in S.cerevisiae. the Sch.pombe member is a GAF1 transcription factor that is also associated with the zinc finger family GATA pfam00320.GO:0005986|sucrose biosynthetic process;. GO:0046524|sucrose-phosphate synthase activity;K00696

Manes.16G124500.v6.1#NAME? #NAME? 0.5977 down no pfam01899 MNHE Na+/H+ ion antiporter subunit. Subunit of a Na+/H+ Prokaryotic antiporter complex.. . . .

Manes.16G124800.v6.11.8657159 9.00E-01 3E-15 up no pfam00400 WD40 WD domain, G-beta repeat.GO:0009867|jasmonic acid mediated signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010072|primary shoot apical meristem specification;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0005829|cytosol;GO:0005634|nucleus;GO:0042803|protein homodimerization activity;.

Manes.16G125000.v6.11.914514 9.37E-01 4E-16 up no pfam01875 Memo Memo-like protein. This family contains members from all branches of life. The molecular function of this protein is unknown, but Memo (mediator of ErbB2-driven cell motility) a human protein is included in this family. It has been suggested that Memo controls cell migration by relaying extracellular chemotactic signals to the microtubule cytoskeleton.. . . K06990

Manes.16G125300.v6.11.6488008 0.72142 5E-09 up no pfam04111 APG6 Autophagy protein Apg6. In yeast, 15 Apg proteins coordinate the formation of autophagosomes. Autophagy is a bulk degradation process induced by starvation in eukaryotic cells. Apg6/Vps30p has two distinct functions in the autophagic process, either associated with the membrane or in a retrieval step of the carboxypeptidase Y sorting pathway.. . . .

Manes.16G125400.v6.10.1943377 ####### 3E-25 down yes pfam00584 SecE SecE/Sec61-gamma subunits of protein translocation complex. SecE is part of the SecYEG complex in bacteria which translocates proteins from the cytoplasm. In eukaryotes the complex, made from Sec61-gamma and Sec61-alpha translocates protein from the cytoplasm to the ER. Archaea have a similar complex.. . . .

Manes.16G126000.v6.1Inf Inf 0.8764 up no pfam10307 DUF2410 Hypothetical protein (DUF2410). This is a family of proteins conserved in fungi. The function is not known.There are two characteristic sequence motifs, GGWW and TGR.. . . .

Manes.16G126100.v6.12.0953116 1.06716 7E-14 up yes pfam05920 Homeobox_KNHomeobox KN domain. This is a homeobox transcription factor KN domain conserved from fungi to human and plants.GO:0071345|cellular response to cytokine stimulus;GO:0009722|detection of cytokinin stimulus;GO:0009416|response to light stimulus;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G126300.v6.12.1559633 1.10833 2E-18 up yes pfam10317 7TM_GPCR_SrdSerpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.16G126700.v6.10.8176664 ####### 0.0127 down no pfam00155 Aminotran_1_2Aminotransferase class I and II.GO:0006103|2-oxoglutarate metabolic process;GO:0006531|aspartate metabolic process;GO:0009058|biosynthetic process;GO:0006536|glutamate metabolic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0004069|L-aspartate:2-oxoglutarate aminotransferase activity;GO:0080130|L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0030170|pyridoxal phosphate binding;.

Manes.16G126800.v6.11.8182481 0.86255 0.0001 up no pfam01040 UbiA UbiA prenyltransferase family.GO:0071555|cell wall organization;GO:0009915|phloem sucrose loading;GO:0031347|regulation of defense response;GO:0009266|response to temperature stimulus;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0010189|vitamin E biosynthetic process;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0010176|homogentisate phytyltransferase activity;K09833

Manes.16G126900.v6.10.1658244 -2.59227 2E-09 down yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G127100.v6.10.7428854 -0.42879 0.0005 down no pfam05903 Peptidase_C97PPPDE putative peptidase domain. The PPPDE superfamily (after Permuted Papain fold Peptidases of DsRNA viruses and Eukaryotes), consists of predicted thiol peptidases with a circularly permuted papain-like fold. The inference of the likely DUB function of the PPPDE superfamily proteins is based on the fusions of the catalytic domain to Ub-binding PUG (PUB)/UBA domains and a novel alpha-helical Ub-associated domain (the PUL domain, after PLAP, Ufd3p and Lub1p).. . GO:0008233|peptidase activity;.

Manes.16G127200.v6.10.4962344 -1.01091 7E-05 down yes pfam02330 MAM33 Mitochondrial glycoprotein. This mitochondrial matrix protein family contains members of the MAM33 family which bind to the globular 'heads' of C1Q. It is thought to be involved in mitochondrial oxidative phosphorylation and in nucleus-mitochondrion interactions.. . . .

Manes.16G127600.v6.10.6240091 -0.68036 8E-05 down no pfam02458 Transferase Transferase family. This family includes a number of transferase enzymes. These include anthranilate N-hydroxycinnamoyl/benzoyltransferase that catalyses the first committed reaction of phytoalexin biosynthesis. Deacetylvindoline 4-O-acetyltransferase EC:2.3.1.107 catalyses the last step in vindoline biosynthesis is also a member of this family. The motif HXXXD is probably part of the active site. The family also includes trichothecene 3-O-acetyltransferase.GO:0052325|cell wall pectin biosynthetic process;GO:0010345|suberin biosynthetic process;. GO:0050734|hydroxycinnamoyltransferase activity;K15400

Manes.16G127800.v6.11.7963337 8.45E-01 3E-11 up no pfam03351 DOMON DOMON domain. The DOMON (named after dopamine beta-monooxygenase N-terminal) domain is 110-125 residues long. It is predicted to form an all beta fold with up to 11 strands and is secreted to the extracellular compartment. The beta-strand folding produces a hydrophobic pocket which appears to bind soluble haem. This is consistent with the predominant architectures where the protein is associated with cytochromes or enzymatic domains whose activity involves redox or electron transfer reactions potentially as a direct participant in the electron transfer process. The DOMON domain superfamily, of which this is just one member, shows (1) multiple hydrophobic residues that contribute to the hydrophobic core of the strands of the beta-sandwich, and small residues found at the boundaries of strands and loops, (2) a strongly conserved charged residue (usually arginine/lysine) at the end of strand 9, which possibly stabilizes the loop between 9 and 10, and (3) a polar residue (usually histidine, lysine or arginine), tGO:0055114|oxidation-reduction process;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0046872|metal ion binding;.

Manes.16G127900.v6.11.8305652 8.72E-01 0.0009 up no pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.16G128500.v6.10.9758808 -0.03522 0.7754 down no pfam08395 7tm_7 7tm Chemosensory receptor. This family includes a number of gustatory and odorant receptors mainly from insect species such as A. gambiae and D. melanogaster. They are classified as G-protein-coupled receptors (GPCRs), or seven-transmembrane receptors. They show high sequence divergence, consistent with an ancient origin for the family.GO:0051301|cell division;GO:0006302|double-strand break repair;GO:0007126|meiotic nuclear division;GO:0007076|mitotic chromosome condensation;GO:0007064|mitotic sister chromatid cohesion;GO:0007129|synapsis;GO:0000794|condensed nuclear chromosome;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005198|structural molecule activity;K11267

Manes.16G128800.v6.15.0576272 2.34E+00 2E-75 up yes pfam00069 Pkinase Protein kinase domain.GO:0050832|defense response to fungus;GO:0007165|signal transduction;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.16G128900.v6.17.0618587 2.82E+00 1E-25 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0031347|regulation of defense response;GO:0010200|response to chitin;GO:0002237|response to molecule of bacterial origin;GO:0009751|response to salicylic acid;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G129600.v6.10.6933412 -0.52836 0.0001 down no pfam13766 ECH_C 2-enoyl-CoA Hydratase C-terminal region. This is the C-terminal region of enoyl-CoA hydratase.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;K05605

Manes.16G129700.v6.10.5493314 ####### 0.0013 down no pfam07083 DUF1351 Protein of unknown function (DUF1351). This family consists of several bacterial and phage proteins of around 230 residues in length. The function of this family is unknown.GO:0051301|cell division;GO:0006952|defense response;GO:0042023|DNA endoreduplication;GO:0009960|endosperm development;GO:0009561|megagametogenesis;GO:0007067|mitotic nuclear division;GO:0060564|negative regulation of APC-Cdc20 complex activity;GO:1900426|positive regulation of defense response to bacterium;GO:0010224|response to UV-B;GO:0010091|trichome branching;GO:0005634|nucleus;. .

Manes.16G129800.v6.10.2287791 -2.12797 4E-41 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0045176|apical protein localization;GO:0010540|basipetal auxin transport;GO:0048825|cotyledon development;GO:0009908|flower development;GO:0010229|inflorescence development;GO:0048513|organ development;GO:0048827|phyllome development;GO:0009911|positive regulation of flower development;GO:0016567|protein ubiquitination;GO:0005770|late endosome;GO:0005886|plasma membrane;GO:0004871|signal transducer activity;.

Manes.16G129900.v6.10.8112764 -0.30173 0.0095 down no pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005802|trans-Golgi network;GO:0005774|vacuolar membrane;. K17086

Manes.16G130500.v6.11.8353282 8.76E-01 2E-14 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17499

Manes.16G130600.v6.10.6623055 ####### 0.0014 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.16G130800.v6.14.4519399 2.15443 4E-06 up yes pfam03092 BT1 BT1 family. Members of this family are transmembrane proteins. Several are Leishmania putative proteins that are thought to be pteridine transporters. One such protein, previously termed (and is still annotated as) ORFG, was shown to encode a biopterin transport protein using null mutants, thus being subsequently renamed BT1. The significant similarity of ORFG/BT1 to Trypanosoma brucei ESAG10 (a putative transmembrane protein and another member of this family) was previously noted. This family also contains five putative Arabidopsis thaliana proteins of unknown function. In addition, it also contains two predicted prokaryotic proteins (from the cyanobacteria Synechocystis and Synechococcus).GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.16G130900.v6.13.1031835 1.63375 6E-39 up yes pfam01133 ER Enhancer of rudimentary. Enhancer of rudimentary is a protein of unknown function that is highly conserved in plants and animals. This protein is found to be an enhancer of the rudimentary gene.GO:0007049|cell cycle;GO:0045747|positive regulation of Notch signaling pathway;GO:0006221|pyrimidine nucleotide biosynthetic process;. . .

Manes.16G131400.v6.11.9001726 0.92613 3E-10 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;. GO:0004197|cysteine-type endopeptidase activity;GO:0004843|ubiquitin-specific protease activity;GO:0008270|zinc ion binding;K11366

Manes.16G131500.v6.10.6581077 -0.6036 0.0889 down no pfam09034 TRADD_N TRADD, N-terminal domain. The N terminal domain of 'tumor necrosis factor receptor type 1 associated death domain protein' (TRADD) folds into an alpha-beta sandwich with a four-stranded beta sheet and six alpha helices, each forming one layer of the structure. The domain allows docking of TRADD onto 'tumor necrosis factor receptor-associated factor' (TRAF): the binding is at the beta-sandwich domain, away from the coiled-coil domain. Binding ensures the recruitment of cIAPs to the signaling complex, which may be important for direct caspase-8 inhibition and the immediate suppression of apoptosis at the apical point of the cascade.. . . .

Manes.16G131900.v6.10.3932851 ####### 8E-13 down yes pfam06925 MGDG_synthMonogalactosyldiacylglycerol (MGDG) synthase. This family represents a conserved region of approximately 180 residues within plant and bacterial monogalactosyldiacylglycerol (MGDG) synthase (EC:2.4.1.46). In Arabidopsis, there are two types of MGDG synthase which differ in their N-terminal portion: type A and type B.GO:0009247|glycolipid biosynthetic process;GO:0030259|lipid glycosylation;GO:0031969|chloroplast membrane;GO:0046509|1,2-diacylglycerol 3-beta-galactosyltransferase activity;GO:0030246|carbohydrate binding;K03715

Manes.16G132100.v6.10.8523606 -0.23046 0.0702 down no pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.16G132300.v6.12.386747 1.26E+00 4E-24 up yes pfam08417 PaO Pheophorbide a oxygenase. This domain is found in bacterial and plant proteins to the C-terminus of a Rieske 2Fe-2S domain (pfam00355). One of the proteins the domain is found in is Pheophorbide a oxygenase (PaO) which seems to be a key regulator of chlorophyll catabolism. Arabidopsis PaO (AtPaO) is a Rieske-type 2Fe-2S enzyme that is identical to Arabidopsis accelerated cell death 1 and homologous to lethal leaf spot 1 (LLS1) of maize, in which the domain described here is also found.GO:0015031|protein transport;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0046872|metal ion binding;.

Manes.16G133100.v6.12.6521935 1.40719 5E-34 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0042742|defense response to bacterium;GO:0044419|interspecies interaction between organisms;GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K17506

Manes.16G133500.v6.11.9609342 9.72E-01 6E-15 up no pfam13460 NAD_binding_10NADH(P)-binding.GO:0006979|response to oxidative stress;GO:0009507|chloroplast;GO:0010287|plastoglobule;GO:0009579|thylakoid;. .

Manes.16G133600.v6.16.8942242 2.79E+00 4E-06 up yes pfam00060 Lig_chan Ligand-gated ion channel. This family includes the four transmembrane regions of the ionotropic glutamate receptors and NMDA receptors.GO:0070588|calcium ion transmembrane transport;GO:0006816|calcium ion transport;GO:0019722|calcium-mediated signaling;GO:0071230|cellular response to amino acid stimulus;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0005262|calcium channel activity;GO:0008066|glutamate receptor activity;GO:0004970|ionotropic glutamate receptor activity;.

Manes.16G133700.v6.15.0532812 2.34E+00 4E-31 up yes pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009738|abscisic acid-activated signaling pathway;GO:0070301|cellular response to hydrogen peroxide;GO:0071219|cellular response to molecule of bacterial origin;GO:0071732|cellular response to nitric oxide;GO:0009736|cytokinin-activated signaling pathway;GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0000160|phosphorelay signal transduction system;GO:0090333|regulation of stomatal closure;GO:0048364|root development;GO:0023014|signal transduction by protein phosphorylation;GO:0005737|cytoplasm;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0009927|histidine phosphotransfer kinase activity;GO:0046872|metal ion binding;GO:0000156|phosphorelay response regulator activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;.

Manes.16G133800.v6.11.6170194 0.69334 6E-09 up no pfam00443 UCH Ubiquitin carboxyl-terminal hydrolase.GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579|protein deubiquitination;GO:0061136|regulation of proteasomal protein catabolic process;GO:0016021|integral component of membrane;GO:0004197|cysteine-type endopeptidase activity;GO:0046872|metal ion binding;GO:0004843|ubiquitin-specific protease activity;.

Manes.16G134300.v6.114.248091 3.8327 1E-18 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.16G134600.v6.11.4563804 0.54239 2E-06 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. . . .

Manes.16G134700.v6.11.4511232 5.37E-01 6E-05 up no pfam13642 DUF4144 protein structure with unknown function. A family based on the three-dimensional structure of YP_926445.1 (PDB:2L6O). . . .

Manes.16G135100.v6.12.3129909 1.21E+00 3E-25 up yes pfam01005 Flavi_NS2A Flavivirus non-structural protein NS2A. NS2A is a hydrophobic protein about 25 kDa is size. NS2A is cleaved from NS1 by a membrane bound host protease. NS2A has been found to associate with the dsRNA within the vesicle packages. It has also been found that NS2A associates with the known replicase components and so NS2A has been postulated to be part of this replicase complex.. . . .

Manes.16G135300.v6.10.4691728 ####### 3E-12 down yes pfam01593 Amino_oxidaseFlavin containing amine oxidoreductase. This family consists of various amine oxidases, including maze polyamine oxidase (PAO) and various flavin containing monoamine oxidases (MAO). The aligned region includes the flavin binding site of these enzymes. The family also contains phytoene dehydrogenases and related enzymes. In vertebrates MAO plays an important role regulating the intracellular levels of amines via there oxidation; these include various neurotransmitters, neurotoxins and trace amines. In lower eukaryotes such as aspergillus and in bacteria the main role of amine oxidases is to provide a source of ammonium. PAOs in plants, bacteria and protozoa oxidase spermidine and spermine to an aminobutyral, diaminopropane and hydrogen peroxide and are involved in the catabolism of polyamines. Other members of this family include tryptophan 2-monooxygenase, putrescine oxidase, corticosteroid binding proteins and antibacterial glycoproteins.. . . .

Manes.16G135400.v6.10.4285943 ####### 3E-19 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005829|cytosol;. .

Manes.16G135700.v6.11.9046841 0.92955 1E-14 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009908|flower development;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;GO:0010228|vegetative to reproductive phase transition of meristem;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.16G135900.v6.1Inf Inf 0.2166 up no pfam09496 CENP-O Cenp-O kinetochore centromere component. This eukaryotic protein is a component of the inner kinetochore subcomplex of the centromere. It has been shown to be involved in chromosome segregation via regulation of the spindle in both yeast and human.. . . .

Manes.16G136400.v6.10.6570051 -0.60602 1E-05 down no pfam04755 PAP_fibrillin PAP_fibrillin. This family identifies a conserved region found in a number of plastid lipid-associated proteins (PAPs), and in a number of putative fibrillin proteins.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;. .

Manes.16G136500.v6.1Inf Inf 0.4066 up no pfam10326 7TM_GPCR_StrSerpentine type 7TM GPCR chemoreceptor Str. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Str is a member of the Str superfamily of chemoreceptors. Almost a quarter (22.5%) of str and srj family genes and pseudogenes in C. elegans appear to have been newly formed by gene duplications since the species split. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.16G136800.v6.10.5670109 ####### 1E-08 down no pfam03441 FAD_binding_7FAD binding domain of DNA photolyase.GO:0006281|DNA repair;GO:0018298|protein-chromophore linkage;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0003677|DNA binding;GO:0003913|DNA photolyase activity;GO:0009881|photoreceptor activity;K01669

Manes.16G136900.v6.11.9303443 0.94886 3E-16 up no pfam08614 ATG16 Autophagy protein 16 (ATG16). Autophagy is a ubiquitous intracellular degradation system for eukaryotic cells.   During autophagy, cytoplasmic components are enclosed in autophagosomes and delivered to lysosomes/vacuoles. ATG16 (also known as Apg16) has been shown to be bind to Apg5 and is required for the function of the Apg12p-Apg5p conjugate in the yeast autophagy pathway.. . . .

Manes.16G137000.v6.10.2820741 -1.82585 2E-07 down yes pfam00516 GP120 Envelope glycoprotein GP120. The entry of HIV requires interaction of viral GP120 with CD4 and a chemokine receptor on the cell surface.. . . .

Manes.16G137300.v6.18.577427 3.10054 3E-140 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0071333|cellular response to glucose stimulus;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046982|protein heterodimerization activity;GO:0042803|protein homodimerization activity;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.16G138300.v6.11.5795178 6.59E-01 0.0003 up no pfam13905 Thioredoxin_8Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.. . GO:0047134|protein-disulfide reductase activity;K17609

Manes.16G138400.v6.11.4967876 0.58187 7E-07 up no pfam10058 DUF2296 Predicted integral membrane metal-binding protein (DUF2296). This domain, found in various hypothetical bacterial and eukaryotic metal-binding proteins, has no known function.. . . .

Manes.17G000300.v6.11.7971941 8.46E-01 3E-09 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.17G000600.v6.10.5255151 ####### 1E-11 down no pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0043547|positive regulation of GTPase activity;GO:0080092|regulation of pollen tube growth;GO:0005886|plasma membrane;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.17G000900.v6.12.277152 1.18723 5E-21 up yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.17G001400.v6.11.250877 0.32294 0.0045 up no pfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.17G001500.v6.13.0632575 1.61507 3E-05 up yes pfam11700 ATG22 Vacuole effluxer Atg22 like. Autophagy is a major survival survival mechanism in which eukaryotes recycle cellular nutrients during stress conditions. Atg22, Avt3 and Avt4 are partially redundant vacuolar effluxes, which mediate the efflux of leucine and other amino acids resulting from autophagy. This family also includes other transporter proteins.. . . .

Manes.17G002000.v6.10.577439 ####### 0.0001 down no pfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0061504|cyclic threonylcarbamoyladenosine biosynthetic process;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0008641|small protein activating enzyme activity;GO:0061503|tRNA threonylcarbamoyladenosine dehydratase;.

Manes.17G002200.v6.10.7212317 -0.47147 0.0004 down no pfam13639 zf-RING_2 Ring finger domain.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0032586|protein storage vacuole membrane;GO:0008270|zinc ion binding;K15692

Manes.17G002700.v6.10.7843506 ####### 0.0141 down no pfam05899 Cupin_3 Protein of unknown function (DUF861). This family consists of several proteins which seem to be specific to plants and bacteria. The function of this family is unknown.. . . .

Manes.17G002800.v6.10.3787163 -1.40081 0.0054 down yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.17G003100.v6.10.802134 -0.31808 0.024 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).GO:0015969|guanosine tetraphosphate metabolic process;. . .

Manes.17G003300.v6.10.5314321 -0.91204 2E-10 down no pfam00574 CLP_proteaseClp protease. The Clp protease has an active site catalytic triad. In Escherichia coli Clp protease, ser-111, his-136 and asp-185 form the catalytic triad. Cyanophora parodoxa clpP-B has lost all of these active site residues and is therefore inactive. Some members contain one or two large insertions.GO:0009658|chloroplast organization;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009840|chloroplastic endopeptidase Clp complex;GO:0009532|plastid stroma;GO:0009579|thylakoid;GO:0004252|serine-type endopeptidase activity;K01358

Manes.17G004000.v6.1Inf Inf 0.1921 up no pfam03018 Dirigent Dirigent-like protein. This family contains a number of proteins which are induced during disease response in plants. Members of this family are involved in lignification.GO:1901599|(-)-pinoresinol biosynthetic process;GO:0050790|regulation of catalytic activity;GO:0048046|apoplast;GO:0042349|guiding stereospecific synthesis activity;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;.

Manes.17G004100.v6.10.6268062 -0.67391 0.0159 down no pfam01255 Prenyltransf Putative undecaprenyl diphosphate synthase. Previously known as uncharacterized protein family UPF0015, a single member of this family has been identified as an undecaprenyl diphosphate synthase.GO:0006486|protein glycosylation;. GO:0016765|transferase activity, transferring alkyl or aryl (other than methyl) groups;K11778

Manes.17G005400.v6.11.896882 0.92363 1E-15 up no pfam14604 SH3_9 Variant SH3 domain.GO:0006897|endocytosis;GO:0005737|cytoplasm;GO:0031901|early endosome membrane;GO:0070062|extracellular exosome;GO:0042802|identical protein binding;GO:0008289|lipid binding;.

Manes.17G005500.v6.10.7221658 -0.4696 0.0006 down no pfam13343 SBP_bac_6 Bacterial extracellular solute-binding protein. This family includes bacterial extracellular solute-binding proteins.GO:0015846|polyamine transport;GO:0042597|periplasmic space;GO:0019808|polyamine binding;K11069

Manes.17G006200.v6.11.4320345 5.18E-01 1E-05 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.17G006800.v6.10.6881338 ####### 5E-06 down no pfam00887 ACBP Acyl CoA binding protein.GO:0006810|transport;. GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.17G008000.v6.10.5145443 ####### 7E-06 down no pfam04298 Zn_peptidase_2Putative neutral zinc metallopeptidase. Zinc metallopeptidase zinc binding regions have been predicted in some family members by a pattern match.. . . .

Manes.17G008400.v6.11.6093471 6.86E-01 2E-09 up no pfam03637 Mob1_phoceinMob1/phocein family. Mob1 is an essential Saccharomyces cerevisiae protein, identified from a two-hybrid screen, that binds Mps1p, a protein kinase essential for spindle pole body duplication and mitotic checkpoint regulation. Mob1 contains no known structural motifs; however MOB1 is a member of a conserved gene family and shares sequence similarity with a nonessential yeast gene, MOB2. Mob1 is a phosphoprotein in vivo and a substrate for the Mps1p kinase in vitro. Conditional alleles of MOB1 cause a late nuclear division arrest at restrictive temperature. This family also includes phocein, a rat protein that by yeast two hybrid interacts with striatin.. . GO:0046872|metal ion binding;K06685

Manes.17G008700.v6.11.421343 5.07E-01 9E-06 up no pfam07059 DUF1336 Protein of unknown function (DUF1336). This family represents the C-terminus (approximately 250 residues) of a number of hypothetical plant proteins of unknown function.GO:0009873|ethylene-activated signaling pathway;GO:1900056|negative regulation of leaf senescence;GO:0009626|plant-type hypersensitive response;GO:1900150|regulation of defense response to fungus;GO:0009723|response to ethylene;GO:0009751|response to salicylic acid;GO:0005789|endoplasmic reticulum membrane;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0070273|phosphatidylinositol-4-phosphate binding;.



Manes.17G009100.v6.17.4960314 2.90613 1E-93 up yes pfam05368 NmrA NmrA-like family. NmrA is a negative transcriptional regulator involved in the post-translational modification of the transcription factor AreA. NmrA is part of a system controlling nitrogen metabolite repression in fungi. This family only contains a few sequences as iteration results in significant matches to other Rossmann fold families.. . GO:0016491|oxidoreductase activity;.

Manes.17G009700.v6.12.0369519 1.02641 1E-17 up yes pfam14523 Syntaxin_2 Syntaxin-like protein. This domain includes syntaxin-like domains including from the Vam3p protein.GO:0009660|amyloplast organization;GO:0006886|intracellular protein transport;GO:0009959|negative gravitropism;GO:0010118|stomatal movement;GO:0048278|vesicle docking;GO:0006906|vesicle fusion;GO:0012505|endomembrane system;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0000325|plant-type vacuole;GO:0009705|plant-type vacuole membrane;GO:0031201|SNARE complex;GO:0005773|vacuole;GO:0000149|SNARE binding;K08488

Manes.17G010200.v6.10.4988613 ####### 2E-12 down yes pfam14259 RRM_6 RNA recognition motif (a.k.a. RRM, RBD, or RNP domain).GO:0006397|mRNA processing;GO:0009507|chloroplast;GO:0030529|ribonucleoprotein complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.17G010400.v6.10.1755008 -2.51045 2E-42 down yes pfam03137 OATP Organic Anion Transporter Polypeptide (OATP) family. This family consists of several eukaryotic Organic-Anion-Transporting Polypeptides (OATPs). Several have been identified mostly in human and rat. Different OATPs vary in tissue distribution and substrate specificity. Since the numbering of different OATPs in particular species was based originally on the order of discovery, similarly numbered OATPs in humans and rats did not necessarily correspond in function, tissue distribution and substrate specificity (in spite of the name, some OATPs also transport organic cations and neutral molecules). Thus, Tamai et al. initiated the current scheme of using digits for rat OATPs and letters for human ones. Prostaglandin transporter (PGT) proteins are also considered to be OATP family members. In addition, the methotrexate transporter OATK is closely related to OATPs. This family also includes several predicted proteins from Caenorhabditis elegans and Drosophila melanogaster. This similarity was not previously noted. . . . .

Manes.17G010800.v6.10.6390742 ####### 4E-07 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0010501|RNA secondary structure unwinding;GO:0006364|rRNA processing;GO:0005829|cytosol;GO:0005730|nucleolus;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;K14811

Manes.17G011000.v6.10.7892162 ####### 0.0177 down no pfam03652 UPF0081 Uncharacterized protein family (UPF0081).GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0031564|transcription antitermination;GO:0005737|cytoplasm;GO:0004518|nuclease activity;GO:0003676|nucleic acid binding;K07447

Manes.17G011500.v6.11.1658519 0.22138 0.1337 up no pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.17G011800.v6.1Inf Inf 0.8798 up no pfam06745 KaiC KaiC. This family represents a conserved region within bacterial and archaeal proteins, most of which are hypothetical. More than one copy is sometimes found in each protein. This family includes KaiC, which is one of the Kai proteins among which direct protein-protein association may be a critical process in the generation of circadian rhythms in cyanobacteria.. . . .

Manes.17G012100.v6.135.663588 5.15638 3E-73 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;. GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G012300.v6.1NA NA NA -- no pfam14290 DUF4370 Domain of unknown function (DUF4370).. . . .

Manes.17G012700.v6.10.2162583 ####### 4E-28 down yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0030154|cell differentiation;GO:0048441|petal development;GO:0006355|regulation of transcription, DNA-templated;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G013000.v6.11.2310345 0.29987 0.0089 up no pfam01546 Peptidase_M20Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0006526|arginine biosynthetic process;. GO:0008777|acetylornithine deacetylase activity;GO:0046872|metal ion binding;.

Manes.17G013300.v6.10.449476 -1.15368 1E-17 down yes pfam00153 Mito_carr Mitochondrial carrier protein.GO:0006839|mitochondrial transport;GO:0009507|chloroplast;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0009536|plastid;. K15109

Manes.17G013400.v6.10.4646104 -1.10591 3E-07 down yes pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0080163|regulation of protein serine/threonine phosphatase activity;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042802|identical protein binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.17G013500.v6.10.550929 -0.86006 9E-13 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;. .

Manes.17G013800.v6.11.4162706 5.02E-01 0.0005 up no pfam10260 SAYSvFN Uncharacterized conserved domain (SAYSvFN). This domain of approximately 75 residues contains a highly conserved SATSv/iFN motif. The function is unknown but the domain is conserved from plants to humans.. . . .

Manes.17G014000.v6.10.4876781 -1.036 2E-05 down yes pfam08426 ICE2 ICE2. ICE2 is a fungal ER protein which has been shown to play an important role in forming/maintaining the cortical ER. It has also bee identified as a protein which is necessary for nuclear inner membrane targeting.. . . .

Manes.17G014100.v6.10.6006681 -0.73536 0.0011 down no pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).. . GO:0008270|zinc ion binding;.

Manes.17G014900.v6.10.5557002 -0.84762 1E-09 down no pfam01251 Ribosomal_S7eRibosomal protein S7e.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;.

Manes.17G015100.v6.19.5389723 3.25383 6E-44 up yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.17G015500.v6.15.6538337 2.50E+00 0.2004 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;.

Manes.17G015900.v6.14.5963496 2.20E+00 0.0447 up no pfam00078 RVT_1 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses.GO:0015074|DNA integration;GO:0006310|DNA recombination;GO:0032197|transposition, RNA-mediated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0004190|aspartic-type endopeptidase activity;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;GO:0004519|endonuclease activity;GO:0046872|metal ion binding;GO:0003723|RNA binding;GO:0003964|RNA-directed DNA polymerase activity;.

Manes.17G016900.v6.10.8143272 ####### 0.0162 down no pfam14829 GPAT_N Glycerol-3-phosphate acyltransferase N-terminal. GPAT_N is the N-terminal domain of glycerol-3-phosphate acyltransferases, and it forms a four-helix bundle. Glycerol-3-phosphate (1)-acyltransferase(G3PAT) catalyses the incorporation of an acyl group from either acyl-acyl carrier proteins or acyl-CoAs into the sn-1 position of glycerol 3-phosphate to yield 1-acylglycerol-3-phosphate. G3PATs can either be selective, preferentially using the unsaturated fatty acid, oleate (C18:1), as the acyl donor, or non-selective, using either oleate or the saturated fatty acid, palmitate (C16:0), at comparable rates. The differential substrate-specificity for saturated versus unsaturated fatty acids seen within this enzyme family has been implicated in the sensitivity of plants to chilling temperatures. The exact function of this domain is not known. it lies upstream of family Acyltransferase, pfam01553.GO:0016024|CDP-diacylglycerol biosynthetic process;GO:0009570|chloroplast stroma;GO:0004366|glycerol-3-phosphate O-acyltransferase activity;.

Manes.17G017500.v6.10.5781604 ####### 3E-07 down no pfam01031 Dynamin_M Dynamin central region. This region lies between the GTPase domain, see pfam00350, and the pleckstrin homology (PH) domain, see pfam00169.GO:0007049|cell cycle;GO:0051301|cell division;GO:0050832|defense response to fungus;GO:0046686|response to cadmium ion;GO:0016192|vesicle-mediated transport;GO:0005874|microtubule;GO:0005739|mitochondrion;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.17G018200.v6.1Inf Inf 0.0037 up yes pfam00069 Pkinase Protein kinase domain.GO:0000187|activation of MAPK activity;GO:0000165|MAPK cascade;GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004708|MAP kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G019100.v6.11.0468583 6.61E-02 0.7191 up no pfam07010 Endomucin Endomucin. This family consists of several mammalian endomucin proteins. Endomucin is an early endothelial-specific antigen that is also expressed on putative hematopoietic progenitor cells.. . . .

Manes.17G019300.v6.10.808438 ####### 0.0293 down no pfam09402 MSC Man1-Src1p-C-terminal domain. MAN1 is an integral protein of the inner nuclear membrane which binds to chromatin associated proteins and plays a role in nuclear organisation. The C terminal nucleoplasmic region forms a DNA binding winged helix and binds to Smad. This C-terminal tail is also found in S. cerevisiae and is thought to consist of three conserved helices followed by two downstream strands.. . . .

Manes.17G019500.v6.11.5989681 6.77E-01 1E-08 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0000160|phosphorelay signal transduction system;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G019600.v6.11.6146494 0.69122 8E-08 up no pfam00335 Tetraspannin Tetraspanin family.GO:0046786|viral replication complex formation and maintenance;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0043621|protein self-association;.

Manes.17G019800.v6.11.8320402 0.87345 2E-14 up no pfam06650 DUF1162 Protein of unknown function (DUF1162). This family represents a conserved region within several hypothetical eukaryotic proteins. Family members might be vacuolar protein sorting related-proteins.. . . .

Manes.17G019900.v6.11.7191639 7.82E-01 2E-11 up no pfam07727 RVT_2 Reverse transcriptase (RNA-dependent DNA polymerase). A reverse transcriptase gene is usually indicative of a mobile element such as a retrotransposon or retrovirus. Reverse transcriptases occur in a variety of mobile elements, including retrotransposons, retroviruses, group II introns, bacterial msDNAs, hepadnaviruses, and caulimoviruses. This Pfam entry includes reverse transcriptases not recognized by the pfam00078 model.GO:0015074|DNA integration;. GO:0004190|aspartic-type endopeptidase activity;GO:0004519|endonuclease activity;GO:0003676|nucleic acid binding;GO:0003964|RNA-directed DNA polymerase activity;GO:0008270|zinc ion binding;.

Manes.17G020800.v6.10.7229363 -0.46806 0.0006 down no pfam02636 Methyltransf_28Putative S-adenosyl-L-methionine-dependent methyltransferase. This family is a putative S-adenosyl-L-methionine (SAM)-dependent methyltransferase. In eukaryotes it plays a role in mitochondrial complex I activity.GO:0046034|ATP metabolic process;GO:0031154|culmination involved in sorocarp development;GO:0006536|glutamate metabolic process;GO:0005977|glycogen metabolic process;GO:0032981|mitochondrial respiratory chain complex I assembly;GO:0010507|negative regulation of autophagy;GO:0006909|phagocytosis;GO:0042331|phototaxis;GO:0006907|pinocytosis;GO:0090141|positive regulation of mitochondrial fission;GO:0030435|sporulation resulting in formation of a cellular spore;GO:0043052|thermotaxis;GO:0005739|mitochondrion;. K18164

Manes.17G021000.v6.11.3326083 0.41425 0.0006 up no pfam06807 Clp1 Pre-mRNA cleavage complex II protein Clp1. This family consists of several pre-mRNA cleavage complex II Clp1 (or HeaB) proteins. Six different protein factors are required in vitro for 3' end formation of mammalian pre-mRNAs by endonucleolytic cleavage and polyadenylation. Clp1 is a subunit of cleavage complex IIA, which is required for cleavage, but not for polyadenylation of pre-mRNA.GO:0009908|flower development;GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0016310|phosphorylation;GO:0048827|phyllome development;GO:0006388|tRNA splicing, via endonucleolytic cleavage and ligation;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0051731|polynucleotide 5'-hydroxyl-kinase activity;K14399

Manes.17G021100.v6.13.3243679 1.73308 6E-07 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:1901349|glucosinolate transport;GO:0090449|phloem glucosinolate loading;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0090448|glucosinolate:proton symporter activity;.

Manes.17G021400.v6.11.4767428 0.56242 0.0001 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G021500.v6.13.397438 1.76E+00 1E-13 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;K14498

Manes.17G021800.v6.10.8720626 -0.1975 0.206 down no pfam03126 Plus-3 Plus-3 domain. This domain is about 90 residues in length and is often found associated with the pfam02213 domain. The function of this domain is uncertain. It is possible that this domain is involved in DNA binding as it has three conserved positively charged residues, hence this domain has been named the plus-3 domain. It is found in yeast Rtf1 which may be a transcription elongation factor.GO:0006352|DNA-templated transcription, initiation;GO:0016570|histone modification;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.17G022500.v6.11.2877454 0.36485 0.0035 up no pfam01992 vATP-synt_AC39ATP synthase (C/AC39) subunit. This family includes the AC39 subunit from vacuolar ATP synthase, and the C subunit from archaebacterial ATP synthase. The family also includes subunit C from the Sodium transporting ATP synthase from Enterococcus hirae.GO:0015991|ATP hydrolysis coupled proton transport;GO:0005794|Golgi apparatus;GO:0009506|plasmodesma;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0005773|vacuole;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.17G023000.v6.11.885206 0.91472 2E-11 up no pfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. GO:0005739|mitochondrion;GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.17G023600.v6.10.5786402 ####### 0.0499 down no pfam03802 CitX Apo-citrate lyase phosphoribosyl-dephospho-CoA transferase.. . . .

Manes.17G023800.v6.10.5435417 -0.87954 0.1393 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005788|endoplasmic reticulum lumen;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;.

Manes.17G024100.v6.10.4567126 -1.13064 3E-05 down yes pfam03908 Sec20 Sec20. Sec20 is a membrane glycoprotein associated with secretory pathway.GO:0000911|cytokinesis by cell plate formation;GO:0006888|ER to Golgi vesicle-mediated transport;GO:0006896|Golgi to vacuole transport;GO:0006891|intra-Golgi vesicle-mediated transport;GO:0006623|protein targeting to vacuole;GO:0042147|retrograde transport, endosome to Golgi;GO:0048280|vesicle fusion with Golgi apparatus;GO:0009504|cell plate;GO:0005789|endoplasmic reticulum membrane;GO:0012507|ER to Golgi transport vesicle membrane;GO:0016021|integral component of membrane;GO:0031902|late endosome membrane;GO:0005886|plasma membrane;GO:0031201|SNARE complex;GO:0005484|SNAP receptor activity;GO:0000149|SNARE binding;K08494

Manes.17G024600.v6.11.0774624 0.10764 0.4795 up no pfam09747 DUF2052 Coiled-coil domain containing protein (DUF2052). This entry is of sequences of two conserved domains separated by a region of low complexity, spanning some 200 residues. The function is unknown.. . . .

Manes.17G024700.v6.1Inf Inf 0.0545 up no pfam15062 ARL6IP6 Haemopoietic lineage transmembrane helix. ADP-ribosylation factor-like protein 6-interacting protein 6 (ARP6) is a transmembrane helix present in the J2E erythro-leukaemic cell line, but not its myeloid variants. In tissues, ARL-6 mRNA was most abundant in brain and kidney. While ARL-6 protein was predominantly cytosolic, it is known to bind to SEC61-beta subunit of a protein conducting channel SEC61p.. . . .

Manes.17G024800.v6.1Inf Inf 0.1145 up no pfam15232 DUF4585 Domain of unknown function (DUF4585). The function of this protein domain family is yet to be characterized. It is putatively thought to lie in the C-terminal domain of the DNA nucleotide repair protein, Xeroderma pigmentosa complementation group A (XPA). The function of XPA is to bind to DNA and repair any mismatched base pairs. This domain family is often found in eukaryotes, and is approximately 70 amino acids in length. There is a conserved DPE sequence motif. In humans, this protein is encoded for in the chromosomal position, Chromosome 5 open reading frame 65. Mutations in the gene lead to myelodysplastic syndromes, where there is inefficient stem cell production in the bone marrow. This suggests that the protein may have a role in forming blood cells.. . . .

Manes.17G025000.v6.1Inf Inf 0.1921 up no pfam04666 Glyco_transf_54N-Acetylglucosaminyltransferase-IV (GnT-IV) conserved region. The complex-type of oligosaccharides are synthesized through elongation by glycosyltransferases after trimming of the precursor oligosaccharides transferred to proteins in the endoplasmic reticulum. N-Acetylglucosaminyltransferases (GnTs) take part in the formation of branches in the biosynthesis of complex-type sugar chains. In vertebrates, six GnTs, designated as GnT-I to -VI, which catalyse the transfer of GlcNAc to the core mannose residues of Asn-linked sugar chains, have been identified. GnT-IV (EC:2.4.1.145) catalyses the transfer of GlcNAc from UDP-GlcNAc to the GlcNAc1-2Man1-3 arm of core oligosaccharide [Gn2(22)core oligosaccharide] and forms GlcNAc1-4(GlcNAc1-2)Man1-3 structure on the core oligosaccharide (Gn3(2,4,2)core oligosaccharide). In some members the conserved region occupies all but the very for N-terminal, where there is a signal sequence on all members. For other members the conserved region does not occupy the entire protein . . . .

Manes.17G025100.v6.11.2525902 0.32491 0.0052 up no pfam01214 CK_II_beta Casein kinase II regulatory subunit.. GO:0005956|protein kinase CK2 complex;GO:0019887|protein kinase regulator activity;.

Manes.17G025600.v6.13.0260448 1.59743 0.0633 up no pfam14476 Chloroplast_dufPetal formation-expressed. The members of this plant family from Arabidopsis thaliana appear to be proteins found in the chloroplast, expressed in the pollen tube during the petal differentiation and expansion stage. The function is not known.. . . .

Manes.17G025700.v6.11.1742427 2.32E-01 0.1806 up no pfam04117 Mpv17_PMP22Mpv17 / PMP22 family. The 22-kDa peroxisomal membrane protein (PMP22) is a major component of peroxisomal membranes. PMP22 seems to be involved in pore forming activity and may contribute to the unspecific permeability of the organelle membrane. PMP22 is synthesized on free cytosolic ribosomes and then directed to the peroxisome membrane by specific targeting information. Mpv17 is a closely related peroxisomal protein. In mouse, the Mpv17 protein is involved in the development of early-onset glomerulosclerosis. More recently a homolog of Mpv17 in S. cerevisiae has been been found to be an integral membrane protein of the inner mitochondrial membrane where it has been proposed to have a role in ethanol metabolizm and tolerance during heat-shock. Defects in MPV17 is associated with mitochondrial DNA depletion syndrome (MDDS) and Navajo neurohepatopathy (NNH). MDDS is a clinically heterogeneous group of disorders characterized by a reduction in mitochondrial DNA (mtDNA) copy number. Primary mtDNA depletion is in. GO:0016021|integral component of membrane;GO:0005778|peroxisomal membrane;. K13347

Manes.17G025800.v6.10.7086877 ####### 0.0005 down no pfam04789 DUF621 Protein of unknown function (DUF621). Family of uncharacterized proteins. Some are annotated as having possible G-protein-coupled receptor-like activity.. . . .

Manes.17G025900.v6.10.4122567 -1.27839 3E-20 down yes pfam01571 GCV_T Aminomethyltransferase folate-binding domain. This is a family of glycine cleavage T-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. The T-protein is an aminomethyl transferase.GO:0006546|glycine catabolic process;GO:0005739|mitochondrion;GO:0004047|aminomethyltransferase activity;GO:0008483|transaminase activity;K00605

Manes.17G026000.v6.10.2180867 -2.19703 0.0243 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G026100.v6.10.5364204 -0.89856 4E-10 down no pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.17G026300.v6.11.561625 0.64305 1E-08 up no pfam00903 Glyoxalase Glyoxalase/Bleomycin resistance protein/Dioxygenase superfamily.. . GO:0004462|lactoylglutathione lyase activity;GO:0046872|metal ion binding;.

Manes.17G026500.v6.10.7622927 ####### 0.4618 down no pfam10117 McrBC McrBC 5-methylcytosine restriction system component. Members of this family of bacterial proteins modify the specificity of mcrB restriction by expanding the range of modified sequences restricted.. . . .

Manes.17G026600.v6.12.9777359 1.57E+00 2E-35 up yes pfam02991 Atg8 Autophagy protein Atg8 ubiquitin like. Light chain 3 is proposed to function primarily as a subunit of microtubule associated proteins 1A and 1B and that its expression may regulate microtubule binding activity. Autophagy is generally known as a process involved in the degradation of bulk cytoplasmic components that are non-specifically sequestered into an autophagosome, where they are sequestered into double-membrane vesicles and delivered to the degradative organelle, the lysosome/vacuole, for breakdown and eventual recycling of the resulting macromolecules. The yeast proteins are involved in the autophagosome, and Atg8 binds Atg19, via its N-terminus and the C-terminus of Atg19.GO:0006914|autophagy;GO:0015031|protein transport;GO:0000421|autophagosome membrane;GO:0033110|Cvt vesicle membrane;GO:0005874|microtubule;. K08341

Manes.17G026800.v6.10.8309067 ####### 0.1806 down no pfam00181 Ribosomal_L2Ribosomal Proteins L2, RNA binding domain.GO:0006412|translation;GO:0009507|chloroplast;GO:0015934|large ribosomal subunit;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;GO:0016740|transferase activity;.

Manes.17G027200.v6.11.2916471 0.36921 0.0041 up no pfam08059 SEP SEP domain. The SEP domain is named after Saccharomyces cerevisiae Shp1, Drosophila melanogaster eyes closed gene (eyc), and vertebrate p47. In p47, the SEP domain has been shown to bind to and inhibit the cysteine protease cathepsin L. Most SEP domains are succeeded closely by a UBX domain.GO:0000045|autophagosome assembly;GO:0007030|Golgi organization;GO:0061025|membrane fusion;GO:0031468|nuclear envelope reassembly;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0050790|regulation of catalytic activity;GO:0005829|cytosol;GO:0005634|nucleus;GO:0051117|ATPase binding;GO:0008599|protein phosphatase type 1 regulator activity;GO:0043130|ubiquitin binding;K14012

Manes.17G027500.v6.10.9333562 -0.0995 0.4678 down no pfam01426 BAH BAH domain. This domain has been called BAH (Bromo adjacent homology) domain and has also been called ELM1 and BAM (Bromo adjacent motif) domain. The function of this domain is unknown but may be involved in protein-protein interaction.. . GO:0003682|chromatin binding;.

Manes.17G027600.v6.18.9489232 3.16171 2E-10 up yes pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0009682|induced systemic resistance;GO:0031012|extracellular matrix;GO:0009505|plant-type cell wall;GO:0005578|proteinaceous extracellular matrix;GO:0004252|serine-type endopeptidase activity;.

Manes.17G027700.v6.11.7976899 0.84614 8E-12 up no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.17G027800.v6.10.5512618 -0.85919 2E-06 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G027900.v6.10.8511738 -0.23247 0.062 down no pfam05292 MCD Malonyl-CoA decarboxylase (MCD). This family consists of several eukaryotic malonyl-CoA decarboxylase (MLYCD) proteins. Malonyl-CoA, in addition to being an intermediate in the de novo synthesis of fatty acids, is an inhibitor of carnitine palmitoyltransferase I, the enzyme that regulates the transfer of long-chain fatty acyl-CoA into mitochondria, where they are oxidized. After exercise, malonyl-CoA decarboxylase participates with acetyl-CoA carboxylase in regulating the concentration of malonyl-CoA in liver and adipose tissue, as well as in muscle. Malonyl-CoA decarboxylase is regulated by AMP-activated protein kinase (AMPK).GO:0006085|acetyl-CoA biosynthetic process;GO:0044255|cellular lipid metabolic process;GO:0006633|fatty acid biosynthetic process;GO:2001294|malonyl-CoA catabolic process;GO:0046321|positive regulation of fatty acid oxidation;GO:0010906|regulation of glucose metabolic process;GO:0002931|response to ischemia;GO:0044281|small molecule metabolic process;GO:0005737|cytoplasm;GO:0005759|mitochondrial matrix;GO:0005739|mitochondrion;GO:0005782|peroxisomal matrix;GO:0005777|peroxisome;GO:0050080|malonyl-CoA decarboxylase activity;GO:0005102|receptor binding;K01578

Manes.17G028200.v6.13.9059501 1.96567 3E-42 up yes pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0098655|cation transmembrane transport;GO:0006812|cation transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005227|calcium activated cation channel activity;.

Manes.17G028300.v6.10.765666 ####### 0.0011 down no pfam13603 tRNA-synt_1_2Leucyl-tRNA synthetase, Domain 2. This is a family of the conserved region of Leucine-tRNA ligase or Leucyl-tRNA synthetase, EC:6.1.1.4.GO:0006429|leucyl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0002161|aminoacyl-tRNA editing activity;GO:0005524|ATP binding;GO:0004823|leucine-tRNA ligase activity;K01869

Manes.17G028400.v6.11.8026095 0.85009 9E-08 up no pfam02485 Branch Core-2/I-Branching enzyme. This is a family of two different beta-1,6-N-acetylglucosaminyltransferase enzymes, I-branching enzyme and core-2 branching enzyme. I-branching enzyme is responsible for the production of the blood group I-antigen during embryonic development. Core-2 branching enzyme forms crucial side-chain branches in O-glycans.. . . .

Manes.17G030300.v6.11.5478108 0.63023 2E-08 up no pfam06273 eIF-4B Plant specific eukaryotic initiation factor 4B. This family consists of several plant specific eukaryotic initiation factor 4B proteins.. . . .

Manes.17G030600.v6.10.3558806 -1.49053 2E-06 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G031000.v6.10.6699279 -0.57792 0.0007 down no pfam00026 Asp Eukaryotic aspartyl protease. Aspartyl (acid) proteases include pepsins, cathepsins, and renins. Two-domain structure, probably arising from ancestral duplication. This family does not include the retroviral nor retrotransposon proteases (pfam00077), which are much smaller and appear to be homologous to a single domain of the eukaryotic asp proteases.. GO:0009507|chloroplast;. .

Manes.17G031100.v6.12.0919661 1.06E+00 7E-11 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0071215|cellular response to abscisic acid stimulus;GO:0071472|cellular response to salt stress;GO:0042631|cellular response to water deprivation;GO:0045893|positive regulation of transcription, DNA-templated;GO:2000214|regulation of proline metabolic process;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0001046|core promoter sequence-specific DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G031200.v6.11.8463837 0.8847 2E-09 up no pfam03358 FMN_red NADPH-dependent FMN reductase.GO:0071365|cellular response to auxin stimulus;GO:0045892|negative regulation of transcription, DNA-templated;GO:0055114|oxidation-reduction process;. GO:0010181|FMN binding;GO:0003955|NAD(P)H dehydrogenase (quinone) activity;.

Manes.17G031400.v6.14.8616681 2.28145 0.0003 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G031500.v6.16.6399082 2.73116 0.121 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G031700.v6.12.9462759 1.55889 0.0001 up yes pfam00954 S_locus_glycopS-locus glycoprotein family. In Brassicaceae, self-incompatible plants have a self/non-self recognition system. This is sporophytically controlled by multiple alleles at a single locus (S). S-locus glycoproteins, as well as S-receptor kinases, are in linkage with the S-alleles.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G031800.v6.11.8813104 0.91174 2E-13 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G032300.v6.16.2283986 2.63886 1E-04 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G032700.v6.10.9883421 -0.01692 0.9422 down no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.17G033000.v6.1Inf Inf 0.8798 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.17G033200.v6.10.1888248 -2.40488 5E-48 down yes pfam13764 E3_UbLigase_R4E3 ubiquitin-protein ligase UBR4. This is a family of E## ubiquitin ligase enzymes.. . . .

Manes.17G033300.v6.10.8657633 -0.20796 0.1655 down no pfam00083 Sugar_tr Sugar (and other) transporter.GO:0008643|carbohydrate transport;GO:0016021|integral component of membrane;GO:0022891|substrate-specific transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.17G033400.v6.12.6548961 1.40866 0.6312 up no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.17G033500.v6.11.7109598 0.77481 1E-11 up no pfam00635 Motile_SpermMSP (Major sperm protein) domain. Major sperm proteins are involved in sperm motility. These proteins oligomerise to form filaments. This family contains many other proteins.. GO:0005789|endoplasmic reticulum membrane;. .

Manes.17G033800.v6.164.873251 6.02E+00 0 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.17G034100.v6.10.3865313 -1.37134 8E-09 down yes pfam00564 PB1 PB1 domain. . . . .

Manes.17G034200.v6.10.1945116 -2.36207 5E-12 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. K18812

Manes.17G034400.v6.1#NAME? #NAME? 0.6515 down no pfam14392 zf-CCHC_4 Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. This particular family is found in plant proteins.. . . .

Manes.17G034600.v6.1Inf Inf 0.0188 up yes pfam04987 PigN Phosphatidylinositolglycan class N (PIG-N). Phosphatidylinositolglycan class N (PIG-N) is a mammalian homologue of the yeast protein MCD4P and is expressed in the endoplasmic reticulum. PIG-N is essential for glycosylphosphatidylinositol anchor synthesis. Glycosylphosphatidylinositol (GPI)-anchored proteins are cell surface-localized proteins that serve many important cellular functions.. . . .

Manes.17G035000.v6.10.7852593 -0.34876 0.0102 down no pfam06087 Tyr-DNA_phosphoTyrosyl-DNA phosphodiesterase. Covalent intermediates between topoisomerase I and DNA can become dead-end complexes that lead to cell death. Tyrosyl-DNA phosphodiesterase can hydrolyse the bond between topoisomerase I and DNA.GO:0006281|DNA repair;GO:0006302|double-strand break repair;GO:0000012|single strand break repair;GO:0005634|nucleus;GO:0017005|3'-tyrosyl-DNA phosphodiesterase activity;GO:0003690|double-stranded DNA binding;GO:0004527|exonuclease activity;GO:0003697|single-stranded DNA binding;.



Manes.17G035300.v6.14.82003 2.27E+00 4E-36 up yes pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.17G035400.v6.13.2737115 1.71093 0.0002 up yes pfam02729 OTCace_N Aspartate/ornithine carbamoyltransferase, carbamoyl-P binding domain.. . . .

Manes.17G035800.v6.10.2759237 -1.85766 1E-05 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.17G036500.v6.1Inf Inf 0.8798 up no pfam00291 PALP Pyridoxal-phosphate dependent enzyme. Members of this family are all pyridoxal-phosphate dependent enzymes. This family includes: serine dehydratase EC:4.2.1.13 P20132, threonine dehydratase EC:4.2.1.16, tryptophan synthase beta chain EC:4.2.1.20, threonine synthase EC:4.2.99.2, cysteine synthase EC:4.2.99.8 P11096, cystathionine beta-synthase EC:4.2.1.22, 1-aminocyclopropane-1-carboxylate deaminase EC:4.1.99.4.GO:0000162|tryptophan biosynthetic process;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0005737|cytoplasm;GO:0030170|pyridoxal phosphate binding;GO:0004834|tryptophan synthase activity;K01696

Manes.17G037300.v6.10.6668363 -0.5846 0.0001 down no pfam01066 CDP-OH_P_transfCDP-alcohol phosphatidyltransferase. All of these members have the ability to catalyse the displacement of CMP from a CDP-alcohol by a second alcohol with formation of a phosphodiester bond and concomitant breaking of a phosphoride anhydride bond.GO:0008654|phospholipid biosynthetic process;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0008808|cardiolipin synthase activity;GO:0030145|manganese ion binding;K08744

Manes.17G037400.v6.11.7620515 0.81726 6E-08 up no pfam06454 DUF1084 Protein of unknown function (DUF1084). This family consists of several hypothetical plant specific proteins of unknown function.GO:0046786|viral replication complex formation and maintenance;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;. .

Manes.17G037800.v6.10.8350869 ####### 0.0813 down no pfam00011 HSP20 Hsp20/alpha crystallin family.. GO:0005737|cytoplasm;. K13993

Manes.17G038100.v6.10.6813039 ####### 0.017 down no pfam02953 zf-Tim10_DDPTim10/DDP family zinc finger. Putative zinc binding domain with four conserved cysteine residues. This domain is found in the human disease protein TIMM8A. Members of this family such as Tim9 and Tim10 are involved in mitochondrial protein import. Members of this family seem to be localized to the mitochondrial intermembrane space.. . . .

Manes.17G038200.v6.11.5307751 6.14E-01 9E-06 up no pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.17G038400.v6.11.420291 0.50619 0.0002 up no pfam01554 MatE MatE. The MatE domainGO:0009813|flavonoid biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0010231|maintenance of seed dormancy;GO:0010023|proanthocyanidin biosynthetic process;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0015238|drug transmembrane transporter activity;GO:0015299|solute:proton antiporter activity;GO:0022857|transmembrane transporter activity;K03327

Manes.17G038700.v6.10.9187914 ####### 0.3953 down no pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.17G039000.v6.14.0153209 2.00552 1E-21 up yes pfam07992 Pyr_redox_2 Pyridine nucleotide-disulphide oxidoreductase. This family includes both class I and class II oxidoreductases and also NADH oxidases and peroxidases. This domain is actually a small NADH binding domain within a larger FAD binding domain.GO:0055114|oxidation-reduction process;GO:0005743|mitochondrial inner membrane;GO:0005758|mitochondrial intermembrane space;GO:0005739|mitochondrion;GO:0005777|peroxisome;GO:0005509|calcium ion binding;GO:0050660|flavin adenine dinucleotide binding;GO:0016491|oxidoreductase activity;.

Manes.17G039200.v6.10.4356003 -1.19892 1E-07 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0051973|positive regulation of telomerase activity;GO:0032203|telomere formation via telomerase;GO:0015030|Cajal body;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005697|telomerase holoenzyme complex;GO:0003723|RNA binding;.

Manes.17G039500.v6.10.4053123 -1.30289 2E-14 down yes pfam07887 Calmodulin_bindCalmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.17G039700.v6.11.4588048 5.45E-01 3E-06 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0048366|leaf development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.17G039800.v6.14.5372996 2.18183 3E-77 up yes pfam03997 VPS28 VPS28 protein.GO:0043328|protein targeting to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000813|ESCRT I complex;GO:0032403|protein complex binding;K12184

Manes.17G039900.v6.11.5831296 0.66278 0.0009 up no pfam08424 NRDE-2 NRDE-2, necessary for RNA interference. This is a family of eukaryotic proteins. Eukaryotic cells express a wide variety of endogenous small regulatory RNAs that regulate heterochromatin formation, developmental timing, defence against parasitic nucleic acids, and genome rearrangement. Many small regulatory RNAs are thought to function in nuclei, and in plants and fungi small interfering (si)RNAs associate with nascent transcripts and direct chromatin and/or DNA modifications. This family protein, NRDE-2, is required for small interfering (si)RNA-mediated silencing in nuclei. NRDE-2 associates with the Argonaute protein NRDE-3 within nuclei and is recruited by NRDE-3/siRNA complexes to nascent transcripts that have been targeted by RNA interference, RNAi, the process whereby double-stranded RNA (dsRNA) directs the sequence-specific degradation of mRNA.GO:0001824|blastocyst development;GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0006351|transcription, DNA-templated;GO:0006283|transcription-coupled nucleotide-excision repair;GO:0071013|catalytic step 2 spliceosome;GO:0016020|membrane;. K12867

Manes.17G040400.v6.11.5711728 0.65184 4E-08 up no pfam02265 S1-P1_nucleaseS1/P1 Nuclease. This family contains both S1 and P1 nucleases (EC:3.1.30.1) which cleave RNA and single stranded DNA with no base specificity.GO:0006308|DNA catabolic process;. GO:0004519|endonuclease activity;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;.

Manes.17G041000.v6.10.8698835 ####### 0.1596 down no pfam13925 Katanin_con80con80 domain of Katanin. The con80 domain of katanin is the C-terminal region of the protein that binds to the N-terminal domain of katanin-p60, the catalytic ATPase. The complex associates with a specific subregion of the mitotic spindle leading to increased microtubule disassembly and targeting of p60 to the spindle poles. The assembly and function of the mitotic spindle requires the activity of a number of microtubule-binding proteins. Katanin, a heterodimeric microtubule-severing ATPase, is found localized at mitotic spindle poles. A proposed model is that katanin is targeted to spindle poles through a combination of direct microtubule binding by the p60 subunit and through interactions between the WD40 domain and an unknown protein.GO:0051013|microtubule severing;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0008352|katanin complex;GO:0005874|microtubule;. K18643

Manes.17G041200.v6.10.3484547 -1.52096 7E-21 down yes pfam04220 YihI Der GTPase activator (YihI). YihI activates the GTPase activity of Der, a 50S ribosomal subunit stability factor. The stimulation is specific to Der as YihI does not stimulate the GTPase activity of Era or ObgE. The interaction of YihI with Der requires only the C-terminal 78 amino acids of YihI. A yihI deletion mutant is viable and shows a shorter lag period, but the same post-lag growth rate as a wild-type strain. yihI is expressed during the lag period. Overexpression of yihI inhibits cell growth and biogenesis of the 50S ribosomal subunit. YihI is an unusual, highly hydrophilic protein with an uneven distribution of charged residues, resulting in an N-terminal region with high pI and a C-terminal region with low pI.. . . .

Manes.17G041300.v6.10.4812907 -1.05502 0.0001 down yes pfam03619 Solute_trans_aOrganic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. . . .

Manes.17G041400.v6.10.2557058 -1.96744 2E-14 down yes pfam05546 She9_MDM33She9 / Mdm33 family. Members of this family are mitochondrial inner membrane proteins with a role in inner mitochondrial membrane organisation and biogenesis.. . . .

Manes.17G041600.v6.11.8682418 0.90168 2E-15 up no pfam00176 SNF2_N SNF2 family N-terminal domain. This domain is found in proteins involved in a variety of processes including transcription regulation (e.g., SNF2, STH1, brahma, MOT1), DNA repair (e.g., ERCC6, RAD16, RAD5), DNA recombination (e.g., RAD54), and chromatin unwinding (e.g., ISWI) as well as a variety of other proteins with little functional information (e.g., lodestar, ETL1).GO:0006338|chromatin remodeling;GO:0032508|DNA duplex unwinding;GO:0006281|DNA repair;GO:0000724|double-strand break repair via homologous recombination;GO:1990505|mitotic DNA replication maintenance of fidelity;GO:0016567|protein ubiquitination;GO:0000790|nuclear chromatin;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004003|ATP-dependent DNA helicase activity;GO:0061630|ubiquitin protein ligase activity;GO:0008270|zinc ion binding;.

Manes.17G041800.v6.16.5259696 2.70619 1E-07 up yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0016102|diterpenoid biosynthetic process;GO:0009617|response to bacterium;GO:0080027|response to herbivore;GO:0009753|response to jasmonic acid;GO:0000304|response to singlet oxygen;GO:0009611|response to wounding;GO:0005737|cytoplasm;GO:0080013|(E,E)-geranyllinalool synthase activity;GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;K17982

Manes.17G041900.v6.125.370792 4.6651 4E-06 up yes pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G042100.v6.10.387637 -1.36722 3E-26 down yes pfam02948 Amelogenin Amelogenin. Amelogenins play a role in biomineralisation. They seem to regulate the formation of crystallites during the secretory stage of tooth enamel development. thought to play a major role in the structural organisation and mineralisation of developing enamel. They are found in the extracellular matrix. Mutations in X-chromosomal amelogenin can cause Amelogenesis imperfecta.. . . .

Manes.17G042200.v6.10.8545521 -0.22676 0.7417 down no pfam01540 Lipoprotein_7Adhesin lipoprotein. This family consists of the p50 and variable adherence-associated antigen (Vaa) adhesins from Mycoplasma hominis. M. hominis is a mycoplasma associated with human urogenital diseases, pneumonia, and septic arthritis. An adhesin is a cell surface molecule that mediates adhesion to other cells or to the surrounding surface or substrate. The Vaa antigen is a 50-kDa surface lipoprotein that has four tandem repetitive DNA sequences encoding a periodic peptide structure, and is highly immunogenic in the human host. p50 is also a 50-kDa lipoprotein, having three repeats A,B and C, that may be a tetramer of 191-kDa in its native environment.. . . .

Manes.17G042800.v6.11.9902732 9.93E-01 6E-10 up no pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.17G043000.v6.11.5686623 6.50E-01 3E-08 up no pfam07814 WAPL Wings apart-like protein regulation of heterochromatin. This family contains sequences expressed in eukaryotic organisms bearing high similarity to the WAPL conserved region of D. melanogaster wings apart-like protein. This protein is involved in the regulation of heterochromatin structure. hWAPL, the human homologue, is found to play a role in the development of cervical carcinogenesis, and is thought to have similar functions to Drosophila wapl protein. Malfunction of the hWAPL pathway is thought to activate an apoptotic pathway that consequently leads to cell death.. . . .

Manes.17G043100.v6.11.4759873 5.62E-01 1E-06 up no pfam00035 dsrm Double-stranded RNA binding motif. Sequences gathered for seed by HMM_iterative_training Putative motif shared by proteins that bind to dsRNA. At least some DSRM proteins seem to bind to specific RNA targets. Exemplified by Staufen, which is involved in localisation of at least five different mRNAs in the early Drosophila embryo. Also by interferon-induced protein kinase in humans, which is part of the cellular response to dsRNA.GO:0009738|abscisic acid-activated signaling pathway;GO:0016311|dephosphorylation;GO:0007275|multicellular organismal development;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009651|response to salt stress;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0016791|phosphatase activity;GO:0004721|phosphoprotein phosphatase activity;GO:0004647|phosphoserine phosphatase activity;GO:0003723|RNA binding;K18998

Manes.17G043300.v6.11.6951855 7.61E-01 2E-05 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G043500.v6.10.3953091 -1.33895 0.0089 down yes pfam12481 DUF3700 Aluminium induced protein. This domain family is found in eukaryotes, and is approximately 120 amino acids in length. There are two conserved sequence motifs: YGL and LRDR. This family is related to GATase enzyme domains.. . . .

Manes.17G043600.v6.15.4995662 2.46E+00 9E-80 up yes pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.. . . .

Manes.17G043700.v6.10.8758497 -0.19124 0.2134 down no pfam00330 Aconitase Aconitase family (aconitate hydratase).. . . .

Manes.17G043900.v6.10.7579927 -0.39974 0.0352 down no pfam00487 FA_desaturaseFatty acid desaturase.GO:0006633|fatty acid biosynthetic process;GO:0009827|plant-type cell wall modification;GO:0009860|pollen tube growth;GO:0030148|sphingolipid biosynthetic process;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0042284|sphingolipid delta-4 desaturase activity;K04712

Manes.17G044700.v6.1Inf Inf 0.4066 up no pfam04130 Spc97_Spc98Spc97 / Spc98 family. The spindle pole body (SPB) functions as the microtubule-organizing centre in yeast. Members of this family are spindle pole body (SBP) components such as Spc97 and Spc98 that form a complex with gamma-tubulin. This family of proteins includes the grip motif 1 and grip moti 2. Members of this family all form components of the gamma-tubulin complex, GCP.. . . .

Manes.17G045100.v6.1Inf Inf 0.1921 up no pfam07074 TRAP-gammaTranslocon-associated protein, gamma subunit (TRAP-gamma). This family consists of several eukaryotic translocon-associated protein, gamma subunit (TRAP-gamma) sequences. The translocation site (translocon), at which nascent polypeptides pass through the endoplasmic reticulum membrane, contains a component previously called 'signal sequence receptor' that is now renamed as 'translocon-associated protein' (TRAP). The TRAP complex is comprised of four membrane proteins alpha, beta, gamma and delta which are present in a stoichiometric relation, and are genuine neighbours in intact microsomes. The gamma subunit is predicted to span the membrane four times.. . . .

Manes.17G045200.v6.1Inf Inf 0.1174 up no pfam01713 Smr Smr domain. This family includes the Smr (Small MutS Related) proteins, and the C-terminal region of the MutS2 protein. It has been suggested that this domain interacts with the MutS1 protein in the case of Smr proteins and with the N-terminal MutS related region of MutS2. This domain exhibits nicking endonuclease activity that might have a role in mismatch repair or genetic recombination. It shows no significant double strand cleavage or exonuclease activity. The full-length human NEDD4-binding protein 2 also has the polynucleotide kinase activity.. . . .

Manes.17G046200.v6.11.9465391 9.61E-01 7E-14 up no pfam00139 Lectin_legB Legume lectin domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G046300.v6.11.7903071 0.84021 0.0001 up no pfam04720 DUF506 Protein of unknown function (DUF506). Family of uncharacterized plant proteins.. . . .

Manes.17G046700.v6.13.9732396 1.99E+00 5E-34 up yes pfam10373 EST1_DNA_bindEst1 DNA/RNA binding domain. Est1 is a protein which recruits or activates telomerase at the site of polymerization. This is the DNA/RNA binding domain of EST1.. . . .

Manes.17G046900.v6.10.6835609 -0.54886 0.3372 down no pfam07273 DUF1439 Protein of unknown function (DUF1439). This family consists of several hypothetical bacterial proteins of around 190 residues in length. Several members of this family are annotated as being putative lipoproteins and are often known as YceB. The function of this family is unknown.. . . .

Manes.17G047300.v6.12.088264 1.0623 4E-17 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.17G047900.v6.10.847692 ####### 0.2895 down no pfam05564 Auxin_repressedDormancy/auxin associated protein. This family contains several plant dormancy-associated and auxin-repressed proteins the function of which are poorly understood.GO:0009734|auxin-activated signaling pathway;. . .

Manes.17G048300.v6.11.5705645 0.65128 1E-05 up no pfam03226 Yippee-Mis18Yippee zinc-binding/DNA-binding /Mis18, centromere assembly. This family includes both Yippee-type proteins and Mis18 kinetochore proteins. Yippee are putative zinc-binding/DNA-binding proteins. Mis18 are proteins involved in the priming of centromeres for recruiting CENP-A. Mis18-alpha and beta form part of a small complex with Mis18-binding protein. Mis18-alpha is found to interact with DNA de-methylases through a Leu-rich region located at its carboxyl terminus.. . . .

Manes.17G048400.v6.10.9061453 -0.14219 0.73 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0006952|defense response;GO:0009873|ethylene-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G048600.v6.11.5266077 6.10E-01 5E-07 up no pfam14571 Di19_C Stress-induced protein Di19, C-terminal. C-terminal domain of Di19, a protein that increases the sensitivity of plants to environmental stress, such as salinity, drought, osmotic stress and cold. the protein is also induced by an increased supply of stress-related hormones such as abscisic acid ABA and ethylene. There is a zinc-finger at the N-terminus, zf-Di19, pfam05605.. . . .

Manes.17G048900.v6.10.1085234 -3.20392 9E-23 down yes pfam11286 DUF3087 Protein of unknown function (DUF3087). This family of proteins with unknown function appears to be restricted to Gammaproteobacteria.. . . .

Manes.17G049000.v6.10.2364646 ####### 5E-24 down yes pfam11703 UPF0506 UPF0506. This uncharacterized family is found in Schistosoma genomes. Although uncharacterized it appears to belong to the knottin fold. The sequence is composed of two repeats of a 6 cysteine motif.. GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.17G049100.v6.10.5828776 ####### 0.0012 down no pfam03706 UPF0104 Uncharacterized protein family (UPF0104). This family of proteins are integral membrane proteins. These proteins are uncharacterized but contain a conserved PG motif. Some members of this family are annotated as dolichol-P-glucose synthetase and contain a pfam00535 domain.. . . .

Manes.17G049300.v6.11.4063815 4.92E-01 3E-05 up no pfam02791 DDT DDT domain. The DDT domain is named after (DNA binding homeobox and Different Transcription factors) and is approximately 60 residues in length. Along with the WHIM motifs, it comprises an entirely alpha helical module found in diverse eukaryotic chromatin proteins. Based on the structure of Ioc3, this module is inferred to interact with nucleosomal linker DNA and the SLIDE domain of ISWI proteins. The resulting complex forms a protein ruler that measures out the spacing between two adjacent nucleosomes. In particular, the DDT domain, in combination with the WHIM1 and WHIM2 motifs form the SLIDE domain binding pocket.GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;.

Manes.17G050200.v6.143.547738 5.44E+00 2E-19 up yes pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0009867|jasmonic acid mediated signaling pathway;GO:0009751|response to salicylic acid;GO:0009863|salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.17G050800.v6.11.1748128 0.23243 0.0421 up no pfam02365 NAM No apical meristem (NAM) protein. This is a family of no apical meristem (NAM) proteins these are plant development proteins. Mutations in NAM result in the failure to develop a shoot apical meristem in petunia embryos. NAM is indicated as having a role in determining positions of meristems and primordial. One member of this family NAP (NAC-like, activated by AP3/PI) is encoded by the target genes of the AP3/PI transcriptional activators and functions in the transition between growth by cell division and cell expansion in stamens and petals.GO:0009631|cold acclimation;GO:0009816|defense response to bacterium, incompatible interaction;GO:0048574|long-day photoperiodism, flowering;GO:0048578|positive regulation of long-day photoperiodism, flowering;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009585|red, far-red light phototransduction;GO:0009408|response to heat;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;.

Manes.17G050900.v6.11.6349208 0.70922 2E-09 up no pfam05129 Elf1 Transcription elongation factor Elf1 like. This family of short proteins contains a putative zinc binding domain with four conserved cysteines. ELF1 has been identified as a transcription elongation factor in Saccharomyces cerevisiae.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;.

Manes.17G051000.v6.10.4776136 -1.06608 6E-09 down yes pfam14233 DUF4335 Domain of unknown function (DUF4335). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 204 and 480 amino acids in length. There are two completely conserved residues (G and D) that may be functionally important.. . . .

Manes.17G051100.v6.10.9239899 ####### 0.5284 down no pfam13388 DUF4106 Protein of unknown function (DUF4106). This family of proteins are found in large numbers in the Trichomonas vaginalis proteome. The function of this protein is unknown.. . . .

Manes.17G051500.v6.16.7379606 2.75E+00 0.1245 up no pfam03195 DUF260 Protein of unknown function DUF260.. . . .

Manes.17G051800.v6.10.3782617 ####### 2E-10 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.17G051900.v6.10.8828319 ####### 0.2586 down no pfam06644 ATP11 ATP11 protein. This family consists of several eukaryotic ATP11 proteins. In Saccharomyces cerevisiae, expression of functional F1-ATPase requires two proteins encoded by the ATP11 and ATP12 genes. Atp11p is a molecular chaperone of the mitochondrial matrix that participates in the biogenesis pathway to form F1, the catalytic unit of the ATP synthase.. . . .

Manes.17G052900.v6.115.210032 3.93E+00 0.0038 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19038

Manes.17G053100.v6.10.3771087 ####### 3E-25 down yes pfam13401 AAA_22 AAA domain. GO:0015995|chlorophyll biosynthetic process;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0016851|magnesium chelatase activity;K03405

Manes.17G053600.v6.11.8547805 8.91E-01 6E-13 up no pfam02776 TPP_enzyme_NThiamine pyrophosphate enzyme, N-terminal TPP binding domain.. . GO:0000287|magnesium ion binding;GO:0004737|pyruvate decarboxylase activity;GO:0030976|thiamine pyrophosphate binding;.

Manes.17G053900.v6.110.211545 3.35E+00 6E-07 up yes pfam02844 GARS_N Phosphoribosylglycinamide synthetase, N domain. Phosphoribosylglycinamide synthetase catalyses the second step in the de novo biosynthesis of purine. The reaction catalysed by Phosphoribosylglycinamide synthetase is the ATP- dependent addition of 5-phosphoribosylamine to glycine to form 5'phosphoribosylglycinamide. This domain is related to the N-terminal domain of biotin carboxylase/carbamoyl phosphate synthetase (see pfam00289).. . . .

Manes.17G054000.v6.10.2609122 -1.93836 4E-15 down yes pfam08317 Spc7 Spc7 kinetochore protein. This domain is found in cell division proteins which are required for kinetochore-spindle association.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.17G054200.v6.10.5412809 -0.88555 3E-06 down no pfam00468 Ribosomal_L34Ribosomal protein L34.GO:0006412|translation;GO:0009507|chloroplast;GO:0005840|ribosome;GO:0019843|rRNA binding;GO:0003735|structural constituent of ribosome;K02914

Manes.17G054900.v6.11.2558088 3.29E-01 0.0096 up no pfam00899 ThiF ThiF family. This family contains a repeated domain in ubiquitin activating enzyme E1 and members of the bacterial ThiF/MoeB/HesA family.GO:0006914|autophagy;GO:0006501|C-terminal protein lipidation;GO:0006995|cellular response to nitrogen starvation;GO:0050832|defense response to fungus;GO:0044805|late nucleophagy;GO:0010150|leaf senescence;GO:0016236|macroautophagy;GO:0000422|mitophagy;GO:0034727|piecemeal microautophagy of nucleus;GO:0030163|protein catabolic process;GO:0006497|protein lipidation;GO:0032446|protein modification by small protein conjugation;GO:0015031|protein transport;GO:0005829|cytosol;GO:0019778|Atg12 activating enzyme activity;GO:0019779|Atg8 activating enzyme activity;K08337

Manes.17G055800.v6.10.6162096 -0.69851 3E-09 down no pfam09073 BUD22 BUD22. BUD22 has been shown in yeast to be a nuclear protein involved in bud-site selection. It plays a role in positioning the proximal bud pole signal. More recently it has been shown to be involved in ribosome biogenesis.GO:0030036|actin cytoskeleton organization;GO:0051127|positive regulation of actin nucleation;GO:0071944|cell periphery;GO:0005856|cytoskeleton;GO:0043229|intracellular organelle;GO:0016020|membrane;GO:0031209|SCAR complex;GO:0003785|actin monomer binding;.

Manes.17G056000.v6.11.4517971 5.38E-01 5E-05 up no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0010431|seed maturation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G056200.v6.10.9444958 -0.08238 0.5768 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0006625|protein targeting to peroxisome;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;GO:0005778|peroxisomal membrane;. K13341

Manes.17G057000.v6.1Inf Inf 0.0213 up yes pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.. . . .

Manes.17G057600.v6.10.3765121 -1.40923 8E-16 down yes pfam00860 Xan_ur_permeasePermease family. This family includes permeases for diverse substrates such as xanthine, uracil, and vitamin C. However many members of this family are functionally uncharacterized and may transport other substrates. Members of this family have ten predicted transmembrane helices.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.17G057900.v6.11.4119373 4.98E-01 0.0062 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G058300.v6.10.1721494 -2.53827 1E-18 down yes pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G058500.v6.12.2831479 1.19E+00 8E-15 up yes pfam15404 PH_4 Pleckstrin homology domain. This Pleckstrin homology domain is found in some fungal species.. . . .

Manes.17G058700.v6.10.2040079 -2.2933 0.041 down no pfam03892 NapB Nitrate reductase cytochrome c-type subunit (NapB). The napB gene encodes a dihaem cytochrome c, the small subunit of a heterodimeric periplasmic nitrate reductase.. . . .

Manes.17G058800.v6.10.3167438 ####### 1E-15 down yes pfam00770 Peptidase_C5Adenovirus endoprotease. This family of adenovirus thiol endoproteases specifically cleave Gly-Ala peptides in viral precursor peptides.. . . .

Manes.17G059100.v6.15.6899865 2.50843 6E-15 up yes pfam11749 DUF3305 Protein of unknown function (DUF3305). Several members of this family are annotated as being molybdopterin-guanine dinucleotide biosynthesis protein A; however, this could not be confirmed. The family is found in proteobacteria.. . . .

Manes.17G059800.v6.11.9462495 0.9607 1E-14 up no pfam00810 ER_lumen_receptER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;K10949

Manes.17G060000.v6.11.6565124 7.28E-01 3E-10 up no pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0009814|defense response, incompatible interaction;GO:0016567|protein ubiquitination;GO:0005737|cytoplasm;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.17G060100.v6.11.2259903 2.94E-01 0.494 up no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G060900.v6.12.1008768 1.07E+00 1E-20 up yes pfam04366 DUF500 Family of unknown function (DUF500). Proteins in this family often also contain an SH3 domain (pfam00018), or a FYVE zinc finger (pfam01363).GO:0007015|actin filament organization;GO:0006897|endocytosis;GO:0030479|actin cortical patch;. .

Manes.17G061300.v6.12.3278493 1.219 5E-07 up yes pfam11721 Malectin Di-glucose binding within endoplasmic reticulum. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. It carries a signal peptide from residues 1-26, a C-terminal transmembrane helix from residues 255-274, and a highly conserved central part of approximately 190 residues followed by an acidic, glutamate-rich region. Carbohydrate-binding is mediated by the four aromatic residues, Y67, Y89, Y116, and F117 and the aspartate at D186. NMR-based ligand-screening studies has shown binding of the protein to maltose and related oligosaccharides, on the basis of which the protein has been designated "malectin", and its endogenous ligand is found to be Glc2-high-mannose N-glycan.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G061500.v6.12.4736469 1.31E+00 7E-29 up yes pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0008219|cell death;GO:0006955|immune response;GO:0009626|plant-type hypersensitive response;GO:0010337|regulation of salicylic acid metabolic process;. . .

Manes.17G061600.v6.125.572106 4.68E+00 3E-08 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.17G061700.v6.1Inf Inf 0.0198 up yes pfam06884 DUF1264 Protein of unknown function (DUF1264). This family contains a number of bacterial and eukaryotic proteins of unknown function that are approximately 200 residues long. Some family members are annotated as putative lipoproteins.. . . .

Manes.17G061800.v6.12.0593771 1.04221 2E-17 up yes pfam07823 CPDase Cyclic phosphodiesterase-like protein. Cyclic phosphodiesterase (CPDase) is involved in the tRNA splicing pathway. This protein exhibits a bilobal arrangement of two alpha-beta modules. Two antiparallel helices are found on the outer side of each lobe and frame an antiparallel beta-sheet that is wrapped around an accessible cleft. Moreover, the beta-strands of each lobe interact with the other lobe. The central water-filled cavity houses the enzyme's active site.GO:0006388|tRNA splicing, via endonucleolytic cleavage and ligation;GO:0005737|cytoplasm;GO:0004112|cyclic-nucleotide phosphodiesterase activity;.

Manes.17G062400.v6.12.2255702 1.15E+00 4E-15 up yes pfam15488 DUF4645 Domain of unknown function (DUF4645). This family of proteins is found in eukaryotes. Proteins in this family are typically between 200 and 298 amino acids in length.. . . .

Manes.17G062600.v6.10.5877391 -0.76675 0.0001 down no pfam00082 Peptidase_S8 Subtilase family. Subtilases are a family of serine proteases. They appear to have independently and convergently evolved an Asp/Ser/His catalytic triad, like that found in the trypsin serine proteases (see pfam00089). Structure is an alpha/beta fold containing a 7-stranded parallel beta sheet, order 2314567.GO:0010102|lateral root morphogenesis;GO:0009733|response to auxin;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004252|serine-type endopeptidase activity;.



Manes.17G062700.v6.1122.06017 6.93E+00 5E-13 up yes pfam04520 Senescence_regSenescence regulator. This protein regulates the expression of proteins associated with leaf senescence in plants.. . . .

Manes.17G063000.v6.11.0975459 1.34E-01 0.2403 up no pfam00439 BromodomainBromodomain. Bromodomains are 110 amino acid long domains, that are found in many chromatin associated proteins. Bromodomains can interact specifically with acetylated lysine.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.17G063300.v6.117.744321 4.14929 3E-15 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G063700.v6.1Inf Inf 0.2025 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G064000.v6.13.5059069 1.81E+00 1E-09 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0010260|organ senescence;. GO:0046872|metal ion binding;GO:0016682|oxidoreductase activity, acting on diphenols and related substances as donors, oxygen as acceptor;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G064300.v6.10.5733586 ####### 1E-07 down no pfam14604 SH3_9 Variant SH3 domain.. GO:0016459|myosin complex;GO:0005524|ATP binding;GO:0003774|motor activity;.

Manes.17G064400.v6.11.6467428 0.71962 4E-09 up no pfam07223 DUF1421 Protein of unknown function (DUF1421). This family represents a conserved region approximately 350 residues long within a number of plant proteins of unknown function.. . . .

Manes.17G064600.v6.10.431188 ####### 0.0002 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. GO:0005739|mitochondrion;. .

Manes.17G065000.v6.12.1560765 1.10841 2E-22 up yes pfam04059 RRM_2 RNA recognition motif 2.. . GO:0000166|nucleotide binding;GO:0003723|RNA binding;.

Manes.17G065100.v6.12.3888461 1.26E+00 2E-28 up yes pfam03031 NIF NLI interacting factor-like phosphatase. This family contains a number of NLI interacting factor isoforms and also an N-terminal regions of RNA polymerase II CTC phosphatase and FCP1 serine phosphatase. This region has been identified as the minimal phosphatase domain.GO:0016311|dephosphorylation;. GO:0004721|phosphoprotein phosphatase activity;K17616

Manes.17G065500.v6.11.733921 0.79404 1E-11 up no pfam06972 DUF1296 Protein of unknown function (DUF1296). This family represents a conserved region approximately 60 residues long within a number of plant proteins of unknown function. Structural modelling suggests this domain may bind nucleic acids.. . . .

Manes.17G066000.v6.11.4106138 4.96E-01 8E-05 up no pfam01984 dsDNA_bind Double-stranded DNA-binding domain. This domain is believed to bind double-stranded DNA of 20 bases length.GO:0071560|cellular response to transforming growth factor beta stimulus;GO:0008285|negative regulation of cell proliferation;GO:1903645|negative regulation of chaperone-mediated protein folding;GO:0043280|positive regulation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0010628|positive regulation of gene expression;GO:1903638|positive regulation of protein import into mitochondrial outer membrane;GO:0090200|positive regulation of release of cytochrome c from mitochondria;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005634|nucleus;GO:0010698|acetyltransferase activator activity;GO:0003677|DNA binding;GO:0008201|heparin binding;K06875

Manes.17G066100.v6.12.1469498 1.10229 5E-05 up yes pfam07885 Ion_trans_2 Ion channel. This family includes the two membrane helix type ion channels found in bacteria.GO:0071805|potassium ion transmembrane transport;GO:0030322|stabilization of membrane potential;GO:0009535|chloroplast thylakoid membrane;GO:0005887|integral component of plasma membrane;GO:0009705|plant-type vacuole membrane;GO:0046872|metal ion binding;GO:0022841|potassium ion leak channel activity;K05389

Manes.17G066200.v6.1125.94051 6.9766 2E-12 up yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G066700.v6.10.2785443 -1.84402 2E-19 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.17G066800.v6.10.4158873 -1.26574 1E-07 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.17G066900.v6.10.2779497 ####### 6E-23 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.GO:0009765|photosynthesis, light harvesting;GO:0018298|protein-chromophore linkage;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0009522|photosystem I;GO:0009523|photosystem II;GO:0016168|chlorophyll binding;GO:0046872|metal ion binding;.

Manes.17G068000.v6.1Inf Inf 0.2214 up no pfam09251 PhageP22-tailSalmonella phage P22 tail-spike. Members of this family of viral domains adopt a structure consisting of a single-stranded right-handed beta-helix, which in turn is made of parallel beta-strands and short turns. They are required for recognition of the 0-antigenic repeating units of the cell surface, and for subsequent infection of the bacterial cell.. . . .

Manes.17G068200.v6.10.8066278 -0.31003 0.0267 down no pfam04481 DUF561 Protein of unknown function (DUF561). Protein of unknown function found in a cyanobacterium, and the chloroplasts of algae.. GO:0009507|chloroplast;GO:0003824|catalytic activity;.

Manes.17G068500.v6.10.794343 -0.33217 0.021 down no pfam13460 NAD_binding_10NADH(P)-binding.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0010287|plastoglobule;. .

Manes.17G068800.v6.10.7727283 -0.37197 0.0052 down no pfam02492 cobW CobW/HypB/UreG, nucleotide-binding domain. This domain is found in HypB, a hydrogenase expression / formation protein, and UreG a urease accessory protein. Both these proteins contain a P-loop nucleotide binding motif. HypB has GTPase activity and is a guanine nucleotide binding protein. It is not known whether UreG binds GTP or some other nucleotide. Both enzymes are involved in nickel binding. HypB can store nickel and is required for nickel dependent hydrogenase expression. UreG is required for functional incorporation of the urease nickel metallocenter. GTP hydrolysis may required by these proteins for nickel incorporation into other nickel proteins. This family of domains also contains P47K, a Pseudomonas chlororaphis protein needed for nitrile hydratase expression, and the cobW gene product, which may be involved in cobalamin biosynthesis in Pseudomonas denitrificans.GO:0006807|nitrogen compound metabolic process;GO:0048554|positive regulation of metalloenzyme activity;. GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0016151|nickel cation binding;.

Manes.17G068900.v6.10.4110591 -1.28258 0.02 down yes pfam11143 DUF2919 Protein of unknown function (DUF2919). This bacterial family of proteins has no known function. Some members are annotated as YfeZ however this cannot be confirmed.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.17G069300.v6.12.485917 1.31378 4E-05 up yes pfam01532 Glyco_hydro_47Glycosyl hydrolase family 47. Members of this family are alpha-mannosidases that catalyse the hydrolysis of the terminal 1,2-linked alpha-D-mannose residues in the oligo-mannose oligosaccharide Man(9)(GlcNAc)(2).GO:0071805|potassium ion transmembrane transport;GO:0042391|regulation of membrane potential;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0042802|identical protein binding;GO:0005242|inward rectifier potassium channel activity;.

Manes.17G069400.v6.10.2941111 -1.76557 5E-44 down yes pfam04862 DUF642 Protein of unknown function (DUF642). This family represents a duplicated conserved region found in a number of uncharacterized plant proteins, potentially in the stem. There is a conserved CGP sequence motif.. . . .

Manes.17G069700.v6.10.6715276 ####### 3E-06 down no pfam00411 Ribosomal_S11Ribosomal protein S11.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02955

Manes.17G070100.v6.12.0889051 1.06E+00 0.0235 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009686|gibberellin biosynthetic process;. GO:0045543|gibberellin 2-beta-dioxygenase activity;GO:0005506|iron ion binding;.

Manes.17G070200.v6.113.887649 3.79573 2E-06 up yes pfam14111 DUF4283 Domain of unknown function (DUF4283). This domain family is found in plants, and is approximately 100 amino acids in length. Considering the very diverse range of other domains it is associated with it is possible that this domain is a binding/guiding region. There are two highly conserved tryptophan residues.. . . .

Manes.17G070300.v6.12.6718953 1.41786 1E-07 up yes pfam04969 CS CS domain. The CS and CHORD (pfam04968) are fused into a single polypeptide chain in metazoans but are found in separate proteins in plants; this is thought to be indicative of an interaction between CS and CHORD. It has been suggested that the CS domain is a binding module for HSP90, implying that CS domain-containing proteins are involved in recruiting heat shock proteins to multiprotein assemblies. Two CS domains are found at the C-terminus of Ubiquitin carboxyl-terminal hydrolase 19 (USP19), these domains may play a role in the interaction of USP19 with cellular inhibitor of apoptosis 2.GO:0007568|aging;GO:0055007|cardiac muscle cell differentiation;GO:0071277|cellular response to calcium ion;GO:0007507|heart development;GO:0060548|negative regulation of cell death;GO:0045740|positive regulation of DNA replication;GO:0060416|response to growth hormone;GO:0030877|beta-catenin destruction complex;GO:0044297|cell body;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0043005|neuron projection;GO:0005641|nuclear envelope lumen;GO:0005654|nucleoplasm;GO:0005634|nucleus;. K04507

Manes.17G070600.v6.11.4991295 0.58412 0.3828 up no pfam05678 VQ VQ motif. This short motif is found in a variety of plant proteins. These proteins vary greatly in length and are mostly composed of low complexity regions. They all conserve a short motif FXhVQChTG, where X is any amino acid and h is a hydrophobic amino acid. The function of this motif is uncertain, however one protein in this family has been found to bind the SigA sigma factor. It would seem plausible that this motif is needed for this activity and that this whole family might be involved in modulating plastid sigma factors (Bateman A pers. obs.).. . . .

Manes.17G071100.v6.11.8964375 9.23E-01 1E-13 up no pfam01344 Kelch_1 Kelch motif. The kelch motif was initially discovered in Kelch. In this protein there are six copies of the motif. It has been shown that the Drosophila ring canal kelch protein is related to Galactose Oxidase for which a structure has been solved. The kelch motif forms a beta sheet. Several of these sheets associate to form a beta propeller structure as found in pfam00064, pfam00400 and pfam00415.. . . .

Manes.17G071300.v6.10.7240406 -0.46586 5E-05 down no pfam02779 Transket_pyr Transketolase, pyrimidine binding domain. This family includes transketolase enzymes, pyruvate dehydrogenases, and branched chain alpha-keto acid decarboxylases.GO:0006096|glycolytic process;GO:0048868|pollen tube development;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0004739|pyruvate dehydrogenase (acetyl-transferring) activity;GO:0008270|zinc ion binding;K00162

Manes.17G071500.v6.10.4494413 ####### 7E-09 down yes pfam07103 DUF1365 Protein of unknown function (DUF1365). This family consists of several bacterial and plant proteins of around 250 residues in length. The function of this family is unknown.. . . .

Manes.17G071700.v6.10.5818826 -0.7812 2E-07 down no pfam01070 FMN_dh FMN-dependent dehydrogenase.GO:0042742|defense response to bacterium;GO:0050665|hydrogen peroxide biosynthetic process;GO:0009854|oxidative photosynthetic carbon pathway;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0022626|cytosolic ribosome;GO:0016020|membrane;GO:0005634|nucleus;GO:0005777|peroxisome;GO:0009506|plasmodesma;GO:0010181|FMN binding;GO:0008891|glycolate oxidase activity;GO:0052853|long-chain-(S)-2-hydroxy-long-chain-acid oxidase activity;GO:0052854|medium-chain-(S)-2-hydroxy-acid oxidase activity;GO:0052852|very-long-chain-(S)-2-hydroxy-acid oxidase activity;K11517

Manes.17G071900.v6.1255.40545 8.00E+00 3E-09 up yes pfam05553 DUF761 Cotton fibre expressed protein. This family consists of several plant proteins of unknown function. Three of the sequences (from Gossypium hirsutum) in this family are described as cotton fibre expressed proteins. The remaining sequences, found in Arabidopsis thaliana, are uncharacterized.. . . .

Manes.17G072000.v6.11.9694075 9.78E-01 4E-11 up no pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.GO:0010206|photosystem II repair;GO:0009507|chloroplast;GO:0009543|chloroplast thylakoid lumen;GO:0009579|thylakoid;GO:0031977|thylakoid lumen;GO:0004252|serine-type endopeptidase activity;.

Manes.17G073300.v6.10.5353614 -0.90141 3E-05 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0009968|negative regulation of signal transduction;GO:0005730|nucleolus;. K14830

Manes.17G073500.v6.11.9916869 9.94E-01 2E-14 up no pfam03381 CDC50 LEM3 (ligand-effect modulator 3) family / CDC50 family. Members of this family have been predicted to contain transmembrane helices. The family member LEM3 is a ligand-effect modulator, mutation of which increases glucocorticoid receptor activity in response to dexamethasone and also confers increased activity on other intracellular receptors including the progesterone, oestrogen and mineralocorticoid receptors. LEM3 is thought to affect a downstream step in the glucocorticoid receptor pathway. Factors that modulate ligand responsiveness are likely to contribute to the context-specific actions of the glucocorticoid receptor in mammalian cells. The products of genes YNR048w, YNL323w and YCR094w (CDC50) show redundancy of function and are involved in regulation of transcription via CDC39. CDC39 (also known as NOT1) is normally a negative regulator of transcription either by affecting the general RNA polymerase II machinery or by altering chromatin structure. One function of CDC39 is to block activation of the m. GO:0016021|integral component of membrane;. .

Manes.17G073700.v6.18.5720378 3.10E+00 6E-08 up yes pfam03025 Papilloma_E5Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.17G074000.v6.11.430414 0.51643 6E-06 up no pfam07967 zf-C3HC C3HC zinc finger-like. This zinc-finger like domain is distributed throughout the eukaryotic kingdom in NIPA (Nuclear interacting partner of ALK) proteins. NIPA is implicate to perform some sort of antiapoptotic role in nucleophosmin-anaplastic lymphoma kinase (ALK) mediated signaling events. The domain is often repeated, with the second domain usually containing a large insert (approximately 90 residues) after the first three cysteine residues. The Schizosaccharomyces pombe the protein containing this domain is involved in mRNA export from the nucleus.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.17G074200.v6.11.7981234 8.46E-01 2E-09 up no pfam12706 Lactamase_B_2Beta-lactamase superfamily domain. This family is part of the beta-lactamase superfamily and is related to pfam00753.. GO:0005829|cytosol;GO:0005634|nucleus;GO:0016787|hydrolase activity;.

Manes.17G074400.v6.12.5731591 1.36354 2E-29 up yes pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. .

Manes.17G074800.v6.10.2701949 ####### 2E-28 down yes pfam02179 BAG BAG domain. Domain present in Hsp70 regulators.. . . .

Manes.17G075700.v6.10.3752347 ####### 4E-21 down yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.17G076700.v6.113.178876 3.72016 2E-22 up yes pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.. GO:0005634|nucleus;GO:0048471|perinuclear region of cytoplasm;GO:0030018|Z disc;. K03686

Manes.17G076800.v6.13.6334668 1.86E+00 6E-28 up yes pfam15254 CCDC14 Coiled-coil domain-containing protein 14. This protein family, Coiled-coil domain-containing protein 14 (CCDC14) is a domain of unknown function. This family of proteins is found in eukaryotes. Proteins in this family are typically between 301 and 912 amino acids in length.. . . .

Manes.17G076900.v6.11.9604991 9.71E-01 2E-05 up no pfam11029 DAZAP2 DAZ associated protein 2 (DAZAP2). DAZ associated protein 2 has a highly conserved sequence throughout evolution including a conserved polyproline region and several SH2/SH3 binding sites. It occurs as a single copy gene with a four-exon organisation and is located on chromosome 12. It encodes a ubiquitously expressed protein and binds to DAZ and DAZL1 through DAZ repeats.. . . .

Manes.17G077000.v6.10.5589461 -0.83922 2E-07 down no pfam06886 TPX2 Targeting protein for Xklp2 (TPX2). This family represents a conserved region approximately 60 residues long within the eukaryotic targeting protein for Xklp2 (TPX2). Xklp2 is a kinesin-like protein localized on centrosomes throughout the cell cycle and on spindle pole microtubules during metaphase. In Xenopus, it has been shown that Xklp2 protein is required for centrosome separation and maintenance of spindle bi-polarity. TPX2 is a microtubule-associated protein that mediates the binding of the C-terminal domain of Xklp2 to microtubules. It is phosphorylated during mitosis in a microtubule-dependent way.. GO:0005737|cytoplasm;GO:0005874|microtubule;. .

Manes.17G077100.v6.10.3816635 -1.38963 4E-20 down yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0009630|gravitropism;GO:0009958|positive gravitropism;GO:0009416|response to light stimulus;GO:0048364|root development;GO:0048767|root hair elongation;GO:0048766|root hair initiation;GO:0009606|tropism;GO:0009986|cell surface;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0016328|lateral plasma membrane;GO:0005886|plasma membrane;GO:0012506|vesicle membrane;GO:0010329|auxin efflux transmembrane transporter activity;K13947

Manes.17G077300.v6.10.6413905 -0.64073 0.067 down no pfam02008 zf-CXXC CXXC zinc finger domain. This domain contains eight conserved cysteine residues that bind to two zinc ions. The CXXC domain is found in a variety of chromatin-associated proteins. This domain binds to nonmethyl-CpG dinucleotides. The domain is characterized by two repeats, and shows a peculiar internal duplication in which the second unit is inserted into the first one. Each of these units is characterized by four conserved cysteines, displaying a CXXCXXCX(n)C motif that chelate a Zn+2 ion. The DNA binding interface has been identified by NMR. In eukaryotes, the CXXC domain is found in stramenopiles, plants and metazoans. Plants possess a mono-CXXC domain that is present in distinct chromatin proteins. Structural comparisons show that the mono-CXXC is homologous to the structural-zinc binding domain of medium chain dehydrogenases.. . . .

Manes.17G077700.v6.10.4715957 -1.08438 1E-11 down yes pfam00538 Linker_histonelinker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.. . . .

Manes.17G077800.v6.10.3026181 ####### 5E-14 down yes pfam00538 Linker_histonelinker histone H1 and H5 family. Linker histone H1 is an essential component of chromatin structure. H1 links nucleosomes into higher order structures Histone H1 is replaced by histone H5 in some cell types.. . . .

Manes.17G078200.v6.12.2772349 1.19E+00 0.0002 up yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.17G078400.v6.10.4889061 ####### 0.0044 down yes pfam00046 Homeobox Homeobox domain.GO:0048513|organ development;GO:0006351|transcription, DNA-templated;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.17G078600.v6.10.1473833 -2.76236 5E-26 down yes pfam07782 DC_STAMP DC-STAMP-like protein. This is a family of sequences which are similar to a region of the dendritic cell-specific transmembrane protein (DC-STAMP). This is thought to be a novel receptor protein that shares no identity with other multimembrane-spanning proteins. It is thought to have seven putative transmembrane regions, two of which are found in the region featured in this family. DC-STAMP is also described as having potential N-linked glycosylation sites and a potential phosphorylation site for PKC, but these are not conserved throughout the family.GO:0045168|cell-cell signaling involved in cell fate commitment;GO:0007275|multicellular organismal development;GO:0005615|extracellular space;. .

Manes.17G078700.v6.10.7162385 -0.48149 0.0005 down no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G080000.v6.1116.23534 6.86E+00 7E-31 up yes pfam00168 C2 C2 domain. GO:0009555|pollen development;. GO:0005096|GTPase activator activity;GO:0046872|metal ion binding;K12486

Manes.17G080100.v6.14.2455974 2.09E+00 2E-27 up yes pfam01216 Calsequestrin Calsequestrin. . . . .

Manes.17G080600.v6.11.8854526 0.91491 2E-15 up no pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005545|1-phosphatidylinositol binding;.

Manes.17G080800.v6.12.3592343 1.24E+00 2E-13 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.17G081000.v6.11.7251945 0.78676 6E-08 up no pfam02878 PGM_PMM_IPhosphoglucomutase/phosphomannomutase, alpha/beta/alpha domain I.GO:0006006|glucose metabolic process;GO:0005737|cytoplasm;GO:0000287|magnesium ion binding;GO:0004614|phosphoglucomutase activity;.

Manes.17G081100.v6.1110.9585 6.79388 5E-32 up yes pfam01095 PectinesterasePectinesterase.GO:0042545|cell wall modification;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0045330|aspartyl esterase activity;GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.17G081300.v6.10.7701849 ####### 0.0222 down no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . GO:0004857|enzyme inhibitor activity;GO:0030599|pectinesterase activity;.

Manes.17G081600.v6.10.4023518 -1.31347 1E-14 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G081800.v6.10.4448389 -1.16865 9E-11 down yes pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0009793|embryo development ending in seed dormancy;GO:0016567|protein ubiquitination;. . .

Manes.17G082000.v6.10.8147056 -0.29565 0.0106 down no pfam11573 Med23 Mediator complex subunit 23. Med23 is one of the subunits of the Tail portion of the Mediator complex that regulates RNA polymerase II activity. Med23 is required for heat-shock-specific gene expression, and has been shown to mediate transcriptional activation of E1A in mice.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0016592|mediator complex;. K15166

Manes.17G082100.v6.12.6171282 1.39E+00 5E-32 up yes pfam06200 tify tify domain. This short possible domain is found in a variety of plant transcription factors that contain GATA domains as well as other motifs. Although previously known as the Zim domain this is now called the tify domain after its most conserved amino acids. TIFY proteins can be further classified into two groups depending on the presence (group I) or absence (group II) of a C2C2-GATA domain. Functional annotation of these proteins is still poor, but several screens revealed a link between TIFY proteins of group II and jasmonic acid-related stress response.GO:0006952|defense response;GO:0009867|jasmonic acid mediated signaling pathway;GO:0031347|regulation of defense response;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0042802|identical protein binding;K13464

Manes.17G082400.v6.12.9729226 1.57188 7E-06 up yes pfam09409 PUB PUB domain. The PUB (also known as PUG) domain is found in peptide N-glycanase where it functions as a AAA ATPase binding domain. This domain is also found on other proteins linked to the ubiquitin-proteasome system.. GO:0005737|cytoplasm;GO:0005815|microtubule organizing center;GO:0005634|nucleus;. K14011

Manes.17G082500.v6.118.491928 4.20882 4E-88 up yes pfam05042 Caleosin Caleosin related protein. This family contains plant proteins related to caleosin. Caleosins contain calcium-binding domains and have an oleosin-like association with lipid bodies. Caleosins are present at relatively low levels and are mainly bound to microsomal membrane fractions at the early stages of seed development. As the seeds mature, overall levels of caleosins increased dramatically and they were associated almost exclusively with storage lipid bodies. This family is probably related to EF hands pfam00036.GO:0009819|drought recovery;GO:0009737|response to abscisic acid;GO:0005811|lipid particle;GO:0046872|metal ion binding;GO:1990137|plant seed peroxidase activity;K17991

Manes.17G083300.v6.10.1815838 -2.46129 5E-05 down yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. . GO:0009815|1-aminocyclopropane-1-carboxylate oxidase activity;GO:0046872|metal ion binding;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G083500.v6.11.7180554 0.78078 0.0026 up no pfam00293 NUDIX NUDIX domain.. GO:0005739|mitochondrion;GO:0016787|hydrolase activity;GO:0046872|metal ion binding;.

Manes.17G083600.v6.114.701232 3.87787 2E-117 up yes pfam10326 7TM_GPCR_StrSerpentine type 7TM GPCR chemoreceptor Str. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Str is a member of the Str superfamily of chemoreceptors. Almost a quarter (22.5%) of str and srj family genes and pseudogenes in C. elegans appear to have been newly formed by gene duplications since the species split. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.17G083800.v6.11.7600916 0.81565 7E-13 up no pfam11916 Vac14_Fig4_bdVacuolar protein 14 C-terminal Fig4p binding. Vac14 is a scaffold for the Fab1 kinase complex, a complex that allows for the dynamic interconversion of PI3P and PI(3,5)P2p (phosphoinositide phosphate (PIP) lipids, that are generated transiently on the cytoplasmic face of selected intracellular membranes). This interconversion is regulated by at least five proteins in yeast: the lipid kinase Fab1p, lipid phosphatase Fig4p, the Fab1p activator Vac7p, the Fab1p inhibitor Atg18p, and Vac14p, a protein required for the activity of both Fab1p and Fig4p. The C-terminal region of Vac14 binds to Fig4p. The full length Vac14 in yeasts is likely to be a protein carrying a succession of HEAT repeats, most of which have now degenerated. This regulatory system is crucial for the proper functioning of the mammalian nervous system.GO:0043550|regulation of lipid kinase activity;GO:0070772|PAS complex;. K15305

Manes.17G083900.v6.10.5608854 -0.83422 2E-12 down no pfam08801 Nucleoporin_NNup133 N terminal like. Nup133 is a nucleoporin that is crucial for nuclear pore complex (NPC) biogenesis. The N terminal forms a seven-bladed beta propeller structure. This family now contains other sized nucleoporins, including Nup155, Nup8, Nuo132, Nup15 and Nup170.GO:0051028|mRNA transport;GO:0006913|nucleocytoplasmic transport;GO:0015031|protein transport;GO:0009507|chloroplast;GO:0005643|nuclear pore;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005487|nucleocytoplasmic transporter activity;GO:0017056|structural constituent of nuclear pore;K14312

Manes.17G084500.v6.10.474584 ####### 3E-10 down yes pfam10494 Stk19 Serine-threonine protein kinase 19. This serine-threonine protein kinase number 19 is expressed from the MHC and predominantly in the nucleus. Protein kinases are involved in signal transduction pathways and play fundamental roles in the regulation of cell functions. This is a novel Ser/Thr protein kinase, that has Mn2+-dependent protein kinase activity that phosphorylates alpha -casein at Ser/Thr residues and histone at Ser residues. It can be covalently modified by the reactive ATP analogue 5'-p-fluorosulfonylbenzoyladenosine in the absence of ATP, and this modification is prevented in the presence of 1 mM ATP, indicating that the kinase domain of is capable of binding ATP.. . . .

Manes.17G084600.v6.10.7887553 ####### 0.0039 down no pfam00072 Response_regResponse regulator receiver domain. This domain receives the signal from the sensor partner in bacterial two-component systems. It is usually found N-terminal to a DNA binding effector domain.GO:0071368|cellular response to cytokinin stimulus;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0010150|leaf senescence;GO:0010082|regulation of root meristem growth;GO:0080113|regulation of seed growth;GO:0010119|regulation of stomatal movement;GO:0009735|response to cytokinin;GO:0009723|response to ethylene;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0000156|phosphorelay response regulator activity;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14491

Manes.17G084700.v6.10.544919 ####### 1E-05 down no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0030437|ascospore formation;GO:0031322|ascospore-type prospore-specific spindle pole body remodeling;GO:0006893|Golgi to plasma membrane transport;GO:0048193|Golgi vesicle transport;GO:0000281|mitotic cytokinesis;GO:0015914|phospholipid transport;GO:0015031|protein transport;GO:0010570|regulation of filamentous growth;GO:0032153|cell division site;GO:0060187|cell pole;GO:0051286|cell tip;GO:0035838|growing cell tip;GO:0005634|nucleus;GO:0005628|prospore membrane;GO:0008525|phosphatidylcholine transporter activity;GO:0008526|phosphatidylinositol transporter activity;.

Manes.17G084800.v6.11.2030077 2.67E-01 0.7512 up no pfam05183 RdRP RNA dependent RNA polymerase. This family of proteins are eukaryotic RNA dependent RNA polymerases. These proteins are involved in post transcriptional gene silencing where they are thought to amplify dsRNA templates.GO:0006952|defense response;GO:0060148|positive regulation of posttranscriptional gene silencing;GO:0030422|production of siRNA involved in RNA interference;GO:0009751|response to salicylic acid;GO:0009615|response to virus;GO:0010025|wax biosynthetic process;. GO:0003723|RNA binding;GO:0003968|RNA-directed RNA polymerase activity;K11699

Manes.17G085000.v6.12.5823235 1.36867 0.0002 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0006952|defense response;GO:0016020|membrane;GO:0047082|3,9-dihydroxypterocarpan 6a-monooxygenase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K13261

Manes.17G085100.v6.190.298925 6.50E+00 6E-25 up yes pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.17G085200.v6.11.840434 0.88005 0.0088 up no pfam03492 Methyltransf_7SAM dependent carboxyl methyltransferase. This family of plant methyltransferases contains enzymes that act on a variety of substrates including salicylic acid, jasmonic acid and 7-Methylxanthine. Caffeine is synthesized through sequential three-step methylation of xanthine derivatives at positions 7-N, 3-N, and 1-N. The protein 7-methylxanthine methyltransferase (designated as CaMXMT) catalyses the second step to produce theobromine.. . GO:0008168|methyltransferase activity;.

Manes.17G085300.v6.121.732372 4.44E+00 2E-15 up yes pfam01823 MACPF MAC/Perforin domain. The membrane-attack complex (MAC) of the complement system forms transmembrane channels. These channels disrupt the phospholipid bilayer of target cells, leading to cell lysis and death. A number of proteins participate in the assembly of the MAC. Freshly activated C5b binds to C6 to form a C5b-6 complex, then to C7 forming the C5b-7 complex. The C5b-7 complex binds to C8, which is composed of three chains (alpha, beta, and gamma), thus forming the C5b-8 complex. C5b-8 subsequently binds to C9 and acts as a catalyst in the polymerization of C9. Active MAC has a subunit composition of C5b-C6-C7-C8-C9{n}. Perforin is a protein found in cytolytic T-cell and killer cells. In the presence of calcium, perforin polymerizes into transmembrane tubules and is capable of lysing, non-specifically, a variety of target cells. There are a number of regions of similarity in the sequences of complement components C6, C7, C8-alpha, C8-beta, C9 and perforin. The X-ray crystal structure of a MACPF domain revGO:0009626|plant-type hypersensitive response;. . .

Manes.17G085400.v6.12.3109238 1.20847 3E-23 up yes pfam00982 Glyco_transf_20Glycosyltransferase family 20. Members of this family belong to glycosyl transferase family 20. OtsA (Trehalose-6-phosphate synthase) is homologous to regions in the subunits of yeast trehalose-6-phosphate synthase/phosphate complex,.GO:0016311|dephosphorylation;GO:0005992|trehalose biosynthetic process;. GO:0003825|alpha,alpha-trehalose-phosphate synthase (UDP-forming) activity;GO:0004805|trehalose-phosphatase activity;K16055

Manes.17G085700.v6.10.9187048 -0.12233 0.3057 down no pfam01423 LSM LSM domain. The LSM domain contains Sm proteins as well as other related LSM (Like Sm) proteins. The U1, U2, U4/U6, and U5 small nuclear ribonucleoprotein particles (snRNPs) involved in pre-mRNA splicing contain seven Sm proteins (B/B', D1, D2, D3, E, F and G) in common, which assemble around the Sm site present in four of the major spliceosomal small nuclear RNAs. The U6 snRNP binds to the LSM (Like Sm) proteins. Sm proteins are also found in archaebacteria, which do not have any splicing apparatus suggesting a more general role for Sm proteins. All Sm proteins contain a common sequence motif in two segments, Sm1 and Sm2, separated by a short variable linker. This family also includes the bacterial Hfq (host factor Q) proteins. Hfq are also RNA-binding proteins, that form hexameric rings.GO:0007067|mitotic nuclear division;GO:0007052|mitotic spindle organization;GO:0000398|mRNA splicing, via spliceosome;GO:0022008|neurogenesis;GO:0071013|catalytic step 2 spliceosome;GO:0071011|precatalytic spliceosome;GO:0030532|small nuclear ribonucleoprotein complex;GO:0005681|spliceosomal complex;GO:0044822|poly(A) RNA binding;K11096

Manes.17G086300.v6.129.661736 4.89E+00 2E-20 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0010200|response to chitin;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.17G086600.v6.10.5306308 -0.91422 8E-09 down no pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.17G086700.v6.10.6604455 ####### 0.0002 down no pfam00830 Ribosomal_L28Ribosomal L28 family. The ribosomal 28 family includes L28 proteins from bacteria and chloroplasts. The L24 protein from yeast also contains a region of similarity to prokaryotic L28 proteins. L24 from yeast is also found in the large ribosomal subunitGO:0032543|mitochondrial translation;GO:0005762|mitochondrial large ribosomal subunit;GO:0003735|structural constituent of ribosome;K02902

Manes.17G087400.v6.10.4296217 -1.21886 2E-19 down yes pfam13532 2OG-FeII_Oxy_22OG-Fe(II) oxygenase superfamily.. . . .

Manes.17G088300.v6.1Inf Inf 0.1145 up no pfam00149 Metallophos Calcineurin-like phosphoesterase. This family includes a diverse range of phosphoesterases, including protein phosphoserine phosphatases, nucleotidases, sphingomyelin phosphodiesterases and 2'-3' cAMP phosphodiesterases as well as nucleases such as bacterial SbcD or yeast MRE11. The most conserved regions in this superfamily centre around the metal chelating residues.GO:0016311|dephosphorylation;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0003993|acid phosphatase activity;GO:0046872|metal ion binding;K01078



Manes.17G089900.v6.10.6329766 -0.65978 3E-06 down no pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0050793|regulation of developmental process;GO:0006355|regulation of transcription, DNA-templated;GO:0009723|response to ethylene;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;.

Manes.17G090000.v6.10.0628298 ####### 0.0007 down yes pfam07651 ANTH ANTH domain. AP180 is an endocytotic accessory proteins that has been implicated in the formation of clathrin-coated pits.  The domain is involved in phosphatidylinositol 4,5-bisphosphate binding and is a universal adaptor for nucleation of clathrin coats.GO:0048268|clathrin coat assembly;GO:0006897|endocytosis;GO:0030136|clathrin-coated vesicle;GO:0005905|coated pit;GO:0005794|Golgi apparatus;GO:0005545|1-phosphatidylinositol binding;.

Manes.17G090100.v6.10.4942685 ####### 1E-12 down yes pfam14346 DUF4398 Domain of unknown function (DUF4398). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 127 and 269 amino acids in length.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.17G090800.v6.11.3745832 0.45899 7E-05 up no pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.17G090900.v6.10.5374845 ####### 3E-06 down no pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.17G091000.v6.10.7352546 ####### 0.0002 down no pfam02990 EMP70 Endomembrane protein 70.. GO:0005768|endosome;GO:0010008|endosome membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005802|trans-Golgi network;. .

Manes.17G091200.v6.10.5422072 ####### 0.0003 down no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.17G092000.v6.10.6309925 -0.66431 3E-08 down no pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0010020|chloroplast fission;GO:0009707|chloroplast outer membrane;GO:0009570|chloroplast stroma;GO:0035452|extrinsic component of plastid membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0043621|protein self-association;.

Manes.17G092500.v6.11.700213 0.76572 1E-11 up no pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. GO:0005654|nucleoplasm;GO:0034098|VCP-NPL4-UFD1 AAA ATPase complex;. .

Manes.17G093400.v6.10.7011827 ####### 5E-05 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0009658|chloroplast organization;GO:0009507|chloroplast;. .

Manes.17G093600.v6.10.8280841 -0.27215 0.0404 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.17G094600.v6.10.6169525 ####### 4E-09 down no pfam03161 LAGLIDADG_2LAGLIDADG DNA endonuclease family. This is a family of site-specific DNA endonucleases encoded by DNA mobile elements. Similar to pfam00961, the members of this family are also LAGLIDADG endonucleases.GO:0000373|Group II intron splicing;GO:0045292|mRNA cis splicing, via spliceosome;GO:0048564|photosystem I assembly;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.17G094700.v6.11.5497086 0.632 3E-08 up no pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0042742|defense response to bacterium;GO:0040007|growth;GO:0035556|intracellular signal transduction;GO:0048366|leaf development;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0010359|regulation of anion channel activity;GO:2000377|regulation of reactive oxygen species metabolic process;GO:0010119|regulation of stomatal movement;GO:1902456|regulation of stomatal opening;GO:0009737|response to abscisic acid;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0010118|stomatal movement;GO:0005985|sucrose metabolic process;GO:0019432|triglyceride biosynthetic process;GO:0006636|unsaturated fatty acid biosynthetic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0016301|kinase activity;GO:0004672|protein kinase activity;GO:0019903|protein phosphatase binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G094900.v6.11.4213566 0.50727 0.038 up no pfam05868 Rotavirus_VP7Rotavirus major outer capsid protein VP7. This family consists of several Rotavirus major outer capsid protein VP7 sequences. The rotavirus capsid is composed of three concentric protein layers. Proteins VP4 and VP7 comprise the outer layer. VP4 forms spikes and is the viral attachment protein. VP7 is a glycoprotein and the major constituent of the outer protein layer.. . . .

Manes.17G095000.v6.10.6789217 ####### 0.4826 down no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0008152|metabolic process;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;. GO:0016298|lipase activity;GO:0080031|methyl salicylate esterase activity;.

Manes.17G095100.v6.10.5236248 -0.93339 9E-15 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009820|alkaloid metabolic process;. GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G095200.v6.10.5974573 ####### 0.0007 down no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009820|alkaloid metabolic process;. GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G095300.v6.14.1863736 2.07E+00 7E-09 up yes pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.GO:0009820|alkaloid metabolic process;. GO:0005506|iron ion binding;GO:0008168|methyltransferase activity;GO:0016706|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;.

Manes.17G095400.v6.12.8372273 1.50448 6E-19 up yes pfam14226 DIOX_N non-haem dioxygenase in morphine synthesis N-terminal. This is the highly conserved N-terminal region of proteins with 2-oxoglutarate/Fe(II)-dependent dioxygenase activity.GO:0009908|flower development;GO:0009740|gibberellic acid mediated signaling pathway;GO:0009686|gibberellin biosynthetic process;GO:0048366|leaf development;GO:0009739|response to gibberellin;GO:0048575|short-day photoperiodism, flowering;GO:0009826|unidimensional cell growth;GO:0005737|cytoplasm;GO:0045544|gibberellin 20-oxidase activity;GO:0005506|iron ion binding;K05282

Manes.17G095900.v6.1Inf Inf 0.8764 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0019439|aromatic compound catabolic process;GO:0046839|phospholipid dephosphorylation;GO:0009636|response to toxic substance;GO:0005777|peroxisome;GO:0033885|10-hydroxy-9-(phosphonooxy)octadecanoate phosphatase activity;GO:0004301|epoxide hydrolase activity;GO:0042577|lipid phosphatase activity;GO:0000287|magnesium ion binding;K08726

Manes.17G096000.v6.12.2705616 1.18305 2E-25 up yes pfam02194 PXA PXA domain. This domain is associated with PX domains pfam00787.GO:0045022|early endosome to late endosome transport;GO:0008333|endosome to lysosome transport;GO:0006622|protein targeting to lysosome;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0031313|extrinsic component of endosome membrane;GO:0005770|late endosome;GO:0031902|late endosome membrane;GO:0005764|lysosome;GO:0042802|identical protein binding;GO:0035091|phosphatidylinositol binding;.

Manes.17G096200.v6.11.2809117 3.57E-01 0.0022 up no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010048|vernalization response;GO:0005654|nucleoplasm;GO:0003677|DNA binding;.

Manes.17G096700.v6.10.4788907 ####### 0.8115 down no pfam08660 Alg14 Oligosaccharide biosynthesis protein Alg14 like. Alg14 is involved dolichol-linked oligosaccharide biosynthesis and anchors the catalytic subunit Alg13 to the ER membrane.. . . .

Manes.17G097100.v6.18.1562704 3.03E+00 8E-55 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0000281|mitotic cytokinesis;GO:0031037|myosin II filament disassembly;GO:0018107|peptidyl-threonine phosphorylation;GO:0046777|protein autophosphorylation;GO:0005826|actomyosin contractile ring;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0016905|myosin heavy chain kinase activity;GO:0045159|myosin II binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G097200.v6.11.4804523 0.56604 8E-05 up no pfam09754 PAC2 PAC2 family. This PAC2 (Proteasome assembly chaperone) family of proteins is found in bacteria, archaea and eukaryotes. Proteins in this family are typically between 247 and 307 amino acids in length. These proteins function as a chaperone for the 26S proteasome. The 26S proteasome mediates ubiquitin-dependent proteolysis in eukaryotic cells. A number of studies including very recent ones have revealed that assembly of its 20S catalytic core particle is an ordered process that involves several conserved proteasome assembly chaperones (PACs). Two heterodimeric chaperones, PAC1-PAC2 and PAC3-PAC4, promote the assembly of rings composed of seven alpha subunits.GO:0043248|proteasome assembly;GO:0005634|nucleus;. K11876

Manes.17G097300.v6.114.081306 3.81571 1E-31 up yes pfam05562 WCOR413 Cold acclimation protein WCOR413. This family consists of several WCOR413-like plant cold acclimation proteins.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;. .

Manes.17G097400.v6.10.5686902 -0.81429 3E-12 down no pfam00501 AMP-bindingAMP-binding enzyme.GO:0010143|cutin biosynthetic process;GO:0050832|defense response to fungus;GO:0006631|fatty acid metabolic process;GO:0010311|lateral root formation;GO:0005783|endoplasmic reticulum;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004467|long-chain fatty acid-CoA ligase activity;GO:0031957|very long-chain fatty acid-CoA ligase activity;K01897

Manes.17G097600.v6.10.3968168 ####### 1E-10 down yes pfam15178 TOM_sub5 Mitochondrial import receptor subunit TOM5 homolog. This is a family of transmembrane proteins thought to form part of the pre-protein translocase complex of the outer mitochondrial membrane (TOM complex). This family of proteins is found in eukaryotes. Proteins in this family are approximately 50 amino acids in length.GO:0015031|protein transport;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0005739|mitochondrion;. .

Manes.17G097900.v6.10.5769132 -0.79357 0.0003 down no pfam03107 C1_2 C1 domain. This short domain is rich in cysteines and histidines. The pattern of conservation is similar to that found in pfam00130, therefore we have termed this domain DC1 for divergent C1 domain. This domain probably also binds to two zinc ions. The function of proteins with this domain is uncertain, however this domain may bind to molecules such as diacylglycerol (A Bateman pers. obs.). This family are found in plant proteins.. . . .

Manes.17G098000.v6.1Inf Inf 0.2025 up no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.17G098100.v6.1Inf Inf 0.8798 up no pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.17G098500.v6.10.1249008 ####### 3E-11 down yes pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.17G098600.v6.11.3783047 0.46289 0.0003 up no pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;.

Manes.17G099100.v6.13.4372568 1.78E+00 3E-13 up yes pfam05055 DUF677 Protein of unknown function (DUF677). This family consists of AT14A like proteins from Arabidopsis thaliana. At14a has a small domain that has sequence similarities to integrins from fungi, insects and humans. Transcripts of At14a are found in all Arabidopsis tissues and localizes partly to the plasma membrane.. GO:0016021|integral component of membrane;. .

Manes.17G099900.v6.13.6601366 1.8719 6E-31 up yes pfam05206 TRM13 Methyltransferase TRM13. This is a family of eukaryotic proteins which are responsible for 2'-O-methylation of tRNA at position 4. TRM13 shows no sequence similarity to other known methyltransferases.GO:0001525|angiogenesis;GO:0030154|cell differentiation;GO:0019408|dolichol biosynthetic process;GO:0006486|protein glycosylation;GO:0032383|regulation of intracellular cholesterol transport;GO:0055092|sterol homeostasis;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0016765|transferase activity, transferring alkyl or aryl (other than methyl) groups;K19177

Manes.17G100200.v6.11.2604063 3.34E-01 0.0059 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0015031|protein transport;GO:0007264|small GTPase mediated signal transduction;GO:0005622|intracellular;GO:0005886|plasma membrane;GO:0005525|GTP binding;.

Manes.17G100500.v6.11.4555455 5.42E-01 2E-05 up no pfam00400 WD40 WD domain, G-beta repeat.. . GO:0004871|signal transducer activity;.

Manes.17G100600.v6.10.483255 -1.04914 4E-14 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.17G100700.v6.10.8230574 -0.28093 0.0191 down no pfam08603 CAP_C Adenylate cyclase associated (CAP) C terminal.GO:0030036|actin cytoskeleton organization;GO:0009826|unidimensional cell growth;GO:0005829|cytosol;. K17261

Manes.17G101000.v6.10.4290683 -1.22072 6E-11 down yes pfam10017 Methyltransf_33Histidine-specific methyltransferase, SAM-dependent. The mycobacterial members of this family are expressed from part of the ergothioneine biosynthetic gene cluster. EGTD is the histidine methyltransferase that transfers three methyl groups to the alpha-amino moiety of histidine, in the first stage of the production of this histidine betaine derivative that carries a thiol group attached to the C2 atom of an imidazole ring.. . . .

Manes.17G101500.v6.12.4152652 1.27218 2E-18 up yes pfam03124 EXS EXS family. We have named this region the EXS family after (ERD1, XPR1, and SYG1). This family includes C-terminus portions from the SYG1 G-protein associated signal transduction protein from Saccharomyces cerevisiae, and sequences that are thought to be murine leukaemia virus (MLV) receptors (XPR1). N-terminus portions from these proteins are aligned in the SPX pfam03105 family. The previously noted similarity between SYG1 and MLV receptors over their whole sequences is thus borne out in pfam03105 and this family. While the N-termini aligned in pfam03105 are thought to be involved in signal transduction, the role of the C-terminus sequences aligned in this family is not known. This region of similarity contains several predicted transmembrane helices. This family also includes the ERD1 (ERD: ER retention defective) yeast proteins. ERD1 proteins are involved in the localisation of endogenous endoplasmic reticulum (ER) proteins. erd1 null mutants secrete such proteins even though they possess the C-terminal HD. . . .

Manes.17G101800.v6.14.3141605 2.11E+00 5E-33 up yes pfam08392 FAE1_CUT1_RppAFAE1/Type III polyketide synthase-like protein. The members of this family are described as 3-ketoacyl-CoA synthases, type III polyketide synthases, fatty acid elongases and fatty acid condensing enzymes, and are found in both prokaryotic and eukaryotic (mainly plant) species. The region featured in this family contains the active site residues, as well as motifs involved in substrate binding.GO:0006633|fatty acid biosynthetic process;GO:0016021|integral component of membrane;GO:0016747|transferase activity, transferring acyl groups other than amino-acyl groups;K15397

Manes.17G101900.v6.10.1545677 -2.69369 0.0004 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.17G102400.v6.10.6636836 -0.59143 0.0122 down no pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.17G102500.v6.10.3205456 ####### 0.1001 down no pfam11820 DUF3339 Protein of unknown function (DUF3339). This family of proteins are functionally uncharacterized. This family is found in eukaryotes. Proteins in this family are about 70 amino acids in length.. . . .

Manes.17G102600.v6.10.2886974 ####### 1E-17 down yes pfam06813 Nodulin-like Nodulin-like. This family represents a conserved region within plant nodulin-like proteins.. . . .

Manes.17G102800.v6.11.9737911 9.81E-01 3E-08 up no pfam00584 SecE SecE/Sec61-gamma subunits of protein translocation complex. SecE is part of the SecYEG complex in bacteria which translocates proteins from the cytoplasm. In eukaryotes the complex, made from Sec61-gamma and Sec61-alpha translocates protein from the cytoplasm to the ER. Archaea have a similar complex.GO:0006605|protein targeting;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0015450|P-P-bond-hydrolysis-driven protein transmembrane transporter activity;K07342

Manes.17G103200.v6.10.5445969 ####### 5E-11 down no pfam13753 SWM_repeat Putative flagellar system-associated repeat. This family appears to be a repeated unit that can occur up to 29 times in these outer membrane proteins. It is putatively associated with a novel flagellar system.. . . .

Manes.17G104100.v6.11.647262 0.72007 4E-06 up no pfam14323 GxGYxYP GxGYxY sequence motif in domain of unknown function. This family carries a characteristic sequence motif, GxGYxYP, but is of unknown function. Associated families are sugar-processing domains.. GO:0005886|plasma membrane;. .

Manes.17G105000.v6.10.6938029 -0.5274 0.0072 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G105100.v6.10.5967792 -0.74473 0.0008 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G105200.v6.10.6621552 ####### 0.0005 down no pfam02536 mTERF mTERF. This family contains one sequence of known function Human mitochondrial transcription termination factor (mTERF) the rest of the family consists of hypothetical proteins none of which have any functional information. mTERF is a multizipper protein possessing three putative leucine zippers one of which is bipartite. The protein binds DNA as a monomer. The leucine zippers are not implicated in a dimerization role as in other leucine zippers.. . . .

Manes.17G105700.v6.10.3051513 ####### 3E-11 down yes pfam01765 RRF Ribosome recycling factor. The ribosome recycling factor (RRF / ribosome release factor) dissociates the ribosome from the mRNA after termination of translation, and is essential bacterial growth. Thus ribosomes are "recycled" and ready for another round of protein synthesis.GO:0006415|translational termination;GO:0005737|cytoplasm;. K02838

Manes.17G105900.v6.10.7671983 -0.38233 0.0174 down no pfam00572 Ribosomal_L13Ribosomal protein L13.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02871

Manes.17G106100.v6.11.8230028 0.86632 6E-14 up no pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0009585|red, far-red light phototransduction;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0008180|COP9 signalosome;GO:0005829|cytosol;. .

Manes.17G106500.v6.1Inf Inf 0.0034 up yes pfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . . .

Manes.17G106600.v6.119.123535 4.25728 2E-20 up yes pfam00762 FerrochelataseFerrochelatase.. . . .

Manes.17G106700.v6.139.352313 5.30E+00 7E-84 up yes pfam14897 EpsG EpsG family. This family of proteins are related to the EpsG protein from B. subtilis. These proteins are likely glycosyl transferases belonging to the membrane protein GT-C clan.. . . .

Manes.17G106800.v6.12.4423518 1.28827 4E-16 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0043090|amino acid import;GO:0003333|amino acid transmembrane transport;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.17G106900.v6.10.9124188 -0.13223 0.3501 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).. . . K15503

Manes.17G107000.v6.10.3356211 ####### 7E-23 down yes pfam01145 Band_7 SPFH domain / Band 7 family. This family has been called SPFH, Band 7 or PHB domain. Recent phylogenetic analysis has shown this domain to be a slipin or Stomatin-like integral membrane domain conserved from protozoa to mammals.GO:0051301|cell division;GO:0016049|cell growth;GO:0048527|lateral root development;GO:0007005|mitochondrion organization;GO:0009733|response to auxin;GO:0009723|response to ethylene;GO:0071731|response to nitric oxide;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005773|vacuole;. K17080

Manes.17G107100.v6.10.2308037 -2.11526 1E-38 down yes pfam02800 Gp_dh_C Glyceraldehyde 3-phosphate dehydrogenase, C-terminal domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. C-terminal domain is a mixed alpha/antiparallel beta fold.GO:0006006|glucose metabolic process;GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004365|glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;K00134

Manes.17G108000.v6.10.6616538 ####### 5E-05 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14806

Manes.17G108400.v6.112.972471 3.70E+00 0.0112 up yes pfam04193 PQ-loop PQ loop repeat. Members of this family are all membrane bound proteins possessing a pair of repeats each spanning two transmembrane helices connected by a loop. The PQ motif found on loop 2 is critical for the localisation of cystinosin to lysosomes. However, the PQ motif appears not to be a general lysosome-targeting motif. It is thought likely to possess a more general function. Most probably this involves a glutamine residue.GO:0006810|transport;GO:0016021|integral component of membrane;GO:0005765|lysosomal membrane;GO:0005774|vacuolar membrane;. K12386

Manes.17G108500.v6.13.025814 1.60E+00 1E-17 up yes pfam13085 Fer2_3 2Fe-2S iron-sulfur cluster binding domain. The 2Fe-2S ferredoxin family have a general core structure consisting of beta(2)-alpha-beta(2) which abeta-grasp type fold. The domain is around one hundred amino acids with four conserved cysteine residues to which the 2Fe-2S cluster is ligated.GO:0006121|mitochondrial electron transport, succinate to ubiquinone;GO:0006099|tricarboxylic acid cycle;GO:0005749|mitochondrial respiratory chain complex II, succinate dehydrogenase complex (ubiquinone);GO:0005739|mitochondrion;GO:0045273|respiratory chain complex II;GO:0045281|succinate dehydrogenase complex;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0051538|3 iron, 4 sulfur cluster binding;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0009055|electron carrier activity;GO:0008177|succinate dehydrogenase (ubiquinone) activity;GO:0000104|succinate dehydrogenase activity;GO:0008270|zinc ion binding;K00235

Manes.17G108700.v6.12.0715121 1.05E+00 2E-15 up yes pfam00953 Glycos_transf_4Glycosyl transferase family 4.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.17G108800.v6.10.4829396 ####### 4E-10 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.17G108900.v6.10.1534022 -2.70461 0.0045 down yes pfam00240 ubiquitin Ubiquitin family. This family contains a number of ubiquitin-like proteins: SUMO (smt3 homologue) Nedd8, Elongin B, Rub1, and Parkin. A number of them are thought to carry a distinctive five-residue motif termed the proteasome-interacting motif (PIM), which may have a biologically significant role in protein delivery to proteasomes and recruitment of proteasomes to transcription sites.. . . .

Manes.17G109100.v6.10.143264 -2.80325 9E-13 down yes pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;.

Manes.17G109300.v6.10.6598469 ####### 0.0007 down no pfam09768 Peptidase_M76Peptidase M76 family. This is a family of metalloproteases. Proteins in this family are also annotated as Ku70-binding proteins.. GO:0005743|mitochondrial inner membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;K18156

Manes.17G109400.v6.10.7035032 -0.50737 0.005 down no pfam12695 Abhydrolase_5Alpha/beta hydrolase family. This family contains a diverse range of alpha/beta hydrolase enzymes.. GO:0005576|extracellular region;GO:0016787|hydrolase activity;.

Manes.17G110100.v6.11.677095 7.46E-01 2E-10 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0009507|chloroplast;GO:0005789|endoplasmic reticulum membrane;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;.

Manes.17G110400.v6.11.5581844 6.40E-01 3E-07 up no pfam07002 Copine Copine. This family represents a conserved region approximately 180 residues long within eukaryotic copines. Copines are Ca(2+)-dependent phospholipid-binding proteins that are thought to be involved in membrane-trafficking, and may also be involved in cell division and growth.GO:0009850|auxin metabolic process;GO:0009690|cytokinin metabolic process;GO:0080148|negative regulation of response to water deprivation;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16280

Manes.17G110600.v6.13.89564 1.96186 2E-07 up yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.17G111200.v6.11.3270532 4.08E-01 0.0007 up no pfam04871 Uso1_p115_CUso1 / p115 like vesicle tethering protein, C terminal region. Also known as General vesicular transport factor, Transcytosis associate protein (TAP) and Vesicle docking protein, this myosin-shaped molecule consists of an N-terminal globular head region, a coiled-coil tail which mediates dimerization, and a short C-terminal acidic region. p115 tethers COP1 vesicles to the Golgi by binding the coiled coil proteins giantin (on the vesicles) and GM130 (on the Golgi), via its C-terminal acidic region. It is required for intercisternal transport in the golgi stack. This family consists of the acidic C-terminus, which binds to the golgins giantin and GM130. p115 is thought to juxtapose two membranes by binding giantin with one acidic region, and GM130 with another.GO:0006888|ER to Golgi vesicle-mediated transport;GO:0048211|Golgi vesicle docking;GO:0061025|membrane fusion;GO:0009791|post-embryonic development;GO:0032527|protein exit from endoplasmic reticulum;GO:0045056|transcytosis;GO:0048280|vesicle fusion with Golgi apparatus;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0012507|ER to Golgi transport vesicle membrane;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0005795|Golgi stack;GO:0008565|protein transporter activity;.

Manes.17G111300.v6.11.3951457 4.80E-01 0.0006 up no pfam04724 Glyco_transf_17Glycosyltransferase family 17. This family represents beta-1,4-mannosyl-glycoprotein beta-1,4-N-acetylglucosaminyltransferase (EC:2.4.1.144). This enzyme transfers the bisecting GlcNAc to the core mannose of complex N-glycans. The addition of this residue is regulated during development and has functional consequences for receptor signalling, cell adhesion, and tumor progression.. . . .

Manes.17G111600.v6.1Inf Inf 0.8764 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0071555|cell wall organization;GO:0010345|suberin biosynthetic process;GO:0042761|very long-chain fatty acid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K15402

Manes.17G111800.v6.10.4272393 -1.22688 0.0017 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0006952|defense response;GO:0006631|fatty acid metabolic process;GO:0016021|integral component of membrane;GO:0018685|alkane 1-monooxygenase activity;GO:0070330|aromatase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K15398

Manes.17G111900.v6.11.7627302 0.81781 2E-11 up no pfam06999 Suc_Fer-like Sucrase/ferredoxin-like. This family contains a number of bacterial and eukaryotic proteins approximately 400 residues long that resemble ferredoxin and appear to have sucrolytic activity.. . . .

Manes.17G112000.v6.10.451557 -1.14702 6E-13 down yes pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.17G112600.v6.10.061069 -4.03342 9E-17 down yes pfam00400 WD40 WD domain, G-beta repeat.GO:0006974|cellular response to DNA damage stimulus;GO:0006260|DNA replication;GO:0031572|G2 DNA damage checkpoint;GO:0006513|protein monoubiquitination;GO:0000209|protein polyubiquitination;GO:0051726|regulation of cell cycle;GO:0009411|response to UV;GO:0019985|translesion synthesis;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0005813|centrosome;GO:0005694|chromosome;GO:0031464|Cul4A-RING E3 ubiquitin ligase complex;GO:0031465|Cul4B-RING E3 ubiquitin ligase complex;GO:0005737|cytoplasm;GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0004842|ubiquitin-protein transferase activity;K11790

Manes.17G113300.v6.10.5862954 -0.7703 2E-07 down no pfam01327 Pep_deformylasePolypeptide deformylase.GO:0043686|co-translational protein modification;GO:0031365|N-terminal protein amino acid modification;GO:0018206|peptidyl-methionine modification;GO:0006412|translation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005739|mitochondrion;GO:0005506|iron ion binding;GO:0042586|peptide deformylase activity;K01462

Manes.17G113700.v6.10.8463732 ####### 0.1998 down no pfam08704 GCD14 tRNA methyltransferase complex GCD14 subunit. GCD14 is a subunit of the tRNA methyltransferase complex and is required for 1-methyladenosine modification and maturation of initiator methionyl-tRNA.GO:0030488|tRNA methylation;GO:0005634|nucleus;GO:0031515|tRNA (m1A) methyltransferase complex;GO:0016429|tRNA (adenine-N1-)-methyltransferase activity;K07442

Manes.17G113900.v6.19.0250275 3.17393 2E-30 up yes pfam00190 Cupin_1 Cupin. This family represents the conserved barrel domain of the 'cupin' superfamily ('cupa' is the Latin term for a small barrel). This family contains 11S and 7S plant seed storage proteins, and germins. Plant seed storage proteins provide the major nitrogen source for the developing plant.. GO:0048046|apoplast;GO:0030145|manganese ion binding;GO:0045735|nutrient reservoir activity;.

Manes.17G114600.v6.10.3599068 ####### 0.0002 down yes pfam02889 Sec63 Sec63 Brl domain. This domain (also known as the Brl domain) is required for assembly of functional endoplasmic reticulum translocons.GO:0051321|meiotic cell cycle;. GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003676|nucleic acid binding;K15271

Manes.17G114800.v6.10.2669691 -1.90526 1E-08 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0080156|mitochondrial mRNA modification;GO:0010182|sugar mediated signaling pathway;GO:0005739|mitochondrion;. .

Manes.17G115500.v6.127.614951 4.78738 9E-137 up yes pfam05691 Raffinose_synRaffinose synthase or seed imbibition protein Sip1. This family consists of several raffinose synthase proteins, also known as seed imbibition (Sip1) proteins. Raffinose (O-alpha- D-galactopyranosyl- (1-->6)- O-alpha- D-glucopyranosyl-(1<-->2)- O-beta- D-fructofuranoside) is a widespread oligosaccharide in plant seeds and other tissues. Raffinose synthase (EC:2.4.1.82) is the key enzyme that channels sucrose into the raffinose oligosaccharide pathway. Raffinose family oligosaccharides (RFOs) are ubiquitous in plant seeds and are thought to play critical roles in the acquisition of tolerance to desiccation and seed longevity. Raffinose synthases are alkaline alpha-galactosidases and are solely responsible for RFO breakdown in germinating maize seeds, whereas acidic galactosidases appear to have other functions.   Glycoside hydrolase family 36 can be split into 11 families, GH36A to GH36K. This family includes enzymes from GH36C.GO:0005975|carbohydrate metabolic process;GO:0009737|response to abscisic acid;GO:0006979|response to oxidative stress;GO:0009414|response to water deprivation;GO:0009507|chloroplast;GO:0047274|galactinol-sucrose galactosyltransferase activity;K06617

Manes.17G115900.v6.11.773467 8.27E-01 5E-07 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.



Manes.17G116200.v6.11.9561203 0.968 2E-13 up no pfam05742 NRDE NRDE protein. In eukaryotes this family is predicted to play a role in protein secretion and Golgi organisation. In plants this family includes Solanum habrochaites Cwp, which is involved in water permeability in the cuticles of fruit. Mouse T10 has been found to be expressed during early embryogenesis. This protein contains a conserved NRDE motif.. . . .

Manes.17G116400.v6.110.527777 3.40E+00 7E-126 up yes pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.17G116700.v6.10.2470738 ####### 5E-25 down yes pfam00866 Ring_hydroxyl_BRing hydroxylating beta subunit. This subunit has a similar structure to NTF-2 and scytalone dehydratase.. . . .

Manes.17G117500.v6.10.4422058 -1.17721 0.0014 down yes pfam09726 Macoilin Transmembrane protein. This entry is a highly conserved protein present in eukaryotes.. . . .

Manes.17G117800.v6.10.8622204 ####### 0.1164 down no pfam15628 RRM_DME RRM in Demeter. This is a predicted RRM-fold domain present at the C-terminus of Demeter-like glycoslyases. These proteins are involved in DNA demethylation in plants where they catalyze removal of the 5mC base and subsequently cleave the backbone through lyase activity. Orthologs of Demeter are present in plants and stramenopiles. The RRM fold domain is predicted to facilitate interaction of the catalytic domain with ssDNA or regulatory RNA.GO:0006284|base-excision repair;GO:0006342|chromatin silencing;GO:0080111|DNA demethylation;GO:0006306|DNA methylation;GO:0006281|DNA repair;GO:0031936|negative regulation of chromatin silencing;GO:0006351|transcription, DNA-templated;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0051539|4 iron, 4 sulfur cluster binding;GO:0003677|DNA binding;GO:0019104|DNA N-glycosylase activity;GO:0003906|DNA-(apurinic or apyrimidinic site) lyase activity;GO:0046872|metal ion binding;.

Manes.17G118000.v6.10.4014679 -1.31664 1E-22 down yes pfam03715 Noc2 Noc2p family. At least one member, Noc2p from yeast, is required for a late step in 60S subunit export from the nucleus. It has also been shown to co-precipitate with Nug1p, a nuclear GTPase also required for ribosome nucleus export. This family was formerly known as UPF0120.. GO:0005634|nucleus;. K14833

Manes.17G118100.v6.10.3000306 ####### 4E-11 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.17G118900.v6.10.5462005 -0.8725 6E-08 down no pfam00707 IF3_C Translation initiation factor IF-3, C-terminal domain.. . . .

Manes.17G119300.v6.10.1165886 ####### 5E-35 down yes pfam00664 ABC_membraneABC transporter transmembrane region. This family represents a unit of six transmembrane helices. Many members of the ABC transporter family (pfam00005) have two such regions.GO:0010541|acropetal auxin transport;GO:0010315|auxin efflux;GO:0010540|basipetal auxin transport;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;GO:0010329|auxin efflux transmembrane transporter activity;K05658

Manes.17G119500.v6.10.838453 ####### 0.025 down no pfam05542 DUF760 Protein of unknown function (DUF760). This family contains several uncharacterized plant proteins.. . . .

Manes.17G119900.v6.10.3845476 -1.37877 2E-28 down yes pfam01985 CRS1_YhbY CRS1 / YhbY (CRM) domain. Escherichia coli YhbY is associated with pre-50S ribosomal subunits, which implies a function in ribosome assembly. GFP fused to a single-domain CRM protein from maize localizes to the nucleolus, suggesting that an analogous activity may have been retained in plants. A CRM domain containing protein in plant chloroplasts has been shown to function in group I and II intron splicing.   In vitro experiments with an isolated maize CRM domain have shown it to have RNA binding activity. These and other results suggest that the CRM domain evolved in the context of ribosome function prior to the divergence of Archaea and Bacteria, that this function has been maintained in extant prokaryotes, and that the domain was recruited to serve as an RNA binding module during the evolution of plant genomes. YhbY has a fold similar to that of the C-terminal domain of translation initiation factor 3 (IF3C), which binds to 16S rRNA in the 30S ribosome.GO:0006397|mRNA processing;GO:0006417|regulation of translation;GO:0008380|RNA splicing;GO:0009570|chloroplast stroma;GO:0030529|ribonucleoprotein complex;GO:0003723|RNA binding;.

Manes.17G121200.v6.11.5948778 0.67345 7E-08 up no pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0016226|iron-sulfur cluster assembly;GO:0005829|cytosol;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;.

Manes.17G121600.v6.11.4245728 5.11E-01 0.0002 up no pfam13249 Prenyltrans_2Prenyltransferase-like.GO:0018343|protein farnesylation;GO:0042127|regulation of cell proliferation;GO:0005965|protein farnesyltransferase complex;GO:0004660|protein farnesyltransferase activity;GO:0008270|zinc ion binding;.

Manes.17G121800.v6.10.3542012 ####### 4E-11 down yes pfam01673 Herpes_env Herpesvirus putative major envelope glycoprotein. This family consists of probable major envelope glycoproteins from members of the herpesviridae including herpes simplex virus, human cytomegalovirus and varicella-zoster virus. Members of the herpesviridae have a dsDNA genome and do not have a RNA stage during there replication.. . . .

Manes.17G122000.v6.10.4188751 ####### 3E-06 down yes . . . . . . .

Manes.17G122200.v6.10.7068856 ####### 3E-05 down no pfam02076 STE3 Pheromone A receptor.. . . .

Manes.17G122300.v6.10.4272419 ####### 7E-07 down yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G122700.v6.116.051355 4.00E+00 2E-11 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.17G122800.v6.15.4432004 2.44E+00 3E-11 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.. . GO:0016758|transferase activity, transferring hexosyl groups;.

Manes.17G122900.v6.1Inf Inf 0.1002 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.17G123200.v6.12.6310982 1.40E+00 9E-34 up yes pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.17G123300.v6.10.4460351 ####### 3E-05 down yes pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.17G123500.v6.13.1320262 1.65E+00 0.5352 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.17G123600.v6.11.6348582 0.70917 1E-06 up no pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0016567|protein ubiquitination;. GO:0005524|ATP binding;GO:0016874|ligase activity;K10576

Manes.17G123700.v6.10.4522983 -1.14465 1E-09 down yes pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.. GO:0016021|integral component of membrane;GO:0022857|transmembrane transporter activity;.

Manes.18G000300.v6.10.9515959 -0.07158 0.572 down no pfam13414 TPR_11 TPR repeat. . GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0055087|Ski complex;GO:0035327|transcriptionally active chromatin;. K12600

Manes.18G000500.v6.12.3978148 1.26E+00 5E-13 up yes pfam09423 PhoD PhoD-like phosphatase.. . . .

Manes.18G000700.v6.127.413433 4.78E+00 1E-38 up yes pfam14009 DUF4228 Domain of unknown function (DUF4228). This domain is found in plants. The function is not known.. . . .

Manes.18G000800.v6.110.205061 3.35121 8E-38 up yes pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.. . . .

Manes.18G001000.v6.11.847918 0.8859 3E-06 up no pfam07716 bZIP_2 Basic region leucine zipper.GO:0030968|endoplasmic reticulum unfolded protein response;GO:0002376|immune system process;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G001100.v6.10.5451215 -0.87535 2E-10 down no pfam00365 PFK Phosphofructokinase.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0003872|6-phosphofructokinase activity;GO:0005524|ATP binding;GO:0047334|diphosphate-fructose-6-phosphate 1-phosphotransferase activity;GO:0046872|metal ion binding;.

Manes.18G001300.v6.14.2620277 2.09E+00 1E-14 up yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0051301|cell division;GO:0007067|mitotic nuclear division;GO:0005634|nucleus;GO:0009524|phragmoplast;GO:0005819|spindle;GO:0005524|ATP binding;GO:0004693|cyclin-dependent protein serine/threonine kinase activity;GO:0008353|RNA polymerase II carboxy-terminal domain kinase activity;K07760

Manes.18G001900.v6.10.6297493 ####### 4E-05 down no pfam04433 SWIRM SWIRM domain. This SWIRM domain is a small alpha-helical domain of about 85 amino acid residues found in chromosomal proteins. It contains a helix-turn helix motif and binds to DNA.GO:0006338|chromatin remodeling;GO:0007275|multicellular organismal development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016514|SWI/SNF complex;GO:0003677|DNA binding;K11649

Manes.18G002100.v6.11.2791181 0.35515 0.0039 up no pfam01073 3Beta_HSD 3-beta hydroxysteroid dehydrogenase/isomerase family. The enzyme 3 beta-hydroxysteroid dehydrogenase/5-ene-4-ene isomerase (3 beta-HSD) catalyses the oxidation and isomerization of 5-ene-3 beta-hydroxypregnene and 5-ene-hydroxyandrostene steroid precursors into the corresponding 4-ene-ketosteroids necessary for the formation of all classes of steroid hormones.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0003854|3-beta-hydroxy-delta5-steroid dehydrogenase activity;.

Manes.18G002200.v6.16.1324445 2.61646 2E-14 up yes pfam00068 Phospholip_A2_1Phospholipase A2. Phospholipase A2 releases fatty acids from the second carbon group of glycerol. Perhaps the best known members are secreted snake venoms, but also found in secreted pancreatic and membrane-associated forms. Structure is all-alpha, with two core disulfide-linked helices and a calcium-binding loop. This alignment represents the major family of PLA2s. A second minor family, defined by the honeybee venom PLA2 PDB:1POC and related sequences from Gila monsters (Heloderma), is not recognized. This minor family conserves the core helix pair but is substantially different elsewhere. The PROSITE pattern PA2_HIS, specific to the first core helix, recognizes both families.. . . .

Manes.18G002300.v6.11.5947687 6.73E-01 1E-06 up no pfam00011 HSP20 Hsp20/alpha crystallin family.. . . .

Manes.18G002800.v6.11.9894675 9.92E-01 2E-05 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.18G002900.v6.10.7310177 -0.45202 0.0003 down no pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.GO:1903959|regulation of anion transmembrane transport;GO:0044070|regulation of anion transport;GO:0055085|transmembrane transport;GO:0034426|etioplast membrane;GO:0031359|integral component of chloroplast outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0008308|voltage-gated anion channel activity;.

Manes.18G003300.v6.10.4667877 ####### 8E-18 down yes pfam00044 Gp_dh_N Glyceraldehyde 3-phosphate dehydrogenase, NAD binding domain. GAPDH is a tetrameric NAD-binding enzyme involved in glycolysis and glyconeogenesis. N-terminal domain is a Rossmann NAD(P) binding fold.GO:0006006|glucose metabolic process;GO:0019253|reductive pentose-phosphate cycle;GO:0009507|chloroplast;GO:0047100|glyceraldehyde-3-phosphate dehydrogenase (NADP+) (phosphorylating) activity;GO:0051287|NAD binding;GO:0050661|NADP binding;.

Manes.18G003500.v6.11.4883854 0.57375 3E-07 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0061416|regulation of transcription from RNA polymerase II promoter in response to salt stress;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;K14803

Manes.18G003600.v6.10.6354981 -0.65404 0.0009 down no pfam11938 DUF3456 TLR4 regulator and MIR-interacting MSAP. This family of proteins, found from plants to humans, is PRAT4 (A and B), a Protein Associated with Toll-like receptor 4. The Toll family of receptors - TLRs - plays an essential role in innate recognition of microbial products, the first line of defence against bacterial infection. PRAT4A influences the subcellular distribution and the strength of TLR responses and alters the relative activity of each TLR. PRAT4B regulates TLR4 trafficking to the cell surface and the extent of its expression there. TLR4 recognizes lipopolysaccharide (LPS), one of the most immuno-stimulatory glycolipids constituting the outer membrane of the Gram-negative bacteria.  This family has also been described as a SAP-like MIR-interacting protein family.. . . .

Manes.18G004200.v6.10.5340555 -0.90494 4E-11 down no pfam02460 Patched Patched family. The transmembrane protein Patched is a receptor for the morphogene Sonic Hedgehog. This protein associates with the smoothened protein to transduce hedgehog signals.GO:0008206|bile acid metabolic process;GO:0042632|cholesterol homeostasis;GO:0008203|cholesterol metabolic process;GO:0030301|cholesterol transport;GO:0007041|lysosomal transport;GO:0006486|protein glycosylation;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0005887|integral component of plasma membrane;GO:0031902|late endosome membrane;GO:0005765|lysosomal membrane;GO:0005764|lysosome;GO:0005635|nuclear envelope;GO:0048471|perinuclear region of cytoplasm;GO:0015485|cholesterol binding;GO:0008158|hedgehog receptor activity;K12385

Manes.18G004400.v6.10.9155492 -0.12729 0.3309 down no pfam00199 Catalase Catalase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0009514|glyoxysome;GO:0004096|catalase activity;GO:0020037|heme binding;GO:0046872|metal ion binding;.

Manes.18G004700.v6.10.7084546 -0.49725 0.0694 down no pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005634|nucleus;. K05868

Manes.18G005000.v6.12.7908408 1.48E+00 3E-36 up yes pfam07716 bZIP_2 Basic region leucine zipper.GO:0030968|endoplasmic reticulum unfolded protein response;GO:0002376|immune system process;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G005400.v6.10.8385682 ####### 0.077 down no pfam00246 Peptidase_M14Zinc carboxypeptidase.GO:0006508|proteolysis;GO:0005615|extracellular space;GO:0005578|proteinaceous extracellular matrix;GO:0004181|metallocarboxypeptidase activity;GO:0008270|zinc ion binding;K08782

Manes.18G005500.v6.10.8230979 -0.28086 0.0142 down no pfam04950 DUF663 Protein of unknown function (DUF663). This family contains several uncharacterized eukaryotic proteins.GO:0042255|ribosome assembly;GO:0005730|nucleolus;. K14799

Manes.18G005900.v6.10.399275 -1.32455 9E-07 down yes pfam00997 Casein_kappaKappa casein. Kappa-casein is a mammalian milk protein involved in a number of important physiological processes. In the gut, the ingested protein is split into an insoluble peptide (para kappa-casein) and a soluble hydrophilic glycopeptide (caseinomacropeptide). Caseinomacropeptide is responsible for increased efficiency of digestion, prevention of neonate hypersensitivity to ingested proteins, and inhibition of gastric pathogens.. . . .

Manes.18G006000.v6.12.1801469 1.12443 9E-06 up yes pfam07569 Hira TUP1-like enhancer of split. The Hira proteins are found in a range of eukaryotes and are implicated in the assembly of repressive chromatin. These proteins also contain pfam00400.. . . .

Manes.18G006200.v6.11.4072299 4.93E-01 0.3286 up no pfam04782 DUF632 Protein of unknown function (DUF632). This plant protein may be a leucine zipper, but there is no experimental evidence for this.. . . .

Manes.18G006700.v6.12.0046265 1.00333 6E-18 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0009695|jasmonic acid biosynthetic process;GO:0009611|response to wounding;GO:0005777|peroxisome;GO:0005524|ATP binding;GO:0016874|ligase activity;K10526

Manes.18G006800.v6.10.124746 ####### 0.0002 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009733|response to auxin;. . .

Manes.18G007400.v6.10.081556 -3.61607 9E-13 down yes pfam07732 Cu-oxidase_3Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.. GO:0005615|extracellular space;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.18G007500.v6.10.0953951 ####### 2E-47 down yes pfam07731 Cu-oxidase_2Multicopper oxidase. This entry contains many divergent copper oxidase-like domains that are not recognized by the pfam00394 model.. GO:0005576|extracellular region;GO:0005507|copper ion binding;GO:0016491|oxidoreductase activity;.

Manes.18G007700.v6.15.0217221 2.32818 4E-85 up yes pfam01575 MaoC_dehydratasMaoC like domain. The maoC gene is part of a operon with maoA which is involved in the synthesis of monoamine oxidase. The MaoC protein is found to share similarity with a wide variety of enzymes; estradiol 17 beta-dehydrogenase 4, peroxisomal hydratase-dehydrogenase-epimerase, fatty acid synthase beta subunit. Several bacterial proteins that are composed solely of this domain have (R)-specific enoyl-CoA hydratase activity. This domain is also present in the NodN nodulation protein N.GO:0033542|fatty acid beta-oxidation, unsaturated, even number;GO:0005777|peroxisome;GO:0080023|3R-hydroxyacyl-CoA dehydratase activity;GO:0016491|oxidoreductase activity;.

Manes.18G007800.v6.11.3837383 4.69E-01 0.001 up no pfam08307 Glyco_hydro_98CGlycosyl hydrolase family 98 C-terminal domain. This putative domain is found at the C-terminus of glycosyl hydrolase family 98 proteins. This domain is not expected to form part of the catalytic activity.GO:0001522|pseudouridine synthesis;GO:0008033|tRNA processing;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K07583

Manes.18G008000.v6.10.5510816 ####### 7E-06 down no pfam03759 PRONE PRONE (Plant-specific Rop nucleotide exchanger). This is a functional guanine exchange factor (GEF) of plant Rho GTPase.GO:0009860|pollen tube growth;GO:0043547|positive regulation of GTPase activity;GO:0080092|regulation of pollen tube growth;GO:0016324|apical plasma membrane;GO:0005829|cytosol;GO:0005089|Rho guanyl-nucleotide exchange factor activity;.

Manes.18G008100.v6.10.7523271 -0.41057 0.1267 down no pfam05024 Gpi1 N-acetylglucosaminyl transferase component (Gpi1). Glycosylphosphatidylinositol (GPI) represents an important anchoring molecule for cell surface proteins.The first step in its synthesis is the transfer of N-acetylglucosamine (GlcNAc) from UDP-N-acetylglucosamine to phosphatidylinositol (PI). This chemically simple step is genetically complex because three or four genes are required in both yeast (GPI1, GPI2 and GPI3) and mammals (GPI1, PIG A, PIG H and PIG C), respectively.. . . .

Manes.18G008600.v6.10.4917292 ####### 9E-13 down yes pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.GO:0009734|auxin-activated signaling pathway;. GO:0004364|glutathione transferase activity;.

Manes.18G008800.v6.11.2026573 2.66E-01 0.1134 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G009100.v6.12.4716696 1.30549 2E-13 up yes pfam07690 MFS_1 Major Facilitator Superfamily.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G009300.v6.12.3734867 1.24701 1E-05 up yes pfam09507 CDC27 DNA polymerase subunit Cdc27. This protein forms the C subunit of DNA polymerase delta. It carries the essential residues for binding to the Pol1 subunit of polymerase alpha, from residues 293-332, which are characterized by the motif D--G--VT, referred to as the DPIM motif. The first 160 residues of the protein form the minimal domain for binding to the B subunit, Cdc1, of polymerase delta, the final 10 C-terminal residues, 362-372, being the DNA sliding clamp, PCNA, binding motif.. GO:0005886|plasma membrane;. .

Manes.18G009400.v6.11.5157702 0.60005 0.0022 up no pfam03171 2OG-FeII_Oxy2OG-Fe(II) oxygenase superfamily. This family contains members of the 2-oxoglutarate (2OG) and Fe(II)-dependent oxygenase superfamily. This family includes the C-terminal of prolyl 4-hydroxylase alpha subunit. The holoenzyme has the activity EC:1.14.11.2 catalyzing the reaction: Procollagen L-proline + 2-oxoglutarate + O2 <=> procollagen trans- 4-hydroxy-L-proline + succinate + CO2. The full enzyme consists of a alpha2 beta2 complex with the alpha subunit contributing most of the parts of the active site. The family also includes lysyl hydrolases, isopenicillin synthases and AlkB.. GO:0005788|endoplasmic reticulum lumen;GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0005802|trans-Golgi network;GO:0005506|iron ion binding;GO:0031418|L-ascorbic acid binding;GO:0004656|procollagen-proline 4-dioxygenase activity;K00472

Manes.18G009600.v6.112.358621 3.62745 3E-08 up yes pfam13639 zf-RING_2 Ring finger domain.. GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.18G009800.v6.1285.46347 8.15716 9E-28 up yes pfam06105 Aph-1 Aph-1 protein. This family consists of several eukaryotic Aph-1 proteins.Gamma-secretase catalyses the intramembrane proteolysis of Notch, beta-amyloid precursor protein, and other substrates as part of a new signaling paradigm and as a key step in the pathogenesis of Alzheimer's disease. It is thought that the presenilin heterodimer comprises the catalytic site and that a highly glycosylated form of nicastrin associates with it. Aph-1 and Pen-2, two membrane proteins genetically linked to gamma-secretase, associate directly with presenilin and nicastrin in the active protease complex. Co-expression of all four proteins leads to marked increases in presenilin heterodimers, full glycosylation of nicastrin, and enhanced gamma-secretase activity.. . . .

Manes.18G009900.v6.1310.30409 8.27754 2E-168 up yes pfam13905 Thioredoxin_8Thioredoxin-like. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond.. . GO:0047134|protein-disulfide reductase activity;K17609

Manes.18G010000.v6.1193.33306 7.59494 7E-86 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19037

Manes.18G010100.v6.12.7666485 1.46814 7E-33 up yes pfam01918 Alba Alba. Alba is a novel chromosomal protein that coats archaeal DNA without compacting it.. GO:0005634|nucleus;GO:0044822|poly(A) RNA binding;K14525

Manes.18G010200.v6.128.494682 4.83E+00 8E-89 up yes pfam03330 DPBB_1 Rare lipoprotein A (RlpA)-like double-psi beta-barrel. Rare lipoprotein A (RlpA) contains a conserved region that has the double-psi beta-barrel (DPBB) fold. The function of RlpA is not well understood, but it has been shown to act as a prc mutant suppressor in Escherichia coli. The DPBB fold is often an enzymatic domain. The members of this family are quite diverse, and if catalytic this family may contain several different functions. Another example of this domain is found in the N terminus of pollen allergen.GO:0009664|plant-type cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.18G010300.v6.12.3042062 1.20E+00 4E-14 up yes pfam01597 GCV_H Glycine cleavage H-protein. This is a family of glycine cleavage H-proteins, part of the glycine cleavage multienzyme complex (GCV) found in bacteria and the mitochondria of eukaryotes. GCV catalyses the catabolism of glycine in eukaryotes. A lipoyl group is attached to a completely conserved lysine residue. The H protein shuttles the methylamine group of glycine from the P protein to the T protein.. GO:0016607|nuclear speck;. .

Manes.18G010500.v6.11.6389796 7.13E-01 4E-09 up no pfam05383 La La domain. This presumed domain is found at the N-terminus of La RNA-binding proteins as well as other proteins. The function of this region is uncertain.GO:0009738|abscisic acid-activated signaling pathway;GO:0010150|leaf senescence;GO:0009737|response to abscisic acid;GO:0009753|response to jasmonic acid;GO:0009751|response to salicylic acid;GO:0005737|cytoplasm;GO:0005844|polysome;GO:0003723|RNA binding;K18757

Manes.18G010700.v6.11.7061628 0.77076 1E-10 up no pfam01466 Skp1 Skp1 family, dimerization domain.GO:0009734|auxin-activated signaling pathway;GO:0007059|chromosome segregation;GO:0009793|embryo development ending in seed dormancy;GO:0009873|ethylene-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0006511|ubiquitin-dependent protein catabolic process;GO:0016032|viral process;GO:0005634|nucleus;. K03094

Manes.18G010900.v6.11.4165193 5.02E-01 0.0003 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.. . . .

Manes.18G011200.v6.10.1955369 -2.35449 6E-08 down yes pfam13920 zf-C3HC4_3 Zinc finger, C3HC4 type (RING finger).GO:0006952|defense response;GO:0043161|proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031347|regulation of defense response;GO:0043067|regulation of programmed cell death;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K19042

Manes.18G011300.v6.12.3526953 1.23E+00 4E-27 up yes pfam01363 FYVE FYVE zinc finger. The FYVE zinc finger is named after four proteins that it has been found in: Fab1, YOTB/ZK632.12, Vac1, and EEA1. The FYVE finger has been shown to bind two Zn++ ions. The FYVE finger has eight potential zinc coordinating cysteine positions. Many members of this family also include two histidines in a motif R+HHC+XCG, where + represents a charged residue and X any residue. We have included members which do not conserve these histidine residues but are clearly related.GO:0035973|aggrephagy;GO:0016197|endosomal transport;GO:0016239|positive regulation of macroautophagy;GO:0005776|autophagosome;GO:0005737|cytoplasm;GO:0012505|endomembrane system;GO:0097635|extrinsic component of autophagosome membrane;GO:0019898|extrinsic component of membrane;GO:0016234|inclusion body;GO:0005635|nuclear envelope;GO:0031965|nuclear membrane;GO:0016605|PML body;GO:0005545|1-phosphatidylinositol binding;GO:0003831|beta-N-acetylglucosaminylglycopeptide beta-1,4-galactosyltransferase activity;GO:0046872|metal ion binding;.

Manes.18G012300.v6.10.4972476 ####### 5E-11 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K13181

Manes.18G012800.v6.10.5912805 -0.75809 7E-07 down no pfam00175 NAD_binding_1Oxidoreductase NAD-binding domain. Xanthine dehydrogenases, that also bind FAD/NAD, have essentially no similarity.GO:0015979|photosynthesis;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0004324|ferredoxin-NADP+ reductase activity;.

Manes.18G013200.v6.12.2660726 1.18019 3E-14 up yes pfam00160 Pro_isomeraseCyclophilin type peptidyl-prolyl cis-trans isomerase/CLD. The peptidyl-prolyl cis-trans isomerases, also known as cyclophilins, share this domain of about 109 amino acids. Cyclophilins have been found in all organisms studied so far and catalyse peptidyl-prolyl isomerization during which the peptide bond preceding proline (the peptidyl-prolyl bond) is stabilized in the cis conformation. Mammalian cyclophilin A (CypA) is a major cellular target for the immunosuppressive drug cyclosporin A (CsA). Other roles for cyclophilins may include chaperone and cell signalling function.GO:0006457|protein folding;GO:0005737|cytoplasm;GO:0042277|peptide binding;GO:0003755|peptidyl-prolyl cis-trans isomerase activity;.

Manes.18G013300.v6.11.6260891 0.70141 7E-09 up no pfam15397 DUF4618 Domain of unknown function (DUF4618). This family of proteins is found in eukaryotes. Proteins in this family are typically between 238 and 363 amino acids in length. There are two conserved sequence motifs: EYP and KCTPD.. . . .

Manes.18G013400.v6.10.4963617 ####### 1E-11 down yes pfam00572 Ribosomal_L13Ribosomal protein L13.. . . .

Manes.18G013500.v6.10.6804694 ####### 0.0036 down no pfam13166 AAA_13 AAA domain. This family of domains contain a P-loop motif that is characteristic of the AAA superfamily. Many of the proteins in this family are conjugative transfer proteins. This family includes the PrrC protein that is thought to be the active component of the anticodon nuclease.. . . .

Manes.18G013600.v6.12.5983953 1.38E+00 2E-23 up yes pfam00810 ER_lumen_receptER lumen protein retaining receptor.GO:0006621|protein retention in ER lumen;GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0046923|ER retention sequence binding;.

Manes.18G013800.v6.10.2987094 ####### 5E-46 down yes pfam14964 DUF4507 Domain of unknown function (DUF4507). This family of proteins is found in eukaryotes. Proteins in this family are typically between 346 and 434 amino acids in length.. . . .

Manes.18G013900.v6.11.0532496 7.48E-02 0.6294 up no pfam01217 Clat_adaptor_sClathrin adaptor complex small chain.GO:0006897|endocytosis;GO:0030122|AP-2 adaptor complex;GO:0008565|protein transporter activity;K11827

Manes.18G014000.v6.10.6421084 -0.63911 2E-05 down no pfam00349 Hexokinase_1Hexokinase. Hexokinase (EC:2.7.1.1) contains two structurally similar domains represented by this family and pfam03727. Some members of the family have two copies of each of these domains.GO:0001678|cellular glucose homeostasis;GO:0006096|glycolytic process;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0005536|glucose binding;GO:0004396|hexokinase activity;.

Manes.18G014200.v6.1Inf Inf 0.8842 up no pfam06495 Transformer Fruit fly transformer protein. This family consists of transformer proteins from several Drosophila species and also from Ceratitis capitata (Mediterranean fruit fly). The transformer locus (tra) produces an RNA processing protein that alternatively splices the doublesex pre-mRNA in the sex determination hierarchy of Drosophila melanogaster.. . . .

Manes.18G014300.v6.11.8437667 0.88266 7E-05 up no pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.. . . .

Manes.18G014600.v6.10.3267297 ####### 2E-10 down yes pfam00617 RasGEF RasGEF domain. Guanine nucleotide exchange factor for Ras-like small GTPases.GO:0010206|photosystem II repair;GO:0006457|protein folding;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009534|chloroplast thylakoid;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;GO:0003756|protein disulfide isomerase activity;.



Manes.18G014800.v6.10.0719571 -3.79672 4E-10 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0008810|cellulase activity;.

Manes.18G014900.v6.12.5079928 1.32653 4E-14 up yes pfam03641 Lysine_decarboxPossible lysine decarboxylase. The members of this family share a highly conserved motif PGGXGTXXE that is probably functionally important. This family includes proteins annotated as lysine decarboxylases, although the evidence for this is not clear.GO:0009691|cytokinin biosynthetic process;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016799|hydrolase activity, hydrolyzing N-glycosyl compounds;.

Manes.18G015100.v6.10.3273032 -1.6113 7E-28 down yes pfam01747 ATP-sulfurylaseATP-sulfurylase. This domain is the catalytic domain of ATP-sulfurylase or sulfate adenylyltransferase EC:2.7.7.4 some of which are part of a bifunctional polypeptide chain associated with adenosyl phosphosulphate (APS) kinase pfam01583. Both enzymes are required for PAPS (phosphoadenosine-phosphosulfate) synthesis from inorganic sulphate. ATP sulfurylase catalyses the synthesis of adenosine-phosphosulfate APS from ATP and inorganic sulphate.GO:0009970|cellular response to sulfate starvation;GO:0070814|hydrogen sulfide biosynthetic process;GO:0016310|phosphorylation;GO:0000103|sulfate assimilation;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004020|adenylylsulfate kinase activity;GO:0005524|ATP binding;GO:0004781|sulfate adenylyltransferase (ATP) activity;K13811

Manes.18G015200.v6.10.3752364 ####### 2E-32 down yes pfam05911 DUF869 Plant protein of unknown function (DUF869). This family consists of a number of sequences found in Arabidopsis thaliana, Oryza sativa and Lycopersicon esculentum (Tomato). The function of this family is unknown.. GO:0005886|plasma membrane;. .

Manes.18G015300.v6.110.65805 3.41387 4E-30 up yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.18G015400.v6.11.8554979 0.89181 2E-08 up no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0009734|auxin-activated signaling pathway;GO:0009793|embryo development ending in seed dormancy;GO:0009908|flower development;GO:0010305|leaf vascular tissue pattern formation;GO:0009942|longitudinal axis specification;GO:0048507|meristem development;GO:0006355|regulation of transcription, DNA-templated;GO:0009733|response to auxin;GO:0048364|root development;GO:0006351|transcription, DNA-templated;GO:0010051|xylem and phloem pattern formation;GO:0016020|membrane;GO:0005634|nucleus;GO:0042802|identical protein binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;K14486

Manes.18G015700.v6.11.5544699 0.63642 6E-05 up no pfam07534 TLD TLD. This domain is predicted to be an enzyme and is often found associated with pfam01476. It's structure consists of a beta-sandwich surrounded by two helices and two one-turn helices.. . . .

Manes.18G015900.v6.11.8852646 0.91477 1E-14 up no pfam04410 Gar1 Gar1/Naf1 RNA binding region. Gar1 is a small nucleolar RNP that is required for pre-mRNA processing and pseudouridylation. It is co-immunoprecipitated with the H/ACA families of snoRNAs. This family represents the conserved central region of Gar1. This region is necessary and sufficient for normal cell growth, and specifically binds two snoRNAs snR10 and snR30. This region is also necessary for nucleolar targeting, and it is thought that the protein is co-transported to the nucleolus as part of a nucleoprotein complex. In humans, Gar1 is also component of telomerase in vivo. Naf1 is an essentail protein that plays a role in ribosome biogenesis, modification of spliceosomal small nuclear RNAs and telomere synthesis, and is homologous to Gar1.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.18G016000.v6.11.6582651 7.30E-01 9E-08 up no pfam15293 NUFIP2 Nuclear fragile X mental retardation-interacting protein 2.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;.

Manes.18G016100.v6.10.7384008 -0.43752 0.0002 down no pfam13178 DUF4005 Protein of unknown function (DUF4005). This is a C-terminal region of plant IQ-containing putative calmodulin-binding proteins.GO:0009737|response to abscisic acid;GO:0009941|chloroplast envelope;GO:0005829|cytosol;GO:0005875|microtubule associated complex;GO:0005634|nucleus;GO:0005886|plasma membrane;. .

Manes.18G016300.v6.10.6262272 ####### 1E-07 down no pfam00415 RCC1 Regulator of chromosome condensation (RCC1) repeat.GO:0090630|activation of GTPase activity;GO:0051301|cell division;GO:0072356|chromosome passenger complex localization to kinetochore;GO:0007032|endosome organization;GO:0045184|establishment of protein localization;GO:0048041|focal adhesion assembly;GO:0007229|integrin-mediated signaling pathway;GO:0000278|mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051895|negative regulation of focal adhesion assembly;GO:0034260|negative regulation of GTPase activity;GO:1900025|negative regulation of substrate adhesion-dependent cell spreading;GO:0051987|positive regulation of attachment of spindle microtubules to kinetochore;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0030334|regulation of cell migration;GO:0010762|regulation of fibroblast migration;GO:1900027|regulation of ruffle assembly;GO:0007264|small GTPase mediated signal transduction;GO:0034506|chromosome, centromeric core domain;GO:0005829|cytosol;GO:0031901|early endosome membrane;GO:0005874|microtubule;GO:0030496|midbody;GO:1990023|mitotic spindle midzone;GO:0005730|nucleolus;GO:0005886|plasma membrane;GO:0008017|microtubule binding;GO:0044822|poly(A) RNA binding;GO:0019904|protein domain specific binding;GO:0019901|protein kinase binding;GO:0048365|Rac GTPase binding;GO:0031267|small GTPase binding;.

Manes.18G016400.v6.10.9719647 -0.04102 0.8252 down no pfam01421 Reprolysin Reprolysin (M12B) family zinc metalloprotease. The members of this family are enzymes that cleave peptides. These proteases require zinc for catalysis. Members of this family are also known as adamalysins. Most members of this family are snake venom endopeptidases, but there are also some mammalian proteins such as human ADAM8 and fertilin. Fertilin and closely related proteins appear to not have some active site residues and may not be active enzymes.. . . .

Manes.18G017000.v6.10.8496283 -0.2351 0.0602 down no pfam00137 ATP-synt_C ATP synthase subunit C.GO:0015991|ATP hydrolysis coupled proton transport;GO:0016021|integral component of membrane;GO:0033179|proton-transporting V-type ATPase, V0 domain;GO:0005774|vacuolar membrane;GO:0015078|hydrogen ion transmembrane transporter activity;.

Manes.18G017100.v6.14.2458206 2.09E+00 4E-56 up yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0055089|fatty acid homeostasis;GO:0055088|lipid homeostasis;GO:0008654|phospholipid biosynthetic process;GO:0055091|phospholipid homeostasis;GO:0070328|triglyceride homeostasis;GO:0005737|cytoplasm;GO:0003841|1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0016298|lipase activity;GO:0042171|lysophosphatidic acid acyltransferase activity;GO:0004623|phospholipase A2 activity;.

Manes.18G017400.v6.10.9720075 -0.04096 0.7637 down no pfam00559 Vif Retroviral Vif (Viral infectivity) protein. Human immunodeficiency virus type 1 (HIV-1) Vif is required for productive infection of T lymphocytes and macrophages. Virions produced in the absence of Vif have abnormal core morphology and those produced in primary T cells carry immature core proteins and low levels of mature capsid.. . . .

Manes.18G017900.v6.12.2077675 1.14E+00 0.5862 up no . . . . . . .

Manes.18G018000.v6.11.0504756 0.07104 0.5817 up no pfam13325 MCRS_N N-terminal region of micro-spherule protein. This domain is found in plants and higher eukaryotes, and is the N-terminal region of micro-spherule proteins which repress the transactivation activities of Nrf1 (p45 nuclear factor-erythroid 2 (p45 NF-E2)-related factor 1). In conjunction with DIPA the full-length protein acts as a transcription repressor. The exact function of the region is not known.GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0043984|histone H4-K16 acetylation;GO:0043981|histone H4-K5 acetylation;GO:0043982|histone H4-K8 acetylation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0015629|actin cytoskeleton;GO:0030054|cell junction;GO:0005737|cytoplasm;GO:0000123|histone acetyltransferase complex;GO:0031011|Ino80 complex;GO:0071339|MLL1 complex;GO:0005654|nucleoplasm;GO:0046972|histone acetyltransferase activity (H4-K16 specific);GO:0043995|histone acetyltransferase activity (H4-K5 specific);GO:0043996|histone acetyltransferase activity (H4-K8 specific);K11674

Manes.18G018100.v6.10.7192551 -0.47542 9E-05 down no pfam06957 COPI_C Coatomer (COPI) alpha subunit C-terminus. This family represents the C-terminus (approximately 500 residues) of the eukaryotic coatomer alpha subunit. Coatomer (COPI) is a large cytosolic protein complex which forms a coat around vesicles budding from the Golgi apparatus. Such coatomer-coated vesicles have been proposed to play a role in many distinct steps of intracellular transport. Note that many family members also contain the pfam04053 domain.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030126|COPI vesicle coat;GO:0005829|cytosol;GO:0016020|membrane;GO:0005886|plasma membrane;GO:0005198|structural molecule activity;K05236

Manes.18G018400.v6.10.8200508 ####### 0.0567 down no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0042742|defense response to bacterium;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0005634|nucleus;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;K01373

Manes.18G018800.v6.10.5615268 -0.83257 4E-10 down no pfam00892 EamA EamA-like transporter family. This family includes many hypothetical membrane proteins of unknown function.  Many of the proteins contain two copies of the aligned region. The family used to be known as DUF6.GO:0009851|auxin biosynthetic process;GO:0010315|auxin efflux;GO:0009734|auxin-activated signaling pathway;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0009834|plant-type secondary cell wall biogenesis;GO:0090355|positive regulation of auxin metabolic process;GO:0090358|positive regulation of tryptophan metabolic process;GO:0000162|tryptophan biosynthetic process;GO:0009826|unidimensional cell growth;GO:0016021|integral component of membrane;GO:0009705|plant-type vacuole membrane;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0022857|transmembrane transporter activity;.

Manes.18G019200.v6.10.6933694 ####### 0.0001 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.. . GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0000287|magnesium ion binding;.

Manes.18G019400.v6.11.9146734 9.37E-01 2E-13 up no pfam00112 Peptidase_C1Papain family cysteine protease.GO:0050832|defense response to fungus;GO:0006508|proteolysis;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;GO:0008234|cysteine-type peptidase activity;GO:0008233|peptidase activity;.

Manes.18G019500.v6.10.8239707 -0.27933 0.0196 down no pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.18G019600.v6.11.195156 0.2572 0.3871 up no pfam00483 NTP_transferaseNucleotidyl transferase. This family includes a wide range of enzymes which transfer nucleotides onto phosphosugars.GO:0005978|glycogen biosynthetic process;GO:0019252|starch biosynthetic process;GO:0009501|amyloplast;GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0008878|glucose-1-phosphate adenylyltransferase activity;.

Manes.18G020000.v6.14.1960723 2.06904 2E-62 up yes pfam06090 Ins_P5_2-kin Inositol-pentakisphosphate 2-kinase. This is a family of inositol-pentakisphosphate 2-kinases (EC 2.7.1.158) (also known as inositol 1,3,4,5,6-pentakisphosphate 2-kinase, Ins(1,3,4,5,6)P5 2-kinase) and InsP5 2-kinase). This enzyme phosphorylates Ins(1,3,4,5,6)P5 to form Ins(1,2,3,4,5,6)P6 (also known as InsP6 or phytate). InsP6 is involved in many processes such as mRNA export, nonhomologous end-joining, endocytosis and ion channel regulation.GO:0030643|cellular phosphate ion homeostasis;GO:0042742|defense response to bacterium;GO:0050832|defense response to fungus;GO:0051607|defense response to virus;GO:0040007|growth;GO:0048527|lateral root development;GO:0010264|myo-inositol hexakisphosphate biosynthetic process;GO:0055062|phosphate ion homeostasis;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0035299|inositol pentakisphosphate 2-kinase activity;GO:0032942|inositol tetrakisphosphate 2-kinase activity;GO:0046872|metal ion binding;K10572

Manes.18G020300.v6.11.82132 0.86498 3E-14 up no pfam00650 CRAL_TRIOCRAL/TRIO domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0005886|plasma membrane;GO:0005215|transporter activity;.

Manes.18G020600.v6.10.3896388 -1.35979 1E-09 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G020800.v6.15.4550183 2.44758 6E-40 up yes pfam00928 Adap_comp_subAdaptor complexes medium subunit family. This family also contains members which are coatomer subunits.GO:0006886|intracellular protein transport;GO:0016192|vesicle-mediated transport;GO:0030131|clathrin adaptor complex;GO:0005905|coated pit;GO:0005829|cytosol;GO:0005794|Golgi apparatus;. .

Manes.18G020900.v6.12.0152476 1.01E+00 4E-18 up yes pfam00069 Pkinase Protein kinase domain.. GO:0005622|intracellular;GO:0005524|ATP binding;GO:0004707|MAP kinase activity;.

Manes.18G021000.v6.10.9310631 -0.10305 0.3529 down no pfam09685 Tic20 Tic20-like protein. Chloroplast function requires the import of nuclear encoded proteins from the cytoplasm across the chloroplast double membrane. This is accomplished by two protein complexes, the Toc complex located at the outer membrane and the Tic complex located at the inner membrane. The Toc complex recognizes specific proteins by a cleavable N-terminal sequence and is primarily responsible for translocation through the outer membrane, while the Tic complex translocates the protein through the inner membrane. This entry represents Tic20, a core member of the Tic complex. This protein is deeply embedded in the inner envelope membrane and is thought to function as a protein- conducting component of the Tic complex. This family also includes many proteins of unknown function from non-synthetic organisms.GO:0045037|protein import into chloroplast stroma;GO:0009706|chloroplast inner membrane;GO:0016021|integral component of membrane;GO:0008565|protein transporter activity;.

Manes.18G021200.v6.10.4079709 -1.29346 9E-06 down yes pfam03798 TRAM_LAG1_CLN8TLC domain. . GO:0016021|integral component of membrane;. .

Manes.18G021400.v6.12.2611255 1.18E+00 1E-24 up yes pfam07526 POX Associated with HOX. The function of this domain is unknown. It is often found in plant proteins associated with pfam00046.GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G021700.v6.10.4338981 -1.20457 9E-14 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0009507|chloroplast;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.18G021900.v6.10.1195214 -3.06466 0.0564 down no pfam02521 HP_OMP_2 Putative outer membrane protein. This family consists of putative outer membrane proteins from Helicobacter pylori (campylobacter pylori).. . . .

Manes.18G022700.v6.10.8074943 -0.30848 0.0948 down no pfam00132 Hexapep Bacterial transferase hexapeptide (six repeats).GO:0009853|photorespiration;GO:0070207|protein homotrimerization;GO:0031966|mitochondrial membrane;GO:0005747|mitochondrial respiratory chain complex I;GO:0005739|mitochondrion;GO:0045271|respiratory chain complex I;GO:0004089|carbonate dehydratase activity;GO:0046872|metal ion binding;.

Manes.18G023300.v6.10.5582787 -0.84094 4E-05 down no pfam00571 CBS CBS domain. CBS domains are small intracellular modules that pair together to form a stable globular domain. This family represents a single CBS domain. Pairs of these domains have been termed a Bateman domain. CBS domains have been shown to bind ligands with an adenosyl group such as AMP, ATP and S-AdoMet. CBS domains are found attached to a wide range of other protein domains suggesting that CBS domains may play a regulatory role making proteins sensitive to adenosyl carrying ligands. The region containing the CBS domains in Cystathionine-beta synthase is involved in regulation by S-AdoMet. CBS domain pairs from AMPK bind AMP or ATP. The CBS domains from IMPDH and the chloride channel CLC2 bind ATP.GO:0045454|cell redox homeostasis;GO:0009651|response to salt stress;GO:0005739|mitochondrion;GO:0050897|cobalt ion binding;.

Manes.18G023400.v6.10.1608369 ####### 3E-06 down yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G023800.v6.11.0722555 0.10065 0.4797 up no pfam00730 HhH-GPD HhH-GPD superfamily base excision DNA repair protein. This family contains a diverse range of structurally related DNA repair proteins. The superfamily is called the HhH-GPD family after its hallmark Helix-hairpin-helix and Gly/Pro rich loop followed by a conserved aspartate. This includes endonuclease III, EC:4.2.99.18 and MutY an A/G-specific adenine glycosylase, both have a C terminal 4Fe-4S cluster. The family also includes 8-oxoguanine DNA glycosylases. The methyl-CPG binding protein MBD4 also contains a related domain that is a thymine DNA glycosylase. The family also includes DNA-3-methyladenine glycosylase II EC:3.2.2.21 and other members of the AlkA family.GO:0006284|base-excision repair;. GO:0003677|DNA binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0052822|DNA-3-methylguanine glycosylase activity;GO:0052821|DNA-7-methyladenine glycosylase activity;GO:0043916|DNA-7-methylguanine glycosylase activity;K01247

Manes.18G024300.v6.1#NAME? #NAME? 0.0003 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.18G024600.v6.13.4655428 1.79308 0.1453 up no pfam03876 SHS2_Rpb7-NSHS2 domain found in N terminus of Rpb7p/Rpc25p/MJ0397. Rpb7 bind to Rpb4 to form a heterodimer. This complex is thought to interact with the nascent RNA strand during RNA polymerase II elongation. This family includes the homologs from RNA polymerase I and III. In RNA polymerase I, Rpa43 is at least one of the subunits contacted by the transcription factor TIF-IA. The N terminus of Rpb7p/Rpc25p/MJ0397 has a SHS2 domain that is involved in protein-protein interaction.. . . .

Manes.18G024800.v6.1NA NA NA -- no pfam05656 DUF805 Protein of unknown function (DUF805). This family consists of several bacterial proteins of unknown function.. . . .

Manes.18G025500.v6.10.448556 ####### 2E-06 down yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.18G025700.v6.12.3591615 1.24E+00 4E-25 up yes pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0005773|vacuole;GO:0003677|DNA binding;.

Manes.18G025800.v6.10.3496105 ####### 3E-09 down yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0030154|cell differentiation;GO:0080060|integument development;GO:0048481|ovule development;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005618|cell wall;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.18G026200.v6.16.3579831 2.67E+00 6E-06 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016020|membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G026500.v6.12.3019235 1.20284 4E-24 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0009505|plant-type cell wall;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G026900.v6.10.1404901 -2.83146 3E-38 down yes pfam04072 LCM Leucine carboxyl methyltransferase. Family of leucine carboxyl methyltransferases EC:2.1.1.-. This family may need divides a the full alignment contains a significantly shorter mouse sequence.. . GO:0008168|methyltransferase activity;.

Manes.18G027900.v6.10.0233894 ####### 2E-24 down yes pfam00692 dUTPase dUTPase. dUTPase hydrolyses dUTP to dUMP and pyrophosphate.GO:0006281|DNA repair;GO:0006226|dUMP biosynthetic process;GO:0046081|dUTP catabolic process;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0004170|dUTP diphosphatase activity;GO:0042802|identical protein binding;GO:0000287|magnesium ion binding;K01520

Manes.18G028100.v6.18.0656695 3.01179 0.0735 up no pfam04844 Ovate Transcriptional repressor, ovate. This is a family of transcriptional repressors. In plants, these proteins are important regulators of growth and development.GO:0045892|negative regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.18G028400.v6.16.3332735 2.66295 0.2014 up no pfam01576 Myosin_tail_1Myosin tail. The myosin molecule is a multi-subunit complex made up of two heavy chains and four light chains it is a fundamental contractile protein found in all eukaryote cell types. This family consists of the coiled-coil myosin heavy chain tail region. The coiled-coil is composed of the tail from two molecules of myosin. These can then assemble into the macromolecular thick filament. The coiled-coil region provides the structural backbone the thick filament.. GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.18G028500.v6.11.339224 4.21E-01 0.0005 up no pfam01399 PCI PCI domain. This domain has also been called the PINT motif (Proteasome, Int-6, Nip-1 and TRIP-15).GO:0010388|cullin deneddylation;GO:0007275|multicellular organismal development;GO:0010971|positive regulation of G2/M transition of mitotic cell cycle;GO:0009585|red, far-red light phototransduction;GO:0008180|COP9 signalosome;GO:0005829|cytosol;GO:0043234|protein complex;. K12178

Manes.18G028900.v6.11.5764247 0.65666 4E-08 up no pfam13672 PP2C_2 Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.. . GO:0046872|metal ion binding;GO:0004721|phosphoprotein phosphatase activity;.

Manes.18G029100.v6.10.282454 ####### 9E-51 down yes pfam07964 Red1 Rec10 / Red1. Rec10 / Red1 is involved in meiotic recombination and chromosome segregation during homologous chromosome formation. This protein localizes to the synaptonemal complex in S. cerevisiae and the analogous structures (linear elements) in S. pombe. This family is currently only found in fungi.GO:0007015|actin filament organization;GO:0071483|cellular response to blue light;GO:0009904|chloroplast accumulation movement;GO:0009903|chloroplast avoidance movement;GO:0005737|cytoplasm;. .

Manes.18G029300.v6.11.6021852 6.80E-01 3E-09 up no pfam01553 AcyltransferaseAcyltransferase. This family contains acyltransferases involved in phospholipid biosynthesis and other proteins of unknown function. This family also includes tafazzin, the Barth syndrome gene.GO:0008654|phospholipid biosynthetic process;GO:0006644|phospholipid metabolic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005634|nucleus;GO:0050200|plasmalogen synthase activity;K13510

Manes.18G029500.v6.10.488974 -1.03217 9E-10 down yes pfam03352 Adenine_glycoMethyladenine glycosylase. The DNA-3-methyladenine glycosylase I is constitutively expressed and is specific for the alkylated 3-methyladenine DNA.GO:0006529|asparagine biosynthetic process;GO:0006284|base-excision repair;GO:0006541|glutamine metabolic process;GO:0006177|GMP biosynthetic process;. GO:0004066|asparagine synthase (glutamine-hydrolyzing) activity;GO:0005524|ATP binding;GO:0008725|DNA-3-methyladenine glycosylase activity;GO:0003922|GMP synthase (glutamine-hydrolyzing) activity;GO:0008080|N-acetyltransferase activity;GO:0016462|pyrophosphatase activity;K03790

Manes.18G029900.v6.10.7461219 ####### 0.0005 down no pfam01457 Peptidase_M8Leishmanolysin.GO:0007155|cell adhesion;GO:0031225|anchored component of membrane;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004222|metalloendopeptidase activity;.

Manes.18G030200.v6.11.8584743 0.89412 4E-13 up no pfam13923 zf-C3HC4_2 Zinc finger, C3HC4 type (RING finger).GO:0006914|autophagy;GO:0030433|ER-associated ubiquitin-dependent protein catabolic process;GO:0036503|ERAD pathway;GO:0051865|protein autoubiquitination;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0005741|mitochondrial outer membrane;GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;GO:0044390|ubiquitin-like protein conjugating enzyme binding;GO:0008270|zinc ion binding;K10666

Manes.18G031000.v6.15.6710942 2.50E+00 2E-75 up yes pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.18G031100.v6.11.8144446 0.85953 3E-07 up no pfam07695 7TMR-DISM_7TM7TM diverse intracellular signalling. This entry represents the transmembrane region of the 7TM-DISM (7TM Receptors with Diverse Intracellular Signalling Modules).. . . .

Manes.18G031200.v6.11.928663 9.48E-01 3E-11 up no pfam01040 UbiA UbiA prenyltransferase family.. . . .

Manes.18G031400.v6.14.5627642 2.18991 6E-15 up yes pfam01485 IBR IBR domain. The IBR (In Between Ring fingers) domain is often found to occur between pairs of ring fingers (pfam00097). This domain has also been called the C6HC domain and DRIL (for double RING finger linked) domain. Proteins that contain two Ring fingers and an IBR domain (these proteins are also termed RBR family proteins) are thought to exist in all eukaryotic organisms. RBR family members play roles in protein quality control and can indirectly regulate transcription. Evidence suggests that RBR proteins are often parts of cullin-containing ubiquitin ligase complexes. The ubiquitin ligase Parkin is an RBR family protein whose mutations are involved in forms of familial Parkinson's disease.. . GO:0016874|ligase activity;GO:0003676|nucleic acid binding;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K11968

Manes.18G031900.v6.19.8651278 3.30E+00 6E-16 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G032000.v6.12.8128096 1.49E+00 1E-06 up yes pfam00400 WD40 WD domain, G-beta repeat.GO:0046660|female sex differentiation;GO:0045746|negative regulation of Notch signaling pathway;GO:0008593|regulation of Notch signaling pathway;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0030424|axon;GO:0005737|cytoplasm;. K10260

Manes.18G032100.v6.12.8982794 1.54E+00 3E-19 up yes pfam07714 Pkinase_Tyr Protein tyrosine kinase.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.18G032300.v6.11.5832577 0.6629 2E-06 up no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0016042|lipid catabolic process;GO:0006694|steroid biosynthetic process;GO:0008202|steroid metabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003854|3-beta-hydroxy-delta5-steroid dehydrogenase activity;GO:0070403|NAD+ binding;GO:0004769|steroid delta-isomerase activity;K16045

Manes.18G032400.v6.12.4764852 1.31E+00 3E-25 up yes pfam05705 DUF829 Eukaryotic protein of unknown function (DUF829). This family consists of several uncharacterized eukaryotic proteins.. . . .

Manes.18G032500.v6.10.8664883 -0.20675 0.2555 down no pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.18G032900.v6.10.4460225 ####### 5E-07 down yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.. . GO:0052689|carboxylic ester hydrolase activity;.

Manes.18G033500.v6.10.6185095 -0.69313 0.0002 down no pfam01126 Heme_oxygenaseHeme oxygenase.GO:0006788|heme oxidation;GO:0015979|photosynthesis;GO:0009507|chloroplast;GO:0004392|heme oxygenase (decyclizing) activity;.

Manes.18G033600.v6.10.6663737 -0.5856 0.0096 down no pfam00798 Arena_glycoprotArenavirus glycoprotein.. . . .

Manes.18G033900.v6.10.5971779 -0.74377 3E-08 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0034605|cellular response to heat;GO:0006397|mRNA processing;GO:0010494|cytoplasmic stress granule;GO:0005634|nucleus;GO:0000166|nucleotide binding;GO:0008143|poly(A) binding;.

Manes.18G034000.v6.11.4121793 4.98E-01 0.0008 up no pfam02602 HEM4 Uroporphyrinogen-III synthase HemD. This family consists of uroporphyrinogen-III synthase HemD EC:4.2.1.75 also known as Hydroxymethylbilane hydrolyase (cyclizing) from eukaryotes, bacteria and archaea. This enzyme catalyses the reaction: Hydroxymethylbilane <=> uroporphyrinogen-III + H(2)O. Some members of this family are multi-functional proteins possessing other enzyme activities related to porphyrin biosynthesis, such as hemD from Clostridium josui with pfam00590, however the aligned region corresponds with the uroporphyrinogen-III synthase EC:4.2.1.75 activity only. Uroporphyrinogen-III synthase is the fourth enzyme in the heme pathway. Mutant forms of the Uroporphyrinogen-III synthase gene cause congenital erythropoietic porphyria in humans a recessive inborn error of metabolizm also known as Gunther disease.GO:0015995|chlorophyll biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0006780|uroporphyrinogen III biosynthetic process;GO:0009507|chloroplast;GO:0004852|uroporphyrinogen-III synthase activity;K01719

Manes.18G034200.v6.10.5652794 ####### 1E-11 down no pfam04784 DUF547 Protein of unknown function, DUF547. Family of uncharacterized proteins from C. elegans and A. thaliana.. . . .

Manes.18G034400.v6.10.730391 -0.45326 0.0143 down no pfam07816 DUF1645 Protein of unknown function (DUF1645). These sequences are derived from a number of hypothetical plant proteins. The region in question is approximately 270 amino acids long. Some members of this family are annotated as yeast pheromone receptor proteins AR781 but no literature was found to support this.. . . .

Manes.18G034500.v6.10.6832461 ####### 3E-06 down no pfam00326 Peptidase_S9 Prolyl oligopeptidase family.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0004177|aminopeptidase activity;GO:0008236|serine-type peptidase activity;.

Manes.18G035100.v6.11.7733508 0.82648 3E-09 up no pfam00902 TatC Sec-independent protein translocase protein (TatC). The bacterial Tat system has a remarkable ability to transport folded proteins even enzyme complexes across the cytoplasmic membrane. It is structurally and mechanistically similar to the Delta pH-driven thylakoidal protein import pathway. A functional Tat system or Delta pH-dependent pathway requires three integral membrane proteins: TatA/Tha4, TatB/Hcf106 and TatC/cpTatC. The TatC protein is essential for the function of both pathways. It might be involved in twin-arginine signal peptide recognition, protein translocation and proton translocation. Sequence analysis predicts that TatC contains six transmembrane helices (TMHs), and experimental data confirmed that N- and C-termini of TatC or cpTatC are exposed to the cytoplasmic or stromal face of the membrane. The cytoplasmic N-terminus and the first cytoplasmic loop region of the Escherichia coli TatC protein are essential for protein export. At least two TatC molecules co-exist within each Tat translocon.. . . .

Manes.18G035400.v6.135.014889 5.13E+00 4E-30 up yes pfam02701 zf-Dof Dof domain, zinc finger. The Dof domain is a zinc finger DNA-binding domain, that shows resemblance to the Cys2 zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G035500.v6.10.7090947 -0.49595 0.003 down no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005829|cytosol;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G035700.v6.12.035525 1.0254 9E-19 up yes pfam08235 LNS2 LNS2 (Lipin/Ned1/Smp2). This domain is found in Saccharomyces cerevisiae protein SMP2, proteins with an N-terminal lipin domain (Pfam: PF04571) and phosphatidylinositol transfer proteins. SMP2 (also known as PAH1) is involved in plasmid maintenance and respiration, and has been identified as a Mg2+-dependent phosphatidate phosphatase (EC:3.1.3.4) that contains a haloacid dehalogenase (HAD)-like domain. Lipin proteins are involved in adipose tissue development and insulin resistance.GO:0019375|galactolipid biosynthetic process;GO:0008654|phospholipid biosynthetic process;GO:0048046|apoplast;GO:0005829|cytosol;GO:0016020|membrane;GO:0008195|phosphatidate phosphatase activity;.

Manes.18G036200.v6.10.8895036 -0.16893 0.2615 down no pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.18G036600.v6.10.5957941 ####### 2E-09 down no pfam04278 Tic22 Tic22-like family. The preprotein translocation at the inner envelope membrane of chloroplasts so far involves five proteins: Tic110, Tic55, Tic40, Tic22 (this family) and Tic20. The molecular function of these proteins has not yet been established.GO:0015031|protein transport;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0031972|chloroplast intermembrane space;GO:0016020|membrane;GO:0009536|plastid;. .

Manes.18G036700.v6.11.5839361 6.64E-01 0.0224 up no pfam01501 Glyco_transf_8Glycosyl transferase family 8. This family includes enzymes that transfer sugar residues to donor molecules. Members of this family are involved in lipopolysaccharide biosynthesis and glycogen synthesis. This family includes Lipopolysaccharide galactosyltransferase, lipopolysaccharide glucosyltransferase 1, and glycogenin glucosyltransferase.GO:0071555|cell wall organization;GO:0010417|glucuronoxylan biosynthetic process;GO:0009834|plant-type secondary cell wall biogenesis;GO:0045492|xylan biosynthetic process;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0015020|glucuronosyltransferase activity;GO:0080116|glucuronoxylan glucuronosyltransferase activity;GO:0046872|metal ion binding;.

Manes.18G037000.v6.10.2961728 ####### 1E-07 down yes pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.18G037300.v6.10.3768476 ####### 2E-26 down yes pfam02036 SCP2 SCP-2 sterol transfer family. This domain is involved in binding sterols. It is found in the SCP2 protein, as well as the C terminus of the enzyme estradiol 17 beta-dehydrogenase EC:1.1.1.62. The UNC-24 protein contains an SPFH domain pfam01145.GO:0008203|cholesterol metabolic process;GO:0006635|fatty acid beta-oxidation;GO:0005777|peroxisome;GO:0033989|3alpha,7alpha,12alpha-trihydroxy-5beta-cholest-24-enoyl-CoA hydratase activity;GO:0016853|isomerase activity;GO:0030283|testosterone dehydrogenase [NAD(P)] activity;K12405

Manes.18G037600.v6.13.36208 1.74935 1E-05 up yes pfam15106 TMEM156 TMEM156 protein family. The function of this family of transmembrane proteins, TMEM 156, has not, as yet, been determined. Members of this family are as yet uncharacterized. This family of proteins are found in eukaryotes. Proteins in this family are approximately 310 amino acids in length. In humans, the gene encoding this protein is located in the chromosomal position, 4p14.. . . .

Manes.18G037700.v6.12.2285014 1.15607 2E-13 up yes pfam00069 Pkinase Protein kinase domain.GO:0048800|antennal morphogenesis;GO:0022416|chaeta development;GO:0048813|dendrite morphogenesis;GO:0070593|dendrite self-avoidance;GO:0035317|imaginal disc-derived wing hair organization;GO:0007476|imaginal disc-derived wing morphogenesis;GO:0035556|intracellular signal transduction;GO:0006468|protein phosphorylation;GO:0050773|regulation of dendrite development;GO:0048814|regulation of dendrite morphogenesis;GO:0007165|signal transduction;GO:0030424|axon;GO:0044297|cell body;GO:0005938|cell cortex;GO:0070451|cell hair;GO:0071944|cell periphery;GO:0005737|cytoplasm;GO:0030425|dendrite;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0046872|metal ion binding;GO:0004674|protein serine/threonine kinase activity;K08790

Manes.18G037800.v6.17.2190889 2.85182 2E-63 up yes pfam11523 DUF3223 Protein of unknown function (DUF3223). This family of proteins has no known function.GO:0009308|amine metabolic process;GO:0009507|chloroplast;GO:0005507|copper ion binding;GO:0048038|quinone binding;.

Manes.18G037900.v6.18.9524228 3.16228 9E-81 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0009738|abscisic acid-activated signaling pathway;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.18G038000.v6.11.5907428 0.6697 4E-09 up no pfam09766 FimP Fms-interacting protein. This entry carries part of the crucial 144 N-terminal residues of the FmiP protein, which is essential for the binding of the protein to the cytoplasmic domain of activated Fms-molecules in M-CSF induced haematopoietic differentiation of macrophages. The C-terminus contains a putative nuclear localisation sequence and a leucine zipper which suggest further, as yet unknown, nuclear functions. The level of FMIP expression might form a threshold that determines whether cells differentiate into macrophages or into granulocytes.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0000347|THO complex;GO:0003723|RNA binding;K13174

Manes.18G038400.v6.10.1984666 -2.33303 0.0007 down yes pfam11573 Med23 Mediator complex subunit 23. Med23 is one of the subunits of the Tail portion of the Mediator complex that regulates RNA polymerase II activity. Med23 is required for heat-shock-specific gene expression, and has been shown to mediate transcriptional activation of E1A in mice.GO:0048462|carpel formation;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0010500|transmitting tissue development;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G038500.v6.10.6643807 ####### 0.0019 down no pfam00400 WD40 WD domain, G-beta repeat.GO:1902184|negative regulation of shoot apical meristem development;GO:0080008|Cul4-RING E3 ubiquitin ligase complex;. .

Manes.18G038600.v6.10.2393032 -2.06309 4E-36 down yes pfam00447 HSF_DNA-bindHSF-type DNA-binding.GO:0008356|asymmetric cell division;GO:0009408|response to heat;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09419

Manes.18G039400.v6.10.3516102 -1.50795 4E-34 down yes pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G039500.v6.1#NAME? #NAME? 1 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0009793|embryo development ending in seed dormancy;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G039600.v6.11.0276638 3.94E-02 0.7893 up no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0048440|carpel development;GO:0007623|circadian rhythm;GO:0010154|fruit development;GO:0010187|negative regulation of seed germination;GO:0009409|response to cold;GO:0010114|response to red light;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G039700.v6.11.5901766 6.69E-01 4E-09 up no pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0040008|regulation of growth;. GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.18G040400.v6.12.037788 1.03E+00 2E-18 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0042742|defense response to bacterium;GO:0009873|ethylene-activated signaling pathway;GO:0010941|regulation of cell death;GO:0009617|response to bacterium;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G040500.v6.10.9798089 ####### 0.9541 down no pfam00622 SPRY SPRY domain. SPRY Domain is named from SPla and the RYanodine Receptor. Domain of unknown function. Distant homologues are domains in butyrophilin/marenostrin/pyrin homologues.GO:0015031|protein transport;GO:0010008|endosome membrane;GO:0016021|integral component of membrane;GO:0005774|vacuolar membrane;. .

Manes.18G040600.v6.10.6736173 ####### 1E-06 down no pfam00225 Kinesin Kinesin motor domain.GO:0008089|anterograde axon cargo transport;GO:0019886|antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0007411|axon guidance;GO:0007596|blood coagulation;GO:0007018|microtubule-based movement;GO:0000281|mitotic cytokinesis;GO:0051256|mitotic spindle midzone assembly;GO:0006996|organelle organization;GO:0005694|chromosome;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005871|kinesin complex;GO:0016020|membrane;GO:0030496|midbody;GO:0016363|nuclear matrix;GO:0005654|nucleoplasm;GO:0005876|spindle microtubule;GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0003777|microtubule motor activity;K10395

Manes.18G041100.v6.12.598762 1.37782 6E-20 up yes pfam00112 Peptidase_C1Papain family cysteine protease.GO:0050832|defense response to fungus;GO:0006508|proteolysis;GO:0051603|proteolysis involved in cellular protein catabolic process;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0005615|extracellular space;GO:0005764|lysosome;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0004197|cysteine-type endopeptidase activity;GO:0008234|cysteine-type peptidase activity;GO:0008233|peptidase activity;.

Manes.18G041300.v6.1Inf Inf 0.8842 up no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.18G041400.v6.11.7383641 7.98E-01 2E-12 up no pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0016567|protein ubiquitination;. GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G041600.v6.10.154867 ####### 1E-16 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0051301|cell division;GO:0000082|G1/S transition of mitotic cell cycle;GO:0007067|mitotic nuclear division;GO:0051726|regulation of cell cycle;GO:0009735|response to cytokinin;GO:0009744|response to sucrose;GO:0048316|seed development;GO:0005634|nucleus;. K14505

Manes.18G041800.v6.11.8745808 9.07E-01 0.0353 up no pfam02359 CDC48_N Cell division protein 48 (CDC48), N-terminal domain. This domain has a double psi-beta barrel fold and includes VCP-like ATPase and N-ethylmaleimide sensitive fusion protein N-terminal domains. Both the VAT and NSF N-terminal functional domains consist of two structural domains of which this is at the N-terminus. The VAT-N domain found in AAA ATPases pfam00004 is a substrate 185-residue recognition domain.. . . .

Manes.18G042200.v6.10.247344 -2.01541 7E-46 down yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G042400.v6.1Inf Inf 0.1145 up no pfam11992 DUF3488 Domain of unknown function (DUF3488). This presumed domain is functionally uncharacterized. This domain is found in bacteria. This domain is typically between 323 to 339 amino acids in length. This domain is found associated with pfam01841. This domain has a conserved PLW sequence motif. This domain contains 6 transmembrane helices.. . . .

Manes.18G042500.v6.1Inf Inf 0.0645 up no pfam00765 Autoind_synthAutoinducer synthetase.. . . .

Manes.18G043200.v6.10.0644777 ####### 1E-18 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0005737|cytoplasm;GO:0005634|nucleus;. K06627

Manes.18G043500.v6.12.7345407 1.4513 1E-11 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G043900.v6.11.3917103 4.77E-01 0.0015 up no pfam13700 DUF4158 Domain of unknown function (DUF4158). The exact function of this domain is not clear, but it frequently occurs as an N-terminal region of transposase 3 or IS3 family of insertion elements.. . . .

Manes.18G044200.v6.10.7203971 ####### 0.0013 down no pfam12796 Ank_2 Ankyrin repeats (3 copies).. GO:0005829|cytosol;GO:0005634|nucleus;GO:0019702|protein-arginine N5-methyltransferase activity;K18477

Manes.18G044500.v6.11.5231864 6.07E-01 9E-05 up no pfam00887 ACBP Acyl CoA binding protein.GO:0006810|transport;GO:0005615|extracellular space;GO:0000062|fatty-acyl-CoA binding;GO:0008289|lipid binding;.

Manes.18G044800.v6.18.8049837 3.13832 4E-36 up yes pfam12663 DUF3788 Protein of unknown function (DUF3788). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria and archaea. Proteins in this family are typically between 137 and 149 amino acids in length. This family may be distantly related to RelE proteins.. . . .

Manes.18G044900.v6.10.7326431 -0.44882 0.0086 down no pfam00253 Ribosomal_S14Ribosomal protein S14p/S29e. This family includes both ribosomal S14 from prokaryotes and S29 from eukaryotes.GO:0006412|translation;GO:0005840|ribosome;GO:0046872|metal ion binding;GO:0003735|structural constituent of ribosome;.

Manes.18G045000.v6.10.2726 -1.87514 2E-15 down yes pfam04878 Baculo_p48 Baculovirus P48 protein.. . . .

Manes.18G045300.v6.19.9214442 3.31055 1E-55 up yes pfam13912 zf-C2H2_6 C2H2-type zinc finger.GO:0035264|multicellular organism growth;GO:0045892|negative regulation of transcription, DNA-templated;GO:0010117|photoprotection;GO:0015979|photosynthesis;GO:0009737|response to abscisic acid;GO:0010200|response to chitin;GO:0009409|response to cold;GO:0009644|response to high light intensity;GO:0006979|response to oxidative stress;GO:0009651|response to salt stress;GO:0009414|response to water deprivation;GO:0009611|response to wounding;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G046100.v6.10.4480042 ####### 3E-12 down yes pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0010223|secondary shoot formation;GO:1901601|strigolactone biosynthetic process;. GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.18G046600.v6.10.2830019 ####### 7E-26 down yes pfam13414 TPR_11 TPR repeat. GO:0006879|cellular iron ion homeostasis;GO:0030097|hemopoiesis;GO:0005623|cell;. .

Manes.18G046800.v6.17.9915245 2.99847 2E-11 up yes pfam10277 Frag1 Frag1/DRAM/Sfk1 family. This family includes Frag1, DRAM and Sfk1 proteins. Frag1 (FGF receptor activating protein 1) is a protein that is conserved from fungi to humans. There are four potential iso-prenylation sites throughout the peptide, viz CILW, CIIW and CIGL. Frag1 is a membrane-spanning protein that is ubiquitously expressed in adult tissues suggesting an important cellular function. Dram is a family of proteins conserved from nematodes to humans with six hydrophobic transmembrane regions and an Endoplasmic Reticulum signal peptide. It is a lysosomal protein that induces macro-autophagy as an effector of p53-mediated death, where p53 is the tumor-suppressor gene that is frequently mutated in cancer. Expression of Dram is stress-induced. This region is also part of a family of small plasma membrane proteins, referred to as Sfk1, that may act together with or upstream of Stt4p to generate normal levels of the essential phospholipid PI4P, thus allowing proper localisation of Stt4p to the actin cytoskelet. . . .

Manes.18G047000.v6.10.5983297 ####### 2E-10 down no pfam00412 LIM LIM domain. This family represents two copies of the LIM structural domain.GO:0051017|actin filament bundle assembly;GO:0005737|cytoplasm;GO:0005856|cytoskeleton;GO:0005886|plasma membrane;GO:0051015|actin filament binding;GO:0008270|zinc ion binding;.

Manes.18G047200.v6.123.149061 4.53288 6E-10 up yes pfam08610 Pex16 Peroxisomal membrane protein (Pex16). Pex16 is a peripheral protein located at the matrix face of the peroxisomal membrane.. . . .

Manes.18G047300.v6.11.677101 7.46E-01 0.0003 up no pfam03154 Atrophin-1 Atrophin-1 family. Atrophin-1 is the protein product of the dentatorubral-pallidoluysian atrophy (DRPLA) gene. DRPLA OMIM:125370 is a progressive neurodegenerative disorder. It is caused by the expansion of a CAG repeat in the DRPLA gene on chromosome 12p. This results in an extended polyglutamine region in atrophin-1, that is thought to confer toxicity to the protein, possibly through altering its interactions with other proteins. The expansion of a CAG repeat is also the underlying defect in six other neurodegenerative disorders, including Huntington's disease. One interaction of expanded polyglutamine repeats that is thought to be pathogenic is that with the short glutamine repeat in the transcriptional coactivator CREB binding protein, CBP. This interaction draws CBP away from its usual nuclear location to the expanded polyglutamine repeat protein aggregates that are characteristic of the polyglutamine neurodegenerative disorders. This interferes with CBP-mediated transcription and causes cytotoxicity.. . . .

Manes.18G047500.v6.10.136346 ####### 1E-05 down yes pfam08574 DUF1762 Protein of unknown function (DUF1762). This is a family of proteins of unknown function. Yeast IWR1 is known to interact with RNA polymerase II and deletion of this protein results in hypersensitivity to the K1 killer toxin.. . . .

Manes.18G047700.v6.16.3203601 2.66001 1E-08 up yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005576|extracellular region;GO:0004185|serine-type carboxypeptidase activity;K16296

Manes.18G048000.v6.17.5560785 2.91764 4E-11 up yes pfam13491 DUF4117 Domain of unknown function (DUF4117). This family is frequently found on DNA-translocase FtsK proteins at the N-terminus. The function is not known but might well be enzymatic.. . . .

Manes.18G048400.v6.10.4196064 -1.25289 9E-16 down yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0071472|cellular response to salt stress;GO:1901001|negative regulation of response to salt stress;. GO:0016874|ligase activity;GO:0061630|ubiquitin protein ligase activity;.

Manes.18G049100.v6.1Inf Inf 3E-13 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G049400.v6.10.9176536 ####### 0.5829 down no pfam03122 Herpes_MCPHerpes virus major capsid protein. This family represents the major capsid protein (MCP) of herpes viruses. The capsid shell consists of 150 MCP hexamers and 12 MCP pentamers. One pentamer is found at each of the 12 apices of the icosahedral shell, and the hexamers form the edges and 20 faces.. . . .

Manes.18G049800.v6.10.5434999 -0.87965 8E-09 down no pfam11255 DUF3054 Protein of unknown function (DUF3054). Some members in this family of proteins are annotated as membrane proteins however this cannot be confirmed. Currently no function is known.. . . .

Manes.18G050200.v6.11.2856879 0.36254 0.0054 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.18G050300.v6.10.4193274 -1.25385 3E-16 down yes pfam08491 SE Squalene epoxidase. This domain is found in squalene epoxidase (SE) and related proteins which are found in taxonomically diverse groups of eukaryotes and also in bacteria.  SE was first cloned from Saccharomyces cerevisiae where it was named ERG1. It contains a putative FAD binding site and is a key enzyme in the sterol biosynthetic pathway. Putative transmembrane regions are found to the protein's C-terminus.. GO:0016021|integral component of membrane;GO:0050660|flavin adenine dinucleotide binding;GO:0004506|squalene monooxygenase activity;.

Manes.18G050700.v6.11.8535167 0.89027 8E-15 up no pfam13641 Glyco_tranf_2_3Glycosyltransferase like family 2. Members of this family of prokaryotic proteins include putative glucosyltransferase, which are involved in bacterial capsule biosynthesis.GO:0071555|cell wall organization;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0009506|plasmodesma;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G050800.v6.12.4580649 1.29752 0.0492 up no pfam11264 ThylakoidFormatThylakoid formation protein. THF1 is localized to the outer plastid membrane and the stroma. THF1 has a role in sugar signalling. THF1 is also thought to have a role in chloroplast and leaf development. THF1 has been shown to play a crucial role in vesicle-mediated thylakoid membrane biogenesis.. . . .

Manes.18G051100.v6.111.394538 3.51027 5E-180 up yes pfam02714 DUF221 Domain of unknown function DUF221. This family consists of hypothetical transmembrane proteins none of which have any function, the aligned region is at 538 residues at maximum length.GO:0006811|ion transport;GO:0016021|integral component of membrane;. .

Manes.18G051200.v6.10.3776629 -1.40483 1E-19 down yes pfam06446 Hepcidin Hepcidin. Hepcidin is a antibacterial and antifungal protein expressed in the liver and is also a signaling molecule in iron metabolizm. The hepcidin protein is cysteine-rich and forms a distorted beta-sheet with an unusual disulphide bond found at the turn of the hairpin.. . . .

Manes.18G051400.v6.18.0522876 3.0094 2E-11 up yes pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0071669|plant-type cell wall organization or biogenesis;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;K00826

Manes.18G051500.v6.11.7282746 0.78933 3E-10 up no pfam01063 Aminotran_4 Aminotransferase class IV. The D-amino acid transferases (D-AAT) are required by bacteria to catalyse the synthesis of D-glutamic acid and D-alanine, which are essential constituents of bacterial cell wall and are the building block for other D-amino acids. Despite the difference in the structure of the substrates, D-AATs and L-ATTs have strong similarity.GO:0009097|isoleucine biosynthetic process;GO:0009098|leucine biosynthetic process;GO:0009099|valine biosynthetic process;GO:0009507|chloroplast;GO:0052656|L-isoleucine transaminase activity;GO:0052654|L-leucine transaminase activity;GO:0052655|L-valine transaminase activity;.

Manes.18G051800.v6.10.6723316 -0.57276 0.0004 down no pfam00331 Glyco_hydro_10Glycosyl hydrolase family 10.GO:0045493|xylan catabolic process;. GO:0030246|carbohydrate binding;GO:0031176|endo-1,4-beta-xylanase activity;.

Manes.18G052800.v6.10.3157985 ####### 2E-13 down yes pfam05050 Methyltransf_21Methyltransferase FkbM domain. This family has members from bacteria to human, and appears to be a methyltransferase.. . . .

Manes.18G052900.v6.11.1224748 0.16668 0.5393 up no pfam14964 DUF4507 Domain of unknown function (DUF4507). This family of proteins is found in eukaryotes. Proteins in this family are typically between 346 and 434 amino acids in length.. . . .

Manes.18G053300.v6.11.6892653 0.7564 5E-10 up no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015810|aspartate transport;GO:0015804|neutral amino acid transport;GO:0015827|tryptophan transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015172|acidic amino acid transmembrane transporter activity;GO:0015175|neutral amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.18G054600.v6.11.6483237 0.721 4E-09 up no pfam08694 UFC1 Ubiquitin-fold modifier-conjugating enzyme 1. Ubiquitin-like (UBL) post-translational modifiers are covalently linked to most, if not all, target protein(s) through an enzymatic cascade analogous to ubiquitylation, consisting of E1 (activating), E2 (conjugating), and E3 (ligating) enzymes. Ubiquitin-fold modifier 1 (Ufm1) a ubiquitin-like protein is activated by a novel E1-like enzyme, Uba5, by forming a high-energy thioester bond. Activated Ufm1 is then transferred to its cognate E2-like enzyme, Ufc1, in a similar thioester linkage. This family represents the E2-like enzyme.. . . K12165

Manes.18G054700.v6.12.150434 1.10463 3E-13 up yes pfam01293 PEPCK_ATPPhosphoenolpyruvate carboxykinase.GO:0016036|cellular response to phosphate starvation;GO:0009817|defense response to fungus, incompatible interaction;GO:0006094|gluconeogenesis;GO:0046686|response to cadmium ion;GO:0005829|cytosol;GO:0016020|membrane;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004612|phosphoenolpyruvate carboxykinase (ATP) activity;K01610

Manes.18G054900.v6.10.4768981 -1.06825 1E-16 down yes pfam02309 AUX_IAA AUX/IAA family. Transcription of the AUX/IAA family of genes is rapidly induced by the plant hormone auxin. Some members of this family are longer and contain an N terminal DNA binding domain. The function of this region is uncertain.GO:0009734|auxin-activated signaling pathway;GO:0009733|response to auxin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G055000.v6.10.2805995 -1.83342 2E-06 down yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G055100.v6.12.3878499 1.26E+00 7E-12 up yes pfam00300 His_Phos_1 Histidine phosphatase superfamily (branch 1). The histidine phosphatase superfamily is so named because catalysis centres on a conserved His residue that is transiently phosphorylated during the catalytic cycle. Other conserved residues contribute to a 'phosphate pocket' and interact with the phospho group of substrate before, during and after its transfer to the His residue. Structure and sequence analyses show that different families contribute different additional residues to the 'phosphate pocket' and, more surprisingly, differ in the position, in sequence and in three dimensions, of a catalytically essential acidic residue. The superfamily may be divided into two main branches. The larger branch 1 contains a wide variety of catalytic functions, the best known being fructose 2,6-bisphosphatase (found in a bifunctional protein with 2-phosphofructokinase) and cofactor-dependent phosphoglycerate mutase. The latter is an unusual example of a mutase activity in the superfamily: the vast majority of members app. GO:0005829|cytosol;. .

Manes.18G055300.v6.11.50137 5.86E-01 3E-06 up no pfam00069 Pkinase Protein kinase domain.GO:0035556|intracellular signal transduction;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0009749|response to glucose;GO:0010167|response to nitrate;GO:0048364|root development;GO:0005737|cytoplasm;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G055400.v6.10.3310046 ####### 2E-34 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.GO:0016556|mRNA modification;GO:0006397|mRNA processing;GO:0090305|nucleic acid phosphodiester bond hydrolysis;GO:0009507|chloroplast;GO:0004519|endonuclease activity;.

Manes.18G055600.v6.18.1790444 3.03193 2E-09 up yes pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0071249|cellular response to nitrate;GO:0048527|lateral root development;GO:0010167|response to nitrate;GO:0007584|response to nutrient;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008134|transcription factor binding;K09264

Manes.18G055700.v6.1Inf Inf 0.0062 up yes pfam08897 DUF1841 Domain of unknown function (DUF1841). This family of proteins are functionally uncharacterized.. . . .

Manes.18G055800.v6.14.1417617 2.05024 3E-13 up yes pfam04505 Dispanin Interferon-induced transmembrane protein. This family includes the human leukocyte antigen CD225, which is an interferon inducible transmembrane protein, and is associated with interferon induced cell growth suppression.. . . .

Manes.18G055900.v6.13.1298664 1.65E+00 2E-18 up yes pfam09859 Oxygenase-NAOxygenase, catalyzing oxidative methylation of damaged DNA. This family of bacterial sequences is predicted to catalyse oxidative de-methylation of damaged bases in DNA.. . . .

Manes.18G056000.v6.1Inf Inf 0.8798 up no pfam04417 DUF501 Protein of unknown function (DUF501). Family of uncharacterized bacterial proteins.. . . .

Manes.18G056400.v6.12.0339568 1.02429 9E-10 up yes pfam06203 CCT CCT motif. This short motif is found in a number of plant proteins. It is rich in basic amino acids and has been called a CCT motif after Co, Col and Toc1. The CCT motif is about 45 amino acids long and contains a putative nuclear localisation signal within the second half of the CCT motif. Toc1 mutants have been identified in this region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.18G056500.v6.11.1047626 0.14374 0.2258 up no pfam10351 Apt1 Golgi-body localisation protein domain. This is the C-terminus of a family of proteins conserved from plants to humans. The plant members are localized to the Golgi proteins and appear to regulate membrane trafficking, as they are required for rapid vesicle accumulation at the tip of the pollen tube. The C-terminus probably contains the Golgi localisation signal and it is well-conserved.. GO:0005576|extracellular region;. .

Manes.18G056600.v6.10.3684823 -1.44033 5E-12 down yes pfam04000 Sas10_Utp3 Sas10/Utp3/C1D family. This family contains Utp3 and LCP5 which are components of the U3 ribonucleoprotein complex. It also includes the human C1D protein and Saccharomyces cerevisiae YHR081W (rrp47), an exosome-associated protein required for the 3' processing of stable RNAs, and Sas10 which has been identified as a regulator of chromatin silencing. This family also includes the human protein Neuroguidin an initiation factor 4E (eIF4E) binding protein.GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006417|regulation of translation;GO:0030424|axon;GO:0000775|chromosome, centromeric region;GO:0005737|cytoplasm;GO:0030425|dendrite;GO:0030175|filopodium;GO:0005730|nucleolus;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14765

Manes.18G057100.v6.1404.58357 8.66E+00 1E-35 up yes pfam14683 CBM-like Polysaccharide lyase family 4, domain III. CBM-like is domain III of rhamnogalacturonan lyase (RG-lyase). The full-length protein specifically recognizes and cleaves alpha-1,4 glycosidic bonds between l-rhamnose and d-galacturonic acids in the backbone of rhamnogalacturonan-I, a major component of the plant cell wall polysaccharide, pectin. This domain possesses a jelly roll beta-sandwich fold structurally homologous to carbohydrate binding modules (CBMs), and it carries two sulfate ions and a hexa-coordinated calcium ion.. . . .

Manes.18G057500.v6.11.5725717 0.65313 2E-08 up no pfam02176 zf-TRAF TRAF-type zinc finger.GO:0006915|apoptotic process;GO:0019221|cytokine-mediated signaling pathway;GO:0031333|negative regulation of protein complex assembly;GO:0035456|response to interferon-beta;GO:0060337|type I interferon signaling pathway;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0005634|nucleus;GO:0008270|zinc ion binding;.

Manes.18G058100.v6.11.5515471 0.63371 3E-08 up no pfam00667 FAD_binding_1FAD binding domain. This domain is found in sulfite reductase, NADPH cytochrome P450 reductase, Nitric oxide synthase and methionine synthase reductase.. GO:0005789|endoplasmic reticulum membrane;GO:0010181|FMN binding;GO:0005506|iron ion binding;GO:0003958|NADPH-hemoprotein reductase activity;.

Manes.18G058200.v6.11.8099274 8.56E-01 1E-12 up no pfam00667 FAD_binding_1FAD binding domain. This domain is found in sulfite reductase, NADPH cytochrome P450 reductase, Nitric oxide synthase and methionine synthase reductase.. GO:0005789|endoplasmic reticulum membrane;GO:0010181|FMN binding;GO:0005506|iron ion binding;GO:0003958|NADPH-hemoprotein reductase activity;.

Manes.18G058400.v6.19.2755254 3.21E+00 1E-47 up yes pfam11046 HycA_repressorTranscriptional repressor of hyc and hyp operons. This family is conserved in Proteobacteria. It is likely to be the transcriptional repressor molecule for the hyc and hyp operons, which express, amongst others, the protein HycA. This protein may be harnessed for the reduction of technetium oxide, an unwelcome product of radio-nucleotide bioaccumulation. HycA produces formate hydrogenlyase, one of the key proteins necessary for metal compound reduction.. . . .

Manes.18G058900.v6.113.373721 3.74E+00 8E-170 up yes pfam00924 MS_channel Mechanosensitive ion channel. Two members of this protein family from M. jannaschii have been functionally characterized. Both proteins form mechanosensitive (MS) ion channels upon reconstitution into liposomes and functional examination by the patch-clamp technique. Therefore this family are likely to also be MS channel proteins.GO:0010020|chloroplast fission;GO:0006811|ion transport;GO:0055085|transmembrane transport;GO:0009507|chloroplast;GO:0031969|chloroplast membrane;GO:0016021|integral component of membrane;GO:0009526|plastid envelope;. .

Manes.18G059200.v6.10.9070729 ####### 0.2391 down no pfam00319 SRF-TF SRF-type transcription factor (DNA-binding and dimerization domain).GO:0007275|multicellular organismal development;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G059400.v6.10.6809252 ####### 0.0432 down no pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G059500.v6.12.7703929 1.47E+00 8E-24 up yes pfam00484 Pro_CA Carbonic anhydrase. This family includes carbonic anhydrases as well as a family of non-functional homologues related to YbcF.GO:0015976|carbon utilization;GO:0009507|chloroplast;GO:0004089|carbonate dehydratase activity;GO:0008270|zinc ion binding;K01673

Manes.18G060000.v6.11.60818 6.85E-01 7E-07 up no pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.GO:0006950|response to stress;. . .

Manes.18G060100.v6.10.1986989 ####### 5E-27 down yes pfam14541 TAXi_C Xylanase inhibitor C-terminal. The N- and C-termini of the members of this family are jointly necessary for creating the catalytic pocket necessary for cleaving xylasnase. Phytopathogens produce xylanase that destroys plant cells, so its destruction through proteolysis is vital for plant-survival.GO:0030163|protein catabolic process;GO:0009737|response to abscisic acid;GO:0009414|response to water deprivation;GO:0009627|systemic acquired resistance;GO:0005783|endoplasmic reticulum;GO:0005576|extracellular region;GO:0004190|aspartic-type endopeptidase activity;GO:0070001|aspartic-type peptidase activity;GO:0003677|DNA binding;.

Manes.18G060500.v6.11.5528744 0.63494 2E-07 up no pfam02366 PMT Dolichyl-phosphate-mannose-protein mannosyltransferase. This is a family of Dolichyl-phosphate-mannose-protein mannosyltransferase proteins EC:2.4.1.109. These proteins are responsible for O-linked glycosylation of proteins, they catalyse the reaction:- Dolichyl phosphate D-mannose + protein <=> dolichyl phosphate + O-D-mannosyl-protein. Also in this family is the Drosophila rotated abdomen protein which is a putative mannosyltransferase. This family appears to be distantly related to pfam02516 (A Bateman pers. obs.).. . . .

Manes.18G061000.v6.11.6394564 0.71322 1E-09 up no pfam03091 CutA1 CutA1 divalent ion tolerance protein. Several gene loci with a possible involvement in cellular tolerance to copper have been identified. One such locus in eubacteria and archaebacteria, cutA, is thought to be involved in cellular tolerance to a wide variety of divalent cations other than copper. The cutA locus consists of two operons, of one and two genes. The CutA1 protein is a cytoplasmic protein, encoded by the single-gene operon and has been linked to divalent cation tolerance. It has no recognized structural motifs. This family also contains putative proteins from eukaryotes (human and Drosophila).GO:0010038|response to metal ion;GO:0009507|chloroplast;GO:0031972|chloroplast intermembrane space;GO:0005507|copper ion binding;K03926

Manes.18G061100.v6.10.2000133 -2.32183 4E-15 down yes pfam00134 Cyclin_N Cyclin, N-terminal domain. Cyclins regulate cyclin dependent kinases (CDKs). Human cyclin-O is a Uracil-DNA glycosylase that is related to other cyclins. Cyclins contain two domains of similar all-alpha fold, of which this family corresponds with the N-terminal domain.GO:0007049|cell cycle;GO:0051301|cell division;GO:0051726|regulation of cell cycle;GO:0005634|nucleus;. .

Manes.18G061800.v6.10.5966042 -0.74515 7E-09 down no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0009734|auxin-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0010011|auxin binding;GO:0000822|inositol hexakisphosphate binding;.

Manes.18G061900.v6.1Inf Inf 0.3951 up no pfam05820 DUF845 Baculovirus protein of unknown function (DUF845). This family consists of several highly related Baculovirus proteins of unknown function.. . . .

Manes.18G062000.v6.10.8271607 ####### 0.0228 down no pfam03853 YjeF_N YjeF-related protein N-terminus. YjeF-N domain is a novel version of the Rossmann fold with a set of catalytic residues and structural features that are different from the conventional dehydrogenases. YjeF-N domain is fused to Ribokinases in bacteria (YjeF), where they may be phosphatases, and to divergent Sm and the FDF domain in eukaryotes (Dcp3p and FLJ21128), where they may be involved in decapping and catalyze hydrolytic RNA-processing reactions.GO:0006734|NADH metabolic process;GO:0006739|NADP metabolic process;GO:0042823|pyridoxal phosphate biosynthetic process;GO:0008615|pyridoxine biosynthetic process;GO:0009507|chloroplast;GO:0005829|cytosol;GO:0005739|mitochondrion;GO:0010181|FMN binding;GO:0046872|metal ion binding;GO:0052856|NADHX epimerase activity;GO:0052857|NADPHX epimerase activity;GO:0004733|pyridoxamine-phosphate oxidase activity;K00275

Manes.18G062300.v6.10.6508828 -0.61953 4E-05 down no pfam01259 SAICAR_syntSAICAR synthetase. Also known as Phosphoribosylaminoimidazole-succinocarboxamide synthase.GO:0006189|'de novo' IMP biosynthetic process;GO:0009733|response to auxin;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005524|ATP binding;GO:0004639|phosphoribosylaminoimidazolesuccinocarboxamide synthase activity;K01923

Manes.18G062400.v6.10.6305409 ####### 0.0006 down no pfam02798 GST_N Glutathione S-transferase, N-terminal domain. Function: conjugation of reduced glutathione to a variety of targets. Also included in the alignment, but are not GSTs: * S-crystallins from squid. Similarity to GST previously noted. * Eukaryotic elongation factors 1-gamma. Not known to have GST activity; similarity not previously recognized. * HSP26 family of stress-related proteins. including auxin-regulated proteins in plants and stringent starvation proteins in Escherichia coli. Not known to have GST activity. Similarity not previously recognized. The glutathione molecule binds in a cleft between N and C-terminal domains - the catalytically important residues are proposed to reside in the N-terminal domain.. . . .

Manes.18G062500.v6.10.7252169 -0.46352 0.0162 down no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006457|protein folding;GO:0009408|response to heat;GO:0005739|mitochondrion;GO:0005524|ATP binding;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;.



Manes.18G063000.v6.14.9663245 2.31E+00 2E-48 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0016597|amino acid binding;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G063500.v6.14.7577336 2.25027 7E-13 up yes pfam00128 Alpha-amylaseAlpha amylase, catalytic domain. Alpha amylase is classified as family 13 of the glycosyl hydrolases. The structure is an 8 stranded alpha/beta barrel containing the active site, interrupted by a ~70 a.a. calcium-binding domain protruding between beta strand 3 and alpha helix 3, and a carboxyl-terminal Greek key beta-barrel domain.GO:0005977|glycogen metabolic process;GO:0005983|starch catabolic process;GO:0009507|chloroplast;GO:0009569|chloroplast starch grain;GO:0009570|chloroplast stroma;GO:0043169|cation binding;GO:0019156|isoamylase activity;K01214

Manes.18G063800.v6.10.3052657 ####### 7E-17 down yes pfam02183 HALZ Homeobox associated leucine zipper.GO:0009738|abscisic acid-activated signaling pathway;GO:0009788|negative regulation of abscisic acid-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0009414|response to water deprivation;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.18G064300.v6.10.4220214 ####### 2E-14 down yes pfam00141 peroxidase Peroxidase. GO:0006979|response to oxidative stress;GO:0009543|chloroplast thylakoid lumen;GO:0020037|heme binding;GO:0004601|peroxidase activity;.

Manes.18G064400.v6.10.4939389 -1.0176 4E-16 down yes pfam00587 tRNA-synt_2btRNA synthetase class II core domain (G, H, P, S and T). Other tRNA synthetase sub-families are too dissimilar to be included. This domain is the core catalytic domain of tRNA synthetases and includes glycyl, histidyl, prolyl, seryl and threonyl tRNA synthetases.GO:0016260|selenocysteine biosynthetic process;GO:0097056|selenocysteinyl-tRNA(Sec) biosynthetic process;GO:0006434|seryl-tRNA aminoacylation;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004828|serine-tRNA ligase activity;K01875

Manes.18G064900.v6.11.3323934 0.41402 0.0036 up no pfam07103 DUF1365 Protein of unknown function (DUF1365). This family consists of several bacterial and plant proteins of around 250 residues in length. The function of this family is unknown.. . . .

Manes.18G065100.v6.1Inf Inf 0.8798 up no pfam07847 DUF1637 Protein of unknown function (DUF1637). This family contains many eukaryotic hypothetical proteins. The region featured in this family is approximately 120 residues long. According to InterPro annotation, some members of this family may belong to the cupin superfamily.. . GO:0047800|cysteamine dioxygenase activity;GO:0046872|metal ion binding;K10712

Manes.18G065200.v6.15.2444323 2.39E+00 7E-17 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;. GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G065400.v6.11.4293912 0.5154 8E-06 up no pfam13621 Cupin_8 Cupin-like domain. This cupin like domain shares similarity to the JmjC domain.. GO:0005829|cytosol;. .

Manes.18G065600.v6.11.3730417 4.57E-01 0.663 up no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0004523|RNA-DNA hybrid ribonuclease activity;.

Manes.18G066400.v6.12.3276852 1.2189 7E-21 up yes pfam13855 LRR_8 Leucine rich repeat.. GO:0005634|nucleus;. K17550

Manes.18G066600.v6.11.571287 0.65195 1E-07 up no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006457|protein folding;GO:0034976|response to endoplasmic reticulum stress;GO:0005623|cell;GO:0016021|integral component of membrane;GO:0003756|protein disulfide isomerase activity;.

Manes.18G066700.v6.12.2387505 1.16269 0.0001 up yes pfam10476 DUF2448 Protein of unknown function C-terminus (DUF2448). The family DUF2349 is the N-terminal part of this family. This protein is found in eukaryotes but its function is not known.. . . .

Manes.18G066800.v6.10.3768328 ####### 2E-07 down yes pfam01454 MAGE MAGE family. The MAGE (melanoma antigen-encoding gene) family are expressed in a wide variety of tumors but not in normal cells, with the exception of the male germ cells, placenta, and, possibly, cells of the developing embryo. The cellular function of this family is unknown. This family also contains the yeast protein, Nse3. The Nse3 protein is part of the Smc5-6 complex. Nse3 has been demonstrated to be important for meiosis.. . . .

Manes.18G066900.v6.10.3528019 -1.50307 5E-18 down yes pfam00244 41701 14-3-3 protein.. . . K06630

Manes.18G067100.v6.11.8643106 0.89864 4E-11 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0006470|protein dephosphorylation;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G067400.v6.1Inf Inf 0.0628 up no pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.18G068200.v6.10.9517131 -0.0714 0.8428 down no pfam06022 Cir_Bir_Yir Plasmodium variant antigen protein Cir/Yir/Bir. This family consists of several Cir, Yir and Bir proteins from the Plasmodium species P.chabaudi, P.yoelii and P.berghei.. . . .

Manes.18G069100.v6.11.8242274 0.86729 2E-12 up no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.18G069300.v6.10.3694 -1.43674 5E-16 down yes pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005578|proteinaceous extracellular matrix;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.18G069400.v6.10.1452805 -2.78309 2E-38 down yes pfam00933 Glyco_hydro_3Glycosyl hydrolase family 3 N terminal domain.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0009507|chloroplast;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005578|proteinaceous extracellular matrix;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;.

Manes.18G069800.v6.10.2970338 -1.7513 3E-09 down yes pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0071555|cell wall organization;GO:0070879|fungal-type cell wall beta-glucan metabolic process;GO:0000272|polysaccharide catabolic process;GO:0000935|barrier septum;GO:0005576|extracellular region;GO:0046557|glucan endo-1,6-beta-glucosidase activity;GO:0004338|glucan exo-1,3-beta-glucosidase activity;GO:0046872|metal ion binding;K01210

Manes.18G070400.v6.10.5543184 -0.85121 1E-07 down no pfam10396 TrmE_N GTP-binding protein TrmE N-terminus. This family represents the shorter, B, chain of the homo-dimeric structure which is a guanine nucleotide-binding protein that binds and hydrolyses GTP. TrmE is homologous to the tetrahydrofolate-binding domain of N,N-dimethylglycine oxidase and indeed binds formyl-tetrahydrofolate. TrmE actively participates in the formylation reaction of uridine and regulates the ensuing hydrogenation reaction of a Schiff's base intermediate. This B chain is the N-terminal portion of the protein consisting of five beta-strands and three alpha helices and is necessary for mediating dimer formation within the protein.GO:0007264|small GTPase mediated signal transduction;GO:0006400|tRNA modification;GO:0005737|cytoplasm;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0046872|metal ion binding;K03650

Manes.18G070600.v6.11.8420592 0.88132 0.0008 up no pfam00916 Sulfate_transpSulfate transporter family. Mutations in human SLC26A2 lead to several human diseases.. GO:0016021|integral component of membrane;GO:0008271|secondary active sulfate transmembrane transporter activity;.

Manes.18G070700.v6.110.218459 3.35E+00 3E-20 up yes pfam00403 HMA Heavy-metal-associated domain.GO:0010286|heat acclimation;GO:0030001|metal ion transport;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0046872|metal ion binding;.

Manes.18G071000.v6.11.5228239 0.60675 0.0003 up no pfam13881 Rad60-SLD_2Ubiquitin-2 like Rad60 SUMO-like.. GO:0005886|plasma membrane;. .

Manes.18G071500.v6.1Inf Inf 0.3951 up no pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015293|symporter activity;.

Manes.18G071700.v6.13.463149 1.79208 2E-35 up yes pfam14144 DOG1 Seed dormancy control. This family of plant proteins appears to be a highly specific controller seed dormancy.GO:0042742|defense response to bacterium;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K14431

Manes.18G071800.v6.11.8487044 0.88651 3E-13 up no pfam00226 DnaJ DnaJ domain. DnaJ domains (J-domains) are associated with hsp70 heat-shock system and it is thought that this domain mediates the interaction. DnaJ-domain is therefore part of a chaperone (protein folding) system. The T-antigens, although not in Prosite are confirmed as DnaJ containing domains from literature.GO:0006260|DNA replication;GO:0006457|protein folding;GO:0009408|response to heat;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0008270|zinc ion binding;K03686

Manes.18G072200.v6.12.1447567 1.10E+00 2E-12 up yes pfam10861 DUF2784 Protein of Unknown function (DUF2784). This is a family of uncharacterized protein. The function is not known however it is conserved in Bacteria.. . . .

Manes.18G072400.v6.10.6257009 ####### 5E-05 down no pfam06507 Auxin_resp Auxin response factor. A conserved region of auxin-responsive transcription factors.GO:0048830|adventitious root development;GO:0009653|anatomical structure morphogenesis;GO:0009734|auxin-activated signaling pathway;GO:0052543|callose deposition in cell wall;GO:0009555|pollen development;GO:0010208|pollen wall assembly;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0000987|core promoter proximal region sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G072500.v6.11.8798199 0.91059 4E-15 up no pfam01873 eIF-5_eIF-2BDomain found in IF2B/IF5. This family includes the N terminus of eIF-5, and the C terminus of eIF-2 beta. This region corresponds to the whole of the archaebacterial eIF-2 beta homologue. The region contains a putative zinc binding C4 finger.. GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005525|GTP binding;GO:0003743|translation initiation factor activity;K03262

Manes.18G072600.v6.10.1396753 -2.83985 2E-09 down yes pfam15536 Toxin_58 Putative toxin 58. A predicted RNase toxin found in bacterial polymorphic toxin systems. The toxin possesses an all-beta fold and conserved aspartate, arginine, histidine and cysteine residues that is usually exported by the Photorhabdus virulence cassette (PVC)-type export system.. . . .

Manes.18G072700.v6.11.5086619 0.59327 5E-07 up no pfam01853 MOZ_SAS MOZ/SAS family. This region of these proteins has been suggested to be homologous to acetyltransferases.GO:0006281|DNA repair;GO:0016573|histone acetylation;GO:0043981|histone H4-K5 acetylation;GO:2000028|regulation of photoperiodism, flowering;GO:0006355|regulation of transcription, DNA-templated;GO:0010224|response to UV-B;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0004402|histone acetyltransferase activity;GO:0043995|histone acetyltransferase activity (H4-K5 specific);GO:0046872|metal ion binding;K11308

Manes.18G073200.v6.11.6526639 0.72479 2E-05 up no pfam02718 Herpes_UL31Herpesvirus UL31-like protein. This is a family of Herpesvirus proteins including UL31, UL53, and the product of ORF 69 in some strains. The proteins in this family have no known function.. . . .

Manes.18G073400.v6.11.6080654 0.68533 3E-09 up no pfam01237 Oxysterol_BPOxysterol-binding protein.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.18G073900.v6.10.7604607 -0.39505 0.0109 down no pfam00069 Pkinase Protein kinase domain.GO:0051304|chromosome separation;GO:0007093|mitotic cell cycle checkpoint;GO:0005813|centrosome;GO:0000778|condensed nuclear chromosome kinetochore;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004712|protein serine/threonine/tyrosine kinase activity;K08866

Manes.18G074400.v6.10.4914888 -1.02477 3E-06 down yes pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.18G074800.v6.10.5465351 -0.87161 6E-10 down no pfam02537 CRCB CrcB-like protein. CRCB is a putative integral membrane protein possibly involved in chromosome condensation. Over expression in Escherichia coli also leads to camphor resistance.. . . .

Manes.18G075000.v6.11.9070404 0.93134 3E-16 up no pfam00773 RNB RNB domain. This domain is the catalytic domain of ribonuclease II.GO:0000291|nuclear-transcribed mRNA catabolic process, exonucleolytic;GO:0034427|nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0005737|cytoplasm;GO:0000932|cytoplasmic mRNA processing body;GO:0000175|3'-5'-exoribonuclease activity;GO:0046872|metal ion binding;GO:0003723|RNA binding;.

Manes.18G075500.v6.12.190777 1.13144 5E-18 up yes pfam02493 MORN MORN repeat. The MORN (Membrane Occupation and Recognition Nexus) repeat is found in multiple copies in several proteins including junctophilins (See Takeshima et al. Mol. Cell 2000;6:11-22).  #=GF CC   A MORN-repeat protein has been identified in the parasite Toxoplasma gondiis a dynamic component of cell division apparatus in Toxoplasma gondii. It has been hypothesised to functions as a linker protein between certain membrane regions and the parasite's cytoskeleton.GO:0046854|phosphatidylinositol phosphorylation;GO:0005886|plasma membrane;GO:0016308|1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0051015|actin filament binding;GO:0003785|actin monomer binding;GO:0005524|ATP binding;GO:0016307|phosphatidylinositol phosphate kinase activity;K00889

Manes.18G075700.v6.11.9076848 9.32E-01 2E-10 up no pfam01105 EMP24_GP25Lemp24/gp25L/p24 family/GOLD. Members of this family are implicated in bringing cargo forward from the ER and binding to coat proteins by their cytoplasmic domains. This domain corresponds closely to the beta-strand rich GOLD domain described in. The GOLD domain is always found combined with lipid- or membrane-association domains.GO:0015031|protein transport;GO:0016192|vesicle-mediated transport;GO:0005801|cis-Golgi network;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0030134|ER to Golgi transport vesicle;GO:0016021|integral component of membrane;. .

Manes.18G076100.v6.11.3906545 4.76E-01 0.0003 up no pfam04752 ChaC ChaC-like protein. The ChaC protein is thought to be associated with the putative ChaA Ca2+/H+ cation transport protein in Escherichia coli. Its function is not known. This family also includes homologues regions from several other bacterial and eukaryotic proteins.. . GO:0016746|transferase activity, transferring acyl groups;.

Manes.18G076400.v6.10.3014234 ####### 9E-13 down yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.18G076800.v6.11.5078057 0.59245 9E-07 up no pfam13414 TPR_11 TPR repeat. GO:0006457|protein folding;. GO:0051087|chaperone binding;GO:0030544|Hsp70 protein binding;GO:0008022|protein C-terminus binding;.

Manes.18G077000.v6.10.5881523 -0.76574 2E-06 down no pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.. . . .

Manes.18G077100.v6.11.4131966 0.49896 0.0048 up no pfam12923 RRP7 Ribosomal RNA-processing protein 7 (RRP7). RRP7 is an essential protein in yeast that is involved in pre-rRNA processing and ribosome assembly. It is speculated to be required for correct assembly of rpS27 into the pre-ribosomal particle.GO:0006952|defense response;. GO:0016788|hydrolase activity, acting on ester bonds;GO:0019863|IgE binding;.

Manes.18G077500.v6.14.4671272 2.15935 4E-32 up yes pfam03798 TRAM_LAG1_CLN8TLC domain. . GO:0016021|integral component of membrane;. .

Manes.18G077600.v6.15.2037462 2.37955 2E-16 up yes pfam00355 Rieske Rieske [2Fe-2S] domain. The rieske domain has a [2Fe-2S] centre. Two conserved cysteines coordinate one Fe ion, while the other Fe ion is coordinated by two conserved histidines. In hyperthermophilic archaea there is a SKTPCX(2-3)C motif at the C-terminus. The cysteines in this motif form a disulphide bridge, which stabilizes the protein.GO:0015995|chlorophyll biosynthetic process;GO:0009507|chloroplast;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0042651|thylakoid membrane;GO:0051537|2 iron, 2 sulfur cluster binding;GO:0010277|chlorophyllide a oxygenase [overall] activity;GO:0005506|iron ion binding;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;K13600

Manes.18G078400.v6.13.8896828 1.95965 5E-06 up yes pfam01546 Peptidase_M20Peptidase family M20/M25/M40. This family includes a range of zinc metallopeptidases belonging to several families in the peptidase classification. Family M20 are Glutamate carboxypeptidases. Peptidase family M25 contains X-His dipeptidases.GO:0009694|jasmonic acid metabolic process;GO:0010112|regulation of systemic acquired resistance;GO:0009753|response to jasmonic acid;. GO:1990206|jasmonyl-Ile conjugate hydrolase activity;K14664

Manes.18G078500.v6.10.3919127 -1.3514 2E-19 down yes pfam00490 ALAD Delta-aminolevulinic acid dehydratase.GO:0015995|chlorophyll biosynthetic process;GO:0006783|heme biosynthetic process;GO:0006779|porphyrin-containing compound biosynthetic process;GO:0006782|protoporphyrinogen IX biosynthetic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0005829|cytosol;GO:0004655|porphobilinogen synthase activity;GO:0008270|zinc ion binding;K01698

Manes.18G078900.v6.11.5773318 0.65749 4E-06 up no pfam01499 Herpes_UL25Herpesvirus UL25 family. The herpesvirus UL25 gene product is a virion component involved in virus penetration and capsid assembly. The product of the UL25 gene is required for packaging but not cleavage of replicated viral DNA. This family includes a number of herpesvirus proteins: EHV-1 36, EBV BVRF1, HCMV UL77, ILTV ORF2, and VZV gene 34.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005773|vacuole;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.18G079000.v6.11.8168639 0.86145 3E-14 up no pfam00171 Aldedh Aldehyde dehydrogenase family. This family of dehydrogenases act on aldehyde substrates. Members use NADP as a cofactor. The family includes the following members: The prototypical members are the aldehyde dehydrogenases EC:1.2.1.3. Succinate-semialdehyde dehydrogenase EC:1.2.1.16. Lactaldehyde dehydrogenase EC:1.2.1.22. Benzaldehyde dehydrogenase EC:1.2.1.28. Methylmalonate-semialdehyde dehydrogenase EC:1.2.1.27. Glyceraldehyde-3-phosphate dehydrogenase EC:1.2.1.9. Delta-1-pyrroline-5-carboxylate dehydrogenase EC: 1.5.1.12. Acetaldehyde dehydrogenase EC:1.2.1.10. Glutamate-5-semialdehyde dehydrogenase EC:1.2.1.41. This family also includes omega crystallin, an eye lens protein from squid and octopus that has little aldehyde dehydrogenase activity.GO:0006081|cellular aldehyde metabolic process;GO:0009737|response to abscisic acid;GO:0009269|response to desiccation;GO:0009651|response to salt stress;GO:0005783|endoplasmic reticulum;GO:0005794|Golgi apparatus;GO:0016020|membrane;GO:0009506|plasmodesma;GO:0009536|plastid;GO:0005773|vacuole;GO:0004028|3-chloroallyl aldehyde dehydrogenase activity;GO:0004029|aldehyde dehydrogenase (NAD) activity;GO:0004030|aldehyde dehydrogenase [NAD(P)+] activity;K00128

Manes.18G080200.v6.10.3973029 -1.33169 5E-12 down yes pfam01566 Nramp Natural resistance-associated macrophage protein. The natural resistance-associated macrophage protein (NRAMP) family consists of Nramp1, Nramp2, and yeast proteins Smf1 and Smf2. The NRAMP family is a novel family of functional related proteins defined by a conserved hydrophobic core of ten transmembrane domains. This family of membrane proteins are divalent cation transporters. Nramp1 is an integral membrane protein expressed exclusively in cells of the immune system and is recruited to the membrane of a phagosome upon phagocytosis. By controlling divalent cation concentrations Nramp1 may regulate the interphagosomal replication of bacteria. Mutations in Nramp1 may genetically predispose an individual to susceptibility to diseases including leprosy and tuberculosis conversely this might however provide protection form rheumatoid arthritis. Nramp2 is a multiple divalent cation transporter for Fe2+, Mn2+ and Zn2+ amongst others it is expressed at high levels in the intestine; and is major transferrin-independGO:0006811|ion transport;GO:0055072|iron ion homeostasis;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G080500.v6.1NA NA NA -- no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. . .

Manes.18G080700.v6.11.4310208 0.51704 0.3502 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.GO:0016567|protein ubiquitination;. . .

Manes.18G081200.v6.1Inf Inf 0.3951 up no pfam07676 PD40 WD40-like Beta Propeller Repeat. This family appears to be related to the pfam00400 repeat This This repeat corresponds to the RIVW repeat identified in cell surface proteins [Adindla et al. Comparative and Functional Genomics 2004; 5:2-16].GO:0017038|protein import;GO:0042597|periplasmic space;. K03641

Manes.18G081400.v6.10.9451945 ####### 0.4787 down no pfam07676 PD40 WD40-like Beta Propeller Repeat. This family appears to be related to the pfam00400 repeat This This repeat corresponds to the RIVW repeat identified in cell surface proteins [Adindla et al. Comparative and Functional Genomics 2004; 5:2-16].GO:0017038|protein import;GO:0042597|periplasmic space;. K03641

Manes.18G081500.v6.17.0618505 2.82005 2E-16 up yes pfam01490 Aa_trans Transmembrane amino acid transporter protein. This transmembrane region is found in many amino acid transporters including UNC-47 and MTR. UNC-47 encodes a vesicular amino butyric acid (GABA) transporter, (VGAT). UNC-47 is predicted to have 10 transmembrane domains. MTR is a N system amino acid transporter system protein involved in methyltryptophan resistance. Other members of this family include proline transporters and amino acid permeases.GO:0003333|amino acid transmembrane transport;GO:0015802|basic amino acid transport;GO:0016021|integral component of membrane;GO:0031965|nuclear membrane;GO:0005886|plasma membrane;GO:0015171|amino acid transmembrane transporter activity;GO:0015293|symporter activity;.

Manes.18G081600.v6.10.6877463 -0.54005 0.6595 down no pfam03899 ATP_synt_I ATP synthase I chain.. . . .

Manes.18G082500.v6.11.0197842 2.83E-02 0.8208 up no pfam07496 zf-CW CW-type Zinc Finger. This domain appears to be a zinc finger. The alignment shows four conserved cysteine residues and a conserved tryptophan. It was first identified by, and is predicted to be a "highly specialized mononuclear four-cysteine zinc finger...that plays a role in DNA binding and/or promoting protein-protein interactions in complicated eukaryotic processes including...chromatin methylation status and early embryonic development." Weak homology to pfam00628 further evidences these predictions (personal obs: C Yeats). Twelve different CW-domain-containing protein subfamilies are described, with different subfamilies being characteristic of vertebrates, higher plants and other animals in which these domain is found.GO:0048653|anther development;GO:0016116|carotenoid metabolic process;GO:0009553|embryo sac development;GO:0010452|histone H3-K36 methylation;GO:0051568|histone H3-K4 methylation;GO:0009910|negative regulation of flower development;GO:0048481|ovule development;GO:0009555|pollen development;GO:0031062|positive regulation of histone methylation;GO:0040029|regulation of gene expression, epigenetic;GO:0010363|regulation of plant-type hypersensitive response;GO:0043067|regulation of programmed cell death;GO:0010223|secondary shoot formation;GO:0000775|chromosome, centromeric region;GO:0005634|nucleus;GO:0042800|histone methyltransferase activity (H3-K4 specific);GO:0018024|histone-lysine N-methyltransferase activity;GO:0008270|zinc ion binding;.

Manes.18G083000.v6.11.6716522 0.74127 1E-10 up no pfam15449 Retinal Retinal protein. This family of proteins is found in the photoreceptor cells of the retina. Mutations of the gene encoding this protein have been associated with retinal disorders such as retinitis pigmentosa and late-onset progressive retinal atrophy. The function of this family of proteins is unknown, but it is likely to be important in the development and function of the retina.. . GO:0003677|DNA binding;GO:0046872|metal ion binding;GO:0004518|nuclease activity;GO:0003723|RNA binding;.

Manes.18G083200.v6.11.6567044 7.28E-01 2E-07 up no pfam01704 UDPGP UTP--glucose-1-phosphate uridylyltransferase. This family consists of UTP--glucose-1-phosphate uridylyltransferases, EC:2.7.7.9. Also known as UDP-glucose pyrophosphorylase (UDPGP) and Glucose-1-phosphate uridylyltransferase. UTP--glucose-1-phosphate uridylyltransferase catalyses the interconversion of MgUTP + glucose-1-phosphate and UDP-glucose + MgPPi. UDP-glucose is an important intermediate in mammalian carbohydrate interconversion involved in various metabolic roles depending on tissue type. In Dictyostelium (slime mold) mutants in this enzyme abort the development cycle. Also within the family is UDP-N-acetylglucosamine or AGX1 and two hypothetical proteins from Borrelia burgdorferi the lyme disease spirochaete.. . GO:0051748|UTP-monosaccharide-1-phosphate uridylyltransferase activity;.

Manes.18G083300.v6.12.3506989 1.23309 0.0004 up yes pfam13499 EF-hand_7 EF-hand domain pair.. . GO:0005509|calcium ion binding;K13448

Manes.18G084500.v6.10.2341633 ####### 7E-50 down yes pfam12638 Staygreen Staygreen protein. This family of proteins have been implicated in chlorophyll degradation. Intriguingly members of this family are also found in non-photosynthetic bacteria.GO:0009658|chloroplast organization;GO:0009507|chloroplast;. .

Manes.18G084600.v6.11.5175029 0.6017 5E-07 up no pfam00790 VHS VHS domain. Domain present in VPS-27, Hrs and STAM.GO:0010324|membrane invagination;GO:0046426|negative regulation of JAK-STAT cascade;GO:1903543|positive regulation of exosomal secretion;GO:0010628|positive regulation of gene expression;GO:0072657|protein localization to membrane;GO:0006622|protein targeting to lysosome;GO:0043405|regulation of MAP kinase activity;GO:0005737|cytoplasm;GO:0005769|early endosome;GO:0031901|early endosome membrane;GO:0005768|endosome;GO:0070062|extracellular exosome;GO:0043231|intracellular membrane-bounded organelle;GO:0032585|multivesicular body membrane;GO:0046872|metal ion binding;GO:0019904|protein domain specific binding;GO:0043130|ubiquitin binding;K12182

Manes.18G084900.v6.13.1459574 1.6535 4E-09 up yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.18G085000.v6.13.3259756 1.73378 7E-23 up yes pfam01842 ACT ACT domain. This family of domains generally have a regulatory role. ACT domains are linked to a wide range of metabolic enzymes that are regulated by amino acid concentration. Pairs of ACT domains bind specifically to a particular amino acid leading to regulation of the linked enzyme. The ACT domain is found in: D-3-phosphoglycerate dehydrogenase EC:1.1.1.95, which is inhibited by serine. Aspartokinase EC:2.7.2.4, which is regulated by lysine. Acetolactate synthase small regulatory subunit, which is inhibited by valine. Phenylalanine-4-hydroxylase EC:1.14.16.1, which is regulated by phenylalanine. Prephenate dehydrogenase EC:4.2.1.51. formyltetrahydrofolate deformylase EC:3.5.1.10, which is activated by methionine and inhibited by glycine. GTP pyrophosphokinase EC:2.7.6.5GO:0009399|nitrogen fixation;GO:0006808|regulation of nitrogen utilization;. GO:0008773|[protein-PII] uridylyltransferase activity;GO:0016597|amino acid binding;GO:0008081|phosphoric diester hydrolase activity;K00990

Manes.18G085100.v6.16.7576389 2.75652 6E-97 up yes pfam12937 F-box-like F-box-like. This is an F-box-like family.GO:0009734|auxin-activated signaling pathway;GO:0071365|cellular response to auxin stimulus;GO:0010311|lateral root formation;GO:0051781|positive regulation of cell division;GO:0016567|protein ubiquitination;GO:0031146|SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0005634|nucleus;GO:0019005|SCF ubiquitin ligase complex;GO:0004842|ubiquitin-protein transferase activity;K03875

Manes.18G085200.v6.10.4100092 -1.28627 1E-07 down yes pfam14308 DnaJ-X X-domain of DnaJ-containing. IN certain plant and yeast proteins, the DnaJ-1 proteins have a three-domain structure. The x-domain lies between the N-terminal DnaJ and the C-terminal Z domains. The exact function is not known.. . . .

Manes.18G085500.v6.10.3895507 -1.36012 4E-07 down yes pfam12730 ABC2_membrane_4ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.18G085800.v6.11.8273745 0.86977 2E-14 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G086400.v6.1340.69272 8.41E+00 9E-07 up yes pfam03083 MtN3_slv Sugar efflux transporter for intercellular exchange. This family includes proteins such as drosophila saliva, MtN3 involved in root nodule development and a protein involved in activation and expression of recombination activation genes (RAGs). Although the molecular function of these proteins is unknown, they are almost certainly transmembrane proteins. This family contains a region of two transmembrane helices that is found in two copies in most members of the family. This family also contains specific sugar efflux transporters that are essential for the maintenance of animal blood glucose levels, plant nectar production, and plant seed and pollen development. In many organisims it meditaes gluose transport; in Arabidopsis it is necessary for pollen viability; and two of the rice homologues are specifically exploited by bacterial pathogens for virulence by means of direct binding of a bacterial effector to the SWEET promoter.GO:0034219|carbohydrate transmembrane transport;GO:0005783|endoplasmic reticulum;GO:0005887|integral component of plasma membrane;GO:0051119|sugar transmembrane transporter activity;K15382

Manes.18G086700.v6.11.4403696 0.52644 4E-06 up no pfam03439 Spt5-NGN Early transcription elongation factor of RNA pol II, NGN section. Spt5p and prokaryotic NusG are shown to contain a novel 'NGN' domain. The combined NGN and KOW motif regions of Spt5 form the binding domain with Spt4. Spt5 complexes with Spt4 as a 1:1 heterodimer snf this Spt5-Spt4 complex regulates early transcription elongation by RNA polymerase II and has an imputed role in pre-mRNA processing via its physical association with mRNA capping enzymes. The Schizosaccharomyces pombe core Spt5-Spt4 complex is a heterodimer bearing a trypsin-resistant Spt4-binding domain within the Spt5 subunit.GO:0032784|regulation of DNA-templated transcription, elongation;GO:0006357|regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0006412|translation;GO:0005634|nucleus;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K15172

Manes.18G087100.v6.158.829125 5.87846 2E-25 up yes pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009553|embryo sac development;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.18G087200.v6.1Inf Inf 0.01 up yes pfam13855 LRR_8 Leucine rich repeat.. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G087300.v6.10.3990672 ####### 1E-06 down yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0010540|basipetal auxin transport;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:1901332|negative regulation of lateral root development;GO:0048767|root hair elongation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010329|auxin efflux transmembrane transporter activity;K13947

Manes.18G088300.v6.11.7173565 0.78019 9E-10 up no pfam03619 Solute_trans_aOrganic solute transporter Ostalpha. This family is a transmembrane organic solute transport protein. In vertebrates these proteins form a complex with Ostbeta, and function as bile transporters. In plants they may transport brassinosteroid-like compounds and act as regulators of cell death.. GO:0016021|integral component of membrane;. .

Manes.18G088400.v6.1Inf Inf 0.8764 up no pfam09423 PhoD PhoD-like phosphatase.. . . .

Manes.18G088600.v6.147.322314 5.56E+00 1E-09 up yes pfam00496 SBP_bac_5 Bacterial extracellular solute-binding proteins, family 5 Middle. The borders of this family are based on the PDBSum definitions of the domain edges for Salmonella typhimurium oppA.GO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.18G088800.v6.10.3640214 -1.4579 6E-20 down yes pfam00578 AhpC-TSA AhpC/TSA family. This family contains proteins related to alkyl hydroperoxide reductase (AhpC) and thiol specific antioxidant (TSA).. GO:0016021|integral component of membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G088900.v6.10.4237757 -1.23863 2E-13 down yes pfam00069 Pkinase Protein kinase domain.GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G089200.v6.1Inf Inf 0.8764 up no pfam15621 PROL5-SMRProline-rich submaxillary gland androgen-regulated family. SMR is a family of proteins found in eukaryotes. The family of SMR proteins is expressed in the submaxillary gland. SMR members may play a role in protection or detoxification.. . . .

Manes.18G089700.v6.17.5630621 2.91897 1E-18 up yes pfam04564 U-box U-box domain. This domain is related to the Ring finger pfam00097 but lacks the zinc binding residues.GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009506|plasmodesma;GO:0016874|ligase activity;GO:0070696|transmembrane receptor protein serine/threonine kinase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.18G089900.v6.10.7562149 -0.40313 0.017 down no pfam08381 BRX Transcription factor regulating root and shoot growth via Pin3. The BREVIS RADIX (BRX) domain was characterized as being a transcription factor in plants regulating the extent of cell proliferation and elongation in the growth zone of the root. BRX is rate limiting for auxin-responsive gene-expression by mediating cross-talk with the brassino-steroid pathway. BRX has a ubiquitous, although quantitatively variable role in modulating the growth rate in both the root and the shoot. The family features a short region of alpha-helix, approximately 60 residues in length, which is found repeated up to three times. BRX is expressed in the vasculature and is rate-limiting for transcriptional auxin action.GO:0009649|entrainment of circadian clock;GO:0043547|positive regulation of GTPase activity;GO:0018298|protein-chromophore linkage;GO:0009411|response to UV;GO:0010224|response to UV-B;GO:0000785|chromatin;GO:0005829|cytosol;GO:0005634|nucleus;GO:0003682|chromatin binding;GO:0005085|guanyl-nucleotide exchange factor activity;GO:0009881|photoreceptor activity;GO:0042803|protein homodimerization activity;.

Manes.18G090400.v6.10.7456108 ####### 0.0004 down no pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0019752|carboxylic acid metabolic process;GO:0006580|ethanolamine metabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016831|carboxy-lyase activity;GO:0030170|pyridoxal phosphate binding;K01590

Manes.18G090500.v6.10.0100955 ####### 6E-14 down yes pfam00282 Pyridoxal_deCPyridoxal-dependent decarboxylase conserved domain.GO:0019752|carboxylic acid metabolic process;GO:0006580|ethanolamine metabolic process;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0016831|carboxy-lyase activity;GO:0030170|pyridoxal phosphate binding;K01590

Manes.18G091300.v6.10.6194256 -0.691 2E-08 down no pfam00316 FBPase Fructose-1-6-bisphosphatase.GO:0005975|carbohydrate metabolic process;GO:0005737|cytoplasm;GO:0042132|fructose 1,6-bisphosphate 1-phosphatase activity;GO:0046872|metal ion binding;K03841



Manes.18G091700.v6.10.6557532 -0.60878 3E-06 down no pfam13837 Myb_DNA-bind_4Myb/SANT-like DNA-binding domain. This presumed domain appears to be related to other Myb/SANT-like DNA binding domains. In particular pfam10545 seems most related. This family is greatly expanded in plants and appears in several proteins annotated as transposon proteins.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G092200.v6.10.8103264 -0.30342 0.3806 down no pfam00499 Oxidored_q3 NADH-ubiquinone/plastoquinone oxidoreductase chain 6.. . . .

Manes.18G093100.v6.110.270881 3.36049 4E-49 up yes pfam02496 ABA_WDS ABA/WDS induced protein. This is a family of plant proteins induced by water deficit stress (WDS), or abscisic acid (ABA) stress and ripening.. . . .

Manes.18G093200.v6.162.710732 5.97064 2E-44 up yes pfam03025 Papilloma_E5Papillomavirus E5. The E5 protein from papillomaviruses is about 80 amino acids long. The proteins are contain three regions that are predicted to be transmembrane alpha helices. The function of this protein is unknown.. . . .

Manes.18G093500.v6.10.9154211 -0.12749 0.3495 down no pfam01812 5-FTHF_cyc-lig5-formyltetrahydrofolate cyclo-ligase family. 5-formyltetrahydrofolate cyclo-ligase or methenyl-THF synthetase EC:6.3.3.2 catalyses the interchange of 5-formyltetrahydrofolate (5-FTHF) to 5-10-methenyltetrahydrofolate, this requires ATP and Mg2+. 5-FTHF is used in chemotherapy where it is clinically known as Leucovorin.. GO:0009507|chloroplast;GO:0005524|ATP binding;K01934

Manes.18G093600.v6.10.7627524 -0.39071 0.6744 down no pfam10854 DUF2649 Protein of unknown function (DUF2649). Members in this family of proteins are annotated as Plectrovirus orf 10 transmembrane proteins however currently no function is known.. . . .

Manes.18G093700.v6.10.376418 ####### 0.8052 down no pfam14010 PEPcase_2 Phosphoenolpyruvate carboxylase. This family of phosphoenolpyruvate carboxylases is based on seqeunces not picked up by the model for PEPcase, PF00311. Most of the family members are from Archaea.. . . .

Manes.18G093800.v6.1409.87112 8.67903 3E-38 up yes pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0045893|positive regulation of transcription, DNA-templated;GO:0048510|regulation of timing of transition from vegetative to reproductive phase;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G093900.v6.1Inf Inf 0.8798 up no pfam04043 PMEI Plant invertase/pectin methylesterase inhibitor. This domain inhibits pectin methylesterases (PMEs) and invertases through formation of a non-covalent 1:1 complex. It has been implicated in the regulation of fruit development, carbohydrate metabolizm and cell wall extension. It may also be involved in inhibiting microbial pathogen PMEs. It has been observed that it is often expressed as a large inactive preprotein. It is also found at the N-termini of PMEs predicted from DNA sequences (personal obs:C Yeats), suggesting that both PMEs and their inhibitor are expressed as a single polyprotein and subsequently processed. It has two disulphide bridges and is mainly alpha-helical.. . . .

Manes.18G094000.v6.11.2066946 0.27106 0.0253 up no pfam01529 zf-DHHC DHHC palmitoyltransferase. This family includes the well known DHHC zinc binding domain as well as three of the four conserved transmembrane regions found in this family of palmitoyltransferase enzymes.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0019706|protein-cysteine S-palmitoyltransferase activity;GO:0008270|zinc ion binding;K16675

Manes.18G094100.v6.1Inf Inf 8E-05 up yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.18G094400.v6.10.4598604 -1.12073 2E-16 down yes pfam00504 Chloroa_b-bindChlorophyll A-B binding protein.. . . .

Manes.18G094500.v6.10.8464785 -0.24045 0.1174 down no pfam10192 GpcrRhopsn4Rhodopsin-like GPCR transmembrane domain. This region of 270 amino acids is the seven transmembrane alpha-helical domains included within five GPCRRHODOPSN4 motifs of a G-protein-coupled-receptor (GPCR) protein, conserved from nematodes to humans. GPCRs are integral membrane receptors whose intracellular actions are mediated by signalling pathways involving G proteins and downstream secondary messengers.. . . .

Manes.18G094600.v6.11.9623004 9.73E-01 9E-18 up no pfam13218 DUF4026 Protein of unknown function (DUF4026). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 450 amino acids in length. The family is found in association with pfam10077.. . . .

Manes.18G094900.v6.11.8932342 9.21E-01 0.0366 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G095000.v6.13.0026071 1.58622 1E-10 up yes pfam02443 Circo_capsid Circovirus capsid protein. Circoviruses are small circular single stranded viruses. This family is the capsid protein from viruses such as porcine circovirus and beak and feather disease virus. These proteins are about 220 amino acids long.GO:0030154|cell differentiation;GO:0007623|circadian rhythm;GO:0009908|flower development;GO:0048578|positive regulation of long-day photoperiodism, flowering;GO:0009585|red, far-red light phototransduction;GO:0042752|regulation of circadian rhythm;GO:0006355|regulation of transcription, DNA-templated;GO:0009637|response to blue light;GO:0009409|response to cold;GO:0010218|response to far red light;GO:0042542|response to hydrogen peroxide;GO:0080167|response to karrikin;GO:0010378|temperature compensation of the circadian clock;GO:0005737|cytoplasm;GO:0005654|nucleoplasm;GO:0005634|nucleus;. K12124

Manes.18G095200.v6.10.7183077 -0.47733 0.0006 down no pfam00400 WD40 WD domain, G-beta repeat.GO:0030490|maturation of SSU-rRNA;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0072686|mitotic spindle;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0034455|t-UTP complex;GO:0030515|snoRNA binding;K14548

Manes.18G095300.v6.12.1830592 1.12635 9E-17 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;K11168

Manes.18G095400.v6.12.539483 1.34E+00 2E-12 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.. . GO:0016491|oxidoreductase activity;K11168

Manes.18G095500.v6.11.4681415 0.55399 0.0001 up no pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0046855|inositol phosphate dephosphorylation;GO:0032957|inositol trisphosphate metabolic process;GO:0046856|phosphatidylinositol dephosphorylation;GO:0009845|seed germination;GO:0090351|seedling development;. GO:0046030|inositol trisphosphate phosphatase activity;GO:0052659|inositol-1,3,4,5-tetrakisphosphate 5-phosphatase activity;GO:0052658|inositol-1,4,5-trisphosphate 5-phosphatase activity;GO:0004445|inositol-polyphosphate 5-phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.18G095700.v6.10.7211149 -0.4717 0.0026 down no pfam14715 FixP_N N-terminal domain of cytochrome oxidase-cbb3, FixP. This is the N-terminal domain of FixP, the cytochrome oxidase type-cbb3. the exact function is not known.. . . .

Manes.18G095800.v6.10.1321604 -2.91964 0.1203 down no pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;GO:0009505|plant-type cell wall;GO:0009506|plasmodesma;GO:0005773|vacuole;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.18G095900.v6.10.6217231 -0.68566 0.0071 down no pfam00156 Pribosyltran Phosphoribosyl transferase domain. This family includes a range of diverse phosphoribosyl transferase enzymes. This family includes: Adenine phosphoribosyl-transferase EC:2.4.2.7. Hypoxanthine-guanine-xanthine phosphoribosyl-transferase. Hypoxanthine phosphoribosyl-transferase EC:2.4.2.8. Ribose-phosphate pyrophosphokinase i EC:2.7.6.1. Amidophosphoribosyltransferase EC:2.4.2.14. Orotate phosphoribosyl-transferase EC:2.4.2.10. Uracil phosphoribosyl-transferase EC:2.4.2.9. Xanthine-guanine phosphoribosyl-transferase EC:2.4.2.22. In Arabidopsis, At the very N-terminus of this domain is the P-Loop NTPase domain.GO:0032264|IMP salvage;GO:0006166|purine ribonucleoside salvage;GO:0005737|cytoplasm;GO:0052657|guanine phosphoribosyltransferase activity;GO:0004422|hypoxanthine phosphoribosyltransferase activity;GO:0046872|metal ion binding;GO:0000166|nucleotide binding;K00760

Manes.18G096500.v6.10.5390691 -0.89146 5E-06 down no pfam04116 FA_hydroxylaseFatty acid hydroxylase superfamily. This superfamily includes fatty acid and carotene hydroxylases and sterol desaturases. Beta-carotene hydroxylase is involved in zeaxanthin synthesis by hydroxylating beta-carotene, but the enzyme may be involved in other pathways. This family includes C-5 sterol desaturase and C-4 sterol methyl oxidase. Members of this family are involved in cholesterol biosynthesis and biosynthesis a plant cuticular wax. These enzymes contain two copies of a HXHH motif. Members of this family are integral membrane proteins.GO:0006633|fatty acid biosynthetic process;GO:0009640|photomorphogenesis;GO:0046520|sphingoid biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0005794|Golgi apparatus;GO:0016021|integral component of membrane;GO:0005506|iron ion binding;GO:0016491|oxidoreductase activity;K04713

Manes.18G097100.v6.11.2858728 0.36275 0.0015 up no pfam06046 Sec6 Exocyst complex component Sec6. Sec6 is a component of the multiprotein exocyst complex. Sec6 interacts with Sec8, Sec10 and Exo70.These exocyst proteins localize to regions of active exocytosis-at the growing ends of interphase cells and in the medial region of cells undergoing cytokinesis-in an F-actin-dependent and exocytosis- independent manner.GO:0006887|exocytosis;GO:0005618|cell wall;GO:0005856|cytoskeleton;GO:0005829|cytosol;GO:0000145|exocyst;GO:0005576|extracellular region;GO:0009524|phragmoplast;. .

Manes.18G097500.v6.11.6535131 7.26E-01 3E-10 up no pfam03398 Ist1 Regulator of Vps4 activity in the MVB pathway. ESCRT-I, -II, and -III are endosomal sorting complexes required for transporting proteins and carry out cargo sorting and vesicle formation in the multivesicular bodies, MVBs, pathway. These complexes are transiently recruited from the cytoplasm to the endosomal membrane where they bind transmembrane proteins previously marked for degradation by mono-ubiquitination. Assembly of ESCRT-III, a complex composed of at least four subunits (Vps2, Vps24, Vps20, Snf7), is intimately linked with MVB vesicle formation, its disassembly being an essential step in the MVB vesicle formation, a reaction that is carried out by Vps4, an AAA-type ATPase. The family Ist1 is a regulator of Vps4 activity; by interacting with Did2 and Vps4, Ist1 appears to regulate the recruitment and oligomerization of Vps4. Together Ist1, Did2, and Vta1 form a network of interconnected regulatory proteins that modulate Vps4 activity, thereby regulating the flow of cargo through the MVB pathway.. . . .

Manes.18G097700.v6.10.2273004 -2.13733 5E-09 down yes pfam12775 AAA_7 P-loop containing dynein motor region D3. the 380 kDa motor unit of dynein belongs to the AAA class of chaperone-like ATPases. The core of the 380 kDa motor unit contains a concatenated chain of six AAA modules, of which four correspond to the ATP binding sites with P-loop signatures described previously, and two are modules in which the P loop has been lost in evolution. This particular family is the D3 and is an ATP binding site.GO:0010052|guard cell differentiation;GO:2000122|negative regulation of stomatal complex development;GO:0090626|plant epidermis morphogenesis;GO:0010374|stomatal complex development;GO:0005576|extracellular region;. .

Manes.18G097800.v6.114.472693 3.85526 5E-207 up yes pfam01504 PIP5K Phosphatidylinositol-4-phosphate 5-Kinase. This family contains a region from the common kinase core found in the type I phosphatidylinositol-4-phosphate 5-kinase (PIP5K) family as described in. The family consists of various type I, II and III PIP5K enzymes. PIP5K catalyses the formation of phosphoinositol-4,5-bisphosphate via the phosphorylation of phosphatidylinositol-4-phosphate a precursor in the phosphinositide signaling pathway.. . GO:0000285|1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524|ATP binding;K00921

Manes.18G097900.v6.111.545279 3.53E+00 2E-35 up yes pfam10230 DUF2305 Uncharacterized conserved protein (DUF2305). This family of proteins is conserved from plants to humans. The function is unknown.. . . .

Manes.18G098100.v6.10.6779219 -0.56081 0.001 down no pfam04189 Gcd10p Gcd10p family. eIF-3 is a multi-subunit complex that stimulates translation initiation in vitro at several different steps. This family corresponds to the gamma subunit if eIF3. The Yeast protein Gcd10p has also been shown to be part of a complex with the methyltransferase Gcd14p that is involved in modifying tRNA.. . . .

Manes.18G099400.v6.12.1548591 1.11E+00 8E-12 up yes pfam00083 Sugar_tr Sugar (and other) transporter.GO:0005985|sucrose metabolic process;GO:0005887|integral component of plasma membrane;GO:0005886|plasma membrane;GO:0008506|sucrose:proton symporter activity;K15378

Manes.18G099800.v6.13.3458232 1.74E+00 8E-52 up yes pfam00096 zf-C2H2 Zinc finger, C2H2 type. The C2H2 zinc finger is the classical zinc finger domain. The two conserved cysteines and histidines co-ordinate a zinc ion. The following pattern describes the zinc finger. #-X-C-X(1-5)-C-X3-#-X5-#-X2-H-X(3-6)-[H/C] Where X can be any amino acid, and numbers in brackets indicate the number of residues. The positions marked # are those that are important for the stable fold of the zinc finger. The final position can be either his or cys. The C2H2 zinc finger is composed of two short beta strands followed by an alpha helix. The amino terminal part of the helix binds the major groove in DNA binding zinc fingers. The accepted consensus binding sequence for Sp1 is usually defined by the asymmetric hexanucleotide core GGGCGG but this sequence does not include, among others, the GAG (=CTC) repeat that constitutes a high-affinity site for Sp1 binding to the wt1 promoter.GO:0006355|regulation of transcription, DNA-templated;GO:0010447|response to acidic pH;GO:0010044|response to aluminum ion;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003676|nucleic acid binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G100300.v6.10.7800837 ####### 0.0301 down no pfam05653 Mg_trans_NIPAMagnesium transporter NIPA. NIPA (nonimprinted in Prader-Willi/Angelman syndrome) is a family of integral membrane proteins which function as magnesium transporters.GO:0015693|magnesium ion transport;GO:0005769|early endosome;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015095|magnesium ion transmembrane transporter activity;.

Manes.18G100700.v6.12.406809 1.26712 7E-14 up yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;K06689

Manes.18G101000.v6.12.0464696 1.03314 9E-20 up yes pfam00069 Pkinase Protein kinase domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0035556|intracellular signal transduction;GO:0018105|peptidyl-serine phosphorylation;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:1901979|regulation of inward rectifier potassium channel activity;GO:0080092|regulation of pollen tube growth;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005509|calcium ion binding;GO:0009931|calcium-dependent protein serine/threonine kinase activity;GO:0005516|calmodulin binding;GO:0004683|calmodulin-dependent protein kinase activity;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K13412

Manes.18G101100.v6.12.7068046 1.43659 2E-13 up yes pfam05922 Inhibitor_I9 Peptidase inhibitor I9. This family includes the proteinase B inhibitor from Saccharomyces cerevisiae and the activation peptides from peptidases of the subtilisin family. The subtilisin propeptides are known to function as molecular chaperones, assisting in the folding of the mature peptidase, but have also been shown to act as 'temporary inhibitors'.GO:0010074|maintenance of meristem identity;GO:0040008|regulation of growth;GO:0005618|cell wall;GO:0005783|endoplasmic reticulum;GO:0005886|plasma membrane;GO:0004252|serine-type endopeptidase activity;.

Manes.18G101200.v6.11.6827644 0.75083 3E-11 up no pfam10441 Urb2 Urb2/Npa2 family. This family includes the Urb2 protein from yeast that are involved in ribosome biogenesis.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;. .

Manes.18G101300.v6.112.62736 3.65848 4E-189 up yes pfam00005 ABC_tran ABC transporter. ABC transporters for a large family of proteins responsible for translocation of a variety of compounds across biological membranes. ABC transporters are the largest family of proteins in many completely sequenced bacteria. ABC transporters are composed of two copies of this domain and two copies of a transmembrane domain pfam00664. These four domains may belong to a single polypeptide or belong in different polypeptide chains.GO:0080168|abscisic acid transport;GO:0009737|response to abscisic acid;GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0042626|ATPase activity, coupled to transmembrane movement of substances;.

Manes.18G101400.v6.1Inf Inf 0.0338 up no pfam03125 Sre C. elegans Sre G protein-coupled chemoreceptor. Caenorhabditis elegans Sre proteins are candidate chemosensory receptors. There are four main recognized groups of such receptors: Odr-10, Sra, Sro, and Srg. Sre (this family), Sra pfam02117 and Srb pfam02175 comprise the Sra group. All of the above receptors are thought to be G protein-coupled seven transmembrane domain proteins. The existence of several different chemosensory receptors underlies the fact that in spite of having only 20-30 chemosensory neurones, C. elegans detects hundreds of different chemicals, with the ability to discern individual chemicals among combinations.. . . .

Manes.18G101600.v6.12.093542 1.06595 4E-20 up yes pfam10186 Atg14 UV radiation resistance protein and autophagy-related subunit 14. The Atg14 or Apg14 proteins are hydrophilic proteins with a predicted molecular mass of 40.5 kDa, and have a coiled-coil motif at the N terminus region. Yeast cells with mutant Atg14 are defective not only in autophagy but also in sorting of carboxypeptidase Y (CPY), a vacuolar-soluble hydrolase, to the vacuole. Subcellular fractionation indicate that Apg14p and Apg6p are peripherally associated with a membrane structure(s). Apg14p was co-immunoprecipitated with Apg6p, suggesting that they form a stable protein complex. These results imply that Apg6/Vps30p has two distinct functions: in the autophagic process and in the vacuolar protein sorting pathway. Apg14p may be a component specifically required for the function of Apg6/Vps30p through the autophagic pathway. There are 17 auto-phagosomal component proteins which are categorized into six functional units, one of which is the AS-PI3K complex (Vps30/Atg6 and Atg14). The AS-PI3K complex and the. . . .

Manes.18G101800.v6.1Inf Inf 0.3951 up no pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.. . GO:0000287|magnesium ion binding;GO:0010333|terpene synthase activity;.

Manes.18G102200.v6.11.4719031 5.58E-01 2E-06 up no pfam13639 zf-RING_2 Ring finger domain.GO:0015031|protein transport;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0000326|protein storage vacuole;GO:0032586|protein storage vacuole membrane;GO:0008270|zinc ion binding;K15692

Manes.18G102500.v6.1Inf Inf 0.8764 up no pfam08990 Docking Erythronolide synthase docking. The N terminal docking domain found in modular polyketide synthase assumes an alpha-helical structure, wherein two alpha-helices are connected by a short loop. Two such N-terminal domains dimerise to form amphipathic parallel alpha-helical coiled coils: dimerization is essential for protein function.. . . .

Manes.18G103500.v6.10.4302595 -1.21672 2E-17 down yes pfam01712 dNK Deoxynucleoside kinase. This family consists of various deoxynucleoside kinases cytidine EC:2.7.1.74, guanosine EC:2.7.1.113, adenosine EC:2.7.1.76 and thymidine kinase EC:2.7.1.21 (which also phosphorylates deoxyuridine and deoxycytosine.) These enzymes catalyse the production of deoxynucleotide 5'-monophosphate from a deoxynucleoside. Using ATP and yielding ADP in the process.GO:0046092|deoxycytidine metabolic process;GO:0009157|deoxyribonucleoside monophosphate biosynthetic process;GO:0017144|drug metabolic process;GO:0006220|pyrimidine nucleotide metabolic process;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004137|deoxycytidine kinase activity;GO:0008144|drug binding;GO:0000287|magnesium ion binding;GO:0032548|pyrimidine deoxyribonucleoside binding;K00893

Manes.18G103700.v6.10.8299087 -0.26898 0.1111 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.18G103900.v6.10.6269485 -0.67358 1E-07 down no pfam05141 DIT1_PvcA Pyoverdine/dityrosine biosynthesis protein. DIT1 is involved in synthesising dityrosine. Dityrosine is a sporulation-specific component of the yeast ascospore wall that is essential for the resistance of the spores to adverse environmental conditions. Pyoverdine biosynthesis protein PvcA is involved in the biosynthesis of pyoverdine, a cyclized isocyano derivative of tyrosine. It has a modified Rossmann fold.. . . .

Manes.18G104000.v6.10.1785191 -2.48585 1E-18 down yes pfam02428 Prot_inhib_II Potato type II proteinase inhibitor family. Members of this family are proteinase inhibitors that contain eight cysteines that form four disulphide bridges. The structure of the proteinase-inhibitor complex is known.. . . .

Manes.18G104300.v6.10.3732505 ####### 8E-20 down yes pfam08372 PRT_C Plant phosphoribosyltransferase C-terminal. This domain is found at the C-terminus of phosphoribosyltransferases and phosphoribosyltransferase-like proteins. It contains putative transmembrane regions. It often appears together with calcium-ion dependent C2 domains (pfam00168).GO:0019722|calcium-mediated signaling;GO:0016021|integral component of membrane;GO:0005622|intracellular;GO:0005509|calcium ion binding;.

Manes.18G104400.v6.14.6177207 2.21E+00 4E-05 up yes pfam13664 DUF4149 Domain of unknown function (DUF4149).. GO:0070062|extracellular exosome;GO:0016021|integral component of membrane;. .

Manes.18G105100.v6.14.3728658 2.12858 5E-28 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G105200.v6.10.6809329 -0.55442 0.0088 down no pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0006857|oligopeptide transport;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.18G105600.v6.10.3508869 ####### 4E-06 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G105900.v6.11.852016 0.8891 0.0008 up no pfam00069 Pkinase Protein kinase domain.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.18G106000.v6.10.4128508 ####### 1E-14 down yes pfam02190 LON ATP-dependent protease La (LON) domain. This domain has been shown to be part of the PUA superfamily.. . . .

Manes.18G106800.v6.1Inf Inf 0.0109 up yes pfam01301 Glyco_hydro_35Glycosyl hydrolases family 35.GO:0005975|carbohydrate metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004565|beta-galactosidase activity;GO:0030246|carbohydrate binding;.

Manes.18G107100.v6.10.6504838 -0.62042 3E-05 down no pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;K00924

Manes.18G107500.v6.10.1575905 -2.66575 4E-10 down yes pfam06470 SMC_hinge SMC proteins Flexible Hinge Domain. This family represents the hinge region of the SMC (Structural Maintenance of Chromosomes) family of proteins. The hinge region is responsible for formation of the DNA interacting dimer. It is also possible that the precise structure of it is an essential determinant of the specificity of the DNA-protein interaction.GO:0051301|cell division;GO:0009790|embryo development;GO:0051321|meiotic cell cycle;GO:0007076|mitotic chromosome condensation;GO:0000070|mitotic sister chromatid segregation;GO:0005694|chromosome;GO:0005634|nucleus;GO:0005524|ATP binding;.

Manes.18G108000.v6.10.7695282 -0.37795 0.0021 down no pfam00488 MutS_V MutS domain V. This domain is found in proteins of the MutS family (DNA mismatch repair proteins) and is found associated with pfam01624, pfam05188, pfam05192 and pfam05190. The mutS family of proteins is named after the Salmonella typhimurium MutS protein involved in mismatch repair; other members of the family included the eukaryotic MSH 1,2,3, 4,5 and 6 proteins. These have various roles in DNA repair and recombination. Human MSH has been implicated in non-polyposis colorectal carcinoma (HNPCC) and is a mismatch binding protein. The aligned region corresponds with domain V of Thermus aquaticus MutS as characterized in, which contains a Walker A motif, and is structurally similar to the ATPase domain of ABC transporters.GO:0006298|mismatch repair;GO:0045910|negative regulation of DNA recombination;. GO:0005524|ATP binding;GO:0016887|ATPase activity;GO:0004519|endonuclease activity;GO:0030983|mismatched DNA binding;K07456

Manes.18G108100.v6.11.1688006 0.22503 0.5667 up no pfam04654 DUF599 Protein of unknown function, DUF599. This family includes several uncharacterized proteins.. . . .

Manes.18G108900.v6.11.4988208 5.84E-01 3E-05 up no pfam00957 SynaptobrevinSynaptobrevin.GO:0006810|transport;GO:0016021|integral component of membrane;. .

Manes.18G109100.v6.11.986923 0.99054 6E-11 up no pfam09835 DUF2062 Uncharacterized protein conserved in bacteria (DUF2062). This domain, found in various prokaryotic proteins, has no known function.. . . .

Manes.18G109700.v6.13.0600517 1.61356 4E-43 up yes pfam00501 AMP-bindingAMP-binding enzyme.GO:0006631|fatty acid metabolic process;. GO:0016874|ligase activity;.

Manes.18G110000.v6.1Inf Inf 0.4307 up no pfam03155 Alg6_Alg8 ALG6, ALG8 glycosyltransferase family. N-linked (asparagine-linked) glycosylation of proteins is mediated by a highly conserved pathway in eukaryotes, in which a lipid (dolichol phosphate)-linked oligosaccharide is assembled at the endoplasmic reticulum membrane prior to the transfer of the oligosaccharide moiety to the target asparagine residues. This oligosaccharide is composed of Glc(3)Man(9)GlcNAc(2). The addition of the three glucose residues is the final series of steps in the synthesis of the oligosaccharide precursor. Alg6 transfers the first glucose residue, and Alg8 transfers the second one. In the human alg6 gene, a C->T transition, which causes Ala333 to be replaced with Val, has been identified as the cause of a congenital disorder of glycosylation, designated as type Ic OMIM:603147.. . . .

Manes.18G111100.v6.12.8371548 1.50E+00 2E-18 up yes pfam07859 Abhydrolase_3alpha/beta hydrolase fold. This catalytic domain is found in a very wide range of enzymes.GO:0009860|pollen tube growth;. GO:0052689|carboxylic ester hydrolase activity;.

Manes.18G111600.v6.11.8029915 0.85039 6E-13 up no pfam01253 SUI1 Translation initiation factor SUI1.GO:0001731|formation of translation preinitiation complex;GO:0002192|IRES-dependent translational initiation;GO:0032790|ribosome disassembly;GO:0005737|cytoplasm;GO:0022627|cytosolic small ribosomal subunit;GO:0005654|nucleoplasm;GO:0003743|translation initiation factor activity;K15027

Manes.18G111800.v6.12.0952061 1.07E+00 5E-21 up yes pfam00350 Dynamin_N Dynamin family.GO:0006896|Golgi to vacuole transport;GO:0005829|cytosol;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016020|membrane;GO:0005874|microtubule;GO:0009524|phragmoplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0008289|lipid binding;K01528

Manes.18G112000.v6.12.777468 1.47377 3E-24 up yes pfam07738 Sad1_UNC Sad1 / UNC-like C-terminal. The C. elegans UNC-84 protein is a nuclear envelope protein that is involved in nuclear anchoring and migration during development. The S. pombe Sad1 protein localizes at the spindle pole body. UNC-84 and and Sad1 share a common C-terminal region, that is often termed the SUN (Sad1 and UNC) domain. In mammals, the SUN domain is present in two proteins, Sun1 and Sun2. The SUN domain of Sun2 has been demonstrated to be in the periplasm.GO:0034975|protein folding in endoplasmic reticulum;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.18G112700.v6.11.5391083 0.62209 7E-08 up no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0045292|mRNA cis splicing, via spliceosome;GO:0005829|cytosol;GO:0005634|nucleus;GO:0005686|U2 snRNP;GO:0071004|U2-type prespliceosome;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K12831

Manes.18G112800.v6.11.6285577 0.70359 2E-06 up no pfam14264 Glucos_trans_IIGlucosyl transferase GtrII. This family includes glucosyl transferase II from the Shigella phage SfII, which mediates seroconversion of S. flexneri when the phage is integrated into the host chromosome.. . . .

Manes.18G113500.v6.1Inf Inf 0.8764 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0046777|protein autophosphorylation;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0006979|response to oxidative stress;GO:0051403|stress-activated MAPK cascade;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G113600.v6.1Inf Inf 0.4066 up no pfam00069 Pkinase Protein kinase domain.GO:0043622|cortical microtubule organization;GO:0005737|cytoplasm;GO:0005874|microtubule;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;.

Manes.18G113700.v6.1Inf Inf 0.8764 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0030968|endoplasmic reticulum unfolded protein response;GO:0030010|establishment of cell polarity;GO:0035556|intracellular signal transduction;GO:0000165|MAPK cascade;GO:0030242|pexophagy;GO:0006468|protein phosphorylation;GO:0060237|regulation of fungal-type cell wall organization;GO:0010447|response to acidic pH;GO:0007584|response to nutrient;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004713|protein tyrosine kinase activity;K11229

Manes.18G114300.v6.1Inf Inf 0.3951 up no pfam00069 Pkinase Protein kinase domain.GO:0000186|activation of MAPKK activity;GO:0032147|activation of protein kinase activity;GO:0046777|protein autophosphorylation;GO:0042981|regulation of apoptotic process;GO:0007346|regulation of mitotic cell cycle;GO:0006979|response to oxidative stress;GO:0051403|stress-activated MAPK cascade;GO:0005737|cytoplasm;GO:0005524|ATP binding;GO:0004709|MAP kinase kinase kinase activity;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G114500.v6.10.2743802 ####### 3E-08 down yes pfam14432 DYW_deaminaseDYW family of nucleic acid deaminases. A family of nucleic acid deaminases prototyped by the plant PPR DYW proteins that are implicated in chloroplast and mitochondrial RNA transcript maturation by numerous C to U editing events. The name derives from the DYW motif present at the C-terminus of the classical plant PPR DYW deaminases. Members of this family are present in bacteria, plants, Naegleria, and fungi. Plants and Naegleria show lineage-specific expansions of this family. The classical DYW family contain an additional C-terminal metal-binding cluster composed of 2 histidines and a CxC motif and are often fused to PPR repeats. Ascomycete versions, which are independent lateral transfers, contain a large insert within the domain and are often fused to ankyrin repeats. Bacterial versions are predicted to function as toxins in polymorphic toxin systems.. . . .

Manes.18G114900.v6.12.5513652 1.35127 6E-14 up yes pfam01582 TIR TIR domain. The Toll/interleukin-1 receptor (TIR) homology domain is an intracellular signalling domain found in MyD88, interleukin 1 receptor and the Toll receptor. It contains three highly-conserved regions, and mediates protein-protein interactions between the Toll-like receptors (TLRs) and signal-transduction components. TIR-like motifs are also found in plant proteins thought to be involved in resistance to disease. When activated, TIR domains recruit cytoplasmic adaptor proteins MyD88 and TOLLIP (Toll interacting protein). In turn, these associate with various kinases to set off signalling cascades.GO:0042742|defense response to bacterium;GO:0009733|response to auxin;GO:0009862|systemic acquired resistance, salicylic acid mediated signaling pathway;GO:0005737|cytoplasm;GO:0005829|cytosol;GO:0005783|endoplasmic reticulum;GO:0043231|intracellular membrane-bounded organelle;GO:0005634|nucleus;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.18G115000.v6.10.6023975 ####### 0.0979 down no pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0007165|signal transduction;GO:0005737|cytoplasm;GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.18G115600.v6.1Inf Inf 0.1921 up no pfam11077 DUF2616 Protein of unknown function (DUF2616). This cysteine-rich family is expressed by the double-stranded Nucleopolyhedrovirus, a member of the Baculoviridae family of dsDNA viruses. The function is not known.. . . .

Manes.18G115700.v6.10.4016465 -1.316 1E-12 down yes pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0006281|DNA repair;GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0009507|chloroplast;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0000166|nucleotide binding;GO:0004672|protein kinase activity;.

Manes.18G116100.v6.11.6823437 0.75047 1E-09 up no pfam10323 7TM_GPCR_SrvSerpentine type 7TM GPCR chemoreceptor Srv. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srv is a member of the Srg superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.. . . .

Manes.18G116500.v6.10.6297996 ####### 4E-07 down no pfam09335 SNARE_assocSNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.18G117800.v6.10.8330039 ####### 0.1546 down no pfam00931 NB-ARC NB-ARC domain.GO:0009626|plant-type hypersensitive response;GO:0012505|endomembrane system;GO:0019897|extrinsic component of plasma membrane;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;K13457

Manes.18G118300.v6.10.637512 ####### 0.0006 down no pfam01302 CAP_GLY CAP-Gly domain. Cytoskeleton-associated proteins (CAPs) are involved in the organisation of microtubules and transportation of vesicles and organelles along the cytoskeletal network. A conserved motif, CAP-Gly, has been identified in a number of CAPs, including CLIP-170 and dynactins. The crystal structure of Caenorhabditis elegans F53F4.3 protein CAP-Gly domain was recently solved. The domain contains three beta-strands. The most conserved sequence, GKNDG, is located in two consecutive sharp turns on the surface, forming the entrance to a groove.GO:0009793|embryo development ending in seed dormancy;GO:0009507|chloroplast;. .

Manes.18G118400.v6.1Inf Inf 0.8798 up no pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G118600.v6.11.7246642 7.86E-01 1E-09 up no pfam12697 Abhydrolase_6Alpha/beta hydrolase family. This family contains alpha/beta hydrolase enzymes of diverse specificity.GO:0006482|protein demethylation;. GO:0051722|protein C-terminal methylesterase activity;GO:0051721|protein phosphatase 2A binding;K13617

Manes.18G119400.v6.10.6189997 ####### 2E-06 down no pfam13806 Rieske_2 Rieske-like [2Fe-2S] domain.. . . .

Manes.18G119500.v6.1NA NA NA -- no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0009873|ethylene-activated signaling pathway;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G119600.v6.181.03231 6.34E+00 2E-14 up yes pfam00106 adh_short short chain dehydrogenase. This family contains a wide variety of dehydrogenases.GO:0006694|steroid biosynthetic process;GO:0016021|integral component of membrane;GO:0016491|oxidoreductase activity;.

Manes.18G119800.v6.10.6966587 -0.52148 0.0002 down no pfam00361 Oxidored_q1 NADH-Ubiquinone/plastoquinone (complex I), various chains. This family is part of complex I which catalyses the transfer of two electrons from NADH to ubiquinone in a reaction that is associated with proton translocation across the membrane.GO:0042773|ATP synthesis coupled electron transport;GO:0019684|photosynthesis, light reaction;GO:0006810|transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0008137|NADH dehydrogenase (ubiquinone) activity;GO:0048038|quinone binding;.



Manes.18G120000.v6.1Inf Inf 0.0634 up no pfam12630 Pox_polyA_pol_NPoxvirus poly(A) polymerase N-terminal domain. This domain is found at the N-terminus of the pox virus Poly(A) polymerase protein. According to SCOP this domain contains a helix-hairpin-helix motif.. . . .

Manes.18G120600.v6.1Inf Inf 0.4066 up no pfam00724 Oxidored_FMNNADH:flavin oxidoreductase / NADH oxidase family.GO:0031408|oxylipin biosynthetic process;. GO:0010181|FMN binding;GO:0016491|oxidoreductase activity;.

Manes.18G120900.v6.10.335084 -1.57741 4E-18 down yes pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0016042|lipid catabolic process;GO:0005576|extracellular region;GO:0016788|hydrolase activity, acting on ester bonds;.

Manes.18G122100.v6.10.7645644 -0.38729 0.013 down no pfam04678 DUF607 Protein of unknown function, DUF607. This family represents a conserved region found in several uncharacterized eukaryotic proteins.. GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005262|calcium channel activity;.

Manes.18G122300.v6.10.198475 ####### 1E-26 down yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0006974|cellular response to DNA damage stimulus;GO:0032508|DNA duplex unwinding;GO:0006310|DNA recombination;GO:0006281|DNA repair;GO:0006260|DNA replication;GO:0009432|SOS response;GO:0043590|bacterial nucleoid;GO:0005737|cytoplasm;GO:0030894|replisome;GO:0017117|single-stranded DNA-dependent ATP-dependent DNA helicase complex;GO:0005524|ATP binding;GO:0043140|ATP-dependent 3'-5' DNA helicase activity;GO:0004003|ATP-dependent DNA helicase activity;GO:0016887|ATPase activity;GO:0003677|DNA binding;GO:0008094|DNA-dependent ATPase activity;GO:0017116|single-stranded DNA-dependent ATP-dependent DNA helicase activity;GO:0046914|transition metal ion binding;GO:0008270|zinc ion binding;K03654

Manes.18G122400.v6.10.4597558 ####### 2E-16 down yes pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. . . .

Manes.18G122600.v6.10.2973173 ####### 6E-10 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G123400.v6.10.2346399 ####### 4E-37 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.18G123900.v6.10.4123138 -1.27819 3E-21 down yes pfam11909 NdhN NADH-quinone oxidoreductase cyanobacterial subunit N. The proton-pumping NADH:ubiquinone oxidoreductase catalyzes the electron transfer from NADH to ubiquinone linked with proton translocation across the membrane. It is the largest, most complex and least understood of the respiratory chain enzymes and is referred to as Complex I. The subunit composition of the enzyme varies between groups of organisms. Complex I originating from mammalian mitochondria contains 45 different proteins, whereas in bacteria, the corresponding complex NDH-1 consists of 14 different polypeptides. Homologues of these 14 proteins are found among subunits of the mitochondrial complex I, and therefore bacterial NDH-1 might be considered a model proton-pumping NADH dehydrogenase with a minimal set of subunits. Escherichia coli NDH-1 readily disintegrates into 3 subcomplexes: a water-soluble NADH dehydrogenase fragment (NuoE, -F, and -G),the connecting fragment (NuoB, -C, -D, and -I), and the membrane fragment (NuoA, -H, -J, -K, -L, -M, GO:0006810|transport;GO:0042651|thylakoid membrane;GO:0016655|oxidoreductase activity, acting on NAD(P)H, quinone or similar compound as acceptor;GO:0048038|quinone binding;K05585

Manes.18G125300.v6.11.2729627 3.48E-01 0.1383 up no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G125600.v6.10.4843168 -1.04598 8E-12 down yes pfam04192 Utp21 Utp21 specific WD40 associated putative domain. Utp21 is a subunit of U3 snoRNP, which is essential for synthesis of 18S rRNA.GO:0030516|regulation of axon extension;GO:0050896|response to stimulus;GO:0001895|retina homeostasis;GO:0006364|rRNA processing;GO:0007601|visual perception;GO:0005730|nucleolus;GO:0034388|Pwp2p-containing subcomplex of 90S preribosome;GO:0032040|small-subunit processome;GO:0044822|poly(A) RNA binding;K14554

Manes.18G126200.v6.15.5505538 2.47263 0.0158 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.18G127000.v6.10.9089778 ####### 0.2801 down no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0000184|nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0006364|rRNA processing;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K12823

Manes.18G127700.v6.10.6215055 ####### 2E-06 down no pfam00698 Acyl_transf_1Acyl transferase domain.GO:0006633|fatty acid biosynthetic process;GO:0008152|metabolic process;GO:0005739|mitochondrion;GO:0004314|[acyl-carrier-protein] S-malonyltransferase activity;GO:0044822|poly(A) RNA binding;GO:0016740|transferase activity;K00645

Manes.18G128500.v6.1Inf Inf 0.8764 up no pfam10949 DUF2777 Protein of unknown function (DUF2777). This family of proteins with unknown function appears to be restricted to Bacillus cereus.. . . .

Manes.18G130300.v6.1Inf Inf 0.3951 up no pfam12544 LAM_C Lysine-2,3-aminomutase. This domain family is found in bacteria, archaea and eukaryotes, and is typically between 111 and 127 amino acids in length. The family is found in association with pfam04055. LAM catalyses the interconversion of L-alpha-lysine and L-beta-lysine, which proceeds by migration of the amino group from C2 to C3 concomitant with cross-migration of the 3-pro-R hydrogen of L-alpha-lysine to the 2-pro-R position of L-beta-lysine.. . . .

Manes.18G130800.v6.1NA NA NA -- no pfam05731 TROVE TROVE domain. This presumed domain is found in TEP1 and Ro60 proteins, that are RNA-binding components of Telomerase, Ro and Vault RNPs. This domain has been named TROVE, (after Telomerase, Ro and Vault). This domain is probably RNA-binding.. . . .

Manes.18G131400.v6.1Inf Inf 0.8764 up no pfam04633 Herpes_BMRF2Herpesvirus BMRF2 protein.. . . .

Manes.18G131700.v6.1NA NA NA -- no pfam03743 TrbI Bacterial conjugation TrbI-like protein. Although not essential for conjugation, the TrbI protein greatly increase the conjugational efficiency.. . . .

Manes.18G132200.v6.1NA NA NA -- no pfam03281 Mab-21 Mab-21 protein. This family contains Mab-21 and Mab-21 like proteins. In C. elegans these proteins are required for several aspects of embryonic development.. . . .

Manes.18G132400.v6.1Inf Inf 0.8764 up no pfam02516 STT3 Oligosaccharyl transferase STT3 subunit. This family consists of the oligosaccharyl transferase STT3 subunit and related proteins. The STT3 subunit is part of the oligosaccharyl transferase (OTase) complex of proteins and is required for its activity. In eukaryotes, OTase transfers a lipid-linked core-oligosaccharide to selected asparagine residues in the ER. In the archaea STT3 occurs alone, rather than in an OTase complex, and is required for N-glycosylation of asparagines.. . . .

Manes.18G132500.v6.1Inf Inf 0.8764 up no pfam14015 DUF4231 Protein of unknown function (DUF4231). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea, eukaryotes and viruses. Proteins in this family are typically between 148 and 288 amino acids in length.. . . .

Manes.18G133800.v6.1Inf Inf 0.8764 up no pfam13440 Polysacc_synt_3Polysaccharide biosynthesis protein.. . . .

Manes.18G134800.v6.1Inf Inf 0.8764 up no pfam03291 Pox_MCEL mRNA capping enzyme. This family of enzymes are related to pfam03919.. . . .

Manes.18G135100.v6.1Inf Inf 0.8798 up no pfam01496 V_ATPase_I V-type ATPase 116kDa subunit family. This family consists of the 116kDa V-type ATPase (vacuolar (H+)-ATPases) subunits, as well as V-type ATP synthase subunit i. The V-type ATPases family are proton pumps that acidify intracellular compartments in eukaryotic cells for example yeast central vacuoles, clathrin-coated and synaptic vesicles. They have important roles in membrane trafficking processes. The 116kDa subunit (subunit a) in the V-type ATPase is part of the V0 functional domain responsible for proton transport. The a subunit is a transmembrane glycoprotein with multiple putative transmembrane helices it has a hydrophilic amino terminal and a hydrophobic carboxy terminal. It has roles in proton transport and assembly of the V-type ATPase complex. This subunit is encoded by two homologous gene in yeast VPH1 and STV1.. . . .

Manes.18G135300.v6.1Inf Inf 0.8798 up no pfam14015 DUF4231 Protein of unknown function (DUF4231). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea, eukaryotes and viruses. Proteins in this family are typically between 148 and 288 amino acids in length.. . . .

Manes.18G136300.v6.1Inf Inf 0.8764 up no pfam07716 bZIP_2 Basic region leucine zipper.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.18G136400.v6.12.2207777 1.15106 4E-13 up yes pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0009738|abscisic acid-activated signaling pathway;GO:0050832|defense response to fungus;GO:0006470|protein dephosphorylation;GO:0009620|response to fungus;GO:0009611|response to wounding;GO:0005634|nucleus;GO:0009536|plastid;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.18G136500.v6.10.7017864 -0.5109 2E-05 down no pfam00638 Ran_BP1 RanBP1 domain.GO:0051028|mRNA transport;GO:0000060|protein import into nucleus, translocation;GO:0005643|nuclear pore;. K15306

Manes.18G136900.v6.11.3790837 0.46371 0.0007 up no pfam15268 Dapper Dapper. This is a family of signalling proteins. They act in a diverse range of signaling pathways and have a range of binding partners. They act as homo- and heterodimers.GO:0016567|protein ubiquitination;GO:0005829|cytosol;GO:0016874|ligase activity;GO:0008270|zinc ion binding;.

Manes.18G137700.v6.10.7907645 -0.33868 0.0074 down no pfam01926 MMR_HSR1 50S ribosome-binding GTPase. The full-length GTPase protein is required for the complete activity of the protein of interacting with the 50S ribosome and binding of both adenine and guanine nucleotides, with a preference for guanine nucleotide.GO:0000917|barrier septum assembly;. GO:0005525|GTP binding;GO:0003924|GTPase activity;GO:0000287|magnesium ion binding;K03978

Manes.18G138800.v6.10.8461456 ####### 0.0613 down no pfam01416 PseudoU_synth_1tRNA pseudouridine synthase. Involved in the formation of pseudouridine at the anticodon stem and loop of transfer-RNAs Pseudouridine is an isomer of uridine (5-(beta-D-ribofuranosyl) uracil, and id the most abundant modified nucleoside found in all cellular RNAs. The TruA-like proteins also exhibit a conserved sequence with a strictly conserved aspartic acid, likely involved in catalysis.GO:0001522|pseudouridine synthesis;GO:0008033|tRNA processing;. GO:0009982|pseudouridine synthase activity;GO:0003723|RNA binding;K06173

Manes.18G138900.v6.11.0722551 0.10065 0.3725 up no pfam13234 rRNA_proc-archrRNA-processing arch domain. Mtr4 is the essential RNA helicase, and is an exosome-activating cofactor. This arch domain is carried in Mtr4 and Ski2 (the cytosolic homologue of Mtr4). The arch domain is required for proper 5.8S rRNA processing, and appears to function independently of canonical helicase activity.GO:0000460|maturation of 5.8S rRNA;GO:0006397|mRNA processing;GO:0006401|RNA catabolic process;GO:0008380|RNA splicing;GO:0071013|catalytic step 2 spliceosome;GO:0000178|exosome (RNase complex);GO:0005730|nucleolus;GO:0005654|nucleoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0044822|poly(A) RNA binding;GO:0003724|RNA helicase activity;K12598

Manes.18G139300.v6.13.3371967 1.74E+00 1E-46 up yes pfam00069 Pkinase Protein kinase domain.GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.18G139600.v6.10.4743139 ####### 1E-07 down yes pfam04859 DUF641 Plant protein of unknown function (DUF641). Plant protein of unknown function.. . . .

Manes.18G139800.v6.10.944827 ####### 0.4886 down no pfam01873 eIF-5_eIF-2BDomain found in IF2B/IF5. This family includes the N terminus of eIF-5, and the C terminus of eIF-2 beta. This region corresponds to the whole of the archaebacterial eIF-2 beta homologue. The region contains a putative zinc binding C4 finger.. . GO:0046872|metal ion binding;GO:0003743|translation initiation factor activity;.

Manes.18G140300.v6.10.8412403 -0.24941 0.132 down no pfam06320 GCN5L1 GCN5-like protein 1 (GCN5L1). This family consists of several eukaryotic GCN5-like protein 1 (GCN5L1) sequences. The function of this family is unknown.GO:0016197|endosomal transport;GO:0045324|late endosome to vacuole transport;GO:0048364|root development;GO:0031083|BLOC-1 complex;GO:0005768|endosome;GO:0005739|mitochondrion;. .

Manes.18G140800.v6.10.672722 ####### 9E-07 down no pfam00385 Chromo Chromo (CHRromatin Organisation MOdifier) domain.GO:0009658|chloroplast organization;GO:0045037|protein import into chloroplast stroma;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0031897|Tic complex;. .

Manes.18G140900.v6.1Inf Inf 0.2198 up no pfam03732 Retrotrans_gagRetrotransposon gag protein. Gag or Capsid-like proteins from LTR retrotransposons. There is a central motif QGXXEXXXXXFXXLXXH that is common to Retroviridae gag-proteins, but is poorly conserved.. . . .

Manes.18G141000.v6.10.6659267 ####### 6E-07 down no pfam05879 RHD3 Root hair defective 3 GTP-binding protein (RHD3). This family consists of several eukaryotic root hair defective 3 like GTP-binding proteins. It has been speculated that the RHD3 protein is a member of a novel class of GTP-binding proteins that is widespread in eukaryotes and required for regulated cell enlargement. The family also contains the homologous yeast synthetic enhancement of YOP1 (SEY1) protein which is involved in membrane trafficking.GO:0009658|chloroplast organization;GO:0045037|protein import into chloroplast stroma;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0016021|integral component of membrane;GO:0016020|membrane;GO:0009536|plastid;GO:0031897|Tic complex;. .

Manes.18G141100.v6.1NA NA NA -- no pfam00098 zf-CCHC Zinc knuckle. The zinc knuckle is a zinc binding motif composed of the the following CX2CX4HX4C where X can be any amino acid. The motifs are mostly from retroviral gag proteins (nucleocapsid). Prototype structure is from HIV. Also contains members involved in eukaryotic gene regulation, such as C. elegans GLH-1. Structure is an 18-residue zinc finger.. . . .

Manes.18G141500.v6.11.4433533 5.29E-01 0.0002 up no pfam02535 Zip ZIP Zinc transporter. The ZIP family consists of zinc transport proteins and many putative metal transporters. The main contribution to this family is from the Arabidopsis thaliana ZIP protein family these proteins are responsible for zinc uptake in the plant. Also found within this family are C. elegans proteins of unknown function which are annotated as being similar to human growth arrest inducible gene product, although this protein in not found within this family.GO:0009624|response to nematode;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005385|zinc ion transmembrane transporter activity;.

Manes.18G141800.v6.10.7050024 ####### 8E-05 down no pfam01591 6PF2K 6-phosphofructo-2-kinase. This enzyme occurs as a bifunctional enzyme with fructose-2,6-bisphosphatase. The bifunctional enzyme catalyses both the synthesis and degradation of fructose-2,6-bisphosphate, a potent regulator of glycolysis. This enzyme contains a P-loop motif.GO:0006003|fructose 2,6-bisphosphate metabolic process;GO:0006002|fructose 6-phosphate metabolic process;GO:0006000|fructose metabolic process;GO:0043609|regulation of carbon utilization;GO:0005829|cytosol;GO:0005886|plasma membrane;GO:0003873|6-phosphofructo-2-kinase activity;GO:0005524|ATP binding;GO:0004331|fructose-2,6-bisphosphate 2-phosphatase activity;GO:2001070|starch binding;K01103

Manes.18G141900.v6.10.8408507 ####### 0.0612 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0007623|circadian rhythm;GO:0009809|lignin biosynthetic process;GO:0009409|response to cold;GO:0005829|cytosol;GO:0016621|cinnamoyl-CoA reductase activity;GO:0050662|coenzyme binding;.

Manes.18G142600.v6.10.5026023 -0.99251 2E-06 down no pfam00119 ATP-synt_A ATP synthase A chain.GO:0015986|ATP synthesis coupled proton transport;GO:0009535|chloroplast thylakoid membrane;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0045263|proton-transporting ATP synthase complex, coupling factor F(o);GO:0046933|proton-transporting ATP synthase activity, rotational mechanism;.

Manes.18G142700.v6.10.8053083 -0.31239 0.1945 down no pfam05297 Herpes_LMP1Herpesvirus latent membrane protein 1 (LMP1). This family consists of several latent membrane protein 1 or LMP1s mostly from Epstein-Barr virus. LMP1 of EBV is a 62-65 kDa plasma membrane protein possessing six membrane spanning regions, a short cytoplasmic N-terminus and a long cytoplasmic carboxy tail of 200 amino acids. EBV latent membrane protein 1 (LMP1) is essential for EBV-mediated transformation and has been associated with several cases of malignancies. EBV-like viruses in Cynomolgus monkeys (Macaca fascicularis) have been associated with high lymphoma rates in immunosuppressed monkeys. . . .

Manes.18G142900.v6.11.3496104 0.43254 0.0014 up no pfam00153 Mito_carr Mitochondrial carrier protein.GO:0034755|iron ion transmembrane transport;GO:0048250|mitochondrial iron ion transport;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0005381|iron ion transmembrane transporter activity;K15113

Manes.18G143800.v6.10.171691 ####### 4E-45 down yes pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0007275|multicellular organismal development;GO:0005618|cell wall;GO:0005576|extracellular region;. .

Manes.18G144100.v6.10.3279647 ####### 6E-11 down yes pfam05557 MAD Mitotic checkpoint protein. This family consists of several eukaryotic mitotic checkpoint (Mitotic arrest deficient or MAD) proteins. The mitotic spindle checkpoint monitors proper attachment of the bipolar spindle to the kinetochores of aligned sister chromatids and causes a cell cycle arrest in prometaphase when failures occur. Multiple components of the mitotic spindle checkpoint have been identified in yeast and higher eukaryotes. In S.cerevisiae, the existence of a Mad1-dependent complex containing Mad2, Mad3, Bub3 and Cdc20 has been demonstrated.GO:0009902|chloroplast relocation;GO:0009507|chloroplast;GO:0009707|chloroplast outer membrane;. .

Manes.18G144500.v6.10.5418141 -0.88413 3E-10 down no pfam07714 Pkinase_Tyr Protein tyrosine kinase.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.18G145100.v6.10.6561012 -0.60801 0.0013 down no pfam13855 LRR_8 Leucine rich repeat.. . . K10268

Manes.S000300.v6.10.7956189 -0.32985 0.1248 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S001000.v6.10.5020872 -0.99399 1E-08 down no pfam00150 Cellulase Cellulase (glycosyl hydrolase family 5).GO:0005975|carbohydrate metabolic process;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.S001200.v6.12.0926419 1.06533 1E-12 up yes pfam00069 Pkinase Protein kinase domain.. . GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S001500.v6.1 3.567883 1.84E+00 3E-14 up yes pfam13639 zf-RING_2 Ring finger domain.GO:0016567|protein ubiquitination;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.S001700.v6.10.2763598 ####### 4E-07 down yes pfam07971 Glyco_hydro_92Glycosyl hydrolase family 92. Members of this family are alpha-1,2-mannosidases, enzymes which remove alpha-1,2-linked mannose residues from Man(9)(GlcNAc)(2) by hydrolysis. They are critical for the maturation of N-linked oligosaccharides and ER-associated degradation.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.S001800.v6.10.4554129 ####### 1E-14 down yes pfam00759 Glyco_hydro_9Glycosyl hydrolase family 9.GO:0071555|cell wall organization;GO:0030245|cellulose catabolic process;GO:0005576|extracellular region;GO:0030246|carbohydrate binding;GO:0008810|cellulase activity;.

Manes.S002700.v6.12.0388012 1.03E+00 0.3678 up no pfam14223 UBN2 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.S004300.v6.10.8743028 -0.1938 0.2955 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S005000.v6.18.1487988 3.02659 0.0729 up no pfam00450 Peptidase_S10Serine carboxypeptidase.. . . .

Manes.S006300.v6.10.8061833 ####### 0.2202 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.S007300.v6.10.9756085 ####### 0.8849 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S007900.v6.10.8102698 ####### 0.147 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S008200.v6.10.6720662 -0.57332 0.0001 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. . . .

Manes.S008400.v6.10.5552753 -0.84872 2E-12 down no pfam10604 Polyketide_cyc2Polyketide cyclase / dehydrase and lipid transport. This family contains polyketide cylcases/dehydrases which are enzymes involved in polyketide synthesis. It also includes other proteins of the START superfamily.GO:0009738|abscisic acid-activated signaling pathway;GO:0043086|negative regulation of catalytic activity;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0009737|response to abscisic acid;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0010427|abscisic acid binding;GO:0042803|protein homodimerization activity;GO:0004864|protein phosphatase inhibitor activity;GO:0004872|receptor activity;K14496

Manes.S008500.v6.10.2516155 -1.99071 2E-46 down yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0016021|integral component of membrane;GO:0004650|polygalacturonase activity;.

Manes.S008600.v6.11.8398276 0.87957 8E-15 up no pfam13771 zf-HC5HC2HPHD-like zinc-binding domain. The members of this family are annotated as containing PHD domain, but the zinc-binding region here is not typical of PHD domains. The conformation here is a well-conserved cysteine-histidine rich region spanning 90 residues, where the Cys and His are arranged as HxxC(31)CxxC(6)CxxCxxxxCxxxxHxxC (21)CxxH.. . . .

Manes.S009000.v6.12.2876847 1.19389 7E-16 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0043231|intracellular membrane-bounded organelle;GO:0047215|indole-3-acetate beta-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;K13692

Manes.S010000.v6.1NA NA NA -- no pfam06167 Peptidase_M90Glucose-regulated metallo-peptidase M90. MtfA (earlier known as YeeI) is a transcription factor A that binds Mlc (make large colonies), itself a repressor of glucose and hence a protein important in regulation of the phosphoenolpyruvate:glucose-phosphotransferase (ptsG) system, the major glucose transporter in E.coli. Mlc is a repressor of ptsG, and MtfA is found to bind and inactivate Mlc with high affinity. The membrane-bound protein EIICBGlc encoded by the ptsG gene is the major glucose transporter in Escherichia coli. MtfA is found to be a glucose-regulated peptidase, whose activity is regulated by binding to Mlc available in the cytoplasm, which in turn has been released from EIICBGlc during times when no glucose is taken up. A physiologically relevant target for this peptidase is not yet known.. . . .

Manes.S010400.v6.1Inf Inf 0.8798 up no pfam14291 DUF4371 Domain of unknown function (DUF4371).. GO:0005634|nucleus;GO:0003676|nucleic acid binding;GO:0008270|zinc ion binding;.

Manes.S010700.v6.15.1637989 2.37E+00 3E-33 up yes pfam13414 TPR_11 TPR repeat. . . . .

Manes.S013100.v6.10.8147215 -0.29562 0.0253 down no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. . GO:0047655|allyl-alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.S013200.v6.11.5521301 6.34E-01 9E-08 up no pfam04825 Rad21_Rec8_NN terminus of Rad21 / Rec8 like protein. This family represents a conserved N-terminal region found in eukaryotic cohesins of the Rad21, Rec8 and Scc1 families. Members of this family mediate sister chromatid cohesion during mitosis and meiosis, as part of the cohesin complex. Cohesion is necessary for homologous recombination (including double-strand break repair) and correct chromatid segregation. These proteins may also be involved in chromosome condensation. Dissociation at the metaphase to anaphase transition causes loss of cohesion and chromatid segregation.GO:0051301|cell division;GO:0070601|centromeric sister chromatid cohesion;GO:0007067|mitotic nuclear division;GO:0007062|sister chromatid cohesion;GO:0000775|chromosome, centromeric region;GO:0000228|nuclear chromosome;. K06670

Manes.S013300.v6.17.6424383 2.93403 0.0103 up yes pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.S013500.v6.11.4294684 0.51548 4E-05 up no pfam03371 PRP38 PRP38 family. Members of this family are related to the pre mRNA splicing factor PRP38 from yeast. Therefore all the members of this family could be involved in splicing. This conserved region could be involved in RNA binding. The putative domain is about 180 amino acids in length. PRP38 is a unique component of the U4/U6.U5 tri-small nuclear ribonucleoprotein (snRNP) particle and is necessary for an essential step late in spliceosome maturation.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0005681|spliceosomal complex;. K12849

Manes.S013700.v6.1NA NA NA -- no pfam03333 PapB Adhesin biosynthesis transcription regulatory protein. This family includes PapB, DaaA, FanA, FanB, and AfaA.. . . .

Manes.S013900.v6.12.6526479 1.41E+00 0.0639 up no pfam00462 Glutaredoxin Glutaredoxin. GO:0045454|cell redox homeostasis;GO:0005886|plasma membrane;GO:0009055|electron carrier activity;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.S014200.v6.1 0.267039 ####### 6E-15 down yes pfam00332 Glyco_hydro_17Glycosyl hydrolases family 17.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0006952|defense response;GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005886|plasma membrane;GO:0042973|glucan endo-1,3-beta-D-glucosidase activity;.

Manes.S015500.v6.10.2835235 -1.81846 1E-05 down yes pfam03106 WRKY WRKY DNA -binding domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0044212|transcription regulatory region DNA binding;.

Manes.S016000.v6.1Inf Inf 0.1154 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S016100.v6.1Inf Inf 0.8798 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S016500.v6.10.7042163 ####### 0.0004 down no pfam02348 CTP_transf_3Cytidylyltransferase. This family consists of two main Cytidylyltransferase activities: 1) 3-deoxy-manno-octulosonate cytidylyltransferase,, EC:2.7.7.38 catalyzing the reaction:- CTP + 3-deoxy-D-manno-octulosonate <=> diphosphate + CMP-3-deoxy-D-manno-octulosonate, 2) acylneuraminate cytidylyltransferase EC:2.7.7.43, catalyzing the reaction:- CTP + N-acylneuraminate <=> diphosphate + CMP-N-acylneuraminate. NeuAc cytydilyltransferase of Mannheimia haemolytica has been characterized describing kinetics and regulation by substrate charge, energetic charge and amino-sugar demand.GO:0009877|nodulation;. GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.S016800.v6.19.6818692 3.27529 2E-07 up yes pfam00413 Peptidase_M10Matrixin. The members of this family are enzymes that cleave peptides. These proteases require zinc for catalysis.. GO:0031012|extracellular matrix;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.S017700.v6.11.7444075 8.03E-01 2E-08 up no pfam02181 FH2 Formin Homology 2 Domain.. . GO:0004721|phosphoprotein phosphatase activity;.

Manes.S017800.v6.10.6523758 ####### 2E-07 down no pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.S018200.v6.10.8128524 ####### 0.2316 down no pfam04484 DUF566 Family of unknown function (DUF566). Family of related proteins that is plant specific.. . . .

Manes.S018300.v6.10.8440576 ####### 0.0324 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S018500.v6.10.2006517 -2.31723 8E-19 down yes pfam03547 Mem_trans Membrane transport protein. This family includes auxin efflux carrier proteins and other transporter proteins from all domains of life.GO:0010315|auxin efflux;GO:0010252|auxin homeostasis;GO:0009926|auxin polar transport;GO:0009734|auxin-activated signaling pathway;GO:0009555|pollen development;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0010329|auxin efflux transmembrane transporter activity;K13947



Manes.S019100.v6.12.1422527 1.10E+00 0.8182 up no pfam11894 DUF3414 Protein of unknown function (DUF3414). This family of proteins are functionally uncharacterized. The family is found in eukaryotes and has a conserved LLG sequence motif.. . . .

Manes.S019200.v6.11.9985225 9.99E-01 7E-08 up no pfam10167 NEP Uncharacterized conserved protein. This is the N-terminal 80 residues of a family of proteins conserved from plants to humans. It contains a characteristic NEP sequence motif. The function is not known.. . . .

Manes.S019500.v6.12.8280226 1.49979 5E-39 up yes pfam00450 Peptidase_S10Serine carboxypeptidase.. GO:0005829|cytosol;GO:0005576|extracellular region;GO:0005773|vacuole;GO:0004185|serine-type carboxypeptidase activity;K16298

Manes.S020100.v6.110.166913 3.34581 1E-27 up yes pfam04450 BSP Peptidase of plants and bacteria. These basic secretory proteins (BSPs) are believed to be part of the plants defence mechanism against pathogens.. . GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.S020200.v6.1 3.396529 1.76E+00 2E-05 up yes pfam04450 BSP Peptidase of plants and bacteria. These basic secretory proteins (BSPs) are believed to be part of the plants defence mechanism against pathogens.. . GO:0046872|metal ion binding;GO:0008237|metallopeptidase activity;.

Manes.S020400.v6.10.7677714 -0.38125 0.0141 down no pfam13855 LRR_8 Leucine rich repeat.GO:0009793|embryo development ending in seed dormancy;GO:0009755|hormone-mediated signaling pathway;GO:0090558|plant epidermis development;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S021300.v6.111.215513 3.49E+00 3E-21 up yes pfam00413 Peptidase_M10Matrixin. The members of this family are enzymes that cleave peptides. These proteases require zinc for catalysis.. GO:0031012|extracellular matrix;GO:0004222|metalloendopeptidase activity;GO:0008270|zinc ion binding;.

Manes.S022200.v6.10.4771681 -1.06743 2E-19 down yes pfam13868 Trichoplein tumor suppressor, Mitostatin. Trichoplein or mitostatin, was first defined as a meiosis-specific nuclear structural protein. It has since been linked with mitochondrial movement. It is associated with the mitochondrial outer membrane, and over-expression leads to reduction in mitochondrial motility whereas lack of it enhances mitochondrial movement. The activity appears to be mediated through binding the mitochondria to the actin intermediate filaments (IFs).. . . .

Manes.S022600.v6.17.1278099 2.83E+00 4E-113 up yes pfam00719 PyrophosphataseInorganic pyrophosphatase.GO:0006796|phosphate-containing compound metabolic process;GO:0005737|cytoplasm;GO:0004427|inorganic diphosphatase activity;GO:0000287|magnesium ion binding;K01507

Manes.S022800.v6.10.4303134 -1.21654 3E-12 down yes pfam14559 TPR_19 Tetratricopeptide repeat.. . . .

Manes.S022900.v6.11.5979326 0.67621 3E-09 up no pfam08295 Sin3_corepressSin3 family co-repressor. This domain is found on transcriptional regulators. It forms interactions with histone deacetylases.GO:0016575|histone deacetylation;GO:0000122|negative regulation of transcription from RNA polymerase II promoter;GO:0006351|transcription, DNA-templated;GO:0000785|chromatin;GO:0005829|cytosol;GO:0000118|histone deacetylase complex;GO:0001106|RNA polymerase II transcription corepressor activity;.

Manes.S023900.v6.1Inf Inf 0.8798 up no pfam06124 DUF960 Staphylococcal protein of unknown function (DUF960). This family consists of several hypothetical proteins from several species of Staphylococcus. The function of this family is unknown.. . . .

Manes.S024500.v6.10.3504571 ####### 0.0061 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.S024600.v6.10.2713926 -1.88155 6E-14 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.. . GO:0008171|O-methyltransferase activity;.

Manes.S024800.v6.10.4576956 -1.12754 2E-05 down yes pfam13639 zf-RING_2 Ring finger domain.GO:0009688|abscisic acid biosynthetic process;GO:0009687|abscisic acid metabolic process;GO:0016567|protein ubiquitination;GO:0010200|response to chitin;GO:0009739|response to gibberellin;GO:0006970|response to osmotic stress;GO:0009651|response to salt stress;GO:0016021|integral component of membrane;GO:0016874|ligase activity;GO:0008270|zinc ion binding;K16285

Manes.S024900.v6.11.4353859 5.21E-01 0.0357 up no pfam13639 zf-RING_2 Ring finger domain.GO:0009738|abscisic acid-activated signaling pathway;GO:0009789|positive regulation of abscisic acid-activated signaling pathway;GO:0016567|protein ubiquitination;GO:0047484|regulation of response to osmotic stress;GO:0009651|response to salt stress;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;GO:0008270|zinc ion binding;K16282

Manes.S025000.v6.12.1220535 1.08546 3E-05 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009718|anthocyanin-containing compound biosynthetic process;. GO:0047213|anthocyanidin 3-O-glucosyltransferase activity;.

Manes.S025300.v6.135.388417 5.15E+00 4E-48 up yes pfam00046 Homeobox Homeobox domain.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.S025700.v6.11.6818569 7.50E-01 8E-11 up no pfam03514 GRAS GRAS domain family. Proteins in the GRAS (GAI, RGA, SCR) family are known as major players in gibberellin (GA) signaling, which regulates various aspects of plant growth and development. Mutation of the SCARECROW (SCR) gene results in a radial pattern defect, loss of a ground tissue layer, in the root. The PAT1 protein is involved in phytochrome A signal transduction. A sequence, structure and evolutionary analysis showed that the GRAS family emerged in bacteria and belongs to the Rossmann-fold, AdoMET (SAM)-dependent methyltransferase superfamily. All bacterial, and a subset of plant GRAS proteins, are predicted to be active and function as small-molecule methylases. Several plant GRAS proteins lack one or more AdoMet (SAM)-binding residues while preserving their substrate-binding residues. Although GRAS proteins are implicated to function as transcriptional factors, the above analysis suggests that they instead might either  modify or bind small molecules.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;. .

Manes.S026100.v6.1Inf Inf 0.8764 up no pfam13456 RVT_3 Reverse transcriptase-like. This domain is found in plants and appears to be part of a retrotransposon.. . . .

Manes.S026200.v6.1 0.854678 ####### 0.0999 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S026400.v6.11.6001185 6.78E-01 8E-09 up no pfam00789 UBX UBX domain. This domain is present in ubiquitin-regulatory proteins and is a general Cdc48-interacting module.. GO:0005783|endoplasmic reticulum;GO:0005811|lipid particle;. K18726

Manes.S026500.v6.11.3901157 0.47521 4E-05 up no pfam00069 Pkinase Protein kinase domain.GO:0048573|photoperiodism, flowering;GO:0009911|positive regulation of flower development;GO:0046777|protein autophosphorylation;GO:0006468|protein phosphorylation;GO:0009909|regulation of flower development;GO:0010228|vegetative to reproductive phase transition of meristem;GO:0005634|nucleus;GO:0005524|ATP binding;GO:0042802|identical protein binding;GO:0004672|protein kinase activity;GO:0004674|protein serine/threonine kinase activity;K08867

Manes.S026700.v6.1 0.938395 -0.09173 0.6236 down no pfam04878 Baculo_p48 Baculovirus P48 protein.. . . .

Manes.S026800.v6.10.6533869 -0.61399 2E-07 down no pfam00476 DNA_pol_A DNA polymerase family A.GO:0071897|DNA biosynthetic process;GO:0006281|DNA repair;GO:0006264|mitochondrial DNA replication;GO:0033259|plastid DNA replication;GO:0009507|chloroplast;GO:0005739|mitochondrion;GO:0008408|3'-5' exonuclease activity;GO:0003677|DNA binding;GO:0003887|DNA-directed DNA polymerase activity;K02335

Manes.S027400.v6.12.9876688 1.58E+00 1E-21 up yes pfam00107 ADH_zinc_NZinc-binding dehydrogenase.GO:0009809|lignin biosynthetic process;. GO:0045551|cinnamyl-alcohol dehydrogenase activity;GO:0052747|sinapyl alcohol dehydrogenase activity;GO:0008270|zinc ion binding;.

Manes.S027600.v6.1Inf Inf 0.1145 up no pfam00657 Lipase_GDSLGDSL-like Lipase/Acylhydrolase.GO:0009820|alkaloid metabolic process;. GO:0033879|acetylajmaline esterase activity;.

Manes.S029400.v6.1 1.472242 5.58E-01 3E-05 up no pfam05971 Methyltransf_10Protein of unknown function (DUF890). This family consists of several conserved hypothetical proteins from both eukaryotes and prokaryotes. The function of this family is unknown.GO:0070475|rRNA base methylation;GO:0005634|nucleus;GO:0052907|23S rRNA (adenine(1618)-N(6))-methyltransferase activity;K11393

Manes.S029900.v6.12.2398582 1.16E+00 4E-17 up yes pfam00388 PI-PLC-X Phosphatidylinositol-specific phospholipase C, X domain. This associates with pfam00387 to form a single structural unit.GO:0006629|lipid metabolic process;. GO:0008081|phosphoric diester hydrolase activity;.

Manes.S030400.v6.10.8039678 ####### 0.1427 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S030800.v6.11.0455002 6.42E-02 0.5856 up no pfam00071 Ras Ras family. Includes sub-families Ras, Rab, Rac, Ral, Ran, Rap Ypt1 and more. Shares P-loop motif with GTP_EFTU, arf and myosin_head. See pfam00009 pfam00025, pfam00063. As regards Rab GTPases, these are important regulators of vesicle formation, motility and fusion. They share a fold in common with all Ras GTPases: this is a six-stranded beta-sheet surrounded by five alpha-helices.GO:0006886|intracellular protein transport;GO:0032482|Rab protein signal transduction;GO:0005768|endosome;GO:0005886|plasma membrane;GO:0005774|vacuolar membrane;GO:0005525|GTP binding;GO:0003924|GTPase activity;K07904

Manes.S030900.v6.10.6141904 -0.70324 0.0001 down no pfam00459 Inositol_P Inositol monophosphatase family.GO:0016311|dephosphorylation;GO:0006021|inositol biosynthetic process;GO:0046854|phosphatidylinositol phosphorylation;. GO:0008934|inositol monophosphate 1-phosphatase activity;GO:0052832|inositol monophosphate 3-phosphatase activity;GO:0052833|inositol monophosphate 4-phosphatase activity;GO:0052834|inositol monophosphate phosphatase activity;GO:0000287|magnesium ion binding;K10047

Manes.S031400.v6.10.8706857 -0.19978 0.1611 down no pfam02508 Rnf-Nqr Rnf-Nqr subunit, membrane protein. This is a family of integral membrane proteins including Rhodobacter-specific nitrogen fixation (rnf) proteins RnfA and RnfE and Na+-translocating NADH:ubiquinone oxidoreductase (Na+-NQR) subunits NqrD and NqrE.. . . .

Manes.S031700.v6.10.5618782 -0.83167 1E-08 down no pfam06217 GAGA_bind GAGA binding protein-like family. This family includes gbp a protein from Soybean that binds to GAGA element dinucleotide repeat DNA. It seems likely that the this domain mediates DNA binding. This putative domain contains several conserved cysteines and a histidine suggesting this may be a zinc-binding DNA interaction domain.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;.

Manes.S031800.v6.10.5951101 -0.74877 5E-07 down no pfam00485 PRK Phosphoribulokinase / Uridine kinase family. In Arabidopsis the region carries two binding domains, a phosphoribosylpyrophosphate-binding domain and, at the very C-terminus, a uracil-binding domain.GO:0042742|defense response to bacterium;GO:0019253|reductive pentose-phosphate cycle;GO:0009409|response to cold;GO:0009735|response to cytokinin;GO:0048046|apoplast;GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0016020|membrane;GO:0010319|stromule;GO:0009579|thylakoid;GO:0005524|ATP binding;GO:0008974|phosphoribulokinase activity;K00855

Manes.S031900.v6.10.6493618 -0.62291 4E-05 down no pfam02115 Rho_GDI RHO protein GDP dissociation inhibitor.GO:0009932|cell tip growth;GO:0010053|root epidermal cell differentiation;GO:0005737|cytoplasm;GO:0005096|GTPase activator activity;GO:0005094|Rho GDP-dissociation inhibitor activity;K12462

Manes.S033200.v6.10.1181474 -3.08134 4E-08 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.S033700.v6.12.6689487 1.41627 0.0217 up yes pfam03542 Tuberin Tuberin. Tuberous sclerosis complex (TSC) is an autosomal dominant disorder and is characterized by the presence of hamartomas in many organs, such as brain, skin, heart, lung, and kidney. It is caused by mutation either TSC1 or TSC2 tumor suppressor gene. The TSC2 gene codes for tuberin and interacts with hamartin pfam04388, containing two coiled-coil regions, which have been shown to mediate binding to tuberin. These two proteins function within the same pathway(s) regulating cell cycle, cell growth, adhesion, and vesicular trafficking.. . . .

Manes.S034000.v6.11.0456409 0.06439 0.9151 up no pfam00501 AMP-bindingAMP-binding enzyme.. . GO:0005524|ATP binding;GO:0016874|ligase activity;.

Manes.S034100.v6.14.9888098 2.32E+00 8E-13 up yes pfam07887 Calmodulin_bindCalmodulin binding protein-like. The members of this family are putative or actual calmodulin binding proteins expressed by various plant species. Some members are known to be involved in the induction of plant defence responses. However, their precise function in this regards is as yet unknown.. . . .

Manes.S034200.v6.1 0.85466 ####### 0.2171 down no pfam00847 AP2 AP2 domain. This 60 amino acid residue domain can bind to DNA and is found in transcription factor proteins.GO:0048825|cotyledon development;GO:0009736|cytokinin-activated signaling pathway;GO:0009873|ethylene-activated signaling pathway;GO:0048366|leaf development;GO:0042991|transcription factor import into nucleus;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S034400.v6.10.2088346 -2.25957 0.0001 down yes pfam00583 Acetyltransf_1Acetyltransferase (GNAT) family. This family contains proteins with N-acetyltransferase functions such as Elp3-related proteins.. . GO:0008080|N-acetyltransferase activity;.

Manes.S034800.v6.1Inf Inf 0.8798 up no pfam03096 Ndr Ndr family. This family consists of proteins from different gene families: Ndr1/RTP/Drg1, Ndr2, and Ndr3. Their similarity was previously noted. The precise molecular and cellular function of members of this family is still unknown. Yet, they are known to be involved in cellular differentiation events. The Ndr1 group was the first to be discovered. Their expression is repressed by the proto-oncogenes N-myc and c-myc, and in line with this observation, Ndr1 protein expression is down-regulated in neoplastic cells, and is reactivated when differentiation is induced by chemicals such as retinoic acid. Ndr2 and Ndr3 expression is not under the control of N-myc or c-myc. Ndr1 expression is also activated by several chemicals: tunicamycin and homocysteine induce Ndr1 in human umbilical endothelial cells; nickel induces Ndr1 in several cell types. Members of this family are found in wide variety of multicellular eukaryotes, including an Ndr1 type protein in Helianthus annuus (sunflower), known as Sf21. Interestingly. . . .

Manes.S034900.v6.10.6086702 ####### 9E-09 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S035000.v6.11.9945736 0.99608 0.0021 up no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S035100.v6.12.3752004 1.25E+00 3E-17 up yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S035500.v6.14.0210994 2.00759 1E-57 up yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S035600.v6.1 0.765744 -0.38507 0.0033 down no pfam01459 Porin_3 Eukaryotic porin.. GO:0005741|mitochondrial outer membrane;GO:0046930|pore complex;GO:0015288|porin activity;GO:0008308|voltage-gated anion channel activity;K15040

Manes.S036100.v6.1 1.580491 0.66037 8E-05 up no pfam01425 Amidase Amidase. . GO:0005829|cytosol;GO:0004040|amidase activity;GO:0016884|carbon-nitrogen ligase activity, with glutamine as amido-N-donor;K01426

Manes.S037700.v6.15.9900397 2.58257 4E-16 up yes pfam03168 LEA_2 Late embryogenesis abundant protein. Different types of LEA proteins are expressed at different stages of late embryogenesis in higher plant seed embryos and under conditions of dehydration stress. The function of these proteins is unknown. This family represents a group of LEA proteins that appear to be distinct from those in pfam02987. The family DUF1511, pfam07427, has now been merged into this family.. . . .

Manes.S038100.v6.1Inf Inf 0.2166 up no pfam00407 Bet_v_1 Pathogenesis-related protein Bet v I family. This family is named after Bet v 1, the major birch pollen allergen. This protein belongs to family 10 of plant pathogenesis-related proteins (PR-10), cytoplasmic proteins of 15-17 kd that are wide-spread among dicotyledonous plants. In recent years, a number of diverse plant proteins with low sequence similarity to Bet v 1 was identified. A classification by sequence similarity yielded several subfamilies related to PR-10: - Pathogenesis-related proteins PR-10: These proteins were identified as major tree pollen allergens in birch and related species (hazel, alder), as plant food allergens expressed in high levels in fruits, vegetables and seeds (apple, celery, hazelnut), and as pathogenesis-related proteins whose expression is induced by pathogen infection, wounding, or abiotic stress. Hyp-1, an enzyme involved in the synthesis of the bioactive naphthodianthrone hypericin in St. John's wort (Hypericum perforatum) also belongs to this family. Most of these proteinGO:0006952|defense response;GO:0009607|response to biotic stimulus;. . .

Manes.S038500.v6.1Inf Inf 0.064 up no pfam07114 DUF1370 Protein of unknown function (DUF1370). This family consists of several hypothetical eukaryotic proteins of around 200 residues in length. Members of this family seem to be specific to mammals and their function is unknown.. GO:0009507|chloroplast;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;GO:0004713|protein tyrosine kinase activity;.

Manes.S039000.v6.10.6134847 -0.7049 1E-05 down no pfam04749 PLAC8 PLAC8 family. This family includes the Placenta-specific gene 8 protein.. GO:0016021|integral component of membrane;. .

Manes.S039200.v6.14.7868659 2.26E+00 2E-52 up yes pfam00582 Usp Universal stress protein family. The universal stress protein UspA is a small cytoplasmic bacterial protein whose expression is enhanced when the cell is exposed to stress agents. UspA enhances the rate of cell survival during prolonged exposure to such conditions, and may provide a general "stress endurance" activity. The crystal structure of Haemophilus influenzae UspA reveals an alpha/beta fold similar to that of the Methanococcus jannaschii MJ0577 protein, which binds ATP, though UspA lacks ATP-binding activity.. . . .

Manes.S039300.v6.13.8804316 1.96E+00 3E-14 up yes pfam00521 DNA_topoisoIVDNA gyrase/topoisomerase IV, subunit A.. . . .

Manes.S039400.v6.10.6416268 -0.64019 0.0078 down no pfam00643 zf-B_box B-box zinc finger.GO:0009785|blue light signaling pathway;GO:0045892|negative regulation of transcription, DNA-templated;GO:0009640|photomorphogenesis;GO:0010017|red or far-red light signaling pathway;GO:0009909|regulation of flower development;GO:0006355|regulation of transcription, DNA-templated;GO:0010200|response to chitin;GO:0006351|transcription, DNA-templated;GO:0005737|cytoplasm;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S041100.v6.10.7071596 -0.49989 0.0287 down no pfam02518 HATPase_c Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase. This family represents the structurally related ATPase domains of histidine kinase, DNA gyrase B and HSP90.GO:0009736|cytokinin-activated signaling pathway;GO:0009553|embryo sac development;GO:0010105|negative regulation of ethylene-activated signaling pathway;GO:0018106|peptidyl-histidine phosphorylation;GO:0010087|phloem or xylem histogenesis;GO:0000160|phosphorelay signal transduction system;GO:0080117|secondary growth;GO:0023014|signal transduction by protein phosphorylation;GO:0005783|endoplasmic reticulum;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0009927|histidine phosphotransfer kinase activity;GO:0000155|phosphorelay sensor kinase activity;GO:0004673|protein histidine kinase activity;GO:0042803|protein homodimerization activity;.

Manes.S041500.v6.10.1147703 ####### 5E-09 down yes pfam05910 DUF868 Plant protein of unknown function (DUF868). This family consists of several hypothetical proteins from Arabidopsis thaliana and Oryza sativa. The function of this family is unknown.. . . .

Manes.S041600.v6.10.3523053 ####### 1E-16 down yes pfam14309 DUF4378 Domain of unknown function (DUF4378).. . . .

Manes.S042800.v6.1Inf Inf 0.0061 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.S043000.v6.116.040993 4.00369 0.0024 up yes pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.S043300.v6.1Inf Inf 0.1921 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.S043600.v6.1Inf Inf 0.8764 up no pfam14244 UBN2_3 gag-polypeptide of LTR copia-type. This family is found in Plants and fungi, and contains LTR-polyproteins, or retrotransposons of the copia-type.. . . .

Manes.S044200.v6.1Inf Inf 0.8798 up no pfam00646 F-box F-box domain. This domain is approximately 50 amino acids long, and is usually found in the N-terminal half of a variety of proteins. Two motifs that are commonly found associated with the F-box domain are the leucine rich repeats (LRRs; pfam00560 and pfam07723) and the WD repeat (pfam00400). The F-box domain has a role in mediating protein-protein interactions in a variety of contexts, such as polyubiquitination, transcription elongation, centromere binding and translational repression.. . . .

Manes.S044800.v6.10.9494073 -0.0749 0.5965 down no pfam13346 ABC2_membrane_5ABC-2 family transporter protein. This family is related to the ABC-2 membrane transporter family pfam01061.. . . .

Manes.S044900.v6.10.1233201 -3.01952 2E-07 down yes pfam09716 ETRAMP Malarial early transcribed membrane protein (ETRAMP). These sequences represent a family of proteins from the malaria parasite Plasmodium falciparum, several of which have been shown to be expressed specifically in the ring stage as well as the rodent parasite Plasmodium yoelii. A homologue from Plasmodium chabaudi was localized to the parasitophorous vacuole membrane. Members have an initial hydrophobic, Phe/Tyr-rich, stretch long enough to span the membrane, a highly charged region rich in Lys, a second putative transmembrane region and a second highly charged, low complexity sequence region. Some members have up to 100 residues of additional C-terminal sequence. These genes have been shown to be found in the sub-telomeric regions of both Plasmodium falciparum and P. yoelii chromosomes.. . . .

Manes.S045100.v6.18.6285783 3.11E+00 8E-24 up yes pfam00182 Glyco_hydro_19Chitinase class I.GO:0016998|cell wall macromolecule catabolic process;GO:0006032|chitin catabolic process;GO:0006952|defense response;GO:0000272|polysaccharide catabolic process;. GO:0008061|chitin binding;GO:0004568|chitinase activity;.

Manes.S045600.v6.11.5359377 6.19E-01 8E-06 up no pfam04012 PspA_IM30 PspA/IM30 family. This family includes PspA a protein that suppresses sigma54-dependent transcription. The PspA protein, a negative regulator of the Escherichia coli phage shock psp operon, is produced when virulence factors are exported through secretins in many Gram-negative pathogenic bacteria and its homologue in plants, VIPP1, plays a critical role in thylakoid biogenesis, essential for photosynthesis. Activation of transcription by the enhancer-dependent bacterial sigma(54) containing RNA polymerase occurs through ATP hydrolysis-driven protein conformational changes enabled by activator proteins that belong to the large AAA(+) mechanochemical protein family. It has been shown that PspA directly and specifically acts upon and binds to the AAA(+) domain of the PspF transcription activator.GO:0010027|thylakoid membrane organization;GO:0016050|vesicle organization;GO:0016032|viral process;GO:0009706|chloroplast inner membrane;GO:0009570|chloroplast stroma;GO:0009535|chloroplast thylakoid membrane;GO:0009508|plastid chromosome;. K03969

Manes.S046100.v6.10.4719219 -1.08338 1E-16 down yes pfam02033 RBFA Ribosome-binding factor A.GO:0042254|ribosome biogenesis;GO:0006364|rRNA processing;GO:0009507|chloroplast;. K02834

Manes.S046500.v6.10.7158956 -0.48218 0.1786 down no pfam10432 bact-PGI_C Bacterial phospho-glucose isomerase C-terminal region. This is the C-terminal half of a bacterial phospho-glucose isomerase EC:5.3.1.9 protein which is similar to eukaryote homologues to the extent that the sequence includes the cluster of threonines and serines that forms the sugar phosphate-binding site in conventional PGI. This domain contributes a good proportion of the active catalytic site residues. This PGI uses the same catalytic mechanisms for both glucose ring-opening and isomerization for the interconversion of glucose 6-phosphate to fructose 6-phosphate. It is associated with family SIS, pfam01380.. . . .

Manes.S046800.v6.1Inf Inf 0.8798 up no pfam09427 DUF2014 Domain of unknown function (DUF2014). This domain is found at the C terminal of a family of ER membrane bound transcription factors called sterol regulatory element binding proteins (SREBP).. . . .

Manes.S046900.v6.1Inf Inf 0.8764 up no pfam09174 Maf1 Maf1 regulator. Maf1 is a negative regulator of RNA polymerase III. It targets the initiation factor TFIIIB.. . . .

Manes.S047100.v6.10.5814577 -0.78225 0.1866 down no pfam14164 YqzH YqzH-like protein. The YqzH-like protein family includes the B. subtilis YqzH protein, which is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 60 amino acids in length.. . . .

Manes.S047300.v6.12.6029119 1.38013 1E-32 up yes pfam01643 Acyl-ACP_TEAcyl-ACP thioesterase. This family consists of various acyl-acyl carrier protein (ACP) thioesterases (TE) these terminate fatty acyl group extension via hydrolysing an acyl group on a fatty acid.GO:0006633|fatty acid biosynthetic process;GO:0009507|chloroplast;GO:0016790|thiolester hydrolase activity;.

Manes.S047500.v6.14.4245868 2.14554 0.0652 up no pfam12819 Malectin_like Carbohydrate-binding protein of the ER. Malectin is a membrane-anchored protein of the endoplasmic reticulum that recognizes and binds Glc2-N-glycan. The domain is found on a number of plant receptor kinases.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S047600.v6.1Inf Inf 0.0351 up no pfam08263 LRRNT_2 Leucine rich repeat N-terminal domain. Leucine Rich Repeats pfam00560 are short sequence motifs present in a number of proteins with diverse functions and cellular locations. Leucine Rich Repeats are often flanked by cysteine rich domains. This domain is often found at the N-terminus of tandem leucine rich repeats.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0004672|protein kinase activity;.

Manes.S047900.v6.10.4357686 -1.19837 0.0023 down yes pfam09128 RGS-like Regulator of G protein signalling-like domain. Members of this family adopt a structure consisting of twelve helices that fold into a compact domain that contains the overall structural scaffold observed in other RGS proteins and three additional helical elements that pack closely to it. Helices 1-9 comprise the RGS (pfam00615) fold, in which helices 4-7 form a classic antiparallel bundle adjacent to the other helices. Like other RGS structures, helices 7 and 8 span the length of the folded domain and form essentially one continuous helix with a kink in the middle. Helices 10-12 form an apparently stable C-terminal extension of the structural domain, and although other RGS proteins lack this structure, these elements are intimately associated with the rest of the structural framework by hydrophobic interactions. Members of the family bind to active G-alpha proteins, promoting GTP hydrolysis by the alpha subunit of heterotrimeric G proteins, thereby inactivating the G protein and rapidly switching off G protei. . . .

Manes.S048000.v6.11.6204731 6.96E-01 7E-10 up no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.S048100.v6.11.7253142 7.87E-01 3E-11 up no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;.

Manes.S048300.v6.12.1576939 1.10949 2E-09 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006952|defense response;GO:0009737|response to abscisic acid;GO:0009723|response to ethylene;GO:0009620|response to fungus;GO:0009753|response to jasmonic acid;GO:0009651|response to salt stress;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09422

Manes.S048400.v6.13.1105269 1.64E+00 6E-12 up yes pfam00010 HLH Helix-loop-helix DNA-binding domain.GO:1902448|positive regulation of shade avoidance;GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S049000.v6.12.1916433 1.13201 2E-17 up yes pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.GO:0016973|poly(A)+ mRNA export from nucleus;GO:0009737|response to abscisic acid;GO:0009409|response to cold;GO:0009408|response to heat;GO:0010501|RNA secondary structure unwinding;GO:0005737|cytoplasm;GO:0005635|nuclear envelope;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004004|ATP-dependent RNA helicase activity;GO:0003723|RNA binding;GO:0003724|RNA helicase activity;GO:0008186|RNA-dependent ATPase activity;K18655

Manes.S049800.v6.10.5295612 -0.91713 0.0038 down no pfam10674 Ycf54 Protein of unknown function (DUF2488). This protein is conserved in the green lineage and located in the chloroplast.. GO:0009507|chloroplast;. .

Manes.S050800.v6.1Inf Inf 0.1154 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S051300.v6.1 42.18341 5.40E+00 8E-07 up yes pfam03936 Terpene_synth_CTerpene synthase family, metal binding domain. It has been suggested that this gene family be designated tps (for terpene synthase). It has been split into six subgroups on the basis of phylogeny, called tpsa-tpsf. tpsa includes vetispiridiene synthase, 5-epi- aristolochene synthase, and (+)-delta-cadinene synthase. tpsb includes (-)-limonene synthase. tpsc includes kaurene synthase A. tpsd includes taxadiene synthase, pinene synthase, and myrcene synthase. tpse includes kaurene synthase B. tpsf includes linalool synthase.GO:0009686|gibberellin biosynthetic process;GO:0009507|chloroplast;GO:0009899|ent-kaurene synthase activity;GO:0000287|magnesium ion binding;.

Manes.S051500.v6.11.4338305 5.20E-01 0.0203 up no pfam09335 SNARE_assocSNARE associated Golgi protein. This is a family of SNARE associated Golgi proteins. The yeast member of this family localizes with the t-SNARE Tlg2.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.S051900.v6.1Inf Inf 0.0023 up yes pfam00257 Dehydrin Dehydrin. GO:0006950|response to stress;GO:0009415|response to water;. . .

Manes.S052200.v6.1 1.586832 0.66615 4E-07 up no pfam04832 SOUL SOUL heme-binding protein. This family represents a group of putative heme-binding proteins. Our family includes archaeal and bacterial homologues.GO:0010917|negative regulation of mitochondrial membrane potential;GO:0035794|positive regulation of mitochondrial membrane permeability;GO:0010940|positive regulation of necrotic cell death;GO:0005737|cytoplasm;GO:0070062|extracellular exosome;GO:0005739|mitochondrion;. .



Manes.S052500.v6.12.8920125 1.53E+00 2E-24 up yes pfam00069 Pkinase Protein kinase domain.GO:0048544|recognition of pollen;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0005516|calmodulin binding;GO:0030246|carbohydrate binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S052900.v6.10.6211171 ####### 4E-08 down no pfam04147 Nop14 Nop14-like family. Emg1 and Nop14 are novel proteins whose interaction is required for the maturation of the 18S rRNA and for 40S ribosome production.GO:0000480|endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447|endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472|endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490|maturation of SSU-rRNA;GO:0000462|maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042274|ribosomal small subunit biogenesis;GO:0006364|rRNA processing;GO:0030686|90S preribosome;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0030692|Noc4p-Nop14p complex;GO:0005730|nucleolus;GO:0005634|nucleus;GO:0032040|small-subunit processome;GO:0019899|enzyme binding;GO:0044822|poly(A) RNA binding;GO:0030515|snoRNA binding;K14766

Manes.S053300.v6.15.5810546 2.48E+00 1E-26 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.S054000.v6.1Inf Inf 0.3951 up no pfam13855 LRR_8 Leucine rich repeat.GO:0016032|viral process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S054500.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S054700.v6.1NA NA NA -- no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S054800.v6.1Inf Inf 0.8764 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S054900.v6.1 2.182251 1.12582 0.8514 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S055800.v6.10.2601152 ####### 2E-08 down yes pfam01357 Pollen_allerg_1Pollen allergen. This family contains allergens lol PI, PII and PIII from Lolium perenne.GO:0009664|plant-type cell wall organization;GO:0006949|syncytium formation;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0016020|membrane;. .

Manes.S056600.v6.1 3.217207 1.68581 5E-47 up yes pfam00806 PUF Pumilio-family RNA binding repeat. Puf repeats (aka PUM-HD, Pumilio homology domain) are necessary and sufficient for sequence specific RNA binding in fly Pumilio and worm FBF-1 and FBF-2. Both proteins function as translational repressors in early embryonic development by binding sequences in the 3' UTR of target mRNAs (e.g. the nanos response element (NRE) in fly Hunchback mRNA, or the point mutation element (PME) in worm fem-3 mRNA). Other proteins that contain Puf domains are also plausible RNA binding proteins. S. cerevisiae JSN1, for instance, appears to also contain a single RRM domain by HMM analysis. Puf domains usually occur as a tandem repeat of 8 domains. The Pfam model does not necessarily recognize all 8 repeats in all sequences; some sequences appear to have 5 or 6 repeats on initial analysis, but further analysis suggests the presence of additional divergent repeats. Structures of PUF repeat proteins show they consist of a two helix structure.GO:0006417|regulation of translation;GO:0005829|cytosol;GO:0005773|vacuole;GO:0003729|mRNA binding;.

Manes.S056700.v6.11.6199082 6.96E-01 1E-06 up no pfam02453 Reticulon Reticulon. Reticulon, also know as neuroendocrine-specific protein (NSP), is a protein of unknown function which associates with the endoplasmic reticulum. This family represents the C-terminal domain of the three reticulon isoforms and their homologues.. GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;. .

Manes.S057600.v6.1Inf Inf 0.3951 up no pfam10325 7TM_GPCR_SrzSerpentine type 7TM GPCR chemoreceptor Srz. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srz is a solo families amongst the superfamilies of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'. The genes encoding Srz appear to be under strong adaptive evolutionary pressure.. . . .

Manes.S057800.v6.10.3865705 -1.3712 2E-10 down yes pfam00141 peroxidase Peroxidase. GO:0042744|hydrogen peroxide catabolic process;GO:0006979|response to oxidative stress;GO:0005576|extracellular region;GO:0020037|heme binding;GO:0046872|metal ion binding;GO:0004601|peroxidase activity;K00430

Manes.S057900.v6.1Inf Inf 0.0304 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S058400.v6.1 1.494127 0.5793 4E-07 up no pfam00400 WD40 WD domain, G-beta repeat.. GO:0005829|cytosol;GO:0043234|protein complex;. .

Manes.S058800.v6.10.7872417 -0.34512 0.0036 down no pfam00004 AAA ATPase family associated with various cellular activities (AAA). AAA family proteins often perform chaperone-like functions that assist in the assembly, operation, or disassembly of protein complexes.GO:0006635|fatty acid beta-oxidation;GO:0016558|protein import into peroxisome matrix;GO:0005778|peroxisomal membrane;GO:0005524|ATP binding;GO:0042623|ATPase activity, coupled;K13338

Manes.S059700.v6.10.1796332 -2.47687 0.0289 down yes pfam01098 FTSW_RODA_SPOVECell cycle protein. This entry includes the following members; FtsW, RodA, SpoVE. . . .

Manes.S059800.v6.10.3873045 -1.36846 0.012 down yes pfam01436 NHL NHL repeat. The NHL (NCL-1, HT2A and LIN-41) repeat is found in multiple tandem copies. It is about 40 residues long and resembles the WD repeat pfam00400. The repeats have a catalytic activity in bovine PAM (peptidyl-glycine alpha-amidating monooxygenase), proteolysis has shown that the Peptidyl-alpha-hydroxyglycine alpha-amidating lyase (PAL) activity is localized to the repeats. Human E3 ubiquitin-protein ligase TRIM32 interacts with the activation domain of Tat. This interaction is me diated by the NHL repeats.. . . .

Manes.S059900.v6.10.5801958 ####### 8E-09 down no pfam02705 K_trans K+ potassium transporter. This is a family of K+ potassium transporters that are conserved across phyla, having both bacterial (KUP), yeast (HAK), and plant (AtKT) sequences as members.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0015079|potassium ion transmembrane transporter activity;K03549

Manes.S061000.v6.10.6029368 ####### 0.0004 down no pfam01370 Epimerase NAD dependent epimerase/dehydratase family. This family of proteins utilize NAD as a cofactor. The proteins in this family use nucleotide-sugar substrates for a variety of chemical reactions.GO:0009555|pollen development;GO:0010584|pollen exine formation;GO:0048316|seed development;GO:0080110|sporopollenin biosynthetic process;GO:0005783|endoplasmic reticulum;GO:0005634|nucleus;GO:0050662|coenzyme binding;GO:0016491|oxidoreductase activity;.

Manes.S061300.v6.15.0483291 2.34E+00 6E-89 up yes pfam00046 Homeobox Homeobox domain.GO:0009735|response to cytokinin;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;K09338

Manes.S061400.v6.10.3489868 -1.51876 1E-16 down yes pfam00722 Glyco_hydro_16Glycosyl hydrolases family 16.GO:0042546|cell wall biogenesis;GO:0071555|cell wall organization;GO:0009414|response to water deprivation;GO:0010411|xyloglucan metabolic process;GO:0048046|apoplast;GO:0005618|cell wall;GO:0004553|hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0016762|xyloglucan:xyloglucosyl transferase activity;K08235

Manes.S062500.v6.17.7883694 2.96132 4E-05 up yes pfam00249 Myb_DNA-bindingMyb-like DNA-binding domain. This family contains the DNA binding domains from Myb proteins, as well as the SANT domain family.GO:0006355|regulation of transcription, DNA-templated;GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;K09422

Manes.S062800.v6.1 0.468405 -1.09417 3E-07 down yes pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S063000.v6.10.8584487 -0.2202 0.098 down no pfam03947 Ribosomal_L2_CRibosomal Proteins L2, C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02938

Manes.S063200.v6.10.2626805 -1.92862 6E-28 down yes pfam00931 NB-ARC NB-ARC domain.GO:0071446|cellular response to salicylic acid stimulus;GO:0006952|defense response;GO:0051607|defense response to virus;GO:0009626|plant-type hypersensitive response;GO:0002230|positive regulation of defense response to virus by host;GO:0009416|response to light stimulus;GO:0051707|response to other organism;GO:0005886|plasma membrane;GO:0043531|ADP binding;GO:0005524|ATP binding;GO:0000166|nucleotide binding;.

Manes.S063500.v6.10.1411843 -2.82435 0.0008 down yes pfam04578 DUF594 Protein of unknown function, DUF594.. . . .

Manes.S064900.v6.11.4009582 0.48641 0.0063 up no pfam04818 CTD_bind RNA polymerase II-binding domain. This domain binds to the phosphorylated C-terminal domain (CTD) of RNA polymerase II.GO:0009908|flower development;GO:0006379|mRNA cleavage;GO:0006378|mRNA polyadenylation;GO:0006397|mRNA processing;GO:0009911|positive regulation of flower development;GO:0006369|termination of RNA polymerase II transcription;GO:0005737|cytoplasm;GO:0005849|mRNA cleavage factor complex;GO:0005634|nucleus;GO:0046872|metal ion binding;GO:0003729|mRNA binding;GO:0000993|RNA polymerase II core binding;K14400

Manes.S065400.v6.11.8658774 9.00E-01 3E-14 up no pfam00198 2-oxoacid_dh2-oxoacid dehydrogenases acyltransferase (catalytic domain). These proteins contain one to three copies of a lipoyl binding domain followed by the catalytic domain.GO:0033512|L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0006099|tricarboxylic acid cycle;GO:0016020|membrane;GO:0005739|mitochondrion;GO:0045252|oxoglutarate dehydrogenase complex;GO:0004149|dihydrolipoyllysine-residue succinyltransferase activity;GO:0008270|zinc ion binding;K00658

Manes.S065800.v6.10.5901242 -0.76091 2E-10 down no pfam00514 Arm Armadillo/beta-catenin-like repeat. Approx. 40 amino acid repeat. Tandem repeats form super-helix of helices that is proposed to mediate interaction of beta-catenin with its ligands. CAUTION: This family does not contain all known armadillo repeats.. . GO:0016874|ligase activity;GO:0004842|ubiquitin-protein transferase activity;.

Manes.S066000.v6.1 0.411199 ####### 5E-14 down yes pfam00403 HMA Heavy-metal-associated domain.. . . .

Manes.S066300.v6.10.5812675 -0.78273 2E-10 down no pfam10174 Cast RIM-binding protein of the cytomatrix active zone. This is a family of proteins that form part of the CAZ (cytomatrix at the active zone) complex which is involved in determining the site of synaptic vesicle fusion. The C-terminus is a PDZ-binding motif that binds directly to RIM (a small G protein Rab-3A effector). The family also contains four coiled-coil domains.. . . .

Manes.S066400.v6.10.5738687 -0.80121 0.0005 down no pfam10250 O-FucT GDP-fucose protein O-fucosyltransferase. This is a family of conserved proteins representing the enzyme responsible for adding O-fucose to EGF (epidermal growth factor-like) repeats. Six highly conserved cysteines are present in O-FucT-1 as well as a DXD-like motif (ERD), conserved in mammals, Drosophila, and C. elegans. Both features are characteristic of several glycosyltransferase families. The enzyme is a membrane-bound protein released by proteolysis and, as for most glycosyltransferases, is strongly activated by manganese.. GO:0005768|endosome;GO:0005794|Golgi apparatus;GO:0000139|Golgi membrane;GO:0016021|integral component of membrane;GO:0005802|trans-Golgi network;GO:0016757|transferase activity, transferring glycosyl groups;.

Manes.S066500.v6.11.2477704 0.31935 0.0061 up no pfam00270 DEAD DEAD/DEAH box helicase. Members of this family include the DEAD and DEAH box helicases. Helicases are involved in unwinding nucleic acids. The DEAD box helicases are involved in various aspects of RNA metabolizm, including nuclear transcription, pre mRNA splicing, ribosome biogenesis, nucleocytoplasmic transport, translation, RNA decay and organellar gene expression.. . GO:0005524|ATP binding;GO:0004386|helicase activity;GO:0003723|RNA binding;K14777

Manes.S067000.v6.1NA NA NA -- no pfam03045 DAN DAN domain. This domain contains 9 conserved cysteines and is extracellular. Therefore the cysteines may form disulphide bridges. This family of proteins has been termed the DAN family after the first member to be reported. This family includes DAN, Cerberus and Gremlin. The gremlin protein is an antagonist of bone morphogenetic protein signaling. It is postulated that all members of this family antagonise different TGF beta pfam00019 ligands. Recent work shows that the DAN protein is not an efficient antagonist of BMP-2/4 class signals, we found that DAN was able to interact with GDF-5 in a frog embryo assay, suggesting that DAN may regulate signaling by the GDF-5/6/7 class of BMPs in vivo.. . . .

Manes.S068000.v6.10.6720195 -0.57343 0.0263 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.S068800.v6.10.7255615 -0.46283 0.1037 down no pfam13365 Trypsin_2 Trypsin-like peptidase domain. This family includes trypsin like peptidase domains.. . GO:0004252|serine-type endopeptidase activity;.

Manes.S070000.v6.1Inf Inf 0.8764 up no pfam14093 DUF4271 Domain of unknown function (DUF4271). This family of integral membrane proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are typically between 221 and 326 amino acids in length.. . . .

Manes.S070700.v6.1Inf Inf 0.8764 up no pfam04526 DUF568 Protein of unknown function (DUF568). Family of uncharacterized plant proteins.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0046872|metal ion binding;.

Manes.S071500.v6.10.5976436 -0.74264 9E-06 down no pfam11379 DUF3182 Protein of unknown function (DUF3182). This family of proteins with unknown function appears to be restricted to Proteobacteria.. . . .

Manes.S073500.v6.11.0222364 0.03173 0.8906 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0006171|cAMP biosynthetic process;. GO:0004016|adenylate cyclase activity;.

Manes.S073900.v6.11.0231322 3.30E-02 0.8529 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. GO:0005739|mitochondrion;. .

Manes.S074300.v6.10.2468038 -2.01856 2E-29 down yes pfam02469 Fasciclin Fasciclin domain. This extracellular domain is found repeated four times in grasshopper fasciclin I as well as in proteins from mammals, sea urchins, plants, yeast and bacteria.. GO:0031225|anchored component of membrane;GO:0046658|anchored component of plasma membrane;GO:0016020|membrane;GO:0005886|plasma membrane;. .

Manes.S074800.v6.1170.73088 7.41558 6E-156 up yes pfam01649 Ribosomal_S20pRibosomal protein S20. Bacterial ribosomal protein S20 interacts with 16S rRNA.. . . .

Manes.S074900.v6.1183.56613 7.52016 2E-78 up yes pfam08315 cwf18 cwf18 pre-mRNA splicing factor. The cwf18 family is involved in mRNA splicing. It has been isolated as a subcomplex of the splicosome in Schizosaccharomyces pombe.. . . .

Manes.S075200.v6.113.106352 3.71219 0.0063 up yes pfam00201 UDPGT UDP-glucoronosyl and UDP-glucosyl transferase.GO:0009813|flavonoid biosynthetic process;GO:0052696|flavonoid glucuronidation;GO:0005829|cytosol;GO:0043231|intracellular membrane-bounded organelle;GO:0080045|quercetin 3'-O-glucosyltransferase activity;GO:0080043|quercetin 3-O-glucosyltransferase activity;GO:0080046|quercetin 4'-O-glucosyltransferase activity;GO:0080044|quercetin 7-O-glucosyltransferase activity;.

Manes.S075400.v6.181.785266 6.35E+00 2E-73 up yes pfam04640 PLATZ PLATZ transcription factor. Plant AT-rich sequence and zinc-binding proteins (PLATZ) are zinc dependant DNA binding proteins. They bind to AT rich sequences and functions in transcriptional repression.GO:0016567|protein ubiquitination;GO:0080167|response to karrikin;GO:0016021|integral component of membrane;GO:0008270|zinc ion binding;.

Manes.S076100.v6.1Inf Inf 0.8764 up no pfam00544 Pec_lyase_C Pectate lyase. This enzyme forms a right handed beta helix structure. Pectate lyase is an enzyme involved in the maceration and soft rotting of plant tissue.GO:0045490|pectin catabolic process;. GO:0046872|metal ion binding;GO:0030570|pectate lyase activity;K01728

Manes.S076200.v6.10.5950871 -0.74883 4E-05 down no pfam00085 Thioredoxin Thioredoxin. Thioredoxins are small enzymes that participate in redox reactions, via the reversible oxidation of an active centre disulfide bond. Some members with only the active site are not separated from the noise.GO:0045454|cell redox homeostasis;GO:0006662|glycerol ether metabolic process;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0015035|protein disulfide oxidoreductase activity;.

Manes.S076300.v6.1 3.180213 1.66912 6E-12 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0046345|abscisic acid catabolic process;GO:0016021|integral component of membrane;GO:0010295|(+)-abscisic acid 8'-hydroxylase activity;GO:0020037|heme binding;GO:0005506|iron ion binding;K09843

Manes.S076400.v6.11.2284505 0.29684 0.7906 up no pfam00481 PP2C Protein phosphatase 2C. Protein phosphatase 2C is a Mn++ or Mg++ dependent protein serine/threonine phosphatase.GO:0048366|leaf development;GO:0006470|protein dephosphorylation;GO:0005634|nucleus;GO:0005886|plasma membrane;GO:0046872|metal ion binding;GO:0004722|protein serine/threonine phosphatase activity;.

Manes.S076900.v6.15.4740429 2.45261 3E-14 up yes pfam13025 DUF3886 Protein of unknown function (DUF3886). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria. Proteins in this family are approximately 90 amino acids in length. There are two completely conserved L residues that may be functionally important.. . . .

Manes.S077000.v6.121.456321 4.42E+00 2E-94 up yes pfam01182 Glucosamine_isoGlucosamine-6-phosphate isomerases/6-phosphogluconolactonase.GO:0005975|carbohydrate metabolic process;GO:0006098|pentose-phosphate shunt;. GO:0017057|6-phosphogluconolactonase activity;K01057

Manes.S077400.v6.1Inf Inf 0.8798 up no pfam05816 TelA Toxic anion resistance protein (TelA). This family consists of several prokaryotic TelA like proteins. TelA and KlA are associated with tellurite resistance and plasmid fertility inhibition.. . . .

Manes.S077500.v6.1NA NA NA -- no pfam05816 TelA Toxic anion resistance protein (TelA). This family consists of several prokaryotic TelA like proteins. TelA and KlA are associated with tellurite resistance and plasmid fertility inhibition.. . . .

Manes.S077600.v6.1Inf Inf 0.1154 up no pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S079600.v6.10.5050293 -0.98556 2E-11 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S079800.v6.10.4652818 -1.10382 1E-10 down yes pfam03000 NPH3 NPH3 family. Phototropism of Arabidopsis thaliana seedlings in response to a blue light source is initiated by nonphototropic hypocotyl 1 (NPH1), a light-activated serine-threonine protein kinase. Mutations in NPH3 disrupt early signaling occurring downstream of the NPH1 photoreceptor. The NPH3 gene encodes a NPH1-interacting protein. NPH3 is a member of a large protein family, apparently specific to higher plants, and may function as an adapter or scaffold protein to bring together the enzymatic components of a NPH1-activated phosphorelay.GO:0016567|protein ubiquitination;. . .

Manes.S079900.v6.1 3.876755 1.95485 1E-19 up yes pfam02338 OTU OTU-like cysteine protease. This family is comprised of a group of predicted cysteine proteases, homologous to the Ovarian tumor (OTU) gene in Drosophila. Members include proteins from eukaryotes, viruses and pathogenic bacterium. The conserved cysteine and histidine, and possibly the aspartate, represent the catalytic residues in this putative group of proteases.. GO:0009507|chloroplast;. .

Manes.S080000.v6.15.4467815 2.45E+00 0.0008 up yes pfam02602 HEM4 Uroporphyrinogen-III synthase HemD. This family consists of uroporphyrinogen-III synthase HemD EC:4.2.1.75 also known as Hydroxymethylbilane hydrolyase (cyclizing) from eukaryotes, bacteria and archaea. This enzyme catalyses the reaction: Hydroxymethylbilane <=> uroporphyrinogen-III + H(2)O. Some members of this family are multi-functional proteins possessing other enzyme activities related to porphyrin biosynthesis, such as hemD from Clostridium josui with pfam00590, however the aligned region corresponds with the uroporphyrinogen-III synthase EC:4.2.1.75 activity only. Uroporphyrinogen-III synthase is the fourth enzyme in the heme pathway. Mutant forms of the Uroporphyrinogen-III synthase gene cause congenital erythropoietic porphyria in humans a recessive inborn error of metabolizm also known as Gunther disease.. . . .

Manes.S080300.v6.12.7468951 1.46E+00 9E-20 up yes pfam01428 zf-AN1 AN1-like Zinc finger. Zinc finger at the C-terminus of An1, a ubiquitin-like protein in Xenopus laevis. The following pattern describes the zinc finger. C-X2-C-X(9-12)-C-X(1-2)-C-X4-C-X2-H-X5-H-X-C Where X can be any amino acid, and numbers in brackets indicate the number of residues.. . GO:0003677|DNA binding;GO:0008270|zinc ion binding;.

Manes.S081900.v6.1Inf Inf 0.2025 up no pfam12609 DUF3774 Wound-induced protein. This family of proteins is found in eukaryotes. Proteins in this family are typically between 81 and 97 amino acids in length. The proteins in the family are often annotated as wound-induced proteins however there is little accompanying literature to confirm this.. . . .

Manes.S083200.v6.1NA NA NA -- no pfam14015 DUF4231 Protein of unknown function (DUF4231). This family of proteins is functionally uncharacterized. This family of proteins is found in bacteria, archaea, eukaryotes and viruses. Proteins in this family are typically between 148 and 288 amino acids in length.. . . .

Manes.S083600.v6.1Inf Inf 0.0347 up no pfam13430 DUF4112 Domain of unknown function (DUF4112). This family has several highly conserved GD sequence-motifs of unknown function. The family is found in bacteria, archaea and fungi.. . . .

Manes.S083900.v6.10.5250665 ####### 0.0982 down no pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.S084300.v6.10.2247876 ####### 0.0031 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . K14488

Manes.S085200.v6.10.7466318 -0.42153 0.0201 down no pfam13561 adh_short_C2Enoyl-(Acyl carrier protein) reductase.GO:0006631|fatty acid metabolic process;GO:0005777|peroxisome;GO:0005774|vacuolar membrane;GO:0008670|2,4-dienoyl-CoA reductase (NADPH) activity;K13237

Manes.S085400.v6.12.3939262 1.26E+00 1E-20 up yes pfam08385 DHC_N1 Dynein heavy chain, N-terminal region 1. Dynein heavy chains interact with other heavy chains to form dimers, and with intermediate chain-light chain complexes to form a basal cargo binding unit. The region featured in this family includes the sequences implicated in mediating these interactions. It is thought to be flexible and not to adopt a rigid conformation.. . . .

Manes.S085700.v6.15.3959953 2.43189 1E-05 up yes . . . . . . .

Manes.S086100.v6.10.5077414 -0.97783 4E-16 down no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.GO:0048255|mRNA stabilization;GO:0009507|chloroplast;. .

Manes.S086200.v6.1Inf Inf 0.8764 up no pfam00643 zf-B_box B-box zinc finger.GO:0006355|regulation of transcription, DNA-templated;GO:0005634|nucleus;GO:0003700|transcription factor activity, sequence-specific DNA binding;GO:0008270|zinc ion binding;.

Manes.S086400.v6.10.7610835 ####### 0.0006 down no pfam00564 PB1 PB1 domain. GO:0030154|cell differentiation;GO:0061077|chaperone-mediated protein folding;GO:0007517|muscle organ development;GO:0005794|Golgi apparatus;GO:0005654|nucleoplasm;GO:0048471|perinuclear region of cytoplasm;. .

Manes.S086500.v6.10.7242226 -0.46549 5E-05 down no pfam01458 UPF0051 Uncharacterized protein family (UPF0051).GO:0009793|embryo development ending in seed dormancy;GO:0016226|iron-sulfur cluster assembly;GO:0010027|thylakoid membrane organization;GO:0006810|transport;GO:0009507|chloroplast;GO:0009570|chloroplast stroma;GO:0009536|plastid;GO:0005215|transporter activity;K09015

Manes.S087100.v6.10.2365692 -2.07967 9E-08 down yes pfam05349 GATA-N GATA-type transcription activator, N-terminal. GATA transcription factors mediate cell differentiation in a diverse range of tissues. Mutation are often associated with certain congenital human disorders. The six classical vertebrate GATA proteins, GATA-1 to GATA-6, are highly homologous and have two tandem zinc fingers. The classical GATA transcription factors function transcription activators. In lower metazoans GATA proteins carry a single canonical zinc finger. This family represents the N-terminal domain of the family of GATA transcription activators.GO:0009658|chloroplast organization;GO:0005777|peroxisome;. .

Manes.S087400.v6.10.4624123 ####### 4E-08 down yes . . . . . . .

Manes.S087500.v6.10.1820045 ####### 4E-05 down yes pfam14239 RRXRR RRXRR protein. This domain is found in bacteria, eukaryotes and viruses, and is approximately 180 amino acids in length. It contains a conserved RRXRR motif. It is often found in association with pfam01844.. . . .

Manes.S088600.v6.10.8327366 -0.26407 0.1091 down no pfam03311 Cornichon Cornichon protein.GO:0035556|intracellular signal transduction;GO:0016021|integral component of membrane;GO:0005622|intracellular;. .

Manes.S090000.v6.10.2396513 -2.06099 2E-18 down yes pfam02628 COX15-CtaACytochrome oxidase assembly protein. This is a family of integral membrane proteins. CtaA is required for cytochrome aa3 oxidase assembly in Bacillus subtilis. COX15 is required for cytochrome c oxidase assembly in yeast.GO:0006784|heme a biosynthetic process;GO:1902600|hydrogen ion transmembrane transport;GO:0055114|oxidation-reduction process;GO:0008535|respiratory chain complex IV assembly;GO:0016021|integral component of membrane;GO:0005743|mitochondrial inner membrane;GO:0005739|mitochondrion;GO:0016653|oxidoreductase activity, acting on NAD(P)H, heme protein as acceptor;GO:0016627|oxidoreductase activity, acting on the CH-CH group of donors;K02259

Manes.S090200.v6.10.4584233 -1.12525 0.007 down yes pfam00069 Pkinase Protein kinase domain.GO:0009755|hormone-mediated signaling pathway;GO:0046777|protein autophosphorylation;GO:0007178|transmembrane receptor protein serine/threonine kinase signaling pathway;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0009506|plasmodesma;GO:0005524|ATP binding;GO:0001653|peptide receptor activity;GO:0004675|transmembrane receptor protein serine/threonine kinase activity;GO:0031625|ubiquitin protein ligase binding;.

Manes.S090300.v6.10.3136986 -1.67255 8E-21 down yes pfam00179 UQ_con Ubiquitin-conjugating enzyme. Proteins destined for proteasome-mediated degradation may be ubiquitinated. Ubiquitination follows conjugation of ubiquitin to a conserved cysteine residue of UBC homologues. TSG101 is one of several UBC homologues that lacks this active site cysteine.GO:0006511|ubiquitin-dependent protein catabolic process;. GO:0005524|ATP binding;GO:0016874|ligase activity;GO:0031625|ubiquitin protein ligase binding;GO:0004842|ubiquitin-protein transferase activity;.

Manes.S090600.v6.1Inf Inf 0.0635 up no pfam03798 TRAM_LAG1_CLN8TLC domain. . . . .

Manes.S092500.v6.11.5279843 0.61163 1E-07 up no pfam00107 ADH_zinc_NZinc-binding dehydrogenase.. GO:0009507|chloroplast;GO:0009941|chloroplast envelope;GO:0009706|chloroplast inner membrane;GO:0009535|chloroplast thylakoid membrane;GO:0005886|plasma membrane;GO:0005773|vacuole;GO:0016491|oxidoreductase activity;GO:0008270|zinc ion binding;.

Manes.S093500.v6.181.323583 6.35E+00 2E-13 up yes pfam04142 Nuc_sug_transpNucleotide-sugar transporter. This family of membrane proteins transport nucleotide sugars from the cytoplasm into golgi vesicles. Human SLC35A1 transports CMP-sialic acid, SLC35A2 transports UDP-galactose and SLC35A3 transports UDP-GlcNAc.. . . .

Manes.S093600.v6.11.5743517 6.55E-01 0.0153 up no pfam13183 Fer4_8 4Fe-4S dicluster domain. Superfamily includes proteins containing domains which bind to iron-sulfur clusters. Members include bacterial ferredoxins, various dehydrogenases, and various reductases. Structure of the domain is an alpha-antiparallel beta sandwich. Domain contains two 4Fe4S clusters.. . . .

Manes.S093800.v6.10.9433601 -0.08412 0.5158 down no pfam00637 Clathrin Region in Clathrin and VPS. Each region is about 140 amino acids long. The regions are composed of multiple alpha helical repeats. They occur in the arm region of the Clathrin heavy chain.GO:0007032|endosome organization;GO:0006886|intracellular protein transport;GO:0007040|lysosome organization;GO:0035542|regulation of SNARE complex assembly;GO:0007033|vacuole organization;GO:0006904|vesicle docking involved in exocytosis;GO:0030897|HOPS complex;GO:0031902|late endosome membrane;GO:0009705|plant-type vacuole membrane;GO:0043234|protein complex;GO:0030674|protein binding, bridging;GO:0008270|zinc ion binding;.

Manes.S094300.v6.11.6686786 0.73871 0.0043 up no pfam04554 Extensin_2 Extensin-like region.. . . .

Manes.S095100.v6.113.999604 3.80731 0.0087 up yes pfam00234 Tryp_alpha_amylProtease inhibitor/seed storage/LTP family. This family is composed of trypsin-alpha amylase inhibitors, seed storage proteins and lipid transfer proteins from plants.GO:0006869|lipid transport;. GO:0008289|lipid binding;.

Manes.S095900.v6.16.4470211 2.69E+00 8E-99 up yes pfam00170 bZIP_1 bZIP transcription factor. The Pfam entry includes the basic region and the leucine zipper region.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0043565|sequence-specific DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.



Manes.S096000.v6.1 6.163917 2.62385 5E-32 up yes pfam05422 SIN1 Stress-activated map kinase interacting protein 1 (SIN1). This family consists of several stress-activated map kinase interacting protein 1 (MAPKAP1 OR SIN1) sequences. The fission yeast Sty1/Spc1 mitogen-activated protein (MAP) kinase is a member of the eukaryotic stress-activated MAP kinase (SAPK) family. Sin1 interacts with Sty1/Spc1. Cells lacking Sin1 display many, but not all, of the phenotypes of cells lacking the Sty1/Spc1 MAP kinase including sterility, multiple stress sensitivity and a cell-cycle delay. Sin1 is phosphorylated after stress but this is not Sty1/Spc1-dependent.. . . .

Manes.S096600.v6.10.4502818 ####### 1E-07 down yes pfam07477 Glyco_hydro_67CGlycosyl hydrolase family 67 C-terminus. Alpha-glucuronidases, components of an ensemble of enzymes central to the recycling of photosynthetic biomass, remove the alpha-1,2 linked 4-O-methyl glucuronic acid from xylans. This family represents the C terminal region of alpha-glucuronidase which is mainly alpha-helical. It wraps around the catalytic domain (pfam07488), making additional interactions both with the N-terminal domain (pfam03648) of its parent monomer and also forming the majority of the dimer-surface with the equivalent C-terminal domain of the other monomer of the dimer.. . . .

Manes.S096800.v6.12.2822573 1.19046 2E-13 up yes pfam00854 PTR2 POT family. The POT (proton-dependent oligopeptide transport) family all appear to be proton dependent transporters.GO:0009624|response to nematode;GO:0016021|integral component of membrane;GO:0005215|transporter activity;.

Manes.S097100.v6.1Inf Inf 0.8764 up no pfam05938 Self-incomp_S1Plant self-incompatibility protein S1. This family consists of a series of plant proteins which are related to the Papaver rhoeas S1 self-incompatibility protein. Self incompatibility (SI) is the single most important outbreeding device found in angiosperms and is a mechanism that regulates the acceptance or rejection of pollen. S1 is known to exhibit specific pollen-inhibitory properties.. . . .

Manes.S097500.v6.112.394356 3.63161 2E-172 up yes pfam03372 Exo_endo_phosEndonuclease/Exonuclease/phosphatase family. This large family of proteins includes magnesium dependent endonucleases and a large number of phosphatases involved in intracellular signalling. This family includes: AP endonuclease proteins EC:4.2.99.18, DNase I proteins EC:3.1.21.1, Synaptojanin an inositol-1,4,5-trisphosphate phosphatase EC:3.1.3.56, Sphingomyelinase EC:3.1.4.12 and Nocturnin.GO:0009738|abscisic acid-activated signaling pathway;GO:0030154|cell differentiation;GO:0010588|cotyledon vascular tissue pattern formation;GO:0046855|inositol phosphate dephosphorylation;GO:0048016|inositol phosphate-mediated signaling;GO:0032957|inositol trisphosphate metabolic process;GO:0010305|leaf vascular tissue pattern formation;GO:0046856|phosphatidylinositol dephosphorylation;GO:0010067|procambium histogenesis;GO:0009737|response to abscisic acid;GO:0010051|xylem and phloem pattern formation;GO:0005622|intracellular;GO:0046030|inositol trisphosphate phosphatase activity;GO:0034485|phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0004439|phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;.

Manes.S098000.v6.10.2246419 -2.1543 0.0021 down yes pfam02519 Auxin_inducibleAuxin responsive protein. This family consists of the protein products of the ARG7 auxin responsive genes family none of which have any identified functional role.GO:0009734|auxin-activated signaling pathway;. . .

Manes.S098200.v6.13.1396014 1.65E+00 1E-28 up yes pfam03169 OPT OPT oligopeptide transporter protein. The OPT family of oligopeptide transporters is distinct from the ABC pfam00005 and PTR pfam00854 transporter families. OPT transporters were first recognized in fungi (Candida albicans and Schizosaccharomyces pombe), but this alignment also includes orthologues from Arabidopsis thaliana. OPT transporters are thought to have 12-14 transmembrane domains and contain the following motif: SPYxEVRxxVxxxDDP.GO:0055085|transmembrane transport;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;. .

Manes.S098300.v6.11.2806001 0.35682 0.0413 up no pfam08212 Lipocalin_2 Lipocalin-like domain. Lipocalins are transporters for small hydrophobic molecules, such as lipids, steroid hormones, bilins, and retinoids. The structure is an eight-stranded beta barrel.. GO:0009279|cell outer membrane;GO:0008289|lipid binding;GO:0005215|transporter activity;.

Manes.S098500.v6.13052.5157 11.5758 8E-253 up yes pfam07279 DUF1442 Protein of unknown function (DUF1442). This family consists of several hypothetical Arabidopsis thaliana proteins of around 225 residues in length. The function of this family is unknown.. . . .

Manes.S099200.v6.1 0.116583 -3.10057 1E-39 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004672|protein kinase activity;.

Manes.S099500.v6.10.5866983 ####### 3E-07 down no pfam03947 Ribosomal_L2_CRibosomal Proteins L2, C-terminal domain.GO:0006412|translation;GO:0005840|ribosome;GO:0003735|structural constituent of ribosome;K02938

Manes.S100000.v6.19.0493408 3.18E+00 0.0463 up no pfam01255 Prenyltransf Putative undecaprenyl diphosphate synthase. Previously known as uncharacterized protein family UPF0015, a single member of this family has been identified as an undecaprenyl diphosphate synthase.. . GO:0050267|rubber cis-polyprenylcistransferase activity;.

Manes.S100300.v6.1Inf Inf 0.1921 up no pfam13855 LRR_8 Leucine rich repeat.GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0005199|structural constituent of cell wall;.

Manes.S101700.v6.10.2636537 -1.92328 8E-06 down yes pfam13833 EF-hand_8 EF-hand domain pair.GO:0009733|response to auxin;. GO:0005509|calcium ion binding;.

Manes.S102000.v6.10.7416739 -0.43114 0.1922 down no pfam05216 UNC-50 UNC-50 family. Gmh1p from S. cerevisiae is located in the Golgi membrane and interacts with ARF exchange factors.. . . .

Manes.S104100.v6.11.8310487 8.73E-01 0.3396 up no pfam00232 Glyco_hydro_1Glycosyl hydrolase family 1.GO:0005975|carbohydrate metabolic process;. GO:0008422|beta-glucosidase activity;.

Manes.S104500.v6.10.6880404 ####### 0.0626 down no pfam00297 Ribosomal_L3Ribosomal protein L3.GO:0006412|translation;GO:0022625|cytosolic large ribosomal subunit;GO:0016020|membrane;GO:0003735|structural constituent of ribosome;K02925

Manes.S104600.v6.10.7709813 ####### 0.0243 down no pfam00076 RRM_1 RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain). The RRM motif is probably diagnostic of an RNA binding protein. RRMs are found in a variety of RNA binding proteins, including various hnRNP proteins, proteins implicated in regulation of alternative splicing, and protein components of snRNPs. The motif also appears in a few single stranded DNA binding proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third helix present during RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to align and have been omitted in the SEED alignment The LA proteins have an N terminal rrm which is included in the seed. There is a second region towards the C terminus that has some features characteristic of a rrm but does not appear to have the important structural core of a rrm. The LA proteins are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.GO:0006397|mRNA processing;GO:0051028|mRNA transport;GO:0008380|RNA splicing;GO:0005737|cytoplasm;GO:0005681|spliceosomal complex;GO:0000166|nucleotide binding;GO:0003723|RNA binding;K14411

Manes.S104700.v6.10.5264781 -0.92555 1 down no pfam11437 Vanabin-2 Vanadium-binding protein 2. The Vanadium binding protein, Vanabin2, contains four alpha-helices connected by nine disulphide bonds. Vanadium accumulates in Ascidians however the biological reason remains unclear.. . . .

Manes.S104800.v6.10.6511524 ####### 1E-07 down no pfam00168 C2 C2 domain. . . . .

Manes.S105300.v6.10.4950575 ####### 0.0003 down yes pfam13362 Toprim_3 Toprim domain. The toprim domain is found in a wide variety of enzymes involved in nucleic acid manipulation.. . . .

Manes.S105500.v6.1Inf Inf 0.0019 up yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to catGO:0009835|fruit ripening;GO:0005789|endoplasmic reticulum membrane;GO:0016021|integral component of membrane;GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.S105800.v6.18.9865373 3.16777 2E-10 up yes pfam04535 DUF588 Domain of unknown function (DUF588). This family of plant proteins contains a domain that may have a catalytic activity. It has a conserved arginine and aspartate that could form an active site. These proteins are predicted to contain 3 or 4 transmembrane helices.GO:0055114|oxidation-reduction process;GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0051536|iron-sulfur cluster binding;GO:0003954|NADH dehydrogenase activity;.

Manes.S105900.v6.1NA NA NA -- no pfam02362 B3 B3 DNA binding domain. This is a family of plant transcription factors with various roles in development, the aligned region corresponds the B3 DNA binding domain as described in this domain is found in VP1/AB13 transcription factors. Some proteins also have a second AP2 DNA binding domain pfam00847 such as RAV1. DNA binding activity was demonstrated by.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S106500.v6.1 0.13113 -2.93093 4E-18 down yes pfam00067 p450 Cytochrome P450. Cytochrome P450s are haem-thiolate proteins involved in the oxidative degradation of various compounds. They are particularly well known for their role in the degradation of environmental toxins and mutagens. They can be divided into 4 classes, according to the method by which electrons from NAD(P)H are delivered to the catalytic site. Sequence conservation is relatively low within the family - there are only 3 absolutely conserved residues - but their general topography and structural fold are highly conserved. The conserved core is composed of a coil termed the 'meander', a four-helix bundle, helices J and K, and two sets of beta-sheets. These constitute the haem-binding loop (with an absolutely conserved cysteine that serves as the 5th ligand for the haem iron), the proton-transfer groove and the absolutely conserved EXXR motif in helix K. While prokaryotic P450s are soluble proteins, most eukaryotic P450s are associated with microsomal membranes. their general enzymatic function is to cat. . GO:0020037|heme binding;GO:0005506|iron ion binding;GO:0004497|monooxygenase activity;GO:0016705|oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;.

Manes.S106700.v6.14.0568707 2.02037 7E-08 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S106900.v6.1NA NA NA -- no pfam03741 TerC Integral membrane protein TerC family. This family contains a number of integral membrane proteins that also contains the TerC protein. TerC has been implicated in resistance to tellurium. This protein may be involved in efflux of tellurium ions. The tellurite-resistant Escherichia coli strain KL53 was found during testing of the group of clinical isolates for antibiotics and heavy metal ion resistance. Determinant of the tellurite resistance of the strain was located on a large conjugative plasmid. Analyses showed, the genes terB, terC, terD and terE are essential for conservation of the resistance. The members of the family contain a number of conserved aspartates that could be involved in binding to metal ions.. . . .

Manes.S107400.v6.1NA NA NA -- no pfam00838 TCTP Translationally controlled tumor protein.. . . .

Manes.S107600.v6.10.6867637 ####### 1E-05 down no pfam14379 Myb_CC_LHEQLEMYB-CC type transfactor, LHEQLE motif. This family is found towards the C-terminus of Myb-CC type transcription factors, and carries a highly conserved LHEQLE sequence motif.GO:0006351|transcription, DNA-templated;GO:0005634|nucleus;GO:0003677|DNA binding;GO:0003700|transcription factor activity, sequence-specific DNA binding;.

Manes.S107800.v6.10.8453806 -0.24233 0.0644 down no pfam01762 Galactosyl_T Galactosyltransferase. This family includes the galactosyltransferases UDP-galactose:2-acetamido-2-deoxy-D-glucose3beta-galactosyltransferase and UDP-Gal:beta-GlcNAc beta 1,3-galactosyltranferase. Specific galactosyltransferases transfer galactose to GlcNAc terminal chains in the synthesis of the lacto-series oligosaccharides types 1 and 2.GO:0005975|carbohydrate metabolic process;GO:0009845|seed germination;GO:0071944|cell periphery;GO:0005576|extracellular region;GO:0016985|mannan endo-1,4-beta-mannosidase activity;K19355

Manes.S108400.v6.1 0.488103 -1.03474 4E-06 down yes pfam14988 DUF4515 Domain of unknown function (DUF4515). This family of proteins is found in bacteria and eukaryotes. Proteins in this family are typically between 198 and 469 amino acids in length. There are two completely conserved L residues that may be functionally important.. . . .

Manes.S108600.v6.11.0703025 9.80E-02 0.4613 up no pfam10317 7TM_GPCR_SrdSerpentine type 7TM GPCR chemoreceptor Srd. Chemoreception is mediated in Caenorhabditis elegans by members of the seven-transmembrane G-protein-coupled receptor class (7TM GPCRs) of proteins which are of the serpentine type. Srd is part of the larger Str superfamily of chemoreceptors. Chemoperception is one of the central senses of soil nematodes like C. elegans which are otherwise 'blind' and 'deaf'.GO:0005975|carbohydrate metabolic process;GO:0043562|cellular response to nitrogen levels;GO:0006633|fatty acid biosynthetic process;GO:0042128|nitrate assimilation;GO:0009744|response to sucrose;. GO:0005524|ATP binding;.

Manes.S108800.v6.12.5562325 1.35E+00 6E-06 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S109200.v6.10.1955937 ####### 0.0001 down yes pfam00274 Glycolytic Fructose-bisphosphate aldolase class-I.GO:0006096|glycolytic process;GO:0005737|cytoplasm;GO:0004332|fructose-bisphosphate aldolase activity;.

Manes.S109500.v6.14.1448897 2.05E+00 9E-06 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S109700.v6.1NA NA NA -- no pfam06933 SSP160 Special lobe-specific silk protein SSP160. This family consists of several special lobe-specific silk protein SSP160 sequences which appear to be specific to Chironomus (Midge) species.. . . .

Manes.S110000.v6.1Inf Inf 0.2025 up no pfam13041 PPR_2 PPR repeat family. This repeat has no known function. It is about 35 amino acids long and is found in up to 18 copies in some proteins. The family appears to be greatly expanded in plants and fungi. The repeat has been called PPR.. . . .

Manes.S110100.v6.15.1072574 2.35E+00 2E-10 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S110200.v6.1 3.741827 1.90374 5E-07 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0004650|polygalacturonase activity;.

Manes.S110400.v6.10.4582885 ####### 0.0082 down yes pfam00891 Methyltransf_2O-methyltransferase. This family includes a range of O-methyltransferases. These enzymes utilize S-adenosyl methionine.GO:0009812|flavonoid metabolic process;GO:0032259|methylation;. GO:0030761|8-hydroxyquercitin 8-O-methyltransferase activity;GO:0008171|O-methyltransferase activity;.

Manes.S110700.v6.10.5397951 -0.88952 4E-07 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S111000.v6.10.6432193 ####### 0.0074 down no pfam14299 PP2 Phloem protein 2. Phloem protein 2 (PP2) is one of the most abundant and enigmatic proteins in the phloem sap. PP2 is translocated in the assimilate stream where its lectin activity or RNA-binding properties can exert effects over long distances.GO:0009625|response to insect;. GO:0030246|carbohydrate binding;GO:0043394|proteoglycan binding;.

Manes.S111100.v6.10.6460874 ####### 0.0003 down no pfam00931 NB-ARC NB-ARC domain.GO:0006952|defense response;. GO:0043531|ADP binding;GO:0005524|ATP binding;.

Manes.S112000.v6.14.4798444 2.16345 1E-09 up yes pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0005975|carbohydrate metabolic process;GO:0071555|cell wall organization;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0004650|polygalacturonase activity;.

Manes.S112100.v6.10.2147838 -2.21904 2E-17 down yes pfam00069 Pkinase Protein kinase domain.. GO:0016021|integral component of membrane;GO:0005886|plasma membrane;GO:0005524|ATP binding;GO:0004674|protein serine/threonine kinase activity;.

Manes.S113500.v6.10.6421548 ####### 0.051 down no pfam01824 MatK_N MatK/TrnK amino terminal region. The function of this region is unknown.GO:0006397|mRNA processing;GO:0008380|RNA splicing;GO:0008033|tRNA processing;GO:0009507|chloroplast;GO:0003723|RNA binding;.

Manes.S113800.v6.1Inf Inf 0.0545 up no pfam00295 Glyco_hydro_28Glycosyl hydrolases family 28. Glycosyl hydrolase family 28 includes polygalacturonase EC:3.2.1.15 as well as rhamnogalacturonase A(RGase A), EC:3.2.1.-. These enzymes is important in cell wall metabolizm.GO:0071555|cell wall organization;GO:0045490|pectin catabolic process;GO:0005618|cell wall;GO:0005576|extracellular region;GO:0047911|galacturan 1,4-alpha-galacturonidase activity;GO:0019863|IgE binding;GO:0004650|polygalacturonase activity;.



KEGG pathways Map ID lncRNA correlated DEGs Number of DEGsDE-lncRNAs Number of DE-lncRNAsq value

Stilbenoid, diarylheptanoid and gingerol biosynthesismap00945 Manes.05G168500.v6.1;Manes.05G168300.v6.1;Manes.13G050200.v6.1;Manes.05G179300.v6.1;Manes.04G101700.v6.1;Manes.05G168400.v6.1;Manes.02G135900.v6.1;Manes.13G131200.v6.1;Manes.13G021800.v6.1;Manes.03G030500.v6.110 lincRNA_174;lincRNA_177;lincRNA_340;lincRNA_383;lincRNA_385;lncNAT_144;lncNAT_210;lncNAT_212;lncNAT_99 0.026555

Starch and sucrose metabolism map00500 Manes.01G097900.v6.1;Manes.01G198900.v6.1;Manes.01G221600.v6.1;Manes.01G221700.v6.1;Manes.02G046900.v6.1;Manes.02G154100.v6.1;Manes.03G155800.v6.1;Manes.03G198900.v6.1;Manes.05G087900.v6.1;Manes.06G086900.v6.1;Manes.06G161400.v6.1;Manes.10G132100.v6.1;Manes.10G147500.v6.1;Manes.10G147600.v6.1;Manes.10G149600.v6.1;Manes.10G149900.v6.1;Manes.10G150200.v6.1;Manes.11G025400.v6.1;Manes.12G047800.v6.1;Manes.14G014600.v6.1;Manes.14G017900.v6.1;Manes.14G035300.v6.1;Manes.14G147600.v6.1;Manes.15G047700.v6.1;Manes.15G075500.v6.1;Manes.15G091700.v6.1;Manes.15G116000.v6.1;Manes.15G189700.v6.1;Manes.16G042700.v6.1;Manes.16G086400.v6.1;Manes.16G108100.v6.1;Manes.16G109200.v6.1;Manes.18G069800.v6.133 lincRNA_109;lincRNA_138;lincRNA_141;lincRNA_177;lincRNA_185;lincRNA_20;lincRNA_200;lincRNA_203;lincRNA_207;lincRNA_232;lincRNA_245;lincRNA_281;lincRNA_319;lincRNA_32;lincRNA_324;lincRNA_342;lincRNA_363;lincRNA_364;lincRNA_377;lincRNA_384;lincRNA_388;lincRNA_4;lincRNA_400;lincRNA_406;lincRNA_411;lincRNA_412;lincRNA_415;lincRNA_419;lincRNA_439;lincRNA_449;lincRNA_48;lincRNA_70;lncNAT_109;lncNAT_110;lncNAT_123;lncNAT_142;lncNAT_147;lncNAT_161;lncNAT_165;lncNAT_167;lncNAT_184;lncNAT_188;lncNAT_2;lncNAT_200;lncNAT_201;lncNAT_39;lncNAT_49;lncNAT_6;lncNAT_68;lncNAT_73;lncNAT_76;lncNAT_93;lncNAT_9953 0.045861

Plant-pathogen interaction map04626 Manes.01G068100.v6.1;Manes.01G099300.v6.1;Manes.01G116700.v6.1;Manes.01G252400.v6.1;Manes.02G016700.v6.1;Manes.02G051000.v6.1;Manes.02G075400.v6.1;Manes.02G138500.v6.1;Manes.02G189600.v6.1;Manes.02G192200.v6.1;Manes.03G001700.v6.1;Manes.03G036300.v6.1;Manes.03G042500.v6.1;Manes.03G097300.v6.1;Manes.03G097700.v6.1;Manes.04G002600.v6.1;Manes.05G113200.v6.1;Manes.06G075800.v6.1;Manes.06G114300.v6.1;Manes.06G118200.v6.1;Manes.07G082600.v6.1;Manes.08G007900.v6.1;Manes.08G037300.v6.1;Manes.08G118500.v6.1;Manes.08G167400.v6.1;Manes.09G009100.v6.1;Manes.09G112700.v6.1;Manes.09G120700.v6.1;Manes.09G172500.v6.1;Manes.10G015900.v6.1;Manes.10G102500.v6.1;Manes.11G016700.v6.1;Manes.12G046800.v6.1;Manes.13G061300.v6.1;Manes.15G015700.v6.1;Manes.15G033800.v6.1;Manes.15G071600.v6.1;Manes.15G073500.v6.1;Manes.15G107200.v6.1;Manes.15G133000.v6.1;Manes.15G159100.v6.1;Manes.16G009900.v6.1;Manes.17G016000.v6.1;Manes.17G067300.v6.1;Manes.18G030600.v6.1;Manes.18G036200.v6.1;Manes.18G036300.v6.1;Manes.18G098700.v6.1;Manes.18G117200.51 lincRNA_107;lincRNA_112;lincRNA_123;lincRNA_138;lincRNA_141;lincRNA_157;lincRNA_165;lincRNA_166;lincRNA_185;lincRNA_187;lincRNA_200;lincRNA_203;lincRNA_207;lincRNA_234;lincRNA_237;lincRNA_245;lincRNA_257;lincRNA_306;lincRNA_318;lincRNA_32;lincRNA_34;lincRNA_354;lincRNA_358;lincRNA_364;lincRNA_378;lincRNA_383;lincRNA_385;lincRNA_388;lincRNA_4;lincRNA_400;lincRNA_411;lincRNA_412;lincRNA_415;lincRNA_419;lincRNA_431;lincRNA_439;lincRNA_449;lincRNA_49;lincRNA_56;lincRNA_70;lincRNA_77;lncNAT_102;lncNAT_109;lncNAT_11;lncNAT_110;lncNAT_122;lncNAT_123;lncNAT_144;lncNAT_15;lncNAT_156;lncNAT_159;lncNAT_162;lncNAT_163;lncNAT_165;lncNAT_167;lncNAT_173;lncNAT_175;lncNAT_199;lncNAT_201;lncNAT_202;lncNAT_210;lncNAT_212;lncNAT_216;lncNAT_220;lncNAT_25;lncNAT_39;lncNAT_4;lncNAT_46;lncNAT_52;lncNAT_6;lncNAT_66;lncNAT_68;lncNAT_73;lncNAT_76;lncNAT_79;lncNAT_81;lncNAT_93;lncNAT_94;lncNAT_95;lncNAT_9680 1.92E-05

Plant hormone signal transduction map04075 Manes.01G065900.v6.1;Manes.01G132400.v6.1;Manes.01G195100.v6.1;Manes.01G212300.v6.1;Manes.01G216800.v6.1;Manes.01G262600.v6.1;Manes.01G267900.v6.1;Manes.02G160400.v6.1;Manes.02G180200.v6.1;Manes.03G036900.v6.1;Manes.03G042500.v6.1;Manes.03G047500.v6.1;Manes.03G050800.v6.1;Manes.03G165100.v6.1;Manes.03G169800.v6.1;Manes.04G082000.v6.1;Manes.04G120800.v6.1;Manes.04G142100.v6.1;Manes.04G159800.v6.1;Manes.05G004100.v6.1;Manes.05G070500.v6.1;Manes.05G092200.v6.1;Manes.05G177400.v6.1;Manes.06G099700.v6.1;Manes.07G076800.v6.1;Manes.07G110500.v6.1;Manes.07G119400.v6.1;Manes.07G135200.v6.1;Manes.08G058200.v6.1;Manes.09G006800.v6.1;Manes.09G110800.v6.1;Manes.10G007900.v6.1;Manes.10G098000.v6.1;Manes.11G016700.v6.1;Manes.11G023300.v6.1;Manes.11G051200.v6.1;Manes.11G051300.v6.1;Manes.11G088400.v6.1;Manes.12G017800.v6.1;Manes.12G031700.v6.1;Manes.12G140100.v6.1;Manes.13G013600.v6.1;Manes.13G033200.v6.1;Manes.13G088600.v6.1;Manes.13G149500.v6.1;Manes.14G133100.v6.1;Manes.14G152100.v6.1;Manes.14G152200.v6.1;Manes.15G005100.61 lincRNA_107;lincRNA_140;lincRNA_141;lincRNA_165;lincRNA_166;lincRNA_185;lincRNA_187;lincRNA_200;lincRNA_207;lincRNA_237;lincRNA_250;lincRNA_257;lincRNA_259;lincRNA_279;lincRNA_306;lincRNA_307;lincRNA_311;lincRNA_324;lincRNA_340;lincRNA_342;lincRNA_354;lincRNA_358;lincRNA_363;lincRNA_383;lincRNA_385;lincRNA_4;lincRNA_400;lincRNA_401;lincRNA_411;lincRNA_415;lincRNA_418;lincRNA_419;lincRNA_431;lincRNA_449;lincRNA_49;lincRNA_63;lincRNA_7;lincRNA_70;lincRNA_91;lncNAT_10;lncNAT_100;lncNAT_102;lncNAT_109;lncNAT_11;lncNAT_110;lncNAT_137;lncNAT_144;lncNAT_147;lncNAT_156;lncNAT_159;lncNAT_16;lncNAT_167;lncNAT_173;lncNAT_175;lncNAT_179;lncNAT_184;lncNAT_199;lncNAT_21;lncNAT_210;lncNAT_220;lncNAT_25;lncNAT_39;lncNAT_45;lncNAT_56;lncNAT_73;lncNAT_79;lncNAT_80;lncNAT_93;lncNAT_94;lncNAT_9970 3.11E-06

Metabolism of xenobiotics by cytochrome P450map00980 Manes.01G062600.v6.1;Manes.01G216200.v6.1;Manes.02G001500.v6.1;Manes.02G023100.v6.1;Manes.02G125900.v6.1;Manes.02G126100.v6.1;Manes.07G029200.v6.1;Manes.09G021800.v6.1;Manes.09G132300.v6.1;Manes.10G113500.v6.1;Manes.13G042200.v6.1;Manes.15G041000.v6.1;Manes.16G031400.v6.113 lincRNA_174;lincRNA_185;lincRNA_200;lincRNA_248;lincRNA_307;lincRNA_376;lincRNA_400;lincRNA_70;lincRNA_95;lncNAT_132;lncNAT_175;lncNAT_184;lncNAT_200;lncNAT_29;lncNAT_9915 0.00349

Drug metabolism - cytochrome P450 map00982 Manes.01G062600.v6.1;Manes.01G216200.v6.1;Manes.02G001500.v6.1;Manes.02G023100.v6.1;Manes.02G125900.v6.1;Manes.02G126100.v6.1;Manes.05G134200.v6.1;Manes.07G029200.v6.1;Manes.09G021800.v6.1;Manes.09G132300.v6.1;Manes.10G113500.v6.1;Manes.13G042200.v6.1;Manes.15G041000.v6.1;Manes.16G031400.v6.114 lincRNA_107;lincRNA_138;lincRNA_165;lincRNA_174;lincRNA_185;lincRNA_187;lincRNA_200;lincRNA_234;lincRNA_237;lincRNA_248;lincRNA_306;lincRNA_307;lincRNA_364;lincRNA_376;lincRNA_388;lincRNA_400;lincRNA_431;lincRNA_62;lincRNA_70;lincRNA_77;lincRNA_91;lincRNA_95;lncNAT_102;lncNAT_122;lncNAT_123;lncNAT_132;lncNAT_173;lncNAT_175;lncNAT_184;lncNAT_199;lncNAT_200;lncNAT_202;lncNAT_25;lncNAT_29;lncNAT_4;lncNAT_46;lncNAT_6;lncNAT_68;lncNAT_9939 0.016042

Chemical carcinogenesis map05204 Manes.01G062600.v6.1;Manes.01G216200.v6.1;Manes.01G225000.v6.1;Manes.02G023100.v6.1;Manes.02G125900.v6.1;Manes.02G126100.v6.1;Manes.07G029200.v6.1;Manes.09G021800.v6.1;Manes.09G132300.v6.1;Manes.10G113500.v6.1;Manes.13G042200.v6.1;Manes.15G041000.v6.1;Manes.16G031400.v6.113 lincRNA_174;lincRNA_185;lincRNA_200;lincRNA_248;lincRNA_376;lincRNA_400;lincRNA_70;lincRNA_95;lncNAT_132;lncNAT_175;lncNAT_200;lncNAT_2912 0.001505

Bisphenol degradation map00363 Manes.02G135900.v6.1;Manes.05G168300.v6.1;Manes.05G168400.v6.1;Manes.05G168500.v6.1;Manes.05G179300.v6.1;Manes.13G021800.v6.1;Manes.13G050200.v6.1;Manes.13G131200.v6.18 lincRNA_174;lincRNA_177;lincRNA_340;lincRNA_383;lincRNA_385;lncNAT_144;lncNAT_210;lncNAT_212;lncNAT_99 0.048859

Plant hormone signal transduction map04075 Manes.01G166700.v6.1;Manes.01G168600.v6.1;Manes.01G195100.v6.1;Manes.01G201600.v6.1;Manes.01G212300.v6.1;Manes.01G214300.v6.1;Manes.01G235500.v6.1;Manes.01G267900.v6.1;Manes.02G108000.v6.1;Manes.02G128000.v6.1;Manes.03G036900.v6.1;Manes.03G042500.v6.1;Manes.04G079700.v6.1;Manes.04G081900.v6.1;Manes.04G082000.v6.1;Manes.04G120800.v6.1;Manes.05G067800.v6.1;Manes.05G070500.v6.1;Manes.05G177400.v6.1;Manes.06G004000.v6.1;Manes.06G099700.v6.1;Manes.06G139900.v6.1;Manes.06G143400.v6.1;Manes.06G158100.v6.1;Manes.06G158800.v6.1;Manes.07G076800.v6.1;Manes.07G119400.v6.1;Manes.08G093300.v6.1;Manes.08G135000.v6.1;Manes.09G006800.v6.1;Manes.09G056100.v6.1;Manes.09G152500.v6.1;Manes.09G161600.v6.1;Manes.09G181800.v6.1;Manes.10G026400.v6.1;Manes.10G080700.v6.1;Manes.10G098000.v6.1;Manes.10G123300.v6.1;Manes.11G023300.v6.1;Manes.11G067900.v6.1;Manes.11G068000.v6.1;Manes.11G088400.v6.1;Manes.12G130600.v6.1;Manes.13G010500.v6.1;Manes.13G013600.v6.1;Manes.13G063800.v6.1;Manes.13G089700.v6.1;Manes.13G128400.v6.1;Manes.13G149500.68 lincRNA_101;lincRNA_127;lincRNA_131;lincRNA_254;lincRNA_259;lincRNA_324;lincRNA_342;lincRNA_356;lincRNA_357;lincRNA_363;lincRNA_373;lincRNA_4;lincRNA_417;lincRNA_427;lincRNA_432;lincRNA_63;lncNAT_101;lncNAT_147;lncNAT_167;lncNAT_179;lncNAT_184;lncNAT_189;lncNAT_197;lncNAT_209;lncNAT_23;lncNAT_30;lncNAT_45;lncNAT_59;lncNAT_62;lncNAT_70;lncNAT_71;lncNAT_80;lncNAT_93;lncNAT_9934 1.74E-08

Phenylpropanoid biosynthesis map00940 Manes.01G142400.v6.1;Manes.04G084300.v6.1;Manes.05G062700.v6.1;Manes.07G138600.v6.1;Manes.07G138800.v6.1;Manes.09G065500.v6.1;Manes.10G005800.v6.1;Manes.10G006000.v6.1;Manes.10G149600.v6.1;Manes.10G149900.v6.1;Manes.10G150000.v6.1;Manes.10G150200.v6.1;Manes.12G076300.v6.1;Manes.12G149800.v6.1;Manes.13G096100.v6.1;Manes.13G125300.v6.1;Manes.14G014700.v6.1;Manes.15G018500.v6.1;Manes.15G079300.v6.1;Manes.15G142200.v6.1;Manes.16G007300.v6.1;Manes.16G010500.v6.1;Manes.16G034800.v6.1;Manes.17G118100.v6.1;Manes.18G094100.v6.1;Manes.S057800.v6.126 lincRNA_131;lincRNA_342;lincRNA_356;lincRNA_357;lincRNA_373;lincRNA_377;lincRNA_382;lincRNA_4;lincRNA_427;lncNAT_147;lncNAT_167;lncNAT_179;lncNAT_184;lncNAT_197;lncNAT_23;lncNAT_30;lncNAT_62;lncNAT_70;lncNAT_71;lncNAT_89;lncNAT_9321 0.040695

Metabolic pathways map01100 Manes.01G026800.v6.1;Manes.01G047800.v6.1;Manes.01G053600.v6.1;Manes.01G072100.v6.1;Manes.01G077400.v6.1;Manes.01G082200.v6.1;Manes.01G097500.v6.1;Manes.01G116600.v6.1;Manes.01G130700.v6.1;Manes.01G131300.v6.1;Manes.01G139400.v6.1;Manes.01G142400.v6.1;Manes.01G144700.v6.1;Manes.01G161000.v6.1;Manes.01G181700.v6.1;Manes.01G198900.v6.1;Manes.01G202100.v6.1;Manes.01G209100.v6.1;Manes.01G221400.v6.1;Manes.01G221700.v6.1;Manes.01G225000.v6.1;Manes.01G225900.v6.1;Manes.01G230400.v6.1;Manes.01G255900.v6.1;Manes.01G263700.v6.1;Manes.01G266700.v6.1;Manes.02G001500.v6.1;Manes.02G007700.v6.1;Manes.02G009300.v6.1;Manes.02G010300.v6.1;Manes.02G025300.v6.1;Manes.02G030900.v6.1;Manes.02G034100.v6.1;Manes.02G036700.v6.1;Manes.02G045100.v6.1;Manes.02G098700.v6.1;Manes.02G099000.v6.1;Manes.02G110600.v6.1;Manes.02G112800.v6.1;Manes.02G120100.v6.1;Manes.02G135900.v6.1;Manes.02G136500.v6.1;Manes.02G137900.v6.1;Manes.02G143000.v6.1;Manes.02G147500.v6.1;Manes.02G154100.v6.1;Manes.02G157300.v6.1;Manes.02G159700.v6.1;Manes.02G165200.315 lincRNA_101;lincRNA_131;lincRNA_133;lincRNA_149;lincRNA_169;lincRNA_259;lincRNA_290;lincRNA_307;lincRNA_31;lincRNA_324;lincRNA_335;lincRNA_342;lincRNA_350;lincRNA_356;lincRNA_357;lincRNA_373;lincRNA_377;lincRNA_378;lincRNA_382;lincRNA_4;lincRNA_408;lincRNA_417;lincRNA_427;lincRNA_432;lincRNA_63;lncNAT_101;lncNAT_142;lncNAT_147;lncNAT_148;lncNAT_164;lncNAT_167;lncNAT_179;lncNAT_184;lncNAT_189;lncNAT_197;lncNAT_222;lncNAT_23;lncNAT_30;lncNAT_47;lncNAT_59;lncNAT_62;lncNAT_67;lncNAT_70;lncNAT_71;lncNAT_89;lncNAT_9;lncNAT_93;lncNAT_9948 0.005296

Fatty acid metabolism map00071 Manes.02G001500.v6.1;Manes.02G010300.v6.1;Manes.02G165200.v6.1;Manes.03G022900.v6.1;Manes.03G150200.v6.1;Manes.03G180700.v6.1;Manes.04G146300.v6.1;Manes.08G063900.v6.1;Manes.08G068600.v6.1;Manes.08G093200.v6.1;Manes.09G167400.v6.1;Manes.11G017900.v6.1;Manes.11G018400.v6.1;Manes.12G030100.v6.1;Manes.13G060600.v6.1;Manes.14G002200.v6.1;Manes.16G113900.v6.117 lincRNA_131;lincRNA_307;lincRNA_342;lincRNA_356;lincRNA_357;lincRNA_4;lincRNA_427;lncNAT_148;lncNAT_167;lncNAT_184;lncNAT_197;lncNAT_30;lncNAT_62;lncNAT_70;lncNAT_71;lncNAT_93;lncNAT_9917 0.028858

Carotenoid biosynthesis map00906 Manes.02G018300.v6.1;Manes.02G178000.v6.1;Manes.03G083500.v6.1;Manes.03G150400.v6.1;Manes.07G077900.v6.1;Manes.08G016300.v6.1;Manes.10G067700.v6.1;Manes.10G150700.v6.1;Manes.15G050500.v6.1;Manes.15G102000.v6.1;Manes.16G099600.v6.1;Manes.S076300.v6.112 lincRNA_131;lincRNA_356;lincRNA_357;lincRNA_373;lincRNA_4;lincRNA_427;lncNAT_167;lncNAT_197;lncNAT_30;lncNAT_62;lncNAT_71;lncNAT_9312 0.023128

Biosynthesis of secondary metabolites map01110 Manes.01G026800.v6.1;Manes.01G047800.v6.1;Manes.01G069300.v6.1;Manes.01G097500.v6.1;Manes.01G130700.v6.1;Manes.01G142400.v6.1;Manes.01G162100.v6.1;Manes.01G181700.v6.1;Manes.01G196500.v6.1;Manes.01G202100.v6.1;Manes.01G209100.v6.1;Manes.01G225900.v6.1;Manes.01G274900.v6.1;Manes.02G001500.v6.1;Manes.02G009300.v6.1;Manes.02G025300.v6.1;Manes.02G030700.v6.1;Manes.02G030900.v6.1;Manes.02G034100.v6.1;Manes.02G062000.v6.1;Manes.02G085400.v6.1;Manes.02G099000.v6.1;Manes.02G135900.v6.1;Manes.02G137900.v6.1;Manes.02G165200.v6.1;Manes.02G172400.v6.1;Manes.02G212800.v6.1;Manes.03G018200.v6.1;Manes.03G029300.v6.1;Manes.03G061000.v6.1;Manes.03G067200.v6.1;Manes.03G083500.v6.1;Manes.03G101500.v6.1;Manes.03G105500.v6.1;Manes.03G112200.v6.1;Manes.03G113300.v6.1;Manes.03G127600.v6.1;Manes.03G130300.v6.1;Manes.03G133300.v6.1;Manes.03G150200.v6.1;Manes.03G150400.v6.1;Manes.03G179300.v6.1;Manes.03G185000.v6.1;Manes.03G198100.v6.1;Manes.04G012500.v6.1;Manes.04G047400.v6.1;Manes.04G047500.v6.1;Manes.04G073800.v6.1;Manes.04G082400.180 lincRNA_127;lincRNA_131;lincRNA_133;lincRNA_149;lincRNA_169;lincRNA_290;lincRNA_307;lincRNA_31;lincRNA_324;lincRNA_335;lincRNA_342;lincRNA_350;lincRNA_356;lincRNA_357;lincRNA_373;lincRNA_377;lincRNA_382;lincRNA_4;lincRNA_417;lincRNA_427;lncNAT_101;lncNAT_147;lncNAT_148;lncNAT_162;lncNAT_167;lncNAT_179;lncNAT_184;lncNAT_189;lncNAT_197;lncNAT_222;lncNAT_23;lncNAT_30;lncNAT_47;lncNAT_59;lncNAT_62;lncNAT_70;lncNAT_71;lncNAT_89;lncNAT_9;lncNAT_93;lncNAT_9941 0.000152

Supplemental Data S8. The significantly enriched pathways of lncRNA correlated DEGs under cold and drought stress.

Cold stress

Drought stress



Name Sequence 5'-3'

MeACTIN-RT-S TGATGAGTCTGGTCCATCCA

MeACTIN-RT-A CCTCCTACGACCCAATCTCA

MeRD26 RT-S CTTACCTCCGGGTTTTCGGT

MeRD26 RT-A TATCGGTTCCAGTGGCCTTC

MeRD29-RT-S ACCGAGAAGTTGAAGCCTGG

MeRD29-RT-A CAGCGAACCAACTACCCCTT

MeDREB2-RT-S ACGGGAAGGCACTAACTCTG

MeDREB2-RT-A GCAACCCACTTACCCCATGT

MeCBF1-RT-S TTCTTGGTCGCCTGATACCTG

MeCBF1-RT-A GCTTCTTGGGATAGCTGGAAG

MeCBF2-RT-S ATGGATGTTTTCTCTCACTACCC

MeCBF2-RT-A GCAACCGTGATCAGATAAAGAAGA

lincRNA419-RT-S TGCAGGGAGGGATCCAATAG

lincRNA419-RT-A CAACCTTCGCATTAAAATTATT

lincRNA207-RT-S GCACAGCCTCATAGGGTCAT

lincRNA207-RT-A ACCCTCCGAGAGGCATTCTA

lincRNA391-RT-S GGGGCACTTTGTTGAGGTGG

lincRNA391-RT-A TGTCTTAAGCCGGGGCCATA

lincRNA101-RT-S GGGTGTCTCGGTCTATTGCAT

lincRNA101-RT-A AGCTTGATCTGGGCAGTGTT

lincRNA28-RT-S ATGCATCATGATTATGCAATAG

lincRNA28-RT-A ACTTGTCACCAATTAGTCCAAGC

lincRNA105-RT-S CTTCGGGGGCTTAAGGTTGT

lincRNA105-RT-A GTGCTGCTTCGAGTCTGTCT

lincRNA234-RT-S GCAACGTCACAGCTGAAAGC

lincRNA234-RT-A AGGGTTGATCCATCCTGCCA

lincRNA356-RT-S TCCACCTCTGACAGTTCCCT

lincRNA356-RT-A CTGAGGTGGTCGGCTACAAG

lincRNA64-RT-S GGGAGCAAGGTATGATGCTGC

lincRNA64-RT-A GGAAGACGCTTCTCCACCCAAG

lincRNA350-RT-S AAAGGGGGAGCTGTAAGCAG

lincRNA350-RT-A GGACCGGGATTTGTGCATCT

lincRNA182-RT-S TTCATGCAGTGCGGAAGATG

lincRNA182-RT-A AACCACATTTGGAATTCGCCG

lincRNA392-RT-S CGGTTGCCTTTTCAAAGGAGG

lincRNA392-RT-A TTCATGTGGTTGGTGGGACAT

lincRNA334-RT-S TGGTGCAGTCTCTTCGTGAT

lincRNA334-RT-A ACCTAAGCGCGTTTCCATTG

lincRNA308-RT-S CGAGTCGAAACAATTTGATAC

lincRNA308-RT-A TGCCATGCAACATTTGTCCG

Manes.03G032300-RT-S GACGGAAGATGAGCACCGAA

Manes.03G032300-RT-A AACCATGTCGAAGAGGCTCG

Manes.01G132000-RT-S CTTGAAGAATCAGAGGCCACC

Manes.01G132000-RT-A CATAAGCAGCTCGGAGCCTGCC

Manes.09G081500-RT-S CGTTGTGCGCCATCCAAATA

Manes.09G081500-RT-A GCTCTAGGAGTACAACGCCA

Supplemental Data S9. List of primers used in this study



Manes.05G029500-RT-S GCCATGTACCAGCAGAGTCC

Manes.05G029500-RT-A TGGTGGTCTTTTGACGGGTG

Manes.15G059900-RT-S GACGGAATCCAGTACGGCAA

Manes.15G059900-RT-A AGGAACCTGACCCAGCAAAC

Manes.15G060000-RT-S TCATGCAGAACTGGCAACCCA

Manes.15G060000-RT-A GAATTGCTATGCATGCTCCCC

miR164-S TGGAGAAGCAGGGCACGTGCA

miR169-S TGAGCCAAGGATGACTTGCCG

miR2275-S TTTGGTTTCCTCCAATATCTTA

U6-S TGGCCCCTGCGCAAGGATGA




